BASF Plant Science Company GmbH Soybean BPS-CV127-9

Appendix 4

Bioinformatics Analysis of Deduced Amino Acid
Sequences of Open Reading Frames Created by the
Junctions of the Insert with Genomic DNA, in
Herbicide-tolerant BPS-CV127-9 Soybean



BIOINFORMATICS ANALYSIS OF DEDUCED AMINO ACID SEQUENCES OF
OPEN READING FRAMES CREATED BY THE JUNCTIONS OF THE INSERT
WITH GENOMIC DNA, IN HERBICIDE-TOLERANT BPS-CV127-9 SOYBEAN

AUTHOR:

STuby COMPLETED ON: MAY 15, 2009
PERFORMING LABORATORY:

SUNGENE GmMmBH
CORRENSSTRASSE 3
D-06466 GATERSLEBEN
GERMANY

REPORT NUMBER: BPS-006-09

OECD UNIQUE IDENTIFIER: BPS-CV127-9

SUBMITTED BY:

BASF PLANT SCIENCE, L. L. C.
26 DAvIS DRIVE
RESEARCH TRIANGLE PARK, NORTH CAROLINA 27709
U.S. A.

PAGE 1 OF 237



= BASF

The Chemical Company
Plant Science L. L. C. BASF Reg. Doc. No. 2009/7003069

STATEMENT OF NO DATA CONFIDENTIALITY CLAIMS

No claim of confidentiality is made for any information contained in this study on the
basis of its falling within the scope of FIFRA §10(d) (1) (A), (B), or (C).

Company: BASF Plant Science, L. L. C.
Company Agent: [ NS Date: (5 Moy 200

Title:

Regulatory Affairs Manager
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These data are the property of BASF Plant Science, L. L. C. and, as such, are considered
to be confidential for all purposes other than compliance with FIFRA §10. Submission of
these data in compliance with FIFRA does not constitute a waiver of any right to
confidentiality that may exist under any other statute in any other country.
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ABBREVIATIONS AND DEFINITIONS

AHAS acetohydroxyacid synthase enzyme

ahasl imidazolinone-tolerant alleles of Arabidopsis thaliana
acetohydroxyacid synthase large subunit gene; includes the ahasl
(S653N) allele found in plasmid pAC321 and the ahasl (R272K,
S653N) allele found in BPS-CV127-9

AHASL wild-type Arabidopsis thaliana acetohydroxyacid synthase large
subunit gene; also referred to in the literature as CSR1

ahasl imidazolinone-tolerant Arabidopsis thaliana acetohydroxyacid
synthase large subunit protein bearing two mutations (R272K,
S653N)

BLASTP protein-protein Basic Local Alignment Search Tool

BLOSUM blocks substitution matrix

csrl-2 Gene from Arabidopsis thaliana encoding an imidazolinone-tolerant
AHAS enzyme'

FARRP Food Allergy Research and Resource Program

E value expect value

Gl number Genlnfo identifier, or GI number, is a sequence identification
number assigned by the NCBI

IgE immunoglobulin E

NCBI National Center for Biotechnology Information (United States of
America)

ORF open reading frame

R272K arginine residue at position 272 of Arabidopsis thaliana
acetohydroxyacid synthase large subunit replaced with lysine

RT-PCR reverse-transcription polymerase chain reaction

S653N serine residue at position 653 of Arabidopsis thaliana
acetohydroxyacid synthase large subunit replaced with asparagine

SEC61y wild-type Arabidopsis thaliana SEC61y subunit gene

SEC61y wild-type Arabidopsis thaliana SEC61y subunit protein

BASF Reg. Doc. No. 2009/7003069

L 1t should be noted that throughout this document, the gene that resides within the genome of BPS-
CV127-9 soybean that encodes the imidazolinone-tolerance trait is referred to as the csrl-2 gene which is
derived from A. thaliana and it is recognized that the csr1-2 gene in CV127 soybean differs from the csrl1-2
gene in A. thaliana by a single nucleotide change that results in the R272K replacement.
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BIOINFORMATICS ANALYSIS OF DEDUCED AMINO ACID SEQUENCES OF
OPEN READING FRAMES CREATED BY THE JUNCTIONS OF THE INSERT
WITH GENOMIC DNA IN HERBICIDE-TOLERANT BPS-CV127-9 SOYBEAN

SUMMARY

Soybean plants have been developed that are tolerant to imidazolinone herbicides. These
plants, referred to as BPS-CV127-9 soybean, were produced by the introduction of an
imidazolinone-tolerant acetohydroxyacid synthase large subunit (ahasl) allele from
Arabidopsis (referred to as the csrl-2 gene) into the soybean plant genome via biolistics
transformation.

The junctions between the BPS-CV127-9 transgene insert and the soybean genome were
analyzed to determine if new open reading frames (ORFs) were created due to the
insertion of the transgene into the soybean genome. At the 5’ junction 24 ORFs were
identified and at the 3’ junction six putative ORFs were identified. In this study, the
deduced amino acid sequences of these 30 ORFs were subjected to bioinformatics
analyses as part of a weight-of-evidence assessment of the potential allergenicity and
toxicity of any proteins potentially encoded by the junctions between the BPS-CV127-9
soybean insert and the soybean genome. The bioinformatics analyses reported herein did
not indicate any potential allergenicity or toxicity concerns related to the transgene insert
of BPS-CV127-9 soybean.

INTRODUCTION

Soybean [Glycine max (L.) Merr.] plants have been developed that are tolerant to the
imidazolinone class of agricultural herbicides. These herbicide-tolerant plants, referred
to as BPS-CV127-9 soybean, are derived from a single transformation event.
BPS-CV127-9 soybean was produced by the introduction of an imidazolinone-tolerant
acetohydroxyacid synthase large subunit (ahasl) gene (csr1-2) from Arabidopsis thaliana
(L.) Heynh. into the soybean plant genome via biolistics using the Pvull fragment of
transformation vector pAC321. The Pvull fragment includes what, at the time of
transformation, was defined as the wild-type Arabidopsis AHASL promoter, the
herbicide-tolerant Arabidopsis csrl1-2 coding sequence, and the wild-type Arabidopsis
AHASL terminator. In addition to the S653N mutation, a second mutation was
discovered in the csrl-2 coding sequence integrated in the BPS-CV127-9 soybean
genome. This mutation, in which arginine at position 272 of the AHAS1 protein is
replaced by lysine, does not impact the enzymatic function of the AHAS enzyme or its
herbicide-tolerance properties (Stevenson Paulik, 2007). Also included in the region
originally annotated as the AHASL promoter was the majority of the Arabidopsis putative
SEC61y subunit gene (Arabidopsis Genome Initiative locus code At3g48570), including
the entire Arabidopsis SEC61y coding sequence.
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SEC61y subunit gene (Arabidopsis Genome Initiative locus code At3g48570), including
the entire Arabidopsis SEC61y coding sequence.

Acetohydroxyacid synthase (AHAS) is found ubiquitously in the plant kingdom. The
AHAS enzyme catalyzes the first step in the biosynthesis of branched-chain amino acids
in plants. In conventional imidazolinone-sensitive plants, inhibition of the AHAS
enzyme by imidazolinone herbicides leads to a deficiency in branched-chain amino acids
and other compounds derived from this pathway that are needed for plant survival. The
csrl-2 gene from Arabidopsis confers tolerance to imidazolinone herbicides by encoding
an AHAS catalytic subunit with altered herbicide-binding properties, while retaining its
normal biosynthetic function in the soybean plant.

SEC61 is a heterotrimeric complex which forms a protein-conducting channel involved
in transport across the endoplasmic reticulum membrane in eukaryotes. Two of the three
subunits of SEC61, the a and y subunits, are found in all organisms (Osborne et al.,
2005). Although the AtSEC61y subunit transcript is detectable in BPS-CV127-9 by
reverse-transcription polymerase chain reaction (RT-PCR) analysis (Shen, 2007), the
AtSEC61y subunit protein product is not detectable in BPS-CV127-9 soybean leaves or
grain (Jiang, 2008).

The transgene insert of BPS-CV127-9 contains the coding sequences of two proteins
from A. thaliana: AHASL (R272K, S653N) and SEC61y. The purpose of this current
study was to determine if additional open reading frames (ORFs) were generated by the
junctions between the transgene and the soybean genome, and to conduct a
bioinformatics analysis of these ORFs as part of a weight-of-evidence assessment of the
potential allergenicity and toxicity of any protein potentially encoded by the transgene-
genome junctions.

MATERIALS AND METHODS

Databases. The Food Allergy Research and Resource Program (FARRP) Allergen
Protein Database (version 9.00; allergenonline.com) containing 1389 entries was utilized
for all bioinformatics assessments of potential allergenicity. These 1389 entries are
comprised of known or putative food, respiratory, venom/salivary, or contact allergenic
proteins. Glutenins and gliadins from Triticum aestivum L. (bread wheat) were included
in the database if there was published evidence of immunoglobulin E (IgE) from sera of
allergic individuals binding to the glutenin or gliadin in question. Some of these same
glutenins and gliadins are involved in Celiac disease, a non-IgE-mediated disorder. All
allergen database entries have been vetted by a panel of seven academic allergy experts
based on published evidence of allergenicity.

The GenBank non-redundant peptide sequence database was utilized for all
bioinformatics assessments of potential toxicity in addition to the general assessment of
protein homology. The GenBank non-redundant peptide sequence data (a total of
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7,946,514 sequences) was downloaded March 2, 2009 from the National Center for
Biotechnology Information (NCBI) website. This database is comprised of all non-
redundant GenBank coding sequence translations, protein sequences from NCBI's
Reference Sequence Project, sequences derived from the Protein Data Bank, the last
major release of the SWISS-PROT protein sequence database, the Protein Information
Resource (PIR) Protein Sequence Database, and the Protein Research Foundation (PRF)
Protein Sequence Database.

Identification of open reading frames. The junctions between the transgene insert of
BPS-CV127-9 soybean and the soybean genome were analyzed for open reading frames
(ORFs) using Vector NTI, version 10.3.0 (Invitrogen; Carlsbad, CA). An ORF is defined
as a sequence of nucleotides which has the potential to encode a protein; whether an ORF
is transcribed and ultimately translated is dependent upon having the requisite regulatory
elements in the proper context. For the purposes of this study, an ORF was defined as a
contiguous nucleic acid sequence that contains a string of codons that is uninterrupted
until the first termination codon (i.e. TAA, TAG, or TGA) in the same reading frame is
encountered. Any ORF from any of the six potential reading frames with a deduced
amino acid sequence of one amino acid or greater which is located in the junctions
between the insert and the soybean genome was selected for further analysis.

Based on bioinformatic analyses of the soybean genomic DNA flanking the transgene
insert in BPS-CV127-9, it was determined that the transgene insert is most likely
integrated into soybean chromosome 2, with 141 bp in the 5’ junction having sequence
identity to soybean chromosome 18 (see Sanchez-Ferndndez, 2009). These 141 bp were
included in the ORF search on the 5’ junction, which contained a total of 24 putative
ORFs of one amino acid or more. The 3’ junction encoded six putative ORFs. The
location of the 30 unique ORFs identified within the junctions between the transgene
insert and the soybean genome are schematically shown in Figure 1.

Database search for eight-amino acid regions of identity to known or putative allergens.
Each ORF deduced amino acid sequence was submitted to an analysis using a custom
comparison (word-match) program which provides an exhaustive search of all possible
eight-amino acid subsegments of the query sequence against all possible eight-amino acid
segments in proteins in the FARRP Allergen Protein Database. Regions of at least eight
consecutive amino acids which are identical between an ORF deduced amino acid
sequence and a known allergen will be identified by this search.

This eight-amino acid search was originally suggested based on the concept that eight or
more amino acids is a representative minimal size for an IgE-binding epitope (Metcalfe et
al., 1996). Bannon and Ogawa (2006) compiled a list of characterized linear IgE-binding
epitopes from major allergens and, although one epitope from a wheat ®-5 gliadin was
only four amino acids long, the majority of characterized epitopes were indeed eight
amino acids or longer. However, this search does not detect conformational epitopes
which are formed when non-linear amino acids are brought together by the higher-order
folding of the protein. Moreover, the utility of such an eight-amino acid analysis has
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been questioned due to the high rate of false positives identified by this search
(Silvanovich et al., 2006; Hileman et al., 2002).

Database search with eighty-amino acid segments of query sequence. Open reading
frames with deduced amino acid sequences greater than 80 amino acids were subdivided
into all possible overlapping 80-amino acid segments. Open reading frames with
deduced amino acid sequences of 80 amino acids or less were analyzed as a single intact
sequence. Each of these 80-amino acid segments or, in the case of ORFs with deduced
amino acid sequences less than 80 amino acids the entire protein sequence was compared
in silico to all proteins in the FARRP (Food Allergy Research and Resource Program)
Allergen Protein Database via a protein-protein FASTA (version 34.26.5; April 26, 2007)
analysis. The default parameters of the FASTA program were used, including the default
substitution scoring matrix of BLOSUM 50, with one exception: the threshold score for
optimization was set to 20.

Since the total predicted protein sequence was analyzed incrementally in 80-amino acid
segments, the query length for each of the analyses was 80 amino acids for ORFs with a
deduced amino acid sequence length of greater than 80 amino acids. Thus, the percent
identity for a given alignment was determined by dividing the number of identical amino
acids within the alignment by 80. In the case of ORFs with a deduced amino acid
sequence length of less than 80 amino acids, the number of identical amino acids was still
divided by 80 to determine the percent identity over 80 amino acids. In instances where
gaps were inserted into the query sequence to achieve the optimal alignment, percent
identity was calculated by dividing the number of identical amino acid residues in the
alignment by the alignment length of overlap if the overlap length was greater than 80. A
query sequence which showed >35% identity to a known or putative allergen would be
identified as potentially requiring additional studies, on a case-by-case basis if shown to
be expressed, to determine the likelihood of the predicted protein being allergenic
(Codex, 2003).

Database search for homology to known protein toxin sequences as well as general
homology to known proteins. Each ORF deduced amino acid sequence was submitted to
a protein-protein Basic Local Alignment Search Tool (BLASTP), (NCBI version 2.2.18)
analysis. All parameters were left at the default setting for this BLASTP analysis with
the exception of the expect (E) value cut-off which was set to one. Thus, either the top
250 unique protein alignments (the default value) or all alignments with an E value less
than one, whichever is fewer, were analyzed. This BLASTP analysis will identify
regions of local similarity (i.e. similarity over a portion of the protein sequence rather
than the entire protein sequence) between the query sequence and proteins in the
downloaded March 2, 2009 GenBank non-redundant peptide sequence database.

Descriptions of the proteins from the GenBank non-redundant database which show the
most significant local homology to the translation of ORF CV127 5319 5915 frame2
were manually compared to known toxins which act on humans as listed in the United
States Code of Federal Regulations (40 CFR Part 725.421).
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RESULTS AND DISCUSSION

Identification of open reading frames. The region at the 5’ junction contained a total of
24 putative ORFs of one amino acid or more. The region at the 3’ junction encoded six
putative ORFs (one from each possible reading frame). The deduced amino acid
sequences of the 30 unique ORFs identified within the junctions between the transgene
insert and the soybean genome are shown in Figure 1.

Database search for eight-amino acid regions of identity. None of the 30 ORF deduced
amino acid sequences were found to share a sequence of eight or more consecutive
identical amino acids with any potential allergen found in the FARRP Allergen Protein
Database. Because the eight-amino acid word-match search did not identify any common
identical sequences of eight or more amino acids, there are no search results to report.

Database search with eighty-amino acid segments of query sequence. None of the
deduced amino acid sequences from the 30 ORFs identified showed more than 35%
identity over 80 amino acids to any potential allergens found in the FARRP Allergen
Protein Database. The allergen homology search results for all putative peptides encoded
by the 30 identified ORFs are shown in Appendix 1. For ORFs with deduced amino acid
sequences greater than 80, only the allergen homology search results for the 80-amino
acid segment with the highest homology to a known or potential allergen are shown.

Database search for homology to known protein toxin sequences as well as general
homology to known proteins. The ORF deduced amino acid sequences did not show
significant homology to proteins that are toxic to humans as listed in the United States
Code of Federal Regulations (40 CFR Part 725.421). The toxin homology search results
are shown in Appendix 2. Of the 30 ORFs analyzed, 29 ORFs did not show homology to
any known protein sequence using the search parameters defined in this report. The
remaining ORF had homology to AHAS. The summary of the ORF deduced amino acid
sequence protein homology search is shown in Table 1.

CONCLUSIONS

The transgene insert of BPS-CV127-9 soybean contains the coding sequences of two
proteins from A. thaliana: AHASL (R272K, S653N) and SEC61y. In this analysis, the
junctions between the transgene insert of BPS-CV127-9 soybean and the soybean
genome were analyzed for potential additional newly created open reading frames
(ORFs) of at least one amino acid. The search covering the 5’ junction included 141 bp
of DNA with identity with soybean chromosome 18 and produced 24 putative ORFs.
The 3’ junction produced six putative ORFs. The deduced amino acid sequences of these
30 ORFs were subjected to bioinformatics analyses as part of a weight-of-evidence
assessment of the potential allergenicity and toxicity of any proteins potentially created
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by the BPS-CV127-9 transgene insertion into the soybean genome. No ORF deduced
amino acid sequence showed significant homology to a known protein toxin as defined in
the United States Code of Federal Regulations (40 CFR Part 725.421). Finally, no ORF
deduced amino acid sequence shared a sequence of eight or more consecutive identical
amino acids with a potential allergen. Thus, the bioinformatics analyses of the putative
ORFs newly created by the BPS-CV127-9 transgene insertion into the contiguous
soybean genomic DNA do not provide any indication of a potential allergenicity or
toxicity concern.
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RECORDS RETENTION

Search records, the original copy of this report, and other relevant records are archived at
BASF, 26 Davis Drive, Research Triangle Park, North Carolina 27709, U.S.A.

STUDY PERSONNEL

Bioinformatics scripts utilized for the work reported herein were written by -n
I FhD. and h M.S., BASF Plant Science L. L. C., 26 Davis Drive,

Research Triangle Park, North Carolina 27709.
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Table 1. Summary of open reading frames present at the 5* and 3’ junctions of the
BPS-CV127-9 transgene insertion with the flanking soybean genomic sequence.

Query ‘ Sequence Top BLASTP Result (accession
Sequence Length (aa) number)
CVv127 988 1023 frame0 12 None
CV127 862 918 frame0 19 None
CV127 922 957 frameO 12 None
CV127 961 984 frameQ 8 None
CV127 977 1003 framel 9 None
CV127 851 880 framel 10 None
CV127 884 886 framel 1 None
CV127 890 973 framel 28 None
CV127 984 1091 frame?2 36 None
CV127 564 941 frame2 126 None
CV127 rc 5776 5799 frameO 8 None
CV127 rc 5803 5838 frame0 12 None
CV127 rc 5842 5850 frameO 3 None
CV127 rc 5854 5946 frameO 31 None
CV127 rc 5681 5776 framel 32 None
CV127 rc 5780 5815 framel 12 None
CV127 rc 5819 5881 framel 21 None
CV127 rc 5884 5890 framel 2 None
CV127 rc 5894 6169 framel 92 None
CV127 rc 5706 5783 frame2 26 None
CV127 rc 5735 5849 frame2 4 None
CV127 rc 5850 5876 frame2 9 None
CV127 rc 5880 5975 frame2 32 None
CV127 rc 5787 5825 frame2 13 None
CV127 5737 5808 frame0 24 None
CV127 5744 5890 framel 49 None
Acetolactate synthase, Arabidopsis
CV127_5319 5915 frame2 199 thaliana (AAM92569)
CV127 rc 988 1344 frame0 119 None
CV127 rc 962 1159 framel 66 None
CV127 rc 855 1016 frame2 54 None
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Figure 1. Graphic representation of the insertion in soybean BPS-CV127-9.

The insert in soybean BPS-CV127-9 (4758 bp) seems to have integrated into soybean
chromosome 2 (Gm02). The 5’ flanking sequence contains 141 bp of DNA that is
identical to DNA in soybean chromosome 18 (see Sanchez-Fernandez, 2009). Analysis
of the junctions between the insert and the genomic DNA identified 30 putative ORFs, 24
of them in the 5° junction and six in the 3’ junction.
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Figure 2. Deduced amino acid sequences of open reading frames from the transgene
insert of BPS-CV127-9 and 1 kb of flanking sequence on each side

The deduced amino acid sequences of open reading frames that are contained either fully
or partially within the transgene insert from BPS-CV127-9 and 1 kb of flanking sequence
on each side are shown below.

CV127_988 1023_frame0
1Y IPQIKPNFHP

Cv127_977 1003 framel
RLIKFIFLK

CV127_984 1091 frame2
LNLYSSNKTQFSSLNEPAETL IS ITNSDLKRSHGSH

CV127_rc_5681 5776_framel
LLFRSELVIEIRVSAGSFKDENWVLFEEYKFN

CV127_rc_5706 5783 frame2
SKLGFQQVRLRMKIGFYLRNINLINL

Cv127_5737_ 5808 frameO
ALRRLGKLSHAHQRRQYTIRATNG

CV127_5744 5890 framel
DVWGSCPMP I KEDSTRSELRMGRPNKARRATQSNEGRQTNTKYPSNKDL

Cv127_5319 5915 frame2

SCKFNKQKKFF I FFHFFFQHEGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRF
DDRVTGKLEAFASRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELK
LDFGVWRNELNVQKQKFPLSFKTFGEAVPCPSKKTVHDPSYEWVGP IRREGPPSPMREDK
LTONTHLIRTYKFVFFKCI

CV127 rc_988 1344 frameO
WAWDSFPKRLKAQRKLLFLYVQL 1PPNSK IKLKLLRSVLKNL IHPLQSQLNITTHRHMRS
L ILPNLSRVN INMNNLSPTSKSLKLTRDT I 1KPYSKRQQQ I TMLHSV I C IHSPMHSKHM

CV127_rc_962_1159 framel
LGSCTVFFDGHGTASPNVLKLNGNFCFCTFNSFLQTPKSSLSSSARFSRTLFIPCKASLT
SPHTDT

CV127_rc_855_1016_frame2
KIQTYRSLLDGYFVLVCLPSLDWVALLALLGLPIRSSDRVLSSLMGMGQLPQTS

CV127_862_918 frame0
NIKIF1LKLNKRGPPYLSP
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CVv127 922 957 frameO
FLFSFLSNKGAN

CV127_961_984 frameO
SRNILEVN

Cv127_851 880 framel
NGNKISKSLY

CV127_884 886_framel
S

Cv127_890 973 framel
TKGALL1YPLSFYFHFFLIKGQTSLVIY

CV127_564_ 941 frame2

BASF Reg. Doc. No. 2009/7003069

LWLYCLIDYLCKCLTKTNDFSTMCQLSLSFLKNKWLVSSSLKKIGSLGLKIETAIGKINL
GRVWEKVASN I LFNSVQELLRRLVYRKAQTDVWKLETAIKYQNLY I KAEQKGPSLFIPLV

FIFISF

CV127 _rc_5776 5799 frameO
LTSNILRD

CV127_rc_5803 5838 frameO
FAPLLERNENKN

CV127_rc_5842 5850 frameO
GNK

CV127 _rc 5854 5946 frameO
GGPLLFSFNIKILIFYCRFKLPNISLRFPIH

CVv127_rc_5780 5815 framel
PLIYYETSLPLY

CV127_rc_5819 5881 framel
KEMKIKTKGINKEGPFCSALI

CV127_rc_5884 5890 framel
RF

CV127_rc_5894 6169 framel

YFIAVSSFQTSVCAFLYTKRRRSSCTELKRMLDATFSQTRPKLILPIAISIFKPKLPIFL

RDEDTSHLFFKKDKLNWHIVEKSLVFVRHLQR

CV127_rc_5787_5825 frame2
YITRLVCPFIRKK

BASF Plant Science Report No. BPS-005-09
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CV127_rc_5729 5831 frame2
K

CV127_rc_5735 5849 frame2
KLRG

CV127_rc 5850 5876 frame2
IRRAPFVQL

CV127_rc_5880 5975 frame2
YKDFD I LLPFQASKHQFALSYTLNGEGALVLN
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APPENDIX 1. 80-AMINO ACID ALLERGEN HOMOLOGY SEARCH RESULTS

Output from the FASTA search of the allergen database using as query sequence either
an 80-amino acid segment from ORFs with deduced amino acid sequences greater than
80 amino acids or, if the ORF deduced amino acid sequence is less than 80, the entire

ORF deduced amino acid.

CV127_5737_5808_frame0

BASF Reg. Doc. No. 2009/7003069

FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26,

2007
Please cite:

W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448

CV127_5737_5808_frame0, 24 aa

vs /n/na4/bioinfo/refsets/PUB_AllergenOnlineJan2009_V9.fasta library

307888 residues In 1386 sequences

Expectation_n fit: rho(In(x))= 3.4551+/-0.0031; mu= 4.1464+/- 0.162
mean_var=23.3437+/- 7.656, 0"s: 26 Z-trim: 31 B-trim: 9 in 1/41

Lambda= 0.265454

FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2

join: 36, opt: 20, open/ext: -10/-2, width:

The best scores are:

gi]2129805 gi|2129805|pir]|S65143 p ( 80)
gi |2129801 gi|2129801|pir||S65144 p ( 83)
gi]2129802 gi|2129802|pir||S65145 p ( 83)
gi 59800145 gi |59800145|sp|P69198.1 ( 83)
gi 59800146 gi | 59800146 |sp|P69199.1 ( 83)
gi | 29465668 gi | 29465668 |gb|AAL92871 (  86)
gi 20387027 gi | 20387027 |emb|CAC8459 ( 284)
gi 1247373 gi|1247373]emb|CAA01909. ( 71)
gi 1247375 gi|1247375]emb|CAA01910. ( 73)
i 14423846 gi|14423846]sp|082040.1 ( 78)
gi|1871507 gi|1871507 |emb|CAA62634. ( 82)
gi]1311511 gi|1311511|gb]AAB36010.1 ( 15)
0i 114841683 gi|114841683|dbj |BAF32 ( 419)
gi 59800143 gi |59800143|sp|P69196.1 ( 79)
gi |59800144 gi |59800144|sp|P69197.1 ( 79)
gi 21913174 gi|21913174|gb|AAM77471 ( 115)

>>>CV127_5737_5808_frameO, 24 aa vs

16
opt bits E(1386) %_id

47
47
47
47
47
40

22

22.
22.
22.
22.
19.
21.
19.
19.
19.
19.
16.
20.
18.
18.
18.

ORPRFRPOOWWWWANAMDMADDS

0.5
0.51
0.51
0.51

o
a
=

OCOOONP,A,WWWW:
OFRPPFPOUINRFR,OONO A

0.333
0.333
0.333
0.333
0.333
0.333
0.636
0.375
0.375
0.375
0.375
0.500
0.389
0.292
0.292
0.625

/n/na4/bioinfo/refsets/PUB_AllergenOnlineJan2009_V9.fasta library

>>gi]2129805 gi]2129805]|pir]1S65143 pollen allergen grou

(1-24:30-53)

10

(80 aa)
initn: 38 initl: 38 opt: 47 Z-score: 107.4 bits: 22.4 EQ:
Smith-Waterman score: 47; 33.333% identity (70.833% similar) in 24 aa overlap

Cv127_ ALRRLGKLSHAHQRRQYTIRATNG

10 20 30

gi|212 EFSDFASANRGLMKDVAKIF

BASF Plant Science Report No. BPS-005-09

40

50

60

0.708
0.708
0.708
0.708
0.708
0.708
0.818
0.667
0.667
0.667
0.667
0.750
0.611
0.667
0.667
1.000

0.5
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70 80

>>gi1]2129801 gi]2129801|pir]|S65144 pollen allergen grou (83 aa)

initn: 38 initl: 38 opt: 47 Z-score: 107.1 bits: 22.4 E(): 0.51
Smith-Waterman score: 47; 33.333% identity (70.833% similar) in 24 aa overlap
(1-24:33-56)

10 20
Cvi27_ ALRRLGKLSHAHQRRQYT IRATNG

10 20 30 40 50 60

gi]212 SYQEFSDFAKANRGLMKDVAKIF
70 80

>>gi 2129802 gi]2129802|pir]1S65145 pollen allergen grou (83 aa)

initn: 38 initl: 38 opt: 47 Z-score: 107.1 bits: 22.4 E(Q): 0.51
Smith-Waterman score: 47; 33.333% identity (70.833% similar) in 24 aa overlap
(1-24:33-56)

10 20
Cv1z27_ ALRRLGKLSHAHQRRQYTIRATNG

10 20 30 40 50 60

gi|212 SYQEFSDFAKANRGLMKDVAKIF
70 80

>>0gi1 59800145 gi]59800145|sp|P69198.1|POLC2_BRANA RecNam (83 aa)

initn: 38 initl: 38 opt: 47 Z-score: 107.1 bits: 22.4 E(): 0.51
Smith-Waterman score: 47; 33.333% identity (70.833% similar) in 24 aa overlap
(1-24:33-56)

10 20
Cv127_ ALRRLGKLSHAHQRRQYTIRATNG

10 20 30 40 50 60

g1 ]598 SYQEFSDFASANRGLMKDVAKIF
70 80

>>gi 59800146 gi]59800146|sp|P69199.1]POLC2_BRARA RecNam (83 aa)

initn: 38 initl: 38 opt: 47 Z-score: 107.1 bits: 22.4 E(Q): 0.51
Smith-Waterman score: 47; 33.333% identity (70.833% similar) in 24 aa overlap
(1-24:33-56)

10 20
Cv127_ ALRRLGKLSHAHQRRQYT IRATNG

10 20 30 40 50 60

g1 ]598 SYQEFSDFASANRGLMKDVAKIF
70 80

>>0gi1 29465668 gi]29465668|gb|AAL92871.1] pollen allergen (86 aa)

initn: 35 initl: 35 opt: 40 Z-score: 92.4 bits: 19.7 EQ: 3.4
Smith-Waterman score: 40; 33.333% identity (70.833% similar) in 24 aa overlap
(1-24:36-59)
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10 20
Cv127_ ALRRLGKLSHAHQRRQYTIRATNG

10 20 30 40 50 60

gi|294 GFISFDEFTDFARANRGLVKDVSKIF
70 80

>>gi 20387027 gi]20387027|emb|CAC84590.2| tropomyosin [L (284 aa)

initn: 44 initl: 44 opt: 44 Z-score: 92.1 bits: 21.4 EQQ: 3.5
Smith-Waterman score: 44; 63.636% identity (81.818% similar) in 11 aa overlap
(1-11:109-119)

gi]203 MEAIKKKMQAMKLEKDNAMDKADALEAQARDANRKADKILEEVQDLKKKPSQVETDFTTT
10 20 30 40 50 60

10
Cv1z27_ ALRRLGKLSHAH

gi]203 KENLATANKNLEDKEKTLTNTESEVASLNRKVQMIEENLERSEERLGTALTKLGEASHAA
70 80 90 100 110 120

20
CV127_ QRRQYTIRATNG

gi]203 DEASRMCKVLENRSQQDEERMDQLTNQLKEARMLAEDADGKSDEVSRKMAQVEDDLEVAE
130 140 150 160 170 180

gi]203 DRVKSGDSKIMELEEELKVVGNSLKSLEVSEEKANQRVEEYKRQIKTLTVKLKEAEARAE
190 200 210 220 230 240

gi]203 YAEKYVKKLQKEVDRLEDELGINKDRYRALADEMDQTFAELSGY
250 260 270 280

>>gi]|1247373 gi]|1247373|emb]CAA01909.1] Bl protein aller (71 aa)

initn: 33 initl: 33 opt: 39 Z-score: 91.7 bits: 19.3 EQQ: 3.7
Smith-Waterman score: 39; 37.500% identity (66.667% similar) in 24 aa overlap
(1-24:21-44)

10 20
Cv127_ ALRRLGKLSHAHQRRQYTIRATNG

10 20 30 40 50 60

gi|124 PGLMKDVAKVF
70

>>gi 1247375 gi]1247375]emb]CAA01910.1] B4 protein aller (73 aa)

initn: 33 initl: 33 opt: 39 Z-score: 91.5 bits: 19.3 E(QQ: 3.8
Smith-Waterman score: 39; 37.500% identity (66.667% similar) in 24 aa overlap
(1-24:23-46)

10 20
Cv127_ ALRRLGKLSHAHQRRQYTIRATNG

gi |124 GTSFKRFDTNGDGK ISLAELTDALRTLGSTSADEVQRMMAE IDTDGDGF I DFDEF I SFCN
10 20 30 40 50 60

gi|124 ANPGLMKDVAKVF
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70

>>Qi1|14423846 Qi]14423846|sp|082040.1|POLC7_PHLPR RecNam (78 aa)
initn: 33 initl: 33 opt: 39 Z-score: 91.0 bits: 19.3 EQ: 4.1

Smith-Waterman score: 39; 37.500% identity (66.667% similar) in 24 aa overlap

(1-24:28-51)

10 20
Cviz27_ ALRRLGKLSHAHQRRQYTIRATNG

gi|144 MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAE IDTDGDGF IDFNEF
10 20 30 40 50 60

gi|144 1SFCNANPGLMKDVAKVF
70

>>gi]|1871507 gi|1871507|emb]CAA62634.1] calcium-binding (82 aa)
initn: 33 initl: 33 opt: 39 Z-score: 90.6 bits: 19.3 EQQ: 4.2

Smith-Waterman score: 39; 37.500% identity (66.667% similar) in 24 aa overlap

(1-24:32-55)

10 20
Cv1z27_ ALRRLGKLSHAHQRRQYTIRATNG

gi|187 KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLéSTéADEVQRMMAEID%DéDGFID
10 20 30 40 50 60

gi|187 FDEFISFCNANPGLMKDVAKVF
70 80

>>gi 1311511 gi]1311511]gb]AAB36010.1] mAb 8C7-reactive (15 aa)
initn: 31 initl: 31 opt: 31 Z-score: 86.2 bits: 16.0 EQQ: 7.5

Smith-Waterman score: 31; 50.000% identity (75.000% similar) in 8 aa overlap

(5-12:3-10)

10 20
CVv127_ ALRRLGKLSHAHQRRQYTIRATNG
gi|131 GPVGGVVHAHMMPLL
10

>>gi | 114841683 gi |114841683|dbj|BAF32143.1] pollen aller (419 aa)
initn: 42 initl: 42 opt: 42 Z-score: 85.2 bits: 20.6 E(QQ: 8.6

Smith-Waterman score: 42; 38.889% identity (61.111% similar) in 18 aa overlap

(7-24:263-280)

gi|114 LDSDIEQYLRSNRSLKKLVHSRHDAATVFNVEQYGAVGDGKHDSTEAFETAWNAACKKAS

10 20 30 40 50 60
gi|114 AVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGT IVAQPDPARWKNSKIWLQFAQLTDFNL
70 80 90 100 110 120
gi|114 MGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLV
130 140 150 160 170 180
gi|114 FGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIK
190 200 210 220 230 240
10 20
Cv127_ ALRRLGKLSHAHQRRQYTIRATNG
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250 260 270 280 290 300

gi|114 VEMINSENPILINQFYCTSASACQNQRSAVQIQGVTYKNIHGTSATAAAIQLMCSDSVPC
310 320 330 340 350 360

gi|114 TGIQLSNVSLKLTSGKPASCVDKNARGFYSGRL IPTCKNLRPGPSPKEFELQQQPTTVM
370 380 390 400 410

>>gi 59800143 gi]|59800143|sp|P69196.1]POLC1_BRANA RecNam (79 aa)

initn: 32 initl: 32 opt: 36 Z-score: 84.7 bits: 18.1 E(QQ: 9.1
Smith-Waterman score: 36; 29.167% identity (66.667% similar) in 24 aa overlap
(1-24:29-52)

10 20
Cv127_ ALRRLGKLSHAHQRRQYTIRATNG

10 20 30 40 50 60

gi]598 FTEFASANPGLMKDVAKVF
70

>>gi 59800144 gi]|59800144|sp|P69197.1]POLC1_BRARA RecNam (79 aa)

initn: 32 initl: 32 opt: 36 Z-score: 84.7 bits: 18.1 EQQ: 9.1
Smith-Waterman score: 36; 29.167% identity (66.667% similar) in 24 aa overlap
(1-24:29-52)

10 20
Cv127_ ALRRLGKLSHAHQRRQYTIRATNG

10 20 30 40 50 60

gi|598 FTEFASANPGLMKDVAKVF
70

>>gi 21913174 gi]21913174|gb]AAM77471.1] major allergen (115 aa)

initn: 37 initl: 37 opt: 37 Z-score: 84.1 bits: 18.6 EQQ: 9.9
Smith-Waterman score: 37; 62.500% identity (100.000% similar) in 8 aa overlap
(17-24:60-67)

10
Cv127_ ALRRLGKLSHAHQRRQY

gi]219 MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKISEFYGRKPEGTYYNSLG#
10 20 30 40 50 60

20

CV127_ TIRATNG

gi 219 NIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDSDRSGLLLKQKVSDE
70 80 90 100 110

24 residues in 1 query sequences
307888 residues in 1386 library sequences

Scomplib [34.26]

start: Wed Mar 11 05:56:24 2009 done: Wed Mar 11 05:56:24 2009
Total Scan time: 0.060 Total Display time: 0.010
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Function used was FASTA [version 34.26.5 April 26, 2007]

CV127 5744 5890 framel

FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26,
2007

Please cite:

W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448

CV127_5744 5890 framel, 49 aa
vs /n/nad/bioinfo/refsets/PUB_AllergenOnlineJan2009_V9.fasta library

307888 residues in 1386 sequences

Expectation_n fit: rho(In(x))= 5.8900+/- 0.004; mu= -4.8365+/- 0.206
mean_var=40.6831+/-10.906, 0"s: 12 Z-trim: 12 B-trim: 106 in 1/41
Lambda= 0.201079

FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2

join: 36, opt: 20, open/ext: -10/-2, width: 16

The best scores are: opt bits E(1386) %_id % sim alen
57 22.

gi]162797 gi]162797|gb]AAA30430.1] ( 224) 9 1.9 0.394 0.576 33
gi 162805 gi|162805|gb|AAA30431.1] ( 224) 57 22.9 1.9 0.394 0.576 33
gi |459292 gi|459292|gb|AAB29137.1] ( 224) 57 22.9 1.9 0.394 0.576 33
gi 162931 gi|162931|gb]AAA30480.1] ( 224) 57 22.9 1.9 0.394 0.576 33
gi |47606039 gi |47606039|sp|Q8H6L7.1 ( 143) 51 21.3 3.7 0.375 0.656 32
gi 111120432 gi]111120432|gb]ABHO63 ( 129) 50 21.1 4 0.333 0.800 15
gi 111120424 gi|111120424|gb]ABHO63 ( 129) 50 21.1 4 0.333 0.800 15
gi 111494253 @i |111494253|gb|ABHO63 ( 129) 50 21.1 4 0.333 0.800 15
gi 111120420 gi|111120420|gb|ABHO63 ( 129) 50 21.1 4 0.333 0.800 15
gi 111120428 gi|111120428|gb]ABHO63 ( 129) 50 21.1 4 0.333 0.800 15
gi 3703107 gi|3703107|gb]AAC63045.1 ( 507) 57 22.7 5 0.300 0.667 30
gi|21779 gi|21779]emb|CAA26847.1] u ( 660) 58 22.9 5.5 0.256 0.605 43
gi 13183177 gi|13183177|gb|AAK15089 ( 585) 57 22.7 5.9 0.364 0.667 33
gi 20387029 gi | 20387029 |emb|CAC8459 ( 243) 51 21.2 6.9 0.293 0.585 41
gi 6094504 gi |6094504|sp|Q25456.1|T ( 274) 51 21.2 8 0.293 0.585 41
gi|14285797 gi|14285797|sp|061379.1 ( 274) 51 21.2 8 0.293 0.585 41
gi | 125995159 gi |125995159|dbj | BAF47 ( 284) 51 21.1 8.3 0.293 0.585 41
gi | 2660868 gi|2660868]gb]AAC48288.1 ( 284) 51 21.1 8.3 0.293 0.585 41
gi 125995167 gi|125995167|dbj|BAF47 ( 284) 51 21.1 8.3 0.293 0.585 41
gi | 148615631 gi | 148615631|gb|ABQ966 ( 284) 51 21.1 8.3 0.293 0.585 41
gi 125995163 gi 125995163 |dbj |BAF47 ( 284) 51 21.1 8.3 0.293 0.585 41
gi 125995157 gi|125995157|dbj |BAF47 ( 284) 51 21.1 8.3 0.293 0.585 41
gi | 73532979 gi | 73532979 |gb|AAZ76743 ( 284) 51 21.1 8.3 0.293 0.585 41
gi 14285796 Qi |14285796|sp|044119.1 ( 284) 51 21.1 8.3 0.293 0.585 41
gi 125995165 gi|125995165]dbj|BAF47 ( 284) 51 21.1 8.3 0.293 0.585 41
gi | 162286975 gi | 162286975|dbj |BAF95 ( 284) 51 21.1 8.3 0.293 0.585 41
gi 156712754 gi|156712754|dbj |BAF76 ( 284) 51 21.1 8.3 0.293 0.585 41
gi 125995161 gi|125995161|dbj |BAF47 ( 284) 51 21.1 8.3 0.293 0.585 41
gi|14423757 @i |14423757|sp|004701.1 ( 246) 50 20.9 8.6 0.333 0.704 27
gi |5931948 gi|5931948|gb|AAD56719.1 ( 160) 47 20.1 9.4 0.312 0.625 32
gi 25991543 gi | 25991543 |gb|AAN76862 ( 457) 53 21.6 9.8 0.268 0.683 41

>>>CV127_5744 5890_framel, 49 aa vs
/n/na4/bioinfo/refsets/PUB_AllergenOnlineJan2009_V9.fasta library

>>gi 162797 gi|162797|gb]AAA30430.1] beta-casein precurs (224 aa)

initn: 57 initl: 57 opt: 57 Z-score: 97.0 bits: 22.9 EQ: 1.9
Smith-Waterman score: 57; 39.394% identity (57.576% similar) in 33 aa overlap
(7-39:24-56)
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10 20 30 40
Cviz7_ DVWGSCPMP IKEDSTRSELRMGRPNKARRATQSNEGRQTNTKY

i | 162 MKVLILACLVALALARELEELNVPGE IVESLSSSEES I TRINKK I EKFOSEEQQQTEDEL
10 20 30 40 50 60

CV127_ PSNKDL

gi]162 QDKIHPFAQTQSLVYPFPGPIPNSLPQNIPPLTQTPVVVPPFLQPEVLGVSKVKEAMAPK

70 80 90 100 110 120
gi]162 HKEMPFPKYPVEPFTESQSLTLTDVENLHLPPLLLQSWMHQPHQPLPPTVMFPPQSVLSL

130 140 150 160 170 180
gi]162 SQSKVLPVPQKAVPYPQRDMPIQAFLLYQQPVLGPVRGPFPI 1V

190 200 210 220
>>gi1 162805 gi]|162805]gb]AAA30431.1] beta-casein (224 aa)

initn: 57 initl: 57 opt: 57 Z-score: 97.0 bits: 22.9 EQ: 1.9

Smith-Waterman score: 57; 39.394% identity (57.576% similar) in 33 aa overlap

(7-39:24-56)

10 20 30 40
Cvi27_ DVWGSCPMP IKEDSTRSELRMGRPNKARRATQSNEGRQTNTKY

gi ] 162 MKVLILACLVALALARELEELNVPGE IVESLSSSEES I TRINKK I EKFQSEEQQQTEDEL
10 20 30 40 50 60
CV127_ PSNKDL

gi |162 QDKIHPFAQTQSLVYPFPGP IHNSLPQN I PPLTQTPVVVPPFLQPEVMGVSKVKEAMAPK
70 80 90 100 110 120

gi]162 HKEMPFPKYPVEPFTESQSLTLTDVENLHLPLPLLQSWMHQPHQPLPPTVMFPPQSVLSL
130 140 150 160 170 180

gi]162 SQSKVLPVPQKAVPYPQRDMPIQAFLLYQEPVLGPVRGPFPI IV
190 200 210 220

>>gi 459292 gi]459292|gb|AAB29137.1] beta-casein A3 [Bos (224 aa)
initn: 57 initl: 57 opt: 57 Z-score: 97.0 bits: 22.9 EQ: 1.9

Smith-Waterman score: 57; 39.394% identity (57.576% similar) in 33 aa overlap

(7-39:24-56)

10 20 30 40
Cv127_ DVWGSCPMP IKEDSTRSELRMGRPNKARRATQSNEGRQTNTKY

i |459 MKVLILACLVALALARELEELNVPGE IVESLSSSEES I TRINKK I EKFOSEEQQQTEDEL
10 20 30 40 50 60
CV127_ PSNKDL

gi 459 QDKIHPFAQTQSLVYPFPGP IPNSLPQNIPPLTQTPVVVPPFLQPEVMGVSKVKEAMAPK
70 80 90 100 110 120

gi 459 QKEMPFPKYPVEPFTESQSLTLTDVENLHLPLPLLQSWMHQPHQPLPPTVMFPPQSVLSL
130 140 150 160 170 180
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gi]459 SQSKVLPVPQKAVPYPQRDMPIQAFLLYQEPVLGPVRGPFPI IV
190 200 210 220

>>gi 162931 gi]|162931|gb]AAA30480.1] beta-casein precurs (224 aa)

initn: 57 initl: 57 opt: 57 Z-score: 97.0 bits: 22.9 EQ: 1.9
Smith-Waterman score: 57; 39.394% identity (57.576% similar) in 33 aa overlap
(7-39:24-56)

10 20 30 40
Cv1z27_ DVWGSCPMP IKEDSTRSELRMGRPNKARRATQSNEGRQTNTKY
gi 162 MKVLILACLVALALARELEELNVPGEIVESLSSSEESITRINKKIEKFQSEEQQQTEDEL
10 20 30 40 50 60

CV127_ PSNKDL

gi | 162 QDKIHPFAQTQSLVYPFPGP IPNSLPQN IPPLTQTPVVVPPFLQPEVMGYSKVKEAMAPK
70 80 90 100 110 120

gi 162 HKEMPFPKYPVEPFTESQSLTLTDVENLHLPLPLLQSWMHQPHQPLPPTVMFPPQSVLSL
130 140 150 160 170 180

gi 162 SQSKVLPVPQKAVPYPQRDMP IQAFLLYQEPVLGPVRGPFPIIV
190 200 210 220

>>gi |47606039 gi |47606039]sp|Q8H6EL7.1]PHLB_PHLPR RecName (143 aa)

initn: 26 initl: 26 opt: 51 Z-score: 91.7 bits: 21.3 EQQ: 3.7
Smith-Waterman score: 51; 37.500% identity (65.625% similar) in 32 aa overlap
(13-43:82-112)

gi|476 DKGPGFVVTGRVYCDPCRAGFETNVSHNVQGATVAVDCRPFNGGESKLKAEATTDGLGWY

10 20 30 40 50 60
10 20 30 40
Cv127_ DVWGSCPMP IKEDSTRSELRMGRPNKARRATQSNEG-RQTNTKYPSNKDL

i |476 KIEIDQDHQEE ICEVVLAKSPDTTCSE I EEFR-DRARVPLTSNNG 1KQQG IRYANP IAFF
70 80 90 100 110

gi|476 RKEPLKECGGILQAYDLRDAPETP
120 130 140

>>gi]111120432 gi]|111120432]gb]ABH06350.1] Blo t 21 alle (129 aa)

initn: 21 initl: 21 opt: 50 Z-score: 91.1 bits: 21.1 EQ): 4
Smith-Waterman score: 50; 33.333% identity (80.000% similar) in 15 aa overlap
(5-19:14-28)

10 20 30 40
Cv127_ DVWGSCPMP IKEDSTRSELRMGRPNKARRATQSNEGRQTNTKYPSNKDL

10 20 30 40 50 60

gi|111 GNKDEKARLLRELTVSEAFIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKA
70 80 90 100 110 120

gi|111 LQKRVQDSE

>>gi 111120424 gi]111120424]|gb|ABHO06346.1] Blo t 21 alle (129 aa)
initn: 21 initl: 21 opt: 50 Z-score: 91.1 bits: 21.1 EQ): 4
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Smith-Waterman score: 50; 33.333% identity (80.000% similar) in 15 aa overlap
(56-19:14-28)

10 20 30 40
Cv127_ DVWGSCPMP IKEDSTRSELRMGRPNKARRATQSNEGRQTNTKYPSNKDL

10 20 30 40 50 60

gi|111 GNKDEKARPLRELTVSEAFIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKA
70 80 90 100 110 120

gi|111 LQKRVQDSE

>>gi 111494253 gi]111494253|gb|ABH06347.1] Blo t 21 alle (129 aa)

initn: 21 initl: 21 opt: 50 Z-score: 91.1 bits: 21.1 EQ: 4
Smith-Waterman score: 50; 33.333% identity (80.000% similar) in 15 aa overlap
(6-19:14-28)

10 20 30 40
Cviz27_ DVWGSCPMP IKEDSTRSELRMGRPNKARRATQSNEGRQTNTKYPSNKDL

10 20 30 40 50 60

gi|111 GNKDEKARLLRELTVSEAFIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKA
70 80 90 100 110 120

gi|111 LQKRVQDSE

>>gi 111120420 gi]111120420|gb|ABH06344.1] Blo t 21 alle (129 aa)

initn: 21 initl: 21 opt: 50 Z-score: 91.1 bits: 21.1 EQ: 4
Smith-Waterman score: 50; 33.333% identity (80.000% similar) in 15 aa overlap
(5-19:14-28)

10 20 30 40
Cv1z27_ DVWGSCPMP IKEDSTRSELRMGRPNKARRATQSNEGRQTNTKYPSNKDL

10 20 30 40 50 60

gi|111 GNKDEKARLLRELTVSEAFIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKA
70 80 90 100 110 120

gi|111 LQKRVQDSE

>>gi 111120428 gi]111120428|gb|ABH06348.1] Blo t 21 alle (129 aa)

initn: 21 initl: 21 opt: 50 Z-score: 91.1 bits: 21.1 EQ: 4
Smith-Waterman score: 50; 33.333% identity (80.000% similar) in 15 aa overlap
(5-19:14-28)

10 20 30 40
Cv127_ DVWGSCPMP IKEDSTRSELRMGRPNKARRATQSNEGRQTNTKYPSNKDL

10 20 30 40 50 60

gi|111 GNKDEKARLLRELTVSEAFIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLKA
70 80 90 100 110 120
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gi|111 LQKRVQDSE

>>gi 3703107 gi]3703107]gb]AAC63045.1] glycinin [Arachis (507 aa)
initn: 48 initl: 48 opt: 57 Z-score: 89.4 bits: 22.7 EQ): 5

Smith-Waterman score: 57; 30.000% identity (66.667% similar) in 30 aa overlap

(14-43:277-306)

gi|370 RQQPEENACQFQRLNAQRPDNRIESEGGYIETWNPNNQEFECAGVALSRLVLRRNALRRP

20 30 40 50 60

gi |370 FYSNAPQEIFI1QQGRGYFGL I FPGCPRHYEEPHTQGRRSQSQRPPRRLQGEDQSQQQRDS
70 80 90 100 110 120

gi | 370 HQKVHRFDEGDL IAVPTGVAFWLYNDHDTDVVAVSLTDTNNNDNQLDQFPRRFNLAGNTE
130 140 150 160 170 180

gi |370 QEFLRYQQQSRQSRRRSLPYSPYSPQSQPRQEEREFSPRGQHSRRERAGQEEENEGGN IF
190 200 210 220 230 240

10 20 30
cV127_ DVWGSCPHP I KEDSTRSELRMGRPNKARRATQSNEGR

gi|370 SGFTPEFLEQAFQVDDRQIVQNLRGETESEEEGAIVTVRGGLRILSPDRKRRADEEEEYD
250 260 270 280 290 300

40
CV127_ QTNTKYPSNKDL

gi|370 EDEYEQDEEDRRRGRGSRGRGNGIEETICTASAKKNIGRNRSPDIYNPQAGSLKTANDLN
310 320 330 340 350 360

gi|370 LLILRWLGPSAEYGNLYRNALFVAHYNTNAHSI1YRLRGRAHVQVVDSNGNRVYDEELQE
370 380 390 400 410 420

gi|370 GHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANLAGENSV IDNLPEEVVANSYGLQR
430 440 450 460 470 480

gi | 370 EQARQLKNNNPFKFFVPPSQQSPRAVA
490 500

>>gi|21779 gi|21779]emb|CAA26847.1] unnamed protein prod (660 aa)
initn: 39 initl: 39 opt: 58 Z-score: 88.6 bits: 22.9 E(QQ: 5.5

Smith-Waterman score: 58; 25.581% identity (60.465% similar) in 43 aa overlap

(4-46:544-582)

gi]217 MAKRLVLFAAVVIALVALTTAEGEASRQLQCERELQESSLEACRQVVDQQLAGRLPWSTG
10 20 30 40 50 60

gi |217 LQMRCCQQLRDVSAKCRSVAVSQVARQYEQTVVPPKGGSFYPGETTPLQQLQQG IFWGTS
70 80 90 100 110 120

gi |217 SQTVQGYYPSVTSPRQGSYYPGQASPQQPGQGQQPGKWQEPGQGQQWYYPTSLQQPGQGQ
130 140 150 160 170 180

gi 217 QIGKGKQGYYPTSLQQPGQGQQIGQGQQGYYPTSPQHTGQRQQPVQGQQ IGQGQQPEQGQ
190 200 210 220 230 240

gi |217 QPGQWQQGYYPTSPQQLGQGQQPGQWQQSGQGQQGHYPTSLQQPGQGQQGHYLASQQQPA
250 260 270 280 290 300
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gi]217 QGQQGHYPASQQQPGQGQQGHYPASQQQPGQGQQGHYPASQQEPGQGQQGQIPASQQQPG

310 320 330 340 350 360
gi 217 QGQQGHYPASLQQPGQQGHYPTSLQQLGQGQQ I GQPGQKQQPGQGQQTGQGQQPEQEQQP
370 380 390 400 410 420
gi 217 GQGQQGYYPTSLQQPGQGQQQGQGQQGYYPTSLQQPGQGQQGHYPASLQQPGQGQGQPGQ
430 440 450 460 470 480
gi |217 RQQPGQGQHPEQGQQPGQGQQGYYPTSPQQPGQGQQLGQGQQGYYPTSPQQPGQGQQPGQ
490 500 510 520 530 540
10 20 30 40

Cv127_ DVWGSCPMPIKEDSTRSELRMGRPNKARRATQSNEGRQTNTKYPSNKDL

gi |217 GQOGHCPMSPQQTGQAQQL --GOGQQIGQVQQPGQGOQGY -~ YPTSLQQPGQGQQSGQGY
550 560 570 580 590

gi |217 QSGQGHQPGQGQQSGQEKQGYDSPYHVSAEQQAASPMVAKAQQPATQLPTVCRMEGGDAL
600 610 620 630 640 650

gi]217 SASQ
660

>>gi |13183177 gi|13183177|gb]AAK15089.1]AF240006_1 7S gl (585 aa)

initn: 48 initl: 48 opt: 57 Z-score: 88.1 bits: 22.7 EQQ: 5.9
Smith-Waterman score: 57; 36.364% identity (66.667% similar) in 33 aa overlap
(5-36:464-495)

gi]131 MSCGGRLCLVLFALLLASAVVASESKDPELKQCKHQCKAQQQISKEQKEACIQACKEYIR

10 20 30 40 50 60
gi|131 QKHQGEHGRGGGDILEEEVWNRKSP I ERLRECSRGCEQQHGEQREECLRRCOEEYQREKG
70 80 90 100 110 120
gi|131 RQDDDNPTDPEKQYQQCRLQCRRQGEGGGFSREHCERRREEKYREQQGREGGRGEMYEGR
130 140 150 160 170 180
gi|131 EREEEQEEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSELLRGIENYRVAILEA
190 200 210 220 230 240
gi|131 EPQTFIVPNHWDAESVVFVAKGRGT ISLVRQDRRESLNIKQGDILKINAGTTAYLINRDN
250 260 270 280 290 300
gi | 131 NERLVLAKLLQPVSTPGEFELFFGAGGENPESFFKSFSDE ILEAAFNTRRDRLQRIFGQQ
310 320 330 340 350 360
gi | 131 RQGVIVKASEEQVRAMSRHEEGG IWPFGGESKGT IN1YQQRPTHSNQYGQLHEVDASQYR
370 380 390 400 410 420
10 20
cV127_ DVWGSCP-MP IKEDSTRSELR
gi 131 QLRDLDLTVSLANITQGAMTAPHYNSKATK IALVVDGEGYFEMACPHMSRSRGSYQGETR
430 440 450 460 470 480

30 40

CVv127_ MGRPNKARRATQSNEGRQTNTKYPSNKDL

gi|131 -GRPSYQRVASRLTRGTVV I IPAGHPFVAVASSNQNLQVLCFEVNANNNEKFPLAGRRNY
490 500 510 520 530
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gi]131 MNQLEREAKELAFGMPAREVEEVSRSQQEEFFFKGPRQQQQGRADA
540 550 560 570 580

>>gi1 20387029 gi]20387029|emb|CAC84593.2] troposmyosin [ (243 aa)

initn: 35 initl: 35 opt: 51 Z-score: 86.8 bits: 21.2 E(QQ: 6.9
Smith-Waterman score: 51; 29.268% identity (58.537% similar) in 41 aa overlap
(10-49:95-135)

gi]203 MEAIKKKMQAMKLEKDNAVDRARQNEQEAKDANLRAEKAEEEARSLQKKIQTIENELDQT
10 20 30 40 50 60

10 20 30
Cviz27_ DVWGSCPMP IKEDSTRSELRMGRPN-KARRATQSN

gi |203 QEQLMQVNAKLEEKDKALQNAESEVAALNRR IQLLEEDLERSEERLATATQKLAEASQAA
70 80 90 100 110 120

40
CV127_ EGRQTNTKYPSNKDL

gi]203 DESERMRKVLENRSLADEERMDALENQLKEARFLAEEADKKYDEVARKLAMVEADLERAE
130 140 150 160 170 180

gi]|203 ERAESGESKIVELEEELRVVGNNLKSLEVSEEKANQREEEYKQQIKTLTTRLKEAEARAC
190 200 210 220 230 240

gi|203 WLL

>>gi1 6094504 gi]6094504|sp|Q25456.1]TPM_METEN RecName: F (274 aa)

initn: 35 initl: 35 opt: 51 Z-score: 85.7 bits: 21.2 EQ): 8
Smith-Waterman score: 51; 29.268% identity (58.537% similar) in 41 aa overlap
(10-49:85-125)

gi | 609 MKLEKDNAMDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLENDLDQVQESLLKANNQ
10 20 30 40 50 60

10 20 30 40
Cv1z27_ DVWGSCPMP IKEDSTRSELRMGRPN-KARRATQSNEGRQTNTKYP

i |609 LVEKDKALSNAEGEVAALNRR IQLLEEDLERSEERLNTATTKLAEASQAADESERMRKVL
70 80 90 100 110 120

CV127_ SNKDL

gi]609 ENééLSDEERMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAEERAETGESKI
130 140 150 160 170 180

gi|609 VELEEELRVVGNNLKSLEVSEEKANQREEAYKEQIKTLTNKLKAAEARAEFAERSVQKLQ
190 200 210 220 230 240

gi|609 KEVDRLEDELVNEKEKYKSITDELDQTFSELSGY
250 260 270

>>gi1 14285797 gi]14285797|sp]061379.1| TPM_PANST RecName: (274 aa)

initn: 35 initl: 35 opt: 51 Z-score: 85.7 bits: 21.2 EQ): 8
Smith-Waterman score: 51; 29.268% identity (58.537% similar) in 41 aa overlap
(10-49:85-125)

gi]|142 MKLEKDNAMDRADTLEQQNKEAN IRAEKAEEEVHNLQKRMQQLENDLDQVQESLLKANTQ
10 20 30 40 50 60
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10 20 30 40
Cviz7_ DVWGSCPMP IKEDSTRSELRMGRPN-KARRATQSNEGRQTNTKYP

gi|142 LEEKDKALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKVL
70 80 90 100 110 120
CV127_ SNKDL

gi|142 ENRSLSDEERMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAEERAETGESKF
130 140 150 160 170 180

gi]|142 VELEEELRVVGNNLKSLEVSEEKANQREEAYKEQIKTLTNKLKAAEARAEFAERSVQKLQ
190 200 210 220 230 240

gi|142 KEVDRLEDELVNEKEKYKSITDELDQTFSELSGY
250 260 270

>>gi 125995159 gi]125995159]dbj |BAF47263.1] tropomyosin (284 aa)
initn: 35 initl: 35 opt: 51 Z-score: 85.4 bits: 21.1 EQQ: 8.3

Smith-Waterman score: 51; 29.268% identity (58.537% similar) in 41 aa overlap

(10-49:95-135)

gi|125 MDAIKKKMQAMKLEKDNAMDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLENDLDQV
10 20 30 40 50 60

10 20 30
Cv127_ DVWGSCPMP IKEDSTRSELRMGRPN-KARRATQSN

gi|125 QESLLKANIQLVEKDKALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAA
70 80 90 100 110 120

40
CV127_ EGRQTNTKYPSNKDL

gi | 125 DESERMRKVLENRSLSDEERMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAE
130 140 150 160 170 180

gi|125 ERAETGESKIVELEEELRVVGNNLKSLEVSEEKANQREEAYKEQIKTLTNKLKAAEARAE
190 200 210 220 230 240

gi|125 FAERSVQKLQKEVDRLEDELVNEKEKYKSITDELDQTFSELSGY
250 260 270 280

>>gi | 2660868 gi|2660868|gb]AAC48288.1] fast tropomyosin (284 aa)
initn: 35 initl: 35 opt: 51 Z-score: 85.4 bits: 21.1 E(QQ: 8.3

Smith-Waterman score: 51; 29.268% identity (58.537% similar) in 41 aa overlap

(10-49:95-135)

gi|266 MDAIKKKMQAMKLEKDNAMDRADTLEQQNKEANIRAEKSEEEVHNLQKRMQQLENDLDQV
10 20 30 40 50 60

10 20 30
Cv1z27_ DVWGSCPMP IKEDSTRSELRMGRPN-KARRATQSN

i 266 QESLLKANTOLEEKDKALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAA
70 80 90 100 110 120

40
CVv127_ EGRQTNTKYPSNKDL
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g1 ]266 DESERMRKVLENRSLSDEERMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAE
130 140 150 160 170 180

g1 ]266 ERAETGESKIVELEEELRVVGNNLKSLEVSEEKANQREEAYKEQ IKTLANKLKAAEARAE
190 200 210 220 230 240

gi]266 FAERSVQKLQKEVDRLEDELVNEKEKYKSITDELDQTFSELSGY
250 260 270 280

>>gi | 125995167 gi|125995167 |dbj |BAF47267.1| tropomyosin (284 aa)
initn: 35 initl: 35 opt: 51 Z-score: 85.4 bits: 21.1 E(Q: 8.3

Smith-Waterman score: 51; 29.268% identity (58.537% similar) in 41 aa overlap

(10-49:95-135)

gi|125 MDAIKKKMQAMKLEKDNAMDKADTLEQQNKEANLRAEKTEEE IRANQKKSQLVENELDHA
10 20 30 40 50 60

10 20 30
Cvi27_ DVWGSCPMP IKEDSTRSELRMGRPN-KARRATQSN

gi 125 QEQLSAATHKLVEKEKAFANAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAA
70 80 90 100 110 120

40
CV127_ EGRQTNTKYPSNKDL

gi|125 DESERMRKVLENRSLSDEERMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAE
130 140 150 160 170 180

gi|125 ERAESGESKIVELEEELRVVGNNLKSLEVSEEKANQREETYKEQ IKTLANKLKAAEARAE
190 200 210 220 230 240

gi|125 FAERSVQKLQKEVDRLEDELVNEKEKYKNIADEMDQAFSELSGF
250 260 270 280

>>gi 148615631 gi]148615631]gb|ABQ96644.1] tropomyosin [ (284 aa)
initn: 35 initl: 35 opt: 51 Z-score: 85.4 bits: 21.1 E(QQ: 8.3

Smith-Waterman score: 51; 29.268% identity (58.537% similar) in 41 aa overlap

(10-49:95-135)

gi|148 MEAIKKKMQAMKLEKDNAIDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLGNDLDQV
10 20 30 40 50 60

10 20 30
Cviz27_ DVWGSCPMP IKEDSTRSELRMGRPN-KARRATQSN

gi | 148 QESLLKANIQLVEKDRALSNAEGEVAALNRR IQLLEEDLERSEERLNTATTKLAEASQAA
70 80 90 100 110 120

40
CV127_ EGRQTNTKYPSNKDL

gi | 148 DESERMRKVLENRSLSDEKRMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAE
130 140 150 160 170 180

gi]148 ERAETGESKIVELEEELRVVGNNLKSLEVSEEKANQREEAYKEQIKTLTNKLKAAEARAE
190 200 210 220 230 240

gi]148 FAERSVQKLQKEVDRLEDELVNEKEKYKSITDELDQTFSELTGY
250 260 270 280

>>gi1 125995163 gi]|125995163|dbj |BAF47265.1] tropomyosin (284 aa)
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initn: 35 initl: 35 opt: 51 Z-score: 85.4 bits: 21.1 E(Q: 8.3
Smith-Waterman score: 51; 29.268% identity (58.537% similar) in 41 aa overlap
(10-49:95-135)

gi|125 MDAIKKKMQAMKLEKDNAMDKADTLEQQNKEANNRAEKAEEEVHGLQKRMQQLENDLDQV
10 20 30 40 50 60

10 20 30
Cvi27_ DVWGSCPMP IKEDSTRSELRMGRPN-KARRATQSN

gi]125 QESLLKANTQLEDKDKALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAA
70 80 90 100 110 120

40
CV127_ EGRQTNTKYPSNKDL

gi|125 DESERMRKVLENRSLSDEERMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAE
130 140 150 160 170 180

gi|125 ERAETGESKIVELEEELRVVGNNLKSLEVSEEKANQREEAYKEQ IKTLANKLKAAEARAE
190 200 210 220 230 240

gi|125 FAERSVQKLQKEVDRLEDELVNEKEKYKSITDELDQTFSELSGY
250 260 270 280

>>gi]|125995157 gi]125995157|dbj |BAF47262.1] tropomyosin (284 aa)

initn: 35 initl: 35 opt: 51 Z-score: 85.4 bits: 21.1 E(QQ: 8.3
Smith-Waterman score: 51; 29.268% identity (58.537% similar) in 41 aa overlap
(10-49:95-135)

gi|125 MDAIKKKMQAMKLEKDNAMDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLENDLDQV
10 20 30 40 50 60

10 20 30
Cviz27_ DVWGSCPMP IKEDSTRSELRMGRPN-KARRATQSN

gi|125 QESLLKANIQLVEKDKALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAA
70 80 90 100 110 120

40
CV127_ EGRQTNTKYPSNKDL

gi | 125 DESERMRKVLENRSLSDEERMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAE
130 140 150 160 170 180

gi|125 ERAETGESKIVELEEELRVVGNNLKSLEVSEEKANQREEAYKEQIKTLTNKLKAAEARAE
190 200 210 220 230 240

gi|125 FAERSVQKLQKEVDRLEDELVNEKEKYKSITDELDQTFSELSGY
250 260 270 280

>>gi | 73532979 gi|73532979|gb|AAZ76743.1] Pen a 1 allerge (284 aa)

initn: 35 initl: 35 opt: 51 Z-score: 85.4 bits: 21.1 E(QQ: 8.3
Smith-Waterman score: 51; 29.268% identity (58.537% similar) in 41 aa overlap
(10-49:95-135)

gi|735 MDAIKKKMQAMKLEKDNAMDRADTLEQQNKEANNRAEKSEEEVHNLQKRMQQLENDLDQV
10 20 30 40 50 60

10 20 30
Cv1z27_ DVWGSCPMP IKEDSTRSELRMGRPN-KARRATQSN
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gi]735 QESLLKANIQLVEKDKALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAA
70 80 90 100 110 120

40
CV127_ EGRQTNTKYPSNKDL

gi | 735 DESERMRKVLENRSLSDEERMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAE
130 140 150 160 170 180

gi ]| 735 ERAETGESKIVELEEELRVVGNNLKSLEVSEEKANQREEAYKEQ IKTLTNKLKAAEARAE
190 200 210 220 230 240

gi]735 FAERSVQKLQKEVDRLEDELVNEKEKYKSITDELDQTFSELSGY
250 260 270 280

>>gi|14285796 gi]14285796]|sp|044119.1]TPM_HOMAM Tropomyo (284 aa)

initn: 35 initl: 35 opt: 51 Z-score: 85.4 bits: 21.1 E(QQ: 8.3
Smith-Waterman score: 51; 29.268% identity (58.537% similar) in 41 aa overlap
(10-49:95-135)

gi|142 MDAIKKKMQAMKLEKDNAMDRADTLEQQNKEANIRAEKTEEEIRITHKKMQQVENELDQV
10 20 30 40 50 60

10 20 30
Cv127_ DVWGSCPMP IKEDSTRSELRMGRPN-KARRATQSN

gi]142 QEQLSLANTKLEEKEKALQNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAA
70 80 90 100 110 120

40
CV127_ EGRQTNTKYPSNKDL

gi|142 DESERMRKVLENRSLSDEERMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAE
130 140 150 160 170 180

gi|142 ERAETGESKIVELEEELRVVGNNLKSLEVSEEKANQREEAYKEQ IKTLANKLKAAEARAE
190 200 210 220 230 240

gi]142 FAERSVQKLQKEVDRLEDELVNEKEKYKSITDELDQTFSELSGY
250 260 270 280

>>gi |125995165 gi 125995165 |dbj |BAF47266.1] tropomyosin (284 aa)

initn: 35 initl: 35 opt: 51 Z-score: 85.4 bits: 21.1 E(QQ: 8.3
Smith-Waterman score: 51; 29.268% identity (58.537% similar) in 41 aa overlap
(10-49:95-135)

gi|125 MDAIKKKMQAMKLEKDNAMDKADTLEQQNKEANNRAEKTEEEIRLTQKKMQQVENELDVA
10 20 30 40 50 60

10 20 30
Cv127_ DVWGSCPMP IKEDSTRSELRMGRPN-KARRATQSN

gi|125 QEQLSLANTKLEEKEKALQNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAA
70 80 90 100 110 120

40
CV127_ EGRQTNTKYPSNKDL

gi | 125 DESERMRKVLENRSLSDEERMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAE
130 140 150 160 170 180

gi|125 ERAETGESKIVELEEELRVVGNNLKSLEVSEEKANQREEAYKEQ IKTLANKLKAAEARAE
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190 200 210 220 230 240

gi|125 FAERSVQKLQKEVDRLEDELVNEKEKYKNIADEMDQAFSELSGF
250 260 270 280

>>gi|162286975 gi |162286975]dbj|BAF95206.1] tropomyosin (284 aa)

initn: 35 initl: 35 opt: 51 Z-score: 85.4 bits: 21.1 E(Q: 8.3
Smith-Waterman score: 51; 29.268% identity (58.537% similar) in 41 aa overlap
(10-49:95-135)

gi]162 MDAIKKKMQAMKLEKDNAMDRADTLEQQNKEANNRAEKAEEEVHNLQKRMQQLENDLDQV
10 20 30 40 50 60

10 20 30
Cv127_ DVWGSCPMP IKEDSTRSELRMGRPN-KARRATQSN

gi]162 QEQLLKANTQLEEKDKALQNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAA
70 80 90 100 110 120

40
CV127_ EGRQTNTKYPSNKDL

gi | 162 DESERMRKVLENRSLSDEERMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAE
130 140 150 160 170 180

gi|162 ERAETGESKIVELEEELRVVGNNLKSLEVSEEKANQREEAYKEQIKQLTNKLKAAEARAE
190 200 210 220 230 240

gi]162 FAERSVQKLQKEVDRLEDELVNEKEKYKSITDELDQTFSELSGY
250 260 270 280

>>gi|156712754 gi]156712754]dbj |BAF76431.1] tropomyosin (284 aa)

initn: 35 initl: 35 opt: 51 Z-score: 85.4 bits: 21.1 E(QQ: 8.3
Smith-Waterman score: 51; 29.268% identity (58.537% similar) in 41 aa overlap
(10-49:95-135)

gi|156 MDAIKKKMQAMKMEKDSAMDRADALEAQNKETNARAEKADDEVHNLQKRLQTLENDLDQV
10 20 30 40 50 60

10 20 30
Cv127_ DVWGSCPMP IKEDSTRSELRMGRPN-KARRATQSN

gi|156 SEALLKANTQLVEKDKALQNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAA
70 80 90 100 110 120

40
CV127_ EGRQTNTKYPSNKDL

gi|156 DESERMRKVLENRSLLDEERMDALENQLKEARLLAEEADRKYDEVARKLAMVEADLERAE
130 140 150 160 170 180

gi|156 ERAEAGENKIVELEEELRVVGNNLKSLEVSEEKANQREEAYKEQIKHLTHKLKTAEARAE
190 200 210 220 230 240

gi|156 FAERSVQKLQKEVDRLEDELVNEKEKYKGITDELDQTFNELSGY
250 260 270 280

>>gi|125995161 gi 125995161 |dbj|BAF47264.1] tropomyosin (284 aa)

initn: 35 initl: 35 opt: 51 Z-score: 85.4 bits: 21.1 E(QQ: 8.3
Smith-Waterman score: 51; 29.268% identity (58.537% similar) in 41 aa overlap
(10-49:95-135)
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gi|125 MDAIKKKMQAMKLEKDNAMDRADTLEQQNKEANNRAEKSEEEVFGLQKKLQQLENDLDSV
10 20 30 40 50 60

10 20 30
Cv127_ DVWGSCPMP IKEDSTRSELRMGRPN-KARRATQSN

gi|125 QEALLKANQHLEEKDKALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAA
70 80 90 100 110 120

40
CVv127_ EGRQTNTKYPSNKDL

gi|125 DESERMRKVLENRSLSDEERMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAE
130 140 150 160 170 180

gi|125 ERAETGESKIVELEEELRVVGNNLKSLEVSEEKANQREEAYKEQIKTLTNKLKAAEARAE
190 200 210 220 230 240

gi 125 FAERSVQKLQKEVDRLEDELVNEKEKYKSITDELDQTFSELSGY
250 260 270 280

>>gii | 14423757 gi | 14423757 |sp|004701.1|MPAC1_CYNDA RecNam (246 aa)
initn: 36 initl: 36 opt: 50 Z-score: 85.1 bits: 20.9 E(QQ: 8.6

Smith-Waterman score: 50; 33.333% identity (70.370% similar) in 27 aa overlap

(20-45:118-144)

gi|144 AIGDKPGPNITATYGSKWLEARATFYGSNPRGAAPDDHGGACGYKDVDKPPFDGMTACGN

10 20 30 40 50 60
10 20
Cv127_ DVWGSCPMP IKEDSTRSELRMG
gi|144 EPIFKDGLGCRACYEIKCKEPVECSGEPVLVKITDKNYEHIAAYHFDLSGKAFGAMAkKé
70 80 90 100 110 120
30 40

CV127_ RPNKARRATQ-SNEGRQTNTKYPSNKDL

gi]|144 QEDKLRKAGELTLQFRRVKCKYPSGTKITFHIEKGSNDHYLALLVKYAAGDGNIVAVDIK
130 140 150 160 170 180

gi | 144 PRDSDEFIPMKSSWGAIWRIDPKKPLKGPFSIRLTSEGGAHLVQDDVIPANWKPDTVYTS
190 200 210 220 230 240

gi|144 KLQFGA

>>gi1 5931948 gi]|5931948|gb]AAD56719.1]AF091737_1 allerge (160 aa)
initn: 36 initl: 36 opt: 47 Z-score: 84.4 bits: 20.1 EQ: 9.4

Smith-Waterman score: 47; 31.250% identity (62.500% similar) in 32 aa overlap

(16-47:51-80)

10 20
cV127_ DVWGSCPMP IKEDSTRSELRMGRPN
i |593 MMVKLSILVALLGALLVVASATRWDPDRGSRGSRWDAPSRGDDQCQRQLQRANLRPCEEH

10 20 30 40 50 60
30 40

CV127_ KARRATQSNEGRQTNTKYPSNKDL

gi | 593 MRRRVEQEQE--QEQDEYPYSRRGSRGRQPGESDENQEQRCCNELNRFQNNQRCMCQALQ
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70 80 90 100 110

gi |593 QILQNQSFWVPAGQEPVASDGEGAQELAPELRVQVTKPLRPL
120 130 140 150 160

>>gi 25991543 gi | 25991543 gb|AAN76862.1|AF453947_1 aller (457 aa)

initn: 38 initl: 38 opt: 53 Z-score: 84.1 bits: 21.6 E(QQ: 9.8
Smith-Waterman score: 53; 26.829% identity (68.293% similar) in 41 aa overlap
(10-48:234-270)

gi]259 LSVCFLILFHGCLASRQEWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHEQFRCAG

10 20 30 40 50 60
gi |259 VALVRHTIQPNGLLLPQYSNAPQL 1YVVQGEGMTG ISYPGCPETYQAPQQGRQQGQSGRF
70 80 90 100 110 120
gi |259 QDRHQKIRRFRRGD I 1A1PAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAG
130 140 150 160 170 180
10
cV127_ DVWGSCPMPIKEDSTR
gi|259 NPKDVFQQQQQHQSRGRNLFSGFDTELLAEAFQVDERL IKQLKSEDNRGG IVKVKDD-~—
190 200 210 220 230
20 30 40

CVv127_ SELRMGRPNKAR--RATQSNEGRQTNTKYPSNKDL

gi|259 -ELRVIRPSRSQSERGSESEEESEDEKRRWGQRDNG IEET ICTMRLKEN INDPARADIYT
240 250 260 270 280 290

gi]259 PEVGRLTTLNSLNLP ILKWLQLSVEKGVLYKNALVLPHWNLNSHSI 1YGCKGKGQVQVVD
300 310 320 330 340 350

gi]259 NFGNRVFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGM
360 370 380 390 400 410

gi 259 PEEVLANAFQISREDARKIKFNNQQTTLTSGESSHHMRDDA
420 430 440 450

49 residues in 1 query sequences

307888 residues in 1386 library sequences

Scomplib [34.26]

start: Wed Mar 11 05:58:41 2009 done: Wed Mar 11 05:58:41 2009
Total Scan time: 0.090 Total Display time: 0.050

Function used was FASTA [version 34.26.5 April 26, 2007]

CV127 851 880 framel

FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26,
2007

Please cite:

W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448

Cv127_851_880_framel, 10 aa
vs /n/na4/bioinfo/refsets/PUB_AllergenOnlineJan2009_V9.fasta library
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307888 residues In 1386 sequences

Expectation_n fit: rho(In(x))= 2.1237+/-0.00246; mu= 6.3300+/- 0.131
mean_var=15.7866+/- 4.315, 0"s: 91 Z-trim: 91 B-trim: O in 0/36
Lambda= 0.322798

FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 36, opt: 20, open/ext: -10/-2, width: 16
The best scores are: opt bits E(1386) %_id %_sim alen

gi |33300921 gi|33300921|sp||P81943 ( 22) 31 17.0 2.3 0.625 1.000 8
gi]118216 gi|118216]sp|P18153.1|D7_ ( 321) 33 19.2 7.4 0.545 0.909 11
gi | 205525919 gi |205525919|sp|P18153 ( 321) 33 19.2 7.4 0.545 0.909 11
gi 83308249 gi |83308249]emb|CAJ4356 ( 254) 32 18.6 8.7 0.571 1.000 7

>>>CV127 851 880 framel, 10 aa vs
/n/nad/bioinfo/refsets/PUB_AllergenOnlineJan2009_V9.fasta library

>>gi]|33300921 gi]33300921|sp]|P81943_1 [Segment 1 of 4] (22 aa)

initn: 30 initl: 30 opt: 31 Z-score: 95.6 bits: 17.0 EQ: 2.3
Smith-Waterman score: 31; 62.500% identity (100.000% similar) in 8 aa overlap
(3-10:12-19)

10

cv127 NGNK I SKSLY
gi 1333 LPNPSGFVTCLSSISKSVYTPA

10 20

>>gi 118216 gi]|118216|sp|P18153.1|D7_AEDAE D7 protein pr (321 aa)

initn: 24 initl: 24 opt: 33 Z-score: 86.3 bits: 19.2 EQ: 7.4
Smith-Waterman score: 33; 54.545% identity (90.909% similar) in 11 aa overlap
(1-10:147-157)

gi]118 MKLLLLLAIFTTFSVVASMGPFDPEEMLFIFTRCMEDNLEDGANRLPMLAKWKEWINEPV

10 20 30 40 50 60
gi|118 DSPATQCFGKCVLVRTGLYDPVAQKFDASV IQEQFKAYPSLGEKSKVEAYANAVKQLPST
70 80 90 100 110 120

10

Cv1z27_ NGNK-ISKSLY

130 140 150 160 170 180

gi|118 PAGSDKRQQLCQIRQYTVLDDALFKEHTDCVMKGIRY ITKDNQLDVEEVKRDFKLVNKDT
190 200 210 220 230 240

gi]118 KALEKVLNDCKSKEPSNAKEKSWHYYKCLVESSVKDDFKEAFDYREVRSQIYAFNLPKKQ
250 260 270 280 290 300

gi]118 AYSKPAVQSQVMEIDGKQCPQ
310 320

>>gi 205525919 gi]205525919]|sp|P18153.2|ALL2_AEDAE RecNa (321 aa)

initn: 24 initl: 24 opt: 33 Z-score: 86.3 bits: 19.2 EQ: 7.4
Smith-Waterman score: 33; 54.545% identity (90.909% similar) in 11 aa overlap
(1-10:147-157)

gi]205 MKLPLLLAIVTTFSVVASTGPFDPEEMLFTFTRCMEDNLEDGPNRLPMLAKWKEWINEPV
10 20 30 40 50 60
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gi|205 DSPATQCFGKCVLVRTGLYDPVAQKFDASYVIQEQFKAYPSLGEKSKVEAYANAVQQLPST
70 80 90 100 110 120

10
Cvi27_ NGNK-ISKSLY

130 140 150 160 170 180

gi]205 PAGSDKRQQLCKIRQYTVLDDALFKEHTDCVMKGIRY ITKNNELDAEEVKRDFMQVNKDT
190 200 210 220 230 240

g1 ]205 KALEKVLNDCKSKEPSNAGEKSWHYYKCLVESSVKDDFKEAFDYREVRSQI'YAFNLPKKQ
250 260 270 280 290 300

gi]205 VYSKPAVQSQVMEIDGKQCPQ
310 320

>>0gi1] 83308249 gi]83308249|emb|CAJ43561.1] staphylococcal (254 aa)

initn: 32 initl: 32 opt: 32 Z-score: 85.0 bits: 18.6 E(QQ: 8.7
Smith-Waterman score: 32; 57.143% identity (100.000% similar) in 7 aa overlap
(1-7:137-143)

gi|833 IFVLILVISTPNVLAESQPDPKPDELHKASKFTGLMENMKVLYDDNHVSAINVKS IDQFL

10 20 30 40 50 60
gi]833 YFDLIYSIKDTKLGNYDNVRVEFKNKDLADKYKDKYVDVFGANYYYQCYFSKKTND INSH
70 80 90 100 110 120

10

cV127 NGNK 1 SKSLY
gi |833 QTDKRKTCMYGGVTEHNGNQLDKYRS I TVRVFEDGKNLLSFDVQTNKKKVTAQELDYLTR
130 140 150 160 170 180

g1 833 HYLVKNKKLYEFNNSPYETGY IKFIENENSFWYDMMPAPGDKFDQSKYLMMYNDNKMVDS
190 200 210 220 230 240

gi]833 KDVKIEVYLTTKKK
250

10 residues in 1 query sequences

307888 residues in 1386 library sequences

Scomplib [34.26]

start: Wed Mar 11 06:22:11 2009 done: Wed Mar 11 06:22:11 2009
Total Scan time: 0.050 Total Display time: 0.010

Function used was FASTA [version 34.26.5 April 26, 2007]

CV127_862 918 frame0

FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26,
2007

Please cite:

W_.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448
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CVv127_862_918_frameO, 19 aa
vs /n/na4/bioinfo/refsets/PUB_AllergenOnlineJan2009_V9.fasta libra

307888 residues In 1386 sequences

Expectation_n fit: rho(In(x))= 3.6040+/-0.00325; mu= 3.3033+/- 0.
mean_var=27.3285+/- 7.417, 0"s: 35 Z-trim: 36 B-trim: 0 in 0/42
Lambda= 0.245339

. No. 2009/7003069

ry

169

FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2

join: 36, opt: 20, open/ext: -10/-2, width: 16

The best scores are: opt bits E(1386) %_id % sim alen
gi|157418806 gi]157418806|gb]ABV551 ( 147) 60 26.0 0.058 0.333 0.722 18
gi]114841683 gi|114841683|dbj|BAF32 ( 419) 49 22.3 2.2 0.500 0.700 20
gi 47606004 gi]47606004|sp|Q7M1E7.1 ( 514) 49 22.3 2.6 0.500 0.700 20
gi]19338630 gi]19338630|gb]AAL86739 ( 448) 47 21.6 3.8 0.412 0.706 17
gi 585290 gi]585290|sp|P32936.2|1AA ( 149) 43 20.0 3.8 0.455 0.818 11
gi|2493414 gi|2493414|sp]Q28050.1]S ( 101) 41 19.2 4.4 0.444 0.611 18
gi|21711 gi|21711]emb|CAA42453.1] C ( 143) 42 19.6 4.7 0.833 1.000 6
gi 256427 gi]|256427|gb|AAB23463.1] ( 439) 45 20.9 6.1 0.467 0.867 15
gi|115502167 gi|115502167|sp]Q1ZYQ8 ( 270) 42 19.7 8.3 0.312 0.625 16

>>>CV127_862_918 frameO, 19 aa vs
/n/nad/bioinfo/refsets/PUB_AllergenOnlineJan2009_V9.fasta library

>>gi|157418806 gi]157418806]gb|ABV55106.1] Ani s 9 aller (147 aa)

initn: 39 initl: 39 opt: 60 Z-score: 124.1 bits: 26.0 EQ: 0.
Smith-Waterman score: 60; 33.333% identity (72.222% similar) in 18
(2-19:8-25)

10
Cv127_ NIKIFILKLNKRGPPYLSP

gi|157 MKLCILAVAVFVVAVSAQGPPPLPPFVANAPPAVQAEFRQLANGAPDKTEAEIEAQIEQW
10 20 30 40 50 60

gi |157 VASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSAIASNRALKVG
70 80 90 100 110 120

gi | 157 EKQRQLAAAFQALDPAVKAELQKEMQG
130 140

>>gi | 114841683 gi]114841683|dbj |BAF32143.1] pollen aller (419 aa)

initn: 25 initl: 25 opt: 49 Z-score: 95.8 bits: 22.3 EQQ: 2.
Smith-Waterman score: 49; 50.000% identity (70.000% similar) in 20
(1-18:68-87)

gi|114 LDSDIEQYLRSNRSLKKLVHSRHDAATVFNVEQYGAVGDGKHDSTEAFETAWNAACKKAS
10 20 30 40 50 60

10

cV127_ NIKIFILKLNKRGP-~PYLSP

gi 114 AVLVVPANKKFFVNNLVFRGPCQPHLSFKVDGT IVAQPDPARWKNSK IWLQFAQLTDFNL
70 80 90 100 110 120

gi|114 MGTGVIDGQGQQWWAGQCKVVNGRTVCNDRNRPTAIKIDYSKSVTVKELTLMNSPEFHLYV
130 140 150 160 170 180

gi|114 FGECEGVKIQGLKIKAPRDSPNTDGIDIFASKRFHIEKCVIGTGDDCIAIGTGSSNITIK
190 200 210 220 230 240
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gi|114 DLICGPGHGISIGSLGRDNSRAEVSHVHVNRAKFIDTQNGLRIKTWQGGSGLASYITYEN
250 260 270 280 290 300

gi|114 VEMINSENPILINQFYCTSASACQNQRSAVQIQGVTYKNIHGTSATAAAIQLMCSDSVPC
310 320 330 340 350 360

gi|114 TGIQLSNVSLKLTSGKPASCVDKNARGFYSGRL IPTCKNLRPGPSPKEFELQQQPTTVM
370 380 390 400 410

>>gi 47606004 gi]47606004|sp]Q7M1E7.1|PGLR2_CHAOB RecNam (514 aa)
initn: 25 initl: 25 opt: 49 Z-score: 94.4 bits: 22.3 EQQ: 2.6

Smith-Waterman score: 49; 50.000% identity (70.000% similar) in 20 aa overlap

(1-18:98-117)

gi|476 MGMKFMAAVAFLALQLIVMAAAEDQSAQIMLDSDIEQYLRSNRSLKKLVHSRHDAATVEN
10 20 30 40 50 60

10
Cvi27_ NIKIFILKLNKRGP--PYLSP
gi|476 VEQYGAVGDGKHDSTEAFATTWNAACKKASAVLLVPANKKFFVNNLVFRGPCQPHLSFKV
70 80 90 100 110 120

gi|476 DGTIVAQPDPARWKNSKIWLQFAQLTDFNLMGTGV IDGQGQQWWAGQCKVVNGRTVCNDR
130 140 150 160 170 180

gi|476 NRPTAIKIDYSKSVTVKELTLMNSPEFHLVFGECEGVKIQGLKIKAPRDSPNTDGIDIFA
190 200 210 220 230 240

gi|476 SKRFHIEKCVIGTGDDCIAIGTGSSNITIKDL ICGPGHGISIGSLGRDNSRAEVSHVHVN
250 260 270 280 290 300

gi|476 RAKFIDTQNGLRIKTWQGGSGLASY ITYENVEMINSENPILINQFYCTSASACQNQRSAV
310 320 330 340 350 360

gi|476 QIQGVTYKNIHGTSATAAAIQLMCSDSVPCTGIQLSNVSLKLTSGKPASCVDKNARGFYS
370 380 390 400 410 420

gi|476 GRLIPTCKNLRPGPSPKEFELQQQPTTVMDENKGACAKGDSTCISLSSSPPNCKNKCKGC
430 440 450 460 470 480

gi|476 QPCKPKLI1VHPNKPQDYYPQKWVCSCHNKIYNP
490 500 510

>>gi]19338630 gi|19338630]|gb]AALB6739.1|AF441864 1 48-kD (448 aa)
initn: 47 initl: 47 opt: 47 Z-score: 91.5 bits: 21.6 E(QQ: 3.8

Smith-Waterman score: 47; 41.176% identity (70.588% similar) in 17 aa overlap

(3-19:238-254)

g1 ]193 MLPKEDPELKKCKHKCRDERQFDEQQRRDGKQICEEKARERQQEEGNSSEESYGKEQEEN

10 20 30 40 50 60
g1 ]193 PYVFQDEHFESRVKTEEGRVQVLENFTKRSRLLSGIENFRLAILEANPHTFISPAHFDAE
70 80 90 100 110 120
g1 ]193 LVLFVAKGRATITMVREEKRESFNVEHGDI IRIPAGTPVYMINRDENEKLFIVKILQPVS
130 140 150 160 170 180

Cv127_ NIKIF

g1 ]193 APGHFEAFYGAGGEDPESFYRAFSWEVLEAALKVRREQLEKVFGEQSKGS IVKASREKIR
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190 200 210 220 230 240

10
CVv127_ 1LKLNKRGPPYLSP

250 260 270 280 290 300

gi]193 NITKGSMAGPYYNSRATKISVVVEGEGFFEMACPHLSSSSGSYQKISARLRRGVVFVAPA
310 320 330 340 350 360

gi]193 GHPVAVIASQNNNLQVLCFEVNAHGNSRFPLAGKGN IVNEFERDAKELAFNLPSREVERI
370 380 390 400 410 420

gi | 193 FKNQDQAFFFPGPNKQQEEGGRGGRAFE
430 440

>>gi 585290 gi|585290|sp|P32936.2| IAAB_HORVU RecName: Fu (149 aa)

initn: 42 initl: 42 opt: 43 Z-score: 91.4 bits: 20.0 EQQ: 3.8
Smith-Waterman score: 43; 45.455% identity (81.818% similar) in 11 aa overlap
(8-18:54-64)

10
cv127_ NIKIF ILKLNKRGP
gi |585 MASKSSCDLLLAAVLVSIFAAVAAVGSEDCTPWTATP ITPLPSCRDYVEQQACRIETPGP

10 20 30 40 50 60

CV127_ PYLSP

gi 585 PYLAKQQCCGELANIPQQCRCQALRFFMGRKSRPDQSGLMELPGCPREVOMDFVRILVTP
70 80 90 100 110 120

gi|585 GFCNLTTVHNTPYCLAMDEWQWNRQFCSS
130 140

>>g1]2493414 gi]|2493414|sp|Q28050.1]S10A7_BOVIN RecName: (101 aa)

initn: 35 initl: 35 opt: 41 Z-score: 90.3 bits: 19.2 EQ: 4.4
Smith-Waterman score: 41; 44.444% identity (61.111% similar) in 18 aa overlap
(1-18:39-56)

10
Cv127_ NIKIFILKLNKRGPPYLSP

i |249 MSSSQLEQAITDL INLFHKYSGSDDT I EKEDLLRLMKDNFPNFLGACEKRGRDYLSNIFE
10 20 30 40 50 60

gi]249 KQDKNKDRKIDFSEFLSLLADIATDYHNHSHGAQLCSGGNQ
70 80 90 100

>>gi|21711 gi|21711]emb|CAA42453.1] CM 17 protein precur (143 aa)

initn: 42 initl: 42 opt: 42 Z-score: 89.8 bits: 19.6 EQ: 4.7
Smith-Waterman score: 42; 83.333% identity (100.000% similar) in 6 aa overlap
(13-18:59-64)

10
Cv1z27_ NIKITFILKLNKRGP

gi|217 MASKSNYNLLFTALLVFIFAAVAAVGNEDCTPWTSTLITPLPSCRNYVEEQACRIEMPéﬁ
10 20 30 40 50 60
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CVv127_ PYLSP

gi|217 PYLAKQECCEQLANIPQQCRCQALRYFMGPKSRPDOSGLMELPGCPREVOMNFVPILVTP
70 80 90 100 110 120

gi]217 GYCNLTTVHNTPYCLGMEESQWS
130 140

>>gi | 256427 gi]|256427|gb|AAB23463.1] CG4 beta-conglycini (439 aa)
initn: 30 initl: 30 opt: 45 Z-score: 87.8 bits: 20.9 EQQ: 6.1

Smith-Waterman score: 45; 46.667% identity (86.667% similar) in 15 aa overlap

(1-14:50-64)

10
Cviz27_ NIKIFIL-KLN

gi]256 MMRVRFPLLVLLGTVFLASVCVSLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRFN
10 20 30 40 50 60
CV127_ KRGPPYLSP

gi|256 kééﬁQLENLRDYRIVQFQSKPNTILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHP
70 80 90 100 110 120

gi|256 GDAQRIPAGTTYYLVNPHDHQNLKI IKLAIPVNKPGRYDDFFLSSTQAQQSYLQGFSHNI
130 140 150 160 170 180

gi|256 LETSFHSEFEEINRVLFGEEEEQRQQEGVIVELSKEQIRQLSRRAKSSSRKT ISSEDEPF
190 200 210 220 230 240

gi]256 NLRSRNPI1YSNNFGKFFEITPEKNPQLRDLD IFLSSVDINEGALLLPHENSKAIVILVIN
250 260 270 280 290 300

gi|256 EGDANIELVGIKEQQQKQKQEEEPLEVQRYRAELSEDDVFVIPAAYPFVVNATSNLNFLA
310 320 330 340 350 360

gi|256 FGINAENNQRNFLAGEKDNVVRQIERQVQELAFPGSAQDVERLLKKQRESYFVDAQPQQK
370 380 390 400 410 420

gi|256 EEGSKGRKGPFPSILGALY
430

>>gi |115502167 gi 115502167 |sp|Q1ZYQ8.2|EXB10_MAIZE RecN (270 aa)
initn: 36 initl: 36 opt: 42 Z-score: 85.4 bits: 19.7 E(QQ: 8.3

Smith-Waterman score: 42; 31.250% identity (62.500% similar) in 16 aa overlap

(4-19:23-38)

10
Cv127_ NIKIFILKLNKRGPPYLSP

gi|115 MAVNVRTMWSSMRAQVAMVVALVFLVRGAWCGPPKQPﬁGKNITATYGKDWLDAKATWYGK
10 20 30 40 50 60

gi|115 PTGAGPDDNGGGCGYKDVNKPPFENSMGACGN IP IFKDGLGCGSCFE IKCDKPVECSGKPV
70 80 90 100 110 120

gi|115 VVHITDMNYEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAG I IDMQFRRVKCKYDSKVTFH
130 140 150 160 170 180

gi|115 LEKGCGPNYLALLVKYVDGDGD IVAVDVKEKGSDTYEPLKHSWGAIWRKDSDKPLKGPLT
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190 200 210 220 230 240

gi|115 VRLTTEGGTKSVYDDVIPANWKANTAYTAK
250 260 270

19 residues in 1 query sequences

307888 residues in 1386 library sequences

Scomplib [34.26]

start: Wed Mar 11 06:15:46 2009 done: Wed Mar 11 06:15:46 2009
Total Scan time: 0.050 Total Display time: 0.000

Function used was FASTA [version 34.26.5 April 26, 2007]

CV127 884 886_framel

FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26,
2007

Please cite:

W_R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448

Cv127_884_886_framel, 1 aa
vs /n/na4/bioinfo/refsets/PUB_AllergenOnlineJan2009_V9.fasta library

307888 residues In 1386 sequences
unscaled statistics: mu= 50.0000 var=10.0000; Lambda= 0.4056

FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 15, opt: 20, open/ext: -10/-2, width: 16
I No sequences with E() < 10.000000

1 residues in 1 query sequences

307888 residues in 1386 library sequences

Scomplib [34.26]

start: Wed Mar 11 06:24:18 2009 done: Wed Mar 11 06:24:19 2009
Total Scan time: 0.040 Total Display time: 0.000

Function used was FASTA [version 34.26.5 April 26, 2007]

CV127 890 973_framel

FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26,
2007

Please cite:

W_R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448

CVv127_890_973_framel, 28 aa
vs /n/na4/bioinfo/refsets/PUB_AllergenOnlineJan2009_V9.fasta library

307888 residues In 1386 sequences

Expectation_n fit: rho(In(x))= 0.4456+/-0.00317; mu= 20.3626+/- 0.166
mean_var=30.5286+/- 8.779, 0"s: 28 Z-trim: 28 B-trim: 10 in 1/41
Lambda= 0.232124

FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 36, opt: 20, open/ext: -10/-2, width: 16
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The best scores are: opt bits E(1386) %_id % sim alen
gi|5813788 gi]5813788|gb|AAD52012.1 ( 726) 45 22.4 5 0.556 0.889 9
gi 23894227 gi]|23894227|emb|CAD2337 ( 726) 45 22.4 5 0.556 0.889 9
gi]|23894232 gi]23894232]|emb|CAD2361 ( 726) 45 22.4 5 0.556 0.889 9
gi]89892727 gi]89892727|gb|ABD79097 ( 404) 43 21.0 7.6 0.545 0.818 11
gi 89892725 gi]|89892725|gb|ABD79096 ( 410) 43 21.0 7.6 0.545 0.818 11

>>>CV127_890 973 framel, 28 aa vs
/n/nad/bioinfo/refsets/PUB_AllergenOnlineJan2009_V9.fasta library

>>gi | 5813788 gi |5813788|gb|AAD52012.1]AF082514 1 Tri r 4 (726 aa)

initn: 41 initl: 41 opt: 45 Z-score: 89.3 bits: 22.4 EQ): 5
Smith-Waterman score: 45; 55.556% identity (88.889% similar) in 9 aa overlap
(7-15:467-475)

gi|581 MAAAKWLIASLAFASSGLAFTPEDFISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSG

10 20 30 40 50 60

gi]581 WNLLNLKNGDINVLTTDSDVSEITWLGDGTKVVY INGTDSVKGGVGIWISDAKNFGNAYK
70 80 90 100 110 120

gi]581 AGSVNGAFSGLKLAKSGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDSLFVRHWDT
130 140 150 160 170 180

gi 581 YVGTQFNAVFSGTLTKSGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSDGKTVA
190 200 210 220 230 240

gi|581 FMSKAPELPKANLTTSY IFLVPHDGSRVAEP INKRNGPRTPQGIEGASSSPVFSPDGKRI
250 260 270 280 290 300

gi|581 AYLQMAAKNYESDRRVIHIAEVGTNKPVQRIASNWDRSPEAVKWSSDGRTLYVTAEDHAT
310 320 330 340 350 360

gi 581 GKLFTLPADARDNHKPAVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALYQVATPDRPNR
370 380 390 400 410 420

10 20

Cv1z27_ TKGALL1YPLSFYFHFFLIK

gi 581 KLFYANEHDPELKGLGPNDIEPLWVDGARTK IHSWIVKPTGFDKNKVYPLAFL IHGGPQG
430 440 450 460 470 480
CV127_ GQTSLVIY

gi|581 SWGDNWSTRWNPRVWADQGYVVVAPNPTGSTGFGQKLTDD I TNDWGGAPYKDLVKIWEHV
490 500 510 520 530 540

gi]581 HDHIKYIDTDNGIAAGASFGGFMVNWIQGQDLGRKFKALVSHDGTFVGSSKIGTDELFFI
550 560 570 580 590 600

gi|581 EHDFNGTFFEARQNYDRWDCSKPELVAKWSTPQLVVHNDFDFRLSVAEGVGLFNVLQEKG
610 620 630 640 650 660

gi |581 VPSRFLNFPDETHWVTKPENSLVWHQQVLGWVNKWSG INKSNPKS IKLSDCP I EVVDHEA
670 680 690 700 710 720
gi |581 HSYFDY

>>Q1 23894227 gi]23894227|emb|CAD23374.1] tri s 4 allerg (726 aa)
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initn: 41 initl: 41 opt: 45 Z-score: 89.3 bits: 22.4 EQ): 5

Smith-Waterman score: 45; 55.556% identity (88.889% similar) in 9 aa overlap

(7-15:467-475)

gi]238 MAAAKWLIASLAFASSGLAFTPEDFISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSG

10 20 30 40 50 60

gi]238 WNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDSVEGGVG IWISDAKNFGNAYK
70 80 90 100 110 120

g1 ]238 AGSVNGAFSGLKLAKAGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDT
130 140 150 160 170 180

g1 ]238 YVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSDGKTVA
190 200 210 220 230 240

g1 ]238 FMSKAPELPKANLTTSY IFLVPHDGSRVAEP INKRNGPRTPQGIEGASSSPVFSPDGKRI
250 260 270 280 290 300

gi]238 AYLQMATKNYESDRRVIHIAEVGSNKPVQRIASSWDRSPEAVKWSSDGRTLYVTAEDHAT
310 320 330 340 350 360

g1 ]238 GKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALYQVATPGRPNR
370 380 390 400 410 420

10 20

Cv127_ TKGALL1YPLSFYFHFFLIK

gi]238 KLFYANEHDPELKGLGPKDIEPLWVDGARTKIHSWIVKPTGFDKNKVYPLAFLiAGGPQG
430 440 450 460 470 480
Cv127_ GQTSLVIY

gi]238 SWGDSWSTRWNPRVWADQGYVVVAPNPTGSTGFGQKLTDD I TNDWGGAPYKDLVKIWEHV
490 500 510 520 530 540

gi]238 RDHIKYIDTDNGIAAGASFGGFMVNWIQGQDLGRKFKALVSHDGTFVGSSKIGTDELFFI
550 560 570 580 590 600

gi]238 EHDFNGTFFEARQNYDRWDCSKPELVAKWSTPQLV IHNDSDFRLSVAEGVGLFNVLQEKG
610 620 630 640 650 660

gi]238 I1PSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSIKLSDCPIEVIDHEA
670 680 690 700 710 720

gi | 238 HSYFDY

>>gi | 23894232 gi|23894232]emb|CAD23611.1] tri m 4 allerg (726 aa)
initn: 41 initl: 41 opt: 45 Z-score: 89.3 bits: 22.4 EQ): 5

Smith-Waterman score: 45; 55.556% identity (88.889% similar) in 9 aa overlap

(7-15:467-475)

g1 ]238 MAAAKWLIASLAFASSGLAFTPEDFISAPRRGEAIPDPKGELAVFHVSKYNFDKKDRPSG
10 20 30 40 50 60

g1 ]238 WNLLNLKNGDISVLTTDSDVSEITWLGDGTKVVYVNGTDSVEGGVG IWISDAKNFGNAYK
70 80 90 100 110 120

g1 ]238 AGSVNGAFSGLKLAKAGDKINFVGYGQSTTKGDLYNEAAAKEAVSSARIYDGLFVRHWDT
130 140 150 160 170 180
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gi]238 YVGTQFNAVFSGSLTKNGDKYSFDGKLKNLVQPVKYAESPYPPFGGSGDYDLSSDGKTVA

190 200 210 220 230 240

gi]238 FMSKAPELPKANLTTSY IFLVPHDGSRVAEP INKRNGPRTPQGIEGASSSPVFSPDGKRI
250 260 270 280 290 300

gi]238 AYLQMATKNYESDRRVIHIAEVGSNKPVQRIASSWDRSPEAVKWSSDGRTLYVTAEDHAT
310 320 330 340 350 360

gi]238 GKLFTLPADARDNHKPSVVKHDGSVSSFYFIGSSKSVLISGNSLWSNALYQVATPGRPNR
370 380 390 400 410 420

10 20

Cv127_ TKGALL1YPLSFYFHFFLIK

gi | 238 KLFYANEHDPELKGLGPKD I EPLWVDGARTK IHSW1VKPTGFDKNKVYPLAFL IHGGPQG
430 440 450 460 470 480
CV127_ GQTSLVIY

gi]238 SWGDSWSTRWNPRVWADQGYVVVAPNPTGSTGFGQKLTDD I TNDWGGAPYKDLVKIWEHV
490 500 510 520 530 540

gi]238 RDHIKYIDTDNGIAAGASFGGFMVNWIQGQDLGRKFKALVSHDGTFVGSSKIGTDELFFI
550 560 570 580 590 600

gi]238 EHDFNGTFFEARQNYDRWDCSKPELVAKWSTPQLYV IHNDFDFRLSVAEGVGLFNVLQEKG
610 620 630 640 650 660

gi]238 IPSRFLNFPDETHWVTKPENSLVWHQQVLGWINKWSGINKSNPKSIKLSDCPIEVIDHEA
670 680 690 700 710 720

gi | 238 HSYFDY

>>gi 89892727 gi]89892727|gb]ABD79097.1] Zea m 13 allerg (404 aa)
initn: 43 initl: 43 opt: 43 Z-score: 86.1 bits: 21.0 EQ: 7.6

Smith-Waterman score: 43; 54.545% identity (81.818% similar) in 11 aa overlap

(2-12:74-84)
gi | 898 ARGALFLLALFCVVHGEKAKSKDNDAKASGPGGSFD I TKLGASGNGKTDSTKAVQEAWAS
10 20 30 40 50 60
10 20
cV127_ TKGALL 1 YPLSFYFHFFLIKGQTSLVIY

i |898 ACGGTGKQTIL IPKGDFLVGPLNFTGPCKGDVT IQVNGNLLATTDLSQYKDHGNWIEILR
70 80 90 100 110 120

01898 VDNLVITGKGKLDGQGPAVWSKNSCVKKYDCK ILPNSLVMDFVNNGEVSG I TLLNSKFFH
130 140 150 160 170 180

gi]898 MNMYKCKDMLIKDVNVTAPGDSPNTDG IHMGDSSGVTITNTVIGVGDDCISIGPGTFKVN
190 200 210 220 230 240

gi]898 ITGVTCGPGHGISIGSLGRYKDEKDVTDINVKDCTLKKTANGVRIKAYEDAASVLTASKI
250 260 270 280 290 300

g1 ]898 HYENIKMEDSGYPI I IDMKYCPNKLCTANGASKVTVKDVTFKNIPGTSSTPEAVNLLCSA
310 320 330 340 350 360
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gi]898 KIPCTGVTMDDVNIKYSGTNNKTMAVCKNAKGSAKGCLKELACF
370 380 390 400

>>gi 89892725 gi]89892725]gb]ABD79096.1] Zea m 13 allerg (410 aa)

initn: 43 initl: 43 opt: 43 Z-score: 86.1 bits: 21.0 EQ: 7.6
Smith-Waterman score: 43; 54.545% identity (81.818% similar) in 11 aa overlap
(2-12:80-90)

gi]898 MACIDNAMRALFLLALFCVVHGEKAKSKDNDAKASGPGGSFD I TKLGASGNGKTDSTKAV
10 20 30 40 50 60

10 20

cV127_ TKGALLIYPLSFYFHFFL IKGQTSLVIY

i |898 QEAWASACGGTGKQTIL IPKGDFLVGPLNFTGPCKGDVT IQVNGNLLATTDLSQYKDHGN
70 80 90 100 110 120

gi]898 WIEILRVDNLVITGKGKLDGQGPAVWSKNSCVKKYDCKILPNSLVMDFVNNGEVSGITLL
130 140 150 160 170 180

gi1]898 NSKFFHMNMYKCKDML IKDVNVTAPGDSPNTDGIHMGDSSGVTITNTVIGVGDDCISIGP
190 200 210 220 230 240

gi]898 GTSKVNITGVTCGPGHGISIGSLGRYKDEKDVTD INVKDCTLKKTANGVRIKAYEDAASY
250 260 270 280 290 300

gi]898 LTASKIHYENIKMEDSGYPI I IDMKYCPNKLCTANGASKVTVKDVTFKNITGTSSTPEAV
310 320 330 340 350 360

gi]898 NLLCSAKIPCTGVTMDDVNIKYSGTNNKTMAVCKNAKGSAKGCLKELACF
370 380 390 400 410

28 residues in 1 query sequences

307888 residues in 1386 library sequences

Scomplib [34.26]

start: Wed Mar 11 06:26:24 2009 done: Wed Mar 11 06:26:24 2009
Total Scan time: 0.060 Total Display time: 0.010

Function used was FASTA [version 34.26.5 April 26, 2007]

CV127 922 957 frame0

FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26,
2007

Please cite:

W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448

Cv127_922 957 frameO, 12 aa
vs /n/na4/bioinfo/refsets/PUB_AllergenOnlineJan2009_V9.fasta library

307888 residues in 1386 sequences

Expectation_n fit: rho(In(x))= 3.5465+/-0.00228; mu= -0.7063+/- 0.119
mean_var=14.2628+/- 3.705, 0"s: 59 Z-trim: 65 B-trim: 43 in 1/39
Lambda= 0.339604

FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2
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join: 36, opt: 20, open/ext: -10/-2, width: 16
The best scores are: opt bits E(1386) %_id % sim alen
gi]939932 gi]939932]|emb|CAA51775.1] ( 88) 39 22. 0.24 0.600 0.800 10

6
gi |4007655 gi |4007655]emb|CAAL0348. ( 122) 40 22.9  0.25 0.600 0.800 10
gi 4007636 gi |4007636]emb|CAA10350. ( 122) 40 22.9  0.25 0.600 0.800 10
gi |1171009 gi|1171009|sp|P43214.1|M ( 122) 40 22.9  0.25 0.600 0.800 10
gi |4007040 gi |4007040]emb|CAAL0345. ( 122) 40 22.9  0.25 0.600 0.800 10
gi | 126386 gi]126386|sp|P14947.1|MPA ( 97) 39 22.5  0.27 0.600 0.800 10
gi 1093120 gi|1093120|prf]]2103117A ( 196) 39 22.3  0.62 0.600 0.800 10
gi|94706935 @i |94706935]sp|POC1B3.1 ( 499) 40 22.5 1.4 0.545 0.909 11
gi 14423843 gii | 14423843|sp|064943.2 ( 165) 34 19.9 2.8 0.600 0.800 10
gi | 45510889 gii | 45510889 |gb|AAS67042 ( 316) 36 20.7 3.1 0.667 0.778 9
gi | 45510887 gi | 45510887 |gb|AAS67041 ( 337) 36 20.7 3.3 0.667 0.778 9
gi |462717 gi|462717|sp|P33556.1|NLT ( 38) 28 17.4 3.6 0.444 0.889 9
gi | 2506460 gi |2506460]sp|P02221.2]G ( 158) 33 19.4 3.7 0.556 0.889 9
gi | 126387 gi]126387|sp|P14948.1|MPA ( 97) 31 18.6 4.1 0.625 0.750 8
gi 1545803 gi | 1545803 |dbj |BAA04558. ( 349) 35 20.2 4.9 0.625 0.875 8

>>>CV127_922 957 frameO, 12 aa vs
/n/na4/bioinfo/refsets/PUB_AllergenOnlineJan2009_V9.fasta library

>>gi]939932 gi]939932|emb|CAA51775.1] allergen Lol p Il (88 aa)

initn: 39 initl: 39 opt: 39 Z-score: 113.1 bits: 22.6 EQQ: 0.24
Smith-Waterman score: 39; 60.000% identity (80.000% similar) in 10 aa overlap
(1-10:62-71)

gi]939 EFTVEKGSDEKNLALSIKYSKEGDAMAEVELKEHGSNEWLALKKNGDGVWE IKSDKPLKG
10 20 30 40 50 60

10
CV127_ FLFSFLSNKGAN

70 80

>>gi1 4007655 gi]4007655]emb]CAA10348.1] pollen allergen (122 aa)

initn: 40 initl: 40 opt: 40 Z-score: 112.7 bits: 22.9 EQ: 0.25
Smith-Waterman score: 40; 60.000% identity (80.000% similar) in 10 aa overlap
(1-10:90-99)

g1 |400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR

10 20 30 40 50 60
10

Cv127_ FLFSFLSNKGAN

70 80 90 100 110 120
gi 400 EE
>>gi1 4007636 gi]4007636]emb]CAAL10350.1] pollen allergen (122 aa)
initn: 40 initl: 40 opt: 40 Z-score: 112.7 bits: 22.9 EQ: 0.25
Smith-Waterman score: 40; 60.000% identity (80.000% similar) in 10 aa overlap
(1-10:90-99)

gi |400 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR
10 20 30 40 50 60

10
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Cv127_ FLFSFLSNKGAN

70 80 90 100 110 120
gi|400 EE
>>gi]|1171009 gi|1171009|sp|P43214.1|MPAP2_PHLPR RecName: (122 aa)
initn: 40 initl: 40 opt: 40 Z-score: 112.7 bits: 22.9 EQ: 0.25
Smith-Waterman score: 40; 60.000% identity (80.000% similar) in 10 aa overlap
(1-10:90-99)

gi|117 MSMASSSSSSLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR

10 20 30 40 50 60
10

Cv127_ FLFSFLSNKGAN

70 80 90 100 110 120
gi|117 EE
>>gi]|4007040 gi]4007040]emb]CAA10345.1] pollen allergen (122 aa)
initn: 40 initl: 40 opt: 40 Z-score: 112.7 bits: 22.9 EQ: 0.25
Smith-Waterman score: 40; 60.000% identity (80.000% similar) in 10 aa overlap
(1-10:90-99)

gi|400 MSMASSSSSGLLAMAVLAALFAGAWCVPKVTFTVEKGSNEKHLAVLVKYEGDTMAEVELR

10 20 30 40 50 60
10

Cv127_ FLFSFLSNKGAN

70 80 90 100 110 120

gi |400 EE

>>gi | 126386 gi]126386]sp|P14947.1|MPAL2_LOLPR RecName: F (97 aa)

initn: 39 initl: 39 opt: 39 Z-score: 112.2 bits: 22.5 EQ): 0.27
Smith-Waterman score: 39; 60.000% identity (80.000% similar) in 10 aa overlap
(1-10:66-75)

gi|126 AAPVEFTVEKGSDEKNLALSIKYNKEGDSMAEVELKEHGSNEWLALKKNGDGVWE IKSDK
10 20 30 40 50 60

10
Cv1z27_ FLFSFLSNKGAN

70 80 90
>>0gi1]1093120 gi]1093120]|prf]]2103117A allergen Dac g Il (196 aa)
initn: 39 initl: 39 opt: 39 Z-score: 105.6 bits: 22.3 E(Q): 0.62
Smith-Waterman score: 39; 60.000% identity (80.000% similar) in 10 aa overlap
(1-10:66-75)

gi]109 EAPVTFTVEKGSDEKNLALSIKYNKEGDSMAEVELKEHGSNEWLALKKNGDGVWEIKSDK
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10 20 30 40 50 60

10
Cv1z27_ FLFSFLSNKGAN

70 80 90 100 110 120

gi]109 GRIVNNCEVLICVMRRGNAMCLIASISMHHILTLDRFFFDGLE I IYKIFKMMFQKPRTRT
130 140 150 160 170 180

gi]109 CIEKDFPRRSSSSIPT
190

>>gi]94706935 gi]94706935]sp|POC1B3.1]AMYAL1_ASPOR RecNam (499 aa)
initn: 37 initl: 37 opt: 40 Z-score: 99.4 bits: 22.5 EQ: 1.4

Smith-Waterman score: 40; 54.545% identity (90.909% similar) in 11 aa overlap

(2-12:426-436)

gi]947 MMVAWWSLFLYGLQVAAPALAATPADWRSQSIYFLLTDRFARTDGSTTATCNTADQKYCG

10 20 30 40 50 60
gi |947 GTWQGI IDKLDY IQGMGFTAIWITPVTAQLPQTTAYGDAYHGYWQQDIYSLNENYGTADD
70 80 90 100 110 120
gi]947 LKALSSALHERGMYLMVDVVANHMGYDGAGSSVDYSVFKPFSSQDYFHPFCFIQNYEDQT
130 140 150 160 170 180
gi]947 QVEDCWLGDNTVSLPDLDTTKDVVKNEWYDWVGSLVSNYSIDGLRIDTVKHVQKDFWPGY
190 200 210 220 230 240
gi]947 NKAAGVYCIGEVLDGDPAYTCPYQNVMDGVLNYPI1YYPLLNAFKSTSGSMDDLYNMINTV
250 260 270 280 290 300
gi]947 KSDCPDSTLLGTFVENHDNPRFASYTNDIALAKNVAAFTILNDGIPI1YAGQEQHYAGGN
310 320 330 340 350 360
gi 947 DPANREATWLSGYPTDSELYKLIASANAIRNYAISKDTGFVTYKNWP IYKDDTTIAMRKG
370 380 390 400 410 420
10
Cv1z27_ FLFSFLSNKGAN

gi|947 TDGSQiVTILSNKGASGDSYTLSLSGAGYTAGQQLTEVIGCTTVTVGSDGNVPVPMAGGL
430 440 450 460 470 480

gi|947 PRVLYPTEKLAGSKICSSS
490

>>gi | 14423843 gi | 14423843 sp|064943.2]POLC2_JUNOX RecNam (165 aa)
initn: 27 initl: 27 opt: 34 Z-score: 93.9 bits: 19.9 EQQ: 2.8

Smith-Waterman score: 34; 60.000% identity (80.000% similar) in 10 aa overlap

(3-12:83-92)
gi | 144 MDEVPSSDGSKSACSGEVVMEQSVHELEEVFKKFDANGDGK I SGSELAD I LRSLGSDVGE
10 20 30 40 50 60
10

Cv127_ FLFSFLSNKGAN

70 80 90 100 110 120
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gi|144 ESVGEPCTIEESKNI IHNVDKNGDGL I SVEEFQTMMTSEMTDKSK
130 140 150 160

>>gi1 45510889 gi]45510889|gb]AAS67042.1] venom phospholi (316 aa)

initn: 36 initl: 36 opt: 36 Z-score: 93.1 bits: 20.7 EQQ: 3.1
Smith-Waterman score: 36; 66.667% identity (77.778% similar) in 9 aa overlap
(4-12:186-194)

gi|455 ADDLTTLRNGTLDRGITPDCTENEKDIELHVYSRDKRNGI ILKKEILKNYDLFQKSQISH
10 20 30 40 50 60

gi]455 QIAILIHGFLSTGNNENFDAMAKALIEIDNFLVISVDWKKGACNAFASTNDVLGYSQAVG
70 80 90 100 110 120

gi]455 NTRHVGKYVADFTKLLVEQYKVPMSNIRLIGHSLGAHTSGFAGKEVQRLKLGKYKEI IGL
130 140 150 160 170 180

10

CV127_ FLFSFLSNKGAN

gi | 455 DPAGPSFLTNKCPNRLCETDAEYVQAIHTSAILGVYYNVGSVDFYVNYGKSQPGCSEPSC
190 200 210 220 230 240

gi 455 SHTKAVKYLTECIKRECCLIGTPWKSYFSTPKPISQCKRDTCVCVGLNAQSYPAKGSFYV
250 260 270 280 290 300

gi]455 PVEKDAPYCHNEGIKL
310

>>0gi1 45510887 gi]45510887|gb]AAS67041.1] venom phospholi (337 aa)

initn: 36 initl: 36 opt: 36 Z-score: 92.5 bits: 20.7 EQQ: 3.3
Smith-Waterman score: 36; 66.667% identity (77.778% similar) in 9 aa overlap
(4-12:207-215)

gi]455 MNFKYSILFICFVKVLDNCYAADDLTTLRNGTLDRGITPDCTFNEKDIELHVYSRDKRNG

10 20 30 40 50 60
gi]455 11LKKEILKNYDLFQKSQISHQIAILIHGFLSTGNNENFDAMAKAL IEIDNFLVISVDWK
70 80 90 100 110 120
g1 |455 KGACNAFASTNDVLGYSQAVGNTRHVGKYVADFTKLLVEQYKVPMSNIRL IGHSLGAHTS
130 140 150 160 170 180

10

Cv127_ FLFSFLSNKGAN
gi]455 GFAGKEVQRLKLGKYKEI IGLDPAGPSFLTNKCPNRLCETDAEYVQAIHTSAILGVYYNV
190 200 210 220 230 240

gi|455 GSVDFYVNYGKSQPGCSEPSCSHTKAVKYLTECIKRECCLIGTPWKSYFSTPKP ISQCKR
250 260 270 280 290 300

gi 455 DTCVCVGLNAQSYPAKGSFYVPVDKDAPYCHNEGIKL
310 320 330

>>gi|462717 gi]|462717|sp|P33556.1|NLTP2_VITSX RecName: F (38 aa)

initn: 28 initl: 28 opt: 28 Z-score: 91.9 bits: 17.4 EQQ: 3.6
Smith-Waterman score: 28; 44.444% identity (88.889% similar) in 9 aa overlap
(3-11:15-23)

10
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Cv127_ FLFSFLSNKGAN

10 20 30

>>0gi1 2506460 gi]2506460]sp|P02221.2|GLB1_CHITH RecName: (158 aa)
initn: 24 initl: 24 opt: 33 Z-score: 91.7 bits: 19.4 EQQ: 3.7

Smith-Waterman score: 33; 55.556% identity (88.889% similar) in 9 aa overlap

(1-9:149-157)

g1 ]250 MKFLILALCVAAAMAGPSGDQIAAAKASWNTVKNNQVDILYAVFKANPD IQTAFSQFAGK

10 20 30 40 50 60
g1 ]250 DLDSIKGTPDFSKHAGRVVGLFSEVMDLLGNDANTPT I LAKAKDFGKSHKSRASPAQLDN
70 80 90 100 110 120

10

Cv127_ FLFSFLSNKGAN
gi]250 FRKSLVVYLKGATKWDSAVESSWAPVLDFVFSTLKNEL
130 140 150

>>gi | 126387 gi|126387|sp|P14948.1|MPAL3_LOLPR RecName: F (97 aa)
initn: 24 initl: 24 opt: 31 Z-score: 91.0 bits: 18.6 EQQ: 4.1

Smith-Waterman score: 31; 62.500% identity (75.000% similar) in 8 aa overlap

(3-10:66-73)
gi]126 TKVDLTVEKGSDAKTLVLNIKYTRPGDTLAEVELRQHGSEEWEPMTKKGNLWEVKSAKPL
10 20 30 40 50 60
10

Cv127_ FLFSFLSNKGAN

gi 126 TGPMNFRFLSKGGMKNVFDEV IPTAFTVGKTYTPEYN
70 80 90

>>gi 1545803 gi]1545803]dbj |BAA04558.1] Mag3 [Dermatopha (349 aa)
initn: 35 initl: 35 opt: 35 Z-score: 89.6 bits: 20.2 EQQ: 4.9

Smith-Waterman score: 35; 62.500% identity (87.500% similar) in 8 aa overlap

(3-10:224-231)

gi|154 VTALELLLKGETEDKTRRYVAELTAVGSPSNKQAKAQIEVTKGEEYKITLKSPEHEFNTE

10 20 30 40 50 60
gi 154 FTIHADKNNLKMHMDFPNVFQADLTGTFQHDKENNVRKNQLNLQYKFAGDEKPHTVDYEN
70 80 90 100 110 120
gi 154 EFSFNLKRSSKDKNSGVDYRAKYMSSHFP ILNHKVNIQFKYRPFKVNELNLEGEFGRELQ
130 140 150 160 170 180

10

Cv1z27_ FLFSFLSNKGAN

gi 154 HKFQLMRNSQIEVEEVRPFKMHGNSD IKLMANDLD 1DYDLKSEFKYESNKGTPIELQYKI
190 200 210 220 230 240

gi|154 SGKDRSKRAADLGAEDVEGV IDYKNNGSP IDSKMHAHLKMKGNNYGYDSELKQTQPQQYE
250 260 270 280 290 300

gi 154 GKITLSKNDKKIFINHKSEMTKPTNTFHLKTDADVSYSDSDMKKHYQME
310 320 330 340
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12 residues in 1 query sequences

307888 residues in 1386 library sequences

Scomplib [34.26]

start: Wed Mar 11 06:17:59 2009 done: Wed Mar 11 06:17:59 2009
Total Scan time: 0.050 Total Display time: 0.010

Function used was FASTA [version 34.26.5 April 26, 2007]

CV127_961 984 frameO

FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26,
2007

Please cite:

W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448

Cv127_961 984 frameO, 8 aa
vs /n/nad/bioinfo/refsets/PUB_AllergenOnlineJan2009_V9.fasta library

307888 residues in 1386 sequences

Expectation_n fit: rho(In(x))= 3.2953+/-0.00231; mu= -1.8580+/- 0.122
mean_var=10.5314+/- 2.688, 0"s: 109 Z-trim: 109 B-trim: O in 0/36
Lambda= 0.395213

FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 36, opt: 20, open/ext: -10/-2, width: 16
The best scores are: opt bits E(1386) %_id %_sim alen

gi]18536 gi|18536]emb|CAA35691.1] u ( 605) 36 22.6 1 0.750 1.000 8
gi |42414629 gii |42414629|emb|CAF2523 ( 415) 31 19.9 4.6 0.833 1.000 6
gi |42414627 @i |42414627 |emb|CAF2523 ( 415) 31 19.9 4.6 0.833 1.000 6
gi 29539109 gi |29539109]emb|CAD8773 ( 418) 31 19.9 4.6 0.833 1.000 6
gi | 32363467 Qi |32363467|sp| |P82946_ ( 15) 20 15.1 4.7 0.667 0.667 6
gi | 169929 gi]169929|gb]AABO1374.1] ( 639) 32 20.3 5.4 0.625 1.000 8
gi | 46396598 Qi |46396598|sp| |P83834_ ( 10) 17 13.6 9.1 0.500 1.000 4
gi | 29163773 Qi |29163773]|emb|CAD800L ( 65) 23 16.2 9.7 0.600 1.000 5

>>>CV127_961_984 frameO, 8 aa vs
/n/na4/bioinfo/refsets/PUB_AllergenOnlineJan2009_V9.fasta library

>>gi]18536 gi]18536]emb|CAA35691.1] unnamed protein prod (605 aa)

initn: 36 initl: 36 opt: 36 Z-score: 101.6 bits: 22.6 EQ: 1
Smith-Waterman score: 36; 75.000% identity (100.000% similar) in 8 aa overlap
(1-8:338-345)

gi]185 MMRARFPLLLLGLVFLASVSVSFGIAYWEKENPKHNKCLQSCNSERDSYRNQACHARCNL
10 20 30 40 50 60

gi|185 LKVEKEECEEGEIPRPRPRPQHPEREPQQPGEKEEDEDEQPRP IPFPRPQPRQEEEHEQR
70 80 90 100 110 120

gi|185 EEQEWPRKEEKRGEKGSEEEDEDEDEEQDERQFPFPRPPHQKEERNEEEDEDEEQQRESE
130 140 150 160 170 180

gi|185 ESEDSELRRHKNKNPFLFGSNRFETLFKNQYGRIRVLQRFNQRSPQLQNLRDYRILEFNS
190 200 210 220 230 240

gi]185 KPNTLLLPNHADADYLIVILNGTAILSLVNNDDRDSYRLQSGDALRVPSGTTYYVVNPDN
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250 260 270 280 290 300
Cv1z27_ SRNILEVN

g1 ]185 NENLRLITLAIPVNKPGRFESFFLSSTEAQQSYLQGFSRNILEASYDTKFEEINKVLFSR
310 320 330 340 350 360

gi]185 EEGQQQGEQRLQESVIVEISKEQIRALSKRAKSSSRKT ISSEDKPFNLRSRDP I'YSNKLG
370 380 390 400 410 420

gi|185 KFFEITPEKNPQLRDLDIFLSIVDMNEGALLLPHFNSKATVILVINEGDANIELVGLKEQ
430 440 450 460 470 480

gi | 185 QQEQQQEEQPLEVRKYRAELSEQDIFVIPAGYPVVVNATSNLNFFAIGINAENNQRNFLA
490 500 510 520 530 540

gi | 185 GSQDNVISQIPSQVQELAFPGSAQAVEKLLKNQRESYFVDAQPKKKEEGNKGRKGPLSSI
550 560 570 580 590 600

gi|185 LRAFY

>>gi]42414629 gi|42414629]emb]CAF25233.1] Vicilin [Pisum (415 aa)
initn: 31 initl: 31 opt: 31 Z-score: 90.0 bits: 19.9 EQQ: 4.6

Smith-Waterman score: 31; 83.333% identity (100.000% similar) in 6 aa overlap

(1-6:151-156)

gi 424 SRSDQENPFIFKSNRFQTLYENENGHIRLLQKFDKRSKIFENLQNYRLLEYKSKPRTLFL

10 20 30 40 50 60
gi|424 PQCTDADFILVVLSGKATLTVLKSNDRNSFNLERGDT IKLPAGT IAYLANRDDNEDLRVL
70 80 90 100 110 120

cV127 SRNILEVN
gi|424 DLTIPVNKPGQLOSFLLSGTQNQPSLLSGFSKNILEAAFNTNYEE 1EKVLLEQQEQEPQH
130 140 150 160 170 180

gi|424 RRSLKDRRQEINEENVIVKVSREQIEELSKNAKSSSKKSVSSESGPFNLRSRNP I'YSNKF
190 200 210 220 230 240

gi|424 GKFFEITPEKNQQLQDLDIFVNSVDIKEGSLLLPNYNSRAIVIVTVTEGKGDFELVGQRN
250 260 270 280 290 300

gi|424 ENQGKENDKEEEQEEETSKQVQLYRAKLSPGDVFVIPAGHPVAINASSDLNL IGFGINAE
310 320 330 340 350 360

gi|424 NNERNFLAGEEDNVISQVERPVKELAFPGSSHEVDRLLKNQKQSYFANAQPLQRE
370 380 390 400 410

>>gi |42414627 gi|42414627|emb]CAF25232.1] Vicilin [Pisum (415 aa)
initn: 31 initl: 31 opt: 31 Z-score: 90.0 bits: 19.9 EQQ: 4.6

Smith-Waterman score: 31; 83.333% identity (100.000% similar) in 6 aa overlap

(1-6:151-156)

gi|424 SRSDQENPFIFKSNRFQTLYENENGH IRLLQKFDKRSKIFENLQNYRLLEYKSKPHTLFL
10 20 30 40 50 60

gi|424 PQYTDADFILVVLSGKATLTVLKSNDRNSFNLERGDAIKLPAGT IAYLANRDDNEDLRVL
70 80 90 100 110 120
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cvi127 SRNILEVN
gi|424 DLAIPVNKPGQLOSFLLSGTQNQPSLLSGFSKNILEAAFNTNYEE 1EKVLLEQQEQEPQH
130 140 150 160 170 180

gi|424 RRSLKDRRQEINEENVIVKVSREQIEELSKNAKSSSKKSVSSESGPFNLRSRNP I'YSNKF
190 200 210 220 230 240

gi|424 GKFFEITPEKNQQLQDLDIFVNSVDIKEGSLLLPNYNSRAIVIVTVTEGKGDFELVGQRN
250 260 270 280 290 300

gi |424 ENQGKENDKEEEQEEETSKQVQLYRAKLSPGDVFVIPAGHPVAINASSDLNL IGFGINAE
310 320 330 340 350 360

gi|424 NNERNFLAGEEDNVISQVERPVKELAFPGSSHEVDRLLKNQKQSYFANAQPLQRE
370 380 390 400 410

>>gi 29539109 gi]29539109]|emb|CAD87730.1] allergen Len ¢ (418 aa)

initn: 31 initl: 31 opt: 31 Z-score: 90.0 bits: 19.9 EQQ: 4.6
Smith-Waterman score: 31; 83.333% identity (100.000% similar) in 6 aa overlap
(1-6:151-156)

gi]|295 SRSDQENPFIFKSNRFQTI'YENENGHIRLLQRFDKRSKIFENLQNYRLLEYKSKPHTIFL

10 20 30 40 50 60
gi 295 PQFTDADFILVVLSGKAILTVLNSNDRNSFNLERGDT IKLPAGT IAYLANRDDNEDLRVL
70 80 90 100 110 120

cV127 SRNILEVN
gi ]295 DLAIPVNRPGQLQSFLLSGTQNQPSFLSGFSKN ILEAAFNTEYEE I EKVLLEEQEQKSQH
130 140 150 160 170 180

g1 ]295 RRSLRDKRQEITNEDVIVKVSREQIEELSKNAKSSSKKSVSSESEPFNLRSRNP 1'YSNKF
190 200 210 220 230 240

gi]295 GKFFEITPEKNPQLQDLDIFVNSVEIKEGSLLLPNYNSRAIVIVTVNEGKGDFELVGQRN
250 260 270 280 290 300

g1 ]295 ENQQEQREENDEEEGQEEETTKQVQRYRARLSPGDVLVIPAGHPVAINASSDLNLIGFGI
310 320 330 340 350 360

g1 ]295 NAKNNQRNFLAGEEDNVI1SQIQRPVKELAFPGSSREVDRLLTNQKQSHFANAQPLQIE
370 380 390 400 410

>>gi | 32363467 gi]32363467|sp||P82946_4 [Segment 4 of 4] (15 aa)

initn: 20 initl: 20 opt: 20 Z-score: 89.9 bits: 15.1 EQ: 4.7
Smith-Waterman score: 20; 66.667% identity (66.667% similar) in 6 aa overlap
(3-8:5-10)
CVv127_ SRNILEVN

gi 1323 GVLFNIQYVNYWFAP
10

>>gi 169929 gi|169929|gb]AABO1374.1] beta-conglycinin st (639 aa)
initn: 24 initl: 24 opt: 32 Z-score: 88.7 bits: 20.3 EQQ: 5.4
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Smith-Waterman score: 32; 62.500% identity (100.000% similar) in 8 aa overlap
(1-8:373-380)

g1 ]169 MMRARFPLLLLGVVFLASVSVSFGIAYWEKQNPSHNKCLRSCNSEKDSYRNQACHARCNL

10 20 30 40 50 60

gi]169 LKVEEEEECEEGQIPRPRPQHPERERQQHGEKEEDEGEQPRPFPFPRPRQPHQEEEHEQK
70 80 90 100 110 120

gi]169 EEHEWHRKEEKHGGKGSEEEQDEREHPRPHQPHQKEEEKHEWQHKQEKHQGKESEEEEED
130 140 150 160 170 180

gi]169 QDEDEEQDKESQESEGSESQREPRRHKNKNPFHFNSKRFQTLFKNQYGHVRVLQRFNKRS
190 200 210 220 230 240

gi]169 QQLQONLRDYRILEFNSKPNTLLLPHHADADYLIVILNGTAILTLVNNDDRDSYNLQSGDA
250 260 270 280 290 300

gi 169 LRVPAGTTFYVVNPDNDENLRMIAGTTFYVVNPDNDENLRMITLAIPVNKPGRFESFFLS
310 320 330 340 350 360

cV127 SRNILEVN
gi 169 STQAQQSYLQGFSKNILEASYDTKFEE INKVLFGREEGQQQGEERLQESV IVE ISKKQIR
370 380 390 400 410 420

gi 169 ELSKHAKSSSRKT ISSEDKPFNLGSRDP1YSNKLGKLFEITQRNPQLRDLDVFLSVVDMN
430 440 450 460 470 480

gi | 169 EGALFLPHFNSKAIVVLVINEGEANIELVGIKEQQQRQQQEEQPLEVRKYRAELSEQDIF
490 500 510 520 530 540

gi 169 VIPAGYPVMVNATSDLNFFAFGINAENNQRNFLAGSKDNVISQIPSQVQELAFPRSAKDI
550 560 570 580 590 600

gi]169 ENLIKSQSESYFVDAQPQQKEEGNKGRKGPLSSILRAFY
610 620 630

>>gi1 46396598 gi]46396598|sp]| |P83834_3 [Segment 3 of 3] (10 aa)

initn: 17 initl: 17 opt: 17 Z-score: 84.7 bits: 13.6 EQQ: 9.1
Smith-Waterman score: 17; 50.000% identity (100.000% similar) in 4 aa overlap
(2-5:2-5)

CV127_ SRNILEVN

gi ]463 DRNLVHSATR
10

>>gi 29163773 Qi]29163773|emb|CAD80019.1] unnamed protei (65 aa)

initn: 23 initl: 23 opt: 23 Z-score: 84.2 bits: 16.2 EQQ: 9.7
Smith-Waterman score: 23; 60.000% identity (100.000% similar) in 5 aa overlap
(1-5:47-51)

Cv127_ SRNILEVN

gi]291 MVKLTQVAAILLIGAFFLIASTSIATQTSHPAKFHVEGEVYCNVCHSRNL INELSERMAG
10 20 30 40 50 60

gi]291 AQVQL
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8 residues in 1 query sequences

307888 residues in 1386 library sequences

Scomplib [34.26]

start: Wed Mar 11 06:20:06 2009 done: Wed Mar 11 06:20:06 2009
Total Scan time: 0.050 Total Display time: 0.000

Function used was FASTA [version 34.26.5 April 26, 2007]

CV127 977 1003 _framel

FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26,
2007

Please cite:

W_R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448

CV127_977_1003_framel, 9 aa
vs /n/na4/bioinfo/refsets/PUB_AllergenOnlineJan2009 V9.fasta library

307888 residues In 1386 sequences

Expectation_n fit: rho(In(x))= 1.3298+/-0.00265; mu= 9.6085+/- 0.144
mean_var=11.1184+/- 3.194, 0"s: 96 Z-trim: 96 B-trim: 214 in 1/34
Lambda= 0.384639

FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 36, opt: 20, open/ext: -10/-2, width: 16
The best scores are: opt bits E(1386) %_id % sim alen

gi|113575 gi|113575|sp|P19121.2|ALB ( 615) 36 23.2  0.81 0.857 1.000 7
gi | 34495286 Qi | 34495286 |gb|AAQ73490 ( 141) 28 17.7 8.3 0.571 0.857 7
gi | 34495290 @i |34495290|gb]AAQ73492 ( 141) 28 17.7 8.3 0.571 0.857 7
gi | 34495278 Qi | 34495278 |gb|AAQ73486 ( 141) 28 17.7 8.3 0.571 0.857 7
gi | 34495282 @i |34495282|gb|AAQ73488 ( 141) 28 17.7 8.3 0.571 0.857 7
gi | 34495284 @i |34495284|gb]AAQ73489 ( 141) 28 17.7 8.3 0.571 0.857 7
gi | 34495288 gi | 34495288 |gb]AAQ73491 ( 141) 28 17.7 8.3 0.571 0.857 7
gi | 34495274 Qi |34495274|gb|AAQ73484 ( 141) 28 17.7 8.3 0.571 0.857 7
gi |33772588 gi|33772588|gb]AAQ54603 ( 141) 28 17.7 8.3 0.571 0.857 7
gi |2414158 gi]2414158]emb|CAA96545. ( 160) 28 17.8 8.8 0.625 0.875 8

>>>CV127_977_1003 framel, 9 aa vs
/n/na4d/bioinfo/refsets/PUB_AllergenOnlineJan2009_V9.fasta library

>>gi 113575 gi|113575]|sp|P19121.2|ALBU_CHICK RecName: Fu (615 aa)

initn: 36 initl: 36 opt: 36 Z-score: 103.5 bits: 23.2 E(): 0.81
Smith-Waterman score: 36; 85.714% identity (100.000% similar) in 7 aa overlap
(2-8:6-12)

Cv127_ RLIKFIFLK

gi 113 MKWVTLISFIFLFSSATSRNLQRFARDAEHKSE IAHRYNDLKEETFKAVAMITFAQYLQR
10 20 30 40 50 60

gi]113 CSYEGLSKLVKDVVDLAQKCVANEDAPECSKPLPSIILDEICQVEKLRDSYGAMADCCSK
70 80 90 100 110 120
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gi]113 ADPERNECFLSFKVSQPDFVQPYQRPASDVICQEYQDNRVSFLGHFI1YSVARRHPFLYAP
130 140 150 160 170 180

gi]|113 AILSFAVDFEHALQSCCKESDVGACLDTKEI'VMREKAKGVSVKQQYFCG I LKQFGDRVFQ
190 200 210 220 230 240

gi]113 ARQLIYLSQKYPKAPFSEVSKFVHDS IGVHKECCEGDMVECMDDMARMMSNLCSQQDVFS
250 260 270 280 290 300

gi]113 GKIKDCCEKPIVERSQCIMEAEFDEKPADLPSLVEKY IEDKEVCKSFEAGHDAFMAEFVY
310 320 330 340 350 360

gi]113 EYSRRHPEFSIQLIMRIAKGYESLLEKCCKTDNPAECYANAQEQLNQHIKETQDVVKTNC
370 380 390 400 410 420

gi]113 DLLHDHGEADFLKSILIRYTKKMPQVPTDLLLETGKKMTT IGTKCCQLGEDRRMACSEGY
430 440 450 460 470 480

gi]113 LSIVIHDTCRKQETTP INDNVSQCCSQLYANRRPCFTAMGVDTKYVPPPFNPDMFSFDEK
490 500 510 520 530 540

gi]113 LCSAPAEEREVGQMKLL INLIKRKPQMTEEQIKT IADGFTAMVDKCCKQSD INTCFGEEG
550 560 570 580 590 600

gi|113 ANLIVQSRATLGIGA
610

>>0i | 34495286 Qi]34495286|gb]AAQ73490.1] type 2 allergen (141 aa)

initn: 23 initl: 23 opt: 28 Z-score: 85.4 bits: 17.7 EQQ: 8.3
Smith-Waterman score: 28; 57.143% identity (85.714% similar) in 7 aa overlap
(2-8:1-7)

CV127_ RLIKFIFLK
gi|344 MMKFIVLFALNAVASAGKMKFKDCGKGEVTELDITDCSGDFCVLHRGKSVTLDAKFVAN
10 20 30 40 50

gi|344 QDSAKATIKVLAKVAGTQIQVPGFDTDGCKI IKCPIKKGDP IDFKYSGTIPAITPKIKAE
60 70 80 90 100 110

gi]|344 VTAELIGDHGILACGTVNGQVE
120 130 140

>>gi | 34495290 gi]34495290]|gb]AAQ73492.1] type 2 allergen (141 aa)

initn: 23 initl: 23 opt: 28 Z-score: 85.4 bits: 17.7 E(QQ: 8.3
Smith-Waterman score: 28; 57.143% identity (85.714% similar) in 7 aa overlap
(2-8:1-7)

CV127_ RLIKFIFLK

gi|344 MMKFIVLFALVAVASAGKMKFKDCGKGEVTELDITDCSGDFCVLHRGKSVTLDAKFVAN
10 20 30 40 50

gi|344 QDSAKATIKVLAKVVGTQIQVPGFDTDGCK I IKCP IKKGDP IDFKYSGTIPAITPKIKAE
60 70 80 90 100 110

gi]|344 VTAELIGDHGILACGTVNGTVE
120 130 140

>>0gi | 34495278 Qi ]34495278|gb]AAQ73486.1] type 2 allergen (141 aa)
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initn: 23 initl: 23 opt: 28 Z-score: 85.4 bits: 17.7 E(QQ: 8.3
Smith-Waterman score: 28; 57.143% identity (85.714% similar) in 7 aa overlap
(2-8:1-7)

CV127_ RLIKEIFLK
gi|344 MMKFIVLFALDAVASAGKMKFKDCGKGEVTELD I TDCSGDFCVLHRGKSVTLDAKFVAN
10 20 30 40 50

gi|344 QDSAKATIKVLAKVAGTQIQVPGFDTDGCKI IKCPIKKGDP IDFKYSGTIPAITPKIKAE
60 70 80 90 100 110

gi]|344 VTAELIGDHGILACGTVNGQVE
120 130 140

>>gi | 34495282 gi]34495282|gb]AAQ73488.1] type 2 allergen (141 aa)

initn: 23 initl: 23 opt: 28 Z-score: 85.4 bits: 17.7 E(QQ: 8.3
Smith-Waterman score: 28; 57.143% identity (85.714% similar) in 7 aa overlap
(2-8:1-7)

Cv127_ RLIKFIFLK
gi|344 MMKFIVLFALVAVASAGNMKFKDCGKGEVTELD ITDCSGDFCVLHRGKSVTLDAKFVAN
10 20 30 40 50

gi|344 QDSAKATIKVLAKVAGTQIQVPGFDTDGCKI IKCP IKKGDP IDFKYSGT IPAITPKIKAE
60 70 80 90 100 110

gi |344 VTAELIGDHGILACGTVNGQVE
120 130 140

>>0qi 34495284 Qi ]|34495284|gb]AAQ73489.1] type 2 allergen (141 aa)

initn: 23 initl: 23 opt: 28 Z-score: 85.4 bits: 17.7 EQQ: 8.3
Smith-Waterman score: 28; 57.143% identity (85.714% similar) in 7 aa overlap
(2-8:1-7)

CVv127_ RLIKFIFLK
gi|344 MMKFIVLFALVAVASAGKMKFKDCGKGEVTELDITDCSGGFCVLHRGKSVTLDAKFVAN
10 20 30 40 50

gi|344 QDSAKATIKVLAKVAGTQIQVPGFDTDGCKI IKCP IKKGDP IDFKYSGT IPAITPKIKAE
60 70 80 90 100 110

gi|344 VTAELIGDHGILACGTVNGQVE
120 130 140

>>Qi | 34495288 Qi]34495288|gb]AAQ73491.1] type 2 allergen (141 aa)

initn: 23 initl: 23 opt: 28 Z-score: 85.4 bits: 17.7 E(QQ: 8.3
Smith-Waterman score: 28; 57.143% identity (85.714% similar) in 7 aa overlap
(2-8:1-7)

CV127_ RLIKFIFLK

gi|344 MMKFIVLFALVAVASAGKMKFKDCGKGEVTELDITDCSGDFCVLHRGKSVTLDAKFVAN
10 20 30 40 50

gi|344 QDSAKATIKVLAKVAGTQIQVPGFDTDGCKI IKCP IKKGDP IDFKYSGTIPAITPKIKAE
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60 70 80 90 100 110

gi]|344 VTAELIGDHGILACGTVNGQVE
120 130 140

>>Qi | 34495274 Qi|34495274|gb]AAQ73484.1] type 2 allergen (141 aa)

initn: 23 initl: 23 opt: 28 Z-score: 85.4 bits: 17.7 E(QQ: 8.3
Smith-Waterman score: 28; 57.143% identity (85.714% similar) in 7 aa overlap
(2-8:1-7)

CV127_ RLIKFIFLK
gi|344 MMKFIVLFALIAVASAGKMKFKDCGKGEVTELDITDCSGDFCVLHRGKSVTLDAKFVAN
10 20 30 40 50

gi|344 QDSAKATIKVLAKVAGTQIQVPGFDTDGCK I IKCPIKKGDP IDFKYSGTIPAITPKIKAE
60 70 80 90 100 110

gi]|344 VTAELIGDHGILACGTVNGQVE
120 130 140

>>gi|33772588 gi|33772588]gh]AAQ54603.1] Gly d 2.03 [Gly (141 aa)

initn: 23 initl: 23 opt: 28 Z-score: 85.4 bits: 17.7 E(QQ: 8.3
Smith-Waterman score: 28; 57.143% identity (85.714% similar) in 7 aa overlap
(2-8:1-7)

CV127_ RLIKFIFLK
gi 337 MMKFIVLFALVAVASAGKMKFKDCGKGEVTELD I TDCSGDFCVLHRGKSVTLDAKFVAN
10 20 30 40 50

gi 337 QDSAKATIKVLAKVAGTQIQVPGFDTDGCKI IKCP IKKGDP IDFKYSGT IPAITPKIKAE
60 70 80 90 100 110

g1 ]|337 VTAELIGDHGILACGTVNGQVE
120 130 140

>>gi 2414158 gi]2414158|emb]CAA96545.1] major allergen B (160 aa)

initn: 28 initl: 28 opt: 28 Z-score: 84.9 bits: 17.8 E(Q: 8.8
Smith-Waterman score: 28; 62.500% identity (87.500% similar) in 8 aa overlap
(1-8:18-25)

Cv127_ RLIKFIFLK
gi 241 MGVFNYETETTSVIPAARLFKAFFLDGDNLFPKVAPQAISSVENIEGNGGPGT IKKISFP
10 20 30 40 50 60

gi|241 EGFPFRYVKDRVDEVDHTNFKYSYSVIEGGPVGDTLEKISNEIKIVATPDGGSILKISNK
70 80 90 100 110 120

gi|241 YHTKGDHEVKEEQIKASKEMGETLLRAVESYLLAHSDAYN
130 140 150 160

9 residues in 1 query sequences
307888 residues in 1386 library sequences
Scomplib [34.26]
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start: Wed Mar 11 05:47:21 2009 done: Wed Mar 11 05:47:21 2009
Total Scan time: 0.050 Total Display time: 0.010

Function used was FASTA [version 34.26.5 April 26, 2007]

CV127_984 1091 frame?2

FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26,
2007

Please cite:

W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448

Cv127_984 1091 frame2, 36 aa
vs /n/nad/bioinfo/refsets/PUB_AllergenOnlineJan2009_V9.fasta library

307888 residues in 1386 sequences

Expectation_n fit: rho(In(x))= 5.0357+/-0.00333; mu= -2.2226+/- 0.171
mean_var=33.9305+/- 8.567, 0"s: 18 Z-trim: 18 B-trim: 14 in 1/42
Lambda= 0.220180

FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2

join: 36, opt: 20, open/ext: -10/-2, width: 16

The best scores are: opt bits E(1386) %_id % sim alen
gi]2129805 gi]2129805|pir]]S65143 p ( 80) 50 21. 0.375 0.750 24
gi]59800145 gi]59800145|sp|P69198.1 ( 83) 50 21. 0.375 0.750 24
gi 59800146 gi]59800146|sp|P69199.1 ( 83) 50 21. 0.375 0.750 24
gi]25090951 gi]25090951|sp]|P83181_ ( 14) 38 18. 0.417 0.833 12
gi 41057621 gi]41057621|gb]AAR98813 ( 231) 51 22. 0.421 0.684 19
gi]2129801 gi]2129801|pir]|S65144 p ( 83) 45 20. 0.350 0.800 20
gi]2129802 gi]2129802|pir]]S65145 p ( 83) 45 20. 0.350 0.800 20
gi 3337403 gi]3337403|gb]AAD0O5375.1 ( 84) 45 20. 0.375 0.667 24
gi 729979 gi|729979|sp|P39673.1|MAG ( 341) 50 21. 0.625 0.875 16
gi]29465668 gi]29465668]|gb]AAL92871 ( 86) 42 19. 0.333 0.708 24
gi]1916805 gi]1916805|gb|AAC27724.1 ( 388) 49 21. 0.429 0.667 21

WhA~NWWWE, MOOO
NOOOWWWNNRERRE
WHARPNNNORRRERR

>>>CV127_984_1091_frame2, 36 aa vs
/n/na4/bioinfo/refsets/PUB_AllergenOnlineJan2009_V9.fasta library

>>gi]2129805 gi]2129805|pir]1S65143 pollen allergen grou (80 aa)

initn: 50 initl: 50 opt: 50 Z-score: 101.8 bits: 21.9 EQ: 1
Smith-Waterman score: 50; 37.500% identity (75.000% similar) in 24 aa overlap
(8-31:21-44)

10 20 30
o127 LNLYSSNKTQFSSLNEPAETL ISITNSDLKRSHGSH
gi|212 ETERAEHDRIFKKFDANGDGK I SASELGDALKNLGSVTHDD IKRMMAE IDTDGDGY 1SYQ
10 20 30 40 50 60

gi|212 EFSDFASANRGLMKDVAKIF
70 80

>>gi]59800145 gi |59800145]sp|P69198.1|POLC2_BRANA RecNam (83 aa)

initn: 50 initl: 50 opt: 50 Z-score: 101.5 bits: 21.9 EQ: 1.1
Smith-Waterman score: 50; 37.500% identity (75.000% similar) in 24 aa overlap
(8-31:24-47)

10 20 30
Cv127_ LNLYSSNKTQFSSLNEPAETL ISITNSDLKRSHGSH
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gi]598 MADATEKAEHDRIFKKFDANGDGkIéAéELGDALkNLGSVTHDDIKRMMAEIDTDGDGYI
10 20 30 40 50 60

gi|598 SYQEFSDFASANRGLMKDVAKIF
70 80

>>gi]59800146 gi]|59800146]sp|P69199.1]POLC2_BRARA RecNam (83 aa)

initn: 50 initl: 50 opt: 50 Z-score: 101.5 bits: 21.9 EQ: 1.1
Smith-Waterman score: 50; 37.500% identity (75.000% similar) in 24 aa overlap
(8-31:24-47)

10 20 30
cvV127_ LNLYSSNKTQFSSLNEPAETL ISITNSDLKRSHGSH
gi | 598 MADATEKAEHDR 1 FKKFDANGDGK I SASELGDALKNLGSVTHDD I KRMMAE IDTDGDGY I
10 20 30 40 50 60

gi]598 SYQEFSDFASANRGLMKDVAKIF
70 80

>>gi | 25090951 gi]|25090951|sp]|P83181_4 [Segment 4 of 4] (14 aa)

initn: 38 initl: 38 opt: 38 Z-score: 96.2 bits: 18.4 EQ: 2.1
Smith-Waterman score: 38; 41.667% identity (83.333% similar) in 12 aa overlap
(16-27:1-12)

10 20 30
CV127_ LNLYSSNKTQFSSLNEPAETLISITNSDLKRSHGSH
gi 250 EPAEEFTT ISDAVK
10

>>gi 41057621 gi]41057621]gb]AAR98813.1] glutathione-S-t (231 aa)

initn: 51 initl: 51 opt: 51 Z-score: 94.3 bits: 22.1 EQ: 2.6
Smith-Waterman score: 51; 42.105% identity (68.421% similar) in 19 aa overlap
(14-32:162-180)

gi|410 MSDKPSELAVQKLVLFAVKGTATSTHNTVRPLILLDELGVPHEIYVVDRVSAPWFTEINP

10 20 30 40 50 60
gi|410 HRMVPVILEKSPDGRDTLRAWESTSTLMY IADAYDKDGTFGGRNVQESSDINNWLTLHTA
70 80 90 100 110 120
10 20 30
Cviz27_ LNLYSSNKTQFSSLNEPAETLISITNSDLKRS

130 140 150 160 170 180

CV127_ HGSH

gi]410 SYNRRHCYASLCYEKYRRVVRAGVKVAQTARVVCPYGGDTRRGVWPARKST
190 200 210 220 230

>>gi]2129801 gi]2129801|pir]1S65144 pollen allergen grou (83 aa)

initn: 45 initl: 45 opt: 45 Z-score: 92.9 bits: 20.3 E(QQ: 3.2
Smith-Waterman score: 45; 35.000% identity (80.000% similar) in 20 aa overlap
(12-31:28-47)

10 20 30
Cv1z27_ LNLYSSNKTQFSSLNEPAETL1SITNSDLKRSHGSH

BASF Plant Science Report No. BPS-005-09 Page 63 of 237



BASF

The Chemical Company

Plant Science L. L. C. BASF Reg. Doc. No. 2009/7003069

gi]212 MADATEKTEHDRFFKKFDANGDGTISS%ELGDALRNLGSVTHDDIKRMMAEIDTDGDGFI
10 20 30 40 50 60

gi|212 SYQEFSDFAKANRGLMKDVAKIF
70 80

>>gi1 2129802 gi]2129802|pir]|S65145 pollen allergen grou (83 aa)
initn: 45 initl: 45 opt: 45 Z-score: 92.9 bits: 20.3 EQQ: 3.2

Smith-Waterman score: 45; 35.000% identity (80.000% similar) in 20 aa overlap

(12-31:28-47)

10 20 30
cvV127_ LNLYSSNKTQFSSLNEPAETL ISITNSDLKRSHGSH
gi|212 MADATEKAEHDRFFKKFDANGDGT ISSTELGDALKNLGSVTHDD IKRMMAE IDTDGDGFI
10 20 30 40 50 60

gi|212 SYQEFSDFAKANRGLMKDVAKIF
70 80

>>gi | 3337403 gi|3337403|gb]AAD0O5375.1] calcium-binding p (84 aa)
initn: 30 initl: 30 opt: 45 Z-score: 92.8 bits: 20.3 EQQ: 3.2

Smith-Waterman score: 45; 37.500% identity (66.667% similar) in 24 aa overlap

(8-31:25-48)

10 20 30
cV127 LNLYSSNKTQFSSLNEPAETL 1S I TNSDLKRSHGSH
gi |333 MADDPQEVAEHER I FKRFDANGDGK I SSSELGETLKTLGSVTPEE 1QRMMAE IDTDGDGF
10 20 30 40 50 60

g1 ]333 ISFEEFTVFARANRGLVKDVAKIF
70 80

>>gi | 729979 gi|729979|sp|P39673.1|MAG_DERFA Allergen Mag (341 aa)
initn: 38 initl: 38 opt: 50 Z-score: 89.2 bits: 21.7 EQQ: 5.1

Smith-Waterman score: 50; 62.500% identity (87.500% similar) in 16 aa overlap

(6-20:295-310)

gi|729 FVMKREPLRFRDITVEGNENAY IKNGKLHLSLMDPSTLSLVTKADGKIDMTVDLISPVTK

10 20 30 40 50 60
i | 729 RASLKIDSKKYNLFHEGELSAS IVNPRLSWHQYTKRDSREYKSDVELSLRSSD IALKITM
70 80 90 100 110 120
gi 729 PDYNSKIHYSRQGDQINMDIDGTL IEGHAQGT IREGK IHIKGRQTDFE IESNYRYEDGKL
130 140 150 160 170 180
gi|729 11EPVKSENGKLEGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDG IHFEKHTD
190 200 210 220 230 240
10
cV127_ LNLYSSNKTQF
gi|729 IEYEPGVRYKI IGNGKLKDDGRHYS IDVQG I PRKAFNLDADLMDFKLKVSKPEDSNKAQF
250 260 270 280 290 300

20 30

CV127_ S-SLNEPAETLISITNSDLKRSHGSH

gi|729 SYTENEYTETEEYEFDPHRAYYVNWLSSIRKY IQNFIVEDN
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310 320 330 340

>>0g1 29465668 Qi]29465668|gb|AAL92871.1] pollen allergen (86 aa)

initn: 31 initl: 31 opt: 42 Z-score: 87.4 bits: 19.4 E(QQ: 6.4
Smith-Waterman score: 42; 33.333% identity (70.833% similar) in 24 aa overlap
(8-31:27-50)

10 20 30
Cvi27_ LNLYSSNKTQFSSLNEPAETLISITNSDLKRSHGSH

10 20 30 40 50 60

gi]294 GFISFDEFTDFARANRGLVKDVSKIF
70 80

>>gi]1916805 gi]|1916805|gb]JAAC27724_1] latex patatin hom (388 aa)

initn: 43 initl: 43 opt: 49 Z-score: 86.4 bits: 21.3 EQ: 7.3
Smith-Waterman score: 49; 42.857% identity (66.667% similar) in 21 aa overlap
(15-35:278-298)

gi 191 MATGSTTLTQGKKITVLSIDGGGIRGIIPGIILASLESKLQDLDGPDARIADYFDIITAGT

10 20 30 40 50 60
gi|191 STGGLITTMLTAPNEDKKPMYQAKD IKDFYLENCPKIFPKESRDNYDPIHSIGPIYDGEY
70 80 90 100 110 120
gi]191 LRELCNNLLKDLTVKDTSTDVIIPTFDIKLLLPVIFPSDDAKCNALKNARLADVCISTSA
130 140 150 160 170 180
gi|191 APVLLPAHSFTTEDDKNIHTFEL IDGGVAATNPTLLALTHIRNEIIRQNPRFIGANLTES
190 200 210 220 230 240
10 20 30
Cv127_ LNLYSSNKTQFSSLNEPAETLISITNSDLKRSHGSH

250 260 270 280 290 300

gi]191 FKSLDCEDYYLRIQDDTLTGEESSGHIATEENLQRLVEIGTELLEKQESRINLDTGRLES
310 320 330 340 350 360

gi|191 I1PGAPTNEAAIAKFAKLLSEERKLRQLK
370 380

36 residues In 1 query sequences

307888 residues in 1386 library sequences

Scomplib [34.26]

start: Wed Mar 11 05:49:30 2009 done: Wed Mar 11 05:49:31 2009
Total Scan time: 0.080 Total Display time: 0.010

Function used was FASTA [version 34.26.5 April 26, 2007]

CV127_988 1023 frame0

FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26,
2007

BASF Plant Science Report No. BPS-005-09 Page 65 of 237



BASF

The Chemical Company
Plant Science L. L. C. BASF Reg. Doc. No. 2009/7003069

Please cite:
W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448

CVv127_988_1023_frameO, 12 aa
vs /n/nad/bioinfo/refsets/PUB_AllergenOnlineJan2009_V9.fasta library

307888 residues In 1386 sequences

Expectation_n fit: rho(In(x))= 0.5017+/- 0.003; mu= 20.6451+/- 0.161
mean_var=36.2052+/-12.708, 0"s: 100 Z-trim: 100 B-trim: 10 in 1/32
Lambda= 0.213152

FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2

join: 36, opt: 20, open/ext: -10/-2, width: 16

The best scores are: opt bits E(1386) %_id % sim alen
gi]4538529 gi]4538529|emb|CAB39376. ( 81) 51 19.4 1.9 0.600 0.800 10

>>>CV127_988_ 1023 frameO, 12 aa vs
/n/na4d/bioinfo/refsets/PUB_AllergenOnlineJan2009_V9.fasta library

>>0i1 4538529 gi]4538529]emb]|CAB39376.1] Cop cl allergen (81 aa)

initn: 51 initl: 51 opt: 51 Z-score: 96.8 bits: 19.4 EQQ: 1.9
Smith-Waterman score: 51; 60.000% identity (80.000% similar) in 10 aa overlap
(3-12:29-38)

10
Cv127_ 1YIPQIKPNFHP

10 20 30 40 50 60

gi]453 PPLLSQGNPACSPKWLQLLVP
70 80

12 residues in 1 query sequences

307888 residues in 1386 library sequences

Scomplib [34.26]

start: Wed Mar 11 05:44:43 2009 done: Wed Mar 11 05:44:43 2009
Total Scan time: 0.060 Total Display time: 0.000

Function used was FASTA [version 34.26.5 April 26, 2007]

CV127_rc_5681_5776_framel

FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26,
2007

Please cite:

W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448

CV127_rc_5681 5776 _framel, 32 aa
vs /n/na4/bioinfo/refsets/PUB_AllergenOnlineJan2009_V9.fasta library

307888 residues In 1386 sequences

Expectation_n fit: rho(In(x))= 4.6650+/-0.00299; mu= -1.0939+/- 0.154
mean_var=25.4290+/- 6.795, 0"s: 21 Z-trim: 21 B-trim: 5 in 1/39
Lambda= 0.254337
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FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2

join: 36, opt: 20, open/ext: -10/-2, width: 16

The best scores are: opt bits E(1386) %_id % sim alen
gi]49523394 gi]49523394|emb|CAES283 ( 377) 50 23. 0.292 0.750 24
gi]1314736 gi|1314736|gb]AAA99805.1 ( 232) 47 22. 0.412 0.588 17
gi 163638970 gi]163638970]gb|ABY281 ( 259) 47 22. 0.412 0.588 17
gi 2507248 gi]2507248|sp|P49275.2]D ( 259) 47 22. 0.412 0.588 17
g1 ]22595342 gi]22595342|gb]AANO2510 ( 244) 46 21. 0.600 0.800 10
gi]4235093 gi|4235093|gb]AAD13106.1 ( 804) 51 23. 0.409 0.682 22
gi]511476 gi|511476]|gb]AAA19973.1] ( 261) 43 20. 0.500 0.800 10

[N NeNoNeNe)
NWWNNN
N0 W AN

>>>CV127 _rc_5681 5776 framel, 32 aa vs
/n/nad/bioinfo/refsets/PUB_AllergenOnlineJan2009_V9.fasta library

>>gi 49523394 gi]49523394|emb|CAE52833.1] polygalacturon (377 aa)

initn: 41 initl: 41 opt: 50 Z-score: 96.4 bits: 23.0 EQ: 2
Smith-Waterman score: 50; 29.167% identity (75.000% similar) in 24 aa overlap
(3-26:68-91)

gi 495 RGVQSSGSVFNVNDYGAKGAGD I SQAVMKAWKAACASQGPSTVL IPKGNYNMGEVAMQGP
10 20 30 40 50 60

10 20 30
cV127 LLFRSELV IE IRVSAGSFKDENWVLFEEYKFN
i |495 CKGSKIGFQIDGVVKAPADPSKFKSDGWVSFYR1DGLTVSGTGTLDGQGQTAWAKNNCDK
70 80 90 100 110 120

gi]495 NPNCKHAAMNLRFDFLKHAMVRD I TSLNSKMFHINVLECED ITFQHVTVTAPGTSINTDG
130 140 150 160 170 180

gi |495 IHVGISKGVTITNTKIATGDDCISIGPGSQNVTITQVNCGPGHGISIGSLGRYNNEKEVR
190 200 210 220 230 240

gi |495 GITVKGCTFSGTMNGVRVKTWPNSPPGAATDLTFQDLTMNNVQNPVILDQEYCPYGQCSR
250 260 270 280 290 300

g1 ]495 QAPSRIKLSNINFNNIRGTSTGKVAVVIACSHGMPCSNMKIGEINLSYRGAGGPATSTCS
310 320 330 340 350 360

gi]495 NVKPTFSGKQVPAIKCA
370

>>gi]|1314736 gi|1314736]|gb]AAA99805.1] Der f 3 mite alle (232 aa)

initn: 46 initl: 46 opt: 47 Z-score: 95.0 bits: 22.0 EQ: 2.4
Smith-Waterman score: 47; 41.176% identity (58.824% similar) in 17 aa overlap
(16-32:27-43)

10 20 30
Cv127_ LLFRSELVIEIRVSAGSFKDENWVLFEEYKFN

gi|131 1VGGVKAKAGDCPYQISLQSSSHFCGGS I LDEYWILTAAHCVNGQSAKKLS IRYNTLKHA
10 20 30 40 50 60

gi|131 SGGEKIQVAEIYQHENYDSMT IDNDVALIKLKTPMTLDQTNAKPVPLPPQGSDVKVGDK I
70 80 90 100 110 120

gi|131 RVSGWGYLQEGSYSLPSELQRVDIDVVSREQCDQLYSKAGADVSENMICGGDVANGGVDS
130 140 150 160 170 180

gi|131 CQGDSGGPVVDIATKQIVGIVSWGYGCARKGYPGVYTRVGNFVDWIESKRSQ
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190 200 210 220 230

>>gi]163638970 @i |163638970|gb]ABY28115.1] Der ¥ 3 aller (259 aa)

initn: 46 initl: 46 opt: 47 Z-score: 94.0 bits: 22.0 EQQ: 2.8
Smith-Waterman score: 47; 41.176% identity (58.824% similar) in 17 aa overlap
(16-32:54-70)

10 20
Cvi27_ LLFRSELVIEIRVSAGSFKDEN

gi|163 MMILTIVVLLAANILATPILPSSPNATIVGGVKAQAGDCPYQISLQSSSHFCGGSILbéY
10 20 30 40 50 60

30
CVv127_ WVLFEEYKFN

i | 163 WILTAAHCVNGQSAKKLS IRNNTLKHASGGEK 1QVAE I'YQHENYDSMT IDNDVAL IKLKT
70 80 90 100 110 120

gi]163 PTTLDQTNAKPVPLPAQGSDVKVGDKIRVSGWGYLQEGSYSLPSELQRVD IDVVSREQCD
130 140 150 160 170 180

g1 ]163 QLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDIATKQIVGIVSWGYGCARKGYP
190 200 210 220 230 240

gi|163 GVYTRVGNFVDWIESKRSQ
250

>>gi | 2507248 gi|2507248|sp|P49275.2|DERF3_DERFA RecName: (259 aa)

initn: 46 initl: 46 opt: 47 Z-score: 94.0 bits: 22.0 EQQ: 2.8
Smith-Waterman score: 47; 41.176% identity (58.824% similar) in 17 aa overlap
(16-32:54-70)

10 20
Cviz27_ LLFRSELVIEIRVSAGSFKDEN

gi | 250 MMILTIVVLLAANILATPILPSSPNATIVGGVKAQAGDCPYQISLQSSSHFCGGSILbéY
10 20 30 40 50 60

30
CVv127_ WVLFEEYKFN

i |250 WILTAAHCVNGQSAKKLS IRYNTLKHASGGEK 1QVAE I'YQHENYDSMT IDNDVAL IKLKT
70 80 90 100 110 120

gi|250 PMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGWGYLQEGSYSLPSELQRVD IDVVSREQCD
130 140 150 160 170 180

gi|250 QLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDVATKQIVGIVSWGYGCARKGYP
190 200 210 220 230 240

gi|250 GVYTRVGNFVDWIESKRSQ
250

>>gi | 22595342 gi]22595342|gb|AANO2510.1|AF409110_1 serin (244 aa)

initn: 46 initl: 46 opt: 46 Z-score: 92.5 bits: 21.6 EQQ: 3.3
Smith-Waterman score: 46; 60.000% identity (80.000% similar) in 10 aa overlap
(16-25:51-60)

10 20
Cv1z27_ LLFRSELVIEIRVSAGSFKDENWVL
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gi|225 MEILCTPLIILATIILNATRNIPLGIVGGSNASPGDAVYQIALQSASHFCGGSILDEYWIL
10 20 30 40 50 60

30
CV127_ FEEYKFN

gi|225 TAAHCVDGQTVSKL IRSKVLGEKISVSKIFAHEKYDSRLLDND IAL IKLKSPRLNSKNAR
70 80 90 100 110 120

gi]225 VLPGSDVVKDGQVQSVWGYLEEGSYSLPPELRRVDIGGASRKECNELYSKVNAEVTDNMI
130 140 150 160 170 180

gi]225 CGGDVANGGKDSCQGDSGGPLVDVKNNQVVGNVSWGYGCERKGYPGVYTRVGNFIDWIES
190 200 210 220 230 240

gi|225 KRPQ

>>gi|4235093 gi|4235093|gb]AAD13106.1] beta-xylosidase [ (804 aa)

initn: 41 initl: 41 opt: 51 Z-score: 91.4 bits: 23.1 E(QQ: 3.8
Smith-Waterman score: 51; 40.909% identity (68.182% similar) in 22 aa overlap
(9-26:749-770)

gi 423 MAHSMSRPVAATAAALLALALPQALAQANTSYVDYNVEANPDLYPLCIET IPLSFPDCQN
10 20 30 40 50 60

g1 ]423 GPLRSHLICDESATPYDRAASLISLFTLDEL IANTGNTGLGVSRLGLPAYQVWSEALHGL
70 80 90 100 110 120

g1 ]423 DRANFSDSGSYNWATSFPQPILTTAALNRTLIHQIASIISTQGRAFNNAGRYGLDVYAPN
130 140 150 160 170 180

gi]423 INTFRHPVWGRGQETPGEDVSLAAVYAYEY I TG IQGPDPDSNLKLAATAKHYAGYD IENW
190 200 210 220 230 240

g1 ]423 HNHSRLGNDMNITQQDLSEYYTPQFHVAARDAKVHSVYMCAYNAVDGVPACADSYFLQTLL
250 260 270 280 290 300

gi]423 RDTFGFVDHGYVSSDCDAAYNIYNPHGYASSQAAAAAEAILAGTDIDCGTTYQWHLNESI
310 320 330 340 350 360

gi]423 TAGDLSRDDIEKGVIRLYTTLVQAGYFDSNTTKANNPYRDLTWSDVLETDAWNISYQAAT
370 380 390 400 410 420

gi]423 QGIVLLKNSNNVLPLTEKAYPPSNTTVALIGPWANATTQLLGNYYGNAPYMISPRAAFEE
430 440 450 460 470 480

gi 423 AGYKVNFAEGTGISSTSTSGFAAALSAARSADV I 1YAGG IDNTLEAEALDRESIAWPGNQ
490 500 510 520 530 540

gi]423 LDLIQKLASSAGSKPLIVLQMGGGQVDSSSLKNNTNVTALLWGGYPGQSGGFALRDIITG
550 560 570 580 590 600

gi 423 KKNPAGRLVTTQYPASYAEEFPATDMNLRPEGDNPGQTYKWYTGEAVYEFGHGLFYTTFA
610 620 630 640 650 660

gi|423 ESSSNTTTKEVKLNIQDILSQTHEELASITQLPVLNFTANIKNTGKLESDYTAMVFANTS
670 680 690 700 710 720

10 20 30
Cv1z27_ LLFRSELVIEIRVSAGSF----KDENWVLFEEYKFN
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gi]423 DAGPAPYPVKWLVGWDRLGDVKVGETRELRVPVEVGSFARVNEDGDWVLFPGTFELALNL

730 740 750 760 770 780
gi |423 ERKVRVKVVLEGEEEVVLKWPGKE

790 800
>>gi|511476 gi|511476]|gb]AAA19973.1] Der p 3 allergen (261 aa)

initn: 36 initl: 36 opt: 43 Z-score: 86.0 bits: 20.5 EQ: 7.7
Smith-Waterman score: 43; 50.000% identity (80.000% similar) in 10 aa overlap
(16-25:56-65)

10 20
Cviz27_ LLFRSELVIEIRVSAGSFKD
gi|511 MITYNILIVLLLAINTLANPILPASPNATIVGGEKALAGECPYQISLQSSSHFCGGTILD
10 20 30 40 50 60

30

CV127_ ENWVLFEEYKFN

gi|511 EYWILTAAHCVAGQTASKLSIRYNSLKHSLGGEKISVAKIFAHEKYDSYQIDNDIALIKL
70 80 90 100 110 120

gi|511 KSPMKLNQKNAKAVGLPAKGSDVKVGDQVRVSGWGYLEEGSYSLPSELRRVDIAVVSRKE
130 140 150 160 170 180

gi|511 CNELYSKANAEVTDNMICGGDVANGGKDSCQGDSGGPVVDVKNNQVVGIVSWGYGCARKG
190 200 210 220 230 240

gi|511 YPGVYTRVGNFIDWIESKRSQ
250 260

32 residues iIn 1 query sequences

307888 residues in 1386 library sequences

Scomplib [34.26]

start: Wed Mar 11 05:51:51 2009 done: Wed Mar 11 05:51:51 2009
Total Scan time: 0.080 Total Display time: 0.000

Function used was FASTA [version 34.26.5 April 26, 2007]

CV127_rc_5706_5783_frame2

FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26,
2007

Please cite:

W_R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448

CV127_rc_5706_5783_frame2, 26 aa
vs /n/na4/bioinfo/refsets/PUB_AllergenOnlineJan2009 V9.fasta library

307888 residues in 1386 sequences

Expectation_n fit: rho(In(x))= 3.3435+/-0.00275; mu= 2.9372+/- 0.142
mean_var=21.4432+/- 5.656, 0"s: 37 Z-trim: 37 B-trim: 0 in 0/41
Lambda= 0.276968

FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 36, opt: 20, open/ext: -10/-2, width: 16

BASF Plant Science Report No. BPS-005-09 Page 70 of 237



BASF

The Chemical Company

Plant Science L. L. C. BASF Reg. Doc. No. 2009/7003069
The best scores are: opt bits E(1386) %_id % sim alen
gi 3201547 gi]3201547|emb|CAB01591. ( 326) 44 22.6 1.9 0.348 0.739 23
gi 27526732 gi|27526732|emb|CAD2406 ( 295) 42 21.7 3 0.333 0.778 18
gi|256427 gi|256427|gb|AAB23463.1] ( 439) 43 22.2 3.3 0.429 0.667 21
gi]14575525 gi]14575525]|emb|CAC4288 ( 295) 41 21.3 4 0.400 0.733 15
gi 1359600 gi]1359600]|emb|CAA64868. ( 316) 40 21.0 5.6 0.545 0.727 11
gi]14423650 gi]14423650]|sp|Q9Ul1G2.1 ( 216) 38 20.1 6.8 0.320 0.640 25
gi]119390336 gi]119390336|pdb]2J23] ( 121) 36 19.3 7 0.400 0.800 10
gi|17907758 gi|17907758]dbj |BAB7944 ( 133) 36 19.3 7.6 0.400 0.733 15

>>>CV127_rc_5706_5783 frame2, 26 aa vs
/n/na4d/bioinfo/refsets/PUB_AllergenOnlineJan2009_V9.fasta library

>>gi|3201547 gi]3201547|emb]CAB01591.1] endochitinase [P (326 aa)

initn: 39 initl: 39 opt: 44 Z-score: 96.9 bits: 22.6 EQQ: 1.9
Smith-Waterman score: 44; 34.783% identity (73.913% similar) in 23 aa overlap
(4-26:280-301)

gi]320 MVYCTASLPLLLLLLVGLLAGEAFAEQCGRQAGGALCPGGLCCSQFGWCGSTSDYCGPTC

10 20 30 40 50 60
g1 ]320 QSQCGGVTPSPGGGVASL ISQSVFNQMLKHRNDAACQAKGFYTYNAF IAAANSFENGFASY
70 80 90 100 110 120
gi 320 GDTATRKREIAAFLAQTSHETTGGWATAPDGPYAWGYCFLKEQGNPPDYCVPTAQWPCAP
130 140 150 160 170 180
gi 320 GKKYYGRGPIQISYNYNYGPAGRAIGYDLINNPDAVATDPV ISFKTALWFWMTPQSPKPS
190 200 210 220 230 240
10 20
Cv127_ SKLGFQQVRLRMKIGFYLRNINLI

gi |320 CHNVITGRWTPSAADRAAGRLPGYGVITNIINGG I ECGKGEND-KVADRIGFYKRYCDLL
250 260 270 280 290

Cv127_ NL

i |320 GVSYGSNLDCYNQRSFGVSTNPLAASS
300 310 320

>>qi|27526732 gi]|27526732|emb|CAD24068.1] class | chitin (295 aa)

initn: 35 initl: 35 opt: 42 Z-score: 93.3 bits: 21.7 EQ: 3
Smith-Waterman score: 42; 33.333% identity (77.778% similar) in 18 aa overlap
(9-26:261-278)

gi|275 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGVGGEGGCVDLGSIISRST

10 20 30 40 50 60
gi]275 FEEMLKHRNNAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATTG
70 80 90 100 110 120
gi|275 GWPTAPDGPYAWGYCHKEELNQASSYCSPSPAYPCAPGKKYYGRGP IQLSWNYNYGQCGQ
130 140 150 160 170 180
gi]275 ALGLDLLNNPDLVATDRVISFKAAIWFWMTPQFPKPSCHDV ITGQWSPTGHD I SAGRAPG
190 200 210 220 230 240
10 20
Cv1z27_ SKLGFQQVRLRMKIGFYLRNINL INL
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250 260 270 280 290

>>gi1 256427 gi|256427|gb]AAB23463.1] CG4 beta-conglycini (439 aa)

initn: 43 initl: 43 opt: 43 Z-score: 92.6 bits: 22.2 E(QQ: 3.3
Smith-Waterman score: 43; 42.857% identity (66.667% similar) in 21 aa overlap
(6-26:49-69)

10
cV127_ SKLGFQQVRLRMK 1GFY
gi|256 MMRVRFPLLVLLGTVFLASVCVSLKVREDENNPFYFRSSNSFQTLFENQNVRIRLLQRF
10 20 30 40 50 60

20
CV127_ LRNINLINL
gi]256 KRSPQLENLRDYRIVQFQSKPNT ILLPHHADADFLLFVLSGRAILTLVNNDDRDSYNLHP
70 80 90 100 110 120

gi]256 GDAQRIPAGTTYYLVNPHDHQNLKIIKLAIPVNKPGRYDDFFLSSTQAQQSYLQGFSHNI
130 140 150 160 170 180

gi|256 LETSFHSEFEEINRVLFGEEEEQRQQEGVIVELSKEQIRQLSRRAKSSSRKT ISSEDEPF
190 200 210 220 230 240

gi]256 NLRSRNPIYSNNFGKFFEITPEKNPQLRDLDIFLSSVDINEGALLLPHFENSKAIVILVIN
250 260 270 280 290 300

gi|256 EGDANIELVGIKEQQQKQKQEEEPLEVQRYRAELSEDDVFVIPAAYPFVVNATSNLNFLA
310 320 330 340 350 360

gi|256 FGINAENNQRNFLAGEKDNVVRQIERQVQELAFPGSAQDVERLLKKQRESYFVDAQPQQK
370 380 390 400 410 420

gl |256 EEGSKGRKGPFPSILGALY
430

>>gi|14575525 gi]14575525]emb|CAC42881.1] putative class (295 aa)

initn: 34 initl: 34 opt: 41 Z-score: 91.1 bits: 21.3 EQ: 4
Smith-Waterman score: 41; 40.000% identity (73.333% similar) in 15 aa overlap
(9-23:261-275)

gi]145 EQCGRQAGGALCPGGLCCSQYGWCANTPEYCGSGCQSQCDGGGGGEDGGIDLGSIISRST

10 20 30 40 50 60
gi]145 FEEMLKHRNDAACPAKGFYTYDAFISAAKAFPAFGTTGDVDTCKREIAAFFGQTSHATTG
70 80 90 100 110 120
gi|145 GWPTAPDGPYAWGYCYKEELNQASSYCSPSPAYPCAPGKKYYGRGP IQLSWNYNYGQCGQ
130 140 150 160 170 180
gi|145 ALGLDLLNNPDLVATDRVISFKAAIWFWMTPQFPKPSCHDVITGQWSPTGHD I SAGRAPG
190 200 210 220 230 240
10 20
Cv1z27_ SKLGFQQVRLRMKIGFYLRNINL INL

250 260 270 280 290
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>>gi]|1359600 gi]1359600]emb]CAA64868.1] chitinase Ib [Ca (316 aa)

initn: 33 initl: 33 opt: 40 Z-score: 88.5 bits: 21.0 EQQ: 5.6
Smith-Waterman score: 40; 54.545% identity (72.727% similar) in 11 aa overlap
(9-19:284-294)

g1 ]|135 MKLFSLLLFLAFLLGTSAEQCGRQAGGAACANNLCCSQFGWCGNTAEYCGAGCQSQCSSP

10 20 30 40 50 60
gi 135 TTTTSSPTASSGGGGDVGSL ISASLFDQMLKYRNDPRCKSNGFYTYNAF IAAARSFNGFG
70 80 90 100 110 120
gi|135 TTGDVTTRKRELAAFLAQTSHETTGGWATAPDGPYAWGYCFVMENNKQTYCTSKSWPCVF
130 140 150 160 170 180
gi 135 GKQYYGRGPIQLTHNYNYGQAGKAIGADL INNPDLVATNPT ISFKTAIWFWMTPQANKPS
190 200 210 220 230 240
10 20
Cvi27_ SKLGFQQVRLRMKIGFYLRNINLIN

250 260 270 280 290 300

cV127_ L

gi|135 VSYGNNLDCYNQKPFA
310

>>gi | 14423650 gii|14423650]sp|Q9U1G2.1]|ALL7_LEPDS RecName (216 aa)

initn: 38 initl: 38 opt: 38 Z-score: 86.9 bits: 20.1 E(QQ: 6.8
Smith-Waterman score: 38; 32.000% identity (64.000% similar) in 25 aa overlap
(2-26:105-129)

gi|144 MQYLATAVIVALAGLSAAAHKPAYYDDNMANQMVDQIVKSLTTKKELDPFKIEQTKVPID
10 20 30 40 50 60

10
Cv1z27_ SKLGFQQVRLRMKIGFY

70 80 90 100 110 120

20
CV127_ LRNINLINL

gi|144 LGkiIHPNLKFEGHIGDIDMKLKLKLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVD
130 140 150 160 170 180

gi|144 VIADSFVKYFNPQARKLVTDMLKP ILVEEIKKLKLN
190 200 210

>>gi1]119390336 gi]|119390336]pdb]2J23|B Chain B, Cross-Re (121 aa)

initn: 34 initl: 34 opt: 36 Z-score: 86.8 bits: 19.3 EQ: 7
Smith-Waterman score: 36; 40.000% identity (80.000% similar) in 10 aa overlap
(13-22:66-75)
CV127_ SKLGFQQ

gi]119 MRGSHHHHHHLVPRGSVQVI1SSYDQFKQVTGGDKVVVIDFWATWCGPCKMIGPVFEKISD
10 20 30 40 50 60
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10 20
CV127_ VRLRMKIGFYLRNINLINL

70 80 90 100 110 120
giJl19 A
>>gi |17907758 gi|17907758]|dbj |BAB79444_1] BW8KD allergen (133 aa)
initn: 36 initl: 36 opt: 36 Z-score: 86.1 bits: 19.3 EQQ: 7.6
Smith-Waterman score: 36; 40.000% identity (73.333% similar) in 15 aa overlap
(1-15:114-128)

gi 179 MKLFLILAAASLLIVASHADSQMRSKCRKQMRMMEPQLEQCEGYMTMDMMDDDSMRGREC

10 20 30 40 50 60
cV127 SKLGFQQ
gi | 179 RSEESCMRGCCLAMKEMDDECMCEWMKMMVQQQRGEMGEEDMRMVMRKMKQLPNKCGMGH
70 80 90 100 110 120

10 20

CV127_ VRLRMKIGEYLRNINLINL
gi]179 MRCHMGIGTRDYE
130

26 residues in 1 query sequences

307888 residues in 1386 library sequences

Scomplib [34.26]

start: Wed Mar 11 05:54:10 2009 done: Wed Mar 11 05:54:10 2009
Total Scan time: 0.060 Total Display time: 0.010

Function used was FASTA [version 34.26.5 April 26, 2007]
CV127_rc_5729 5831 frame2

FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26,
2007

Please cite:

W_R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448

CV127_rc_5729 5831 frame2, 1 aa
vs /n/na4/bioinfo/refsets/PUB_AllergenOnlineJan2009 V9.fasta library

307888 residues In 1386 sequences
unscaled statistics: mu= 50.0000 var=10.0000; Lambda= 0.4056

FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 15, opt: 20, open/ext: -10/-2, width: 16
I No sequences with E() < 10.000000

1 residues in 1 query sequences
307888 residues in 1386 library sequences
Scomplib [34.26]
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start: Wed Mar 11 06:52:42 2009 done: Wed Mar 11 06:52:42 2009
Total Scan time: 0.040 Total Display time: 0.000

Function used was FASTA [version 34.26.5 April 26, 2007]

CV127 rc_5735 5849 frame2

FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26,
2007

Please cite:

W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448

CV127 _rc_5735 5849 frame2, 4 aa
vs /n/nad/bioinfo/refsets/PUB_AllergenOnlineJan2009_V9.fasta library

307888 residues in 1386 sequences

Expectation_n fit: rho(In(x))= 1.5306+/-0.0021; mu= 6.0050+/- 0.113
mean_var=6.4914+/- 2.073, 0"s: 224 Z-trim: 224 B-trim: O in 0/31
Lambda= 0.503391

FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 27, opt: 20, open/ext: -10/-2, width: 16
The best scores are: opt bits E(1386) %_id %_sim alen

gi]29839255 @i |29839255]sp|023880.1 ( 504) 26 19.4 4 1.000 1.000 4
gi 113200131 gi]113200131|gb]ABI321 ( 515) 26 19.4 4.1 1.000 1.000 4
gi 29839419 @i |29839419|sp|Q9XFM4.1 ( 538) 26 19.4 4.2 1.000 1.000 4
gi 29839254 gii | 29839254 |sp|023878.1 ( 565) 26 19.5 4.4 1.000 1.000 4

>>>CV127 _rc_5735 5849 frame2, 4 aa vs
/n/na4/bioinfo/refsets/PUB_AllergenOnlineJan2009_V9.fasta library

>>gi]29839255 gi]29839255]sp]023880.1]13S2_FAGES RecName (504 aa)

initn: 26 initl: 26 opt: 26 Z-score: 91.1 bits: 19.4 EQ: 4
Smith-Waterman score: 26; 100.000% identity (100.000% similar) in 4 aa overlap
(1-4:266-269)

gi |298 MSTKLILSFSLCLMVLSCSAQLWPWQKGQGSRPHHGRQQHQFQHQCD IQRLTASEPSRRV

10 20 30 40 50 60
gi | 298 RSEAGVTE IWDHDTPEFRCTGFVAVRVV IQPGGLLLPSYSNAPY I TFVEQGRGVQGVV IP
70 80 90 100 110 120
gi |298 GCPETFQSDSEFEYPQSQRGRHSRQSESEEESSRGDQHQK I FRIREGDY I PSPAGVVQWT
130 140 150 160 170 180
gi |298 HNDGNDDL ISVTLLDANSYHKQLDENVRSFFLAGQSQRETREEGSDRQSRESDDDEALLG
190 200 210 220 230 240

Cv127_ KLRG

gi 298 ANILSGFQDEILHELFRDVDRETISkLééENDQRGFIVQAQDLKLRVPQDFEEEYERERG
250 260 270 280 290 300

g1 ]298 DRRRGQGGSGRSNGVEQGFCNLKFRRNFNTPTNTYVFNPRAGRINTVNSNSLPILEFLQL
310 320 330 340 350 360

g1 ]298 SAQHVVLYKNAI IGPRWNLNAHSALYVTRGEGRVQVVGDEGKSVFDDKVQRGQILVVPQG
370 380 390 400 410 420
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gi]298 FAVVLKAGREGLEWVELKNSGNAITSPIGGRTSVLRAIPVEVLANSYDISTKEAYKLKNG
430 440 450 460 470 480

gi]298 RQEVEVFRPFQSRDEKERERFSIV
490 500

>>gi]113200131 gi]|113200131]gb]ABI32184.1] allergenic pr (515 aa)
initn: 26 initl: 26 opt: 26 Z-score: 91.0 bits: 19.4 EQ: 4.1

Smith-Waterman score: 26; 100.000% identity (100.000% similar) in 4 aa overlap

(1-4:273-276)

gi | 113 MSTKLILSFSLCLMVLSCSAQAAQLWPWRKGQDSRPHHGHQQFQQQCD IQRLTASEPSRR

10 20 30 40 50 60
gi | 113 VRSEAGVTE IWDHNTPEFRCTGFVAVRYV IQPGGLLLPSYSNAPY I TFVEQGRGVQGVVI
70 80 90 100 110 120
gi | 113 PGCPETFQSDSEYPQSQRGQHSRESESQESSRGDQHQK I FRVREGDV IPSPAGVVQWTHN
130 140 150 160 170 180
gi | 113 DGDQDL I SVTLLDANSFHNQLDENVRSFFLAGQSQQGREERRSQQQTREEGGDRQSRESD
190 200 210 220 230 240

cV127 KLRG
gi|113 DVEAL IGANILSGFQDE I LHELFRDVDRET I SKLRGENDQRGF 1VQAQDLKLRVPEDSEE
250 260 270 280 290 300

gi 113 GYERQRGDRKRDERGSGRSNGLEQAFCNLKFRQNVNRPSHADVFNPRAGRINTVNSNNLP
310 320 330 340 350 360

gi|113 I1LEFLQLSAQHVVLYKNAI IGPRWNLNAHSALYVTRGEGRVQVVGDEGKSVFDDNVQRGQ
370 380 390 400 410 420

gi|113 1LVVPQGFAVVVKAGRQGLEWVELKNNDNAITSPIAGRTSVLRAIPVEVLANSYDISTEE
430 440 450 460 470 480

gi]113 AYKLKNGRQEVEVFRPFQSRYEKEEEKERERFSIV
490 500 510

>>gi]29839419 gi]|29839419]sp|Q9XFM4.1]13S3_FAGES RecName (538 aa)
initn: 26 initl: 26 opt: 26 Z-score: 90.7 bits: 19.4 EQQ: 4.2

Smith-Waterman score: 26; 100.000% identity (100.000% similar) in 4 aa overlap

(1-4:302-305)

gi |298 MSTKLILSFSLCLMVLSCSAQLLPWQKGQRSRPHHGHQQFQHQCD IQRLTASEPSRRVRS
10 20 30 40 50 60

gi]298 EAGVTEIWDHDTPEFRCAGFVAVRVVIQPGGLLLPSYSNAPY ITFVEQGRGVQGVVVPGC
70 80 90 100 110 120

gi 298 PETFQSGSEFEYPRSQRDQRSRQSESGESSRGDQRSRQSESEESSRGDQRSRQSESEEFS
130 140 150 160 170 180

gi]298 RGDQHQKIFRIRDGDV IPSPAGVVQWTHNNGDNDL ISTITLYDANSFQNQLDENVRNFFLA
190 200 210 220 230 240

gi]298 GQSKQSREDRRSQRQTREEGSDRQSRESQDDEALLEANILSGFEDEILQEIFRNVDQETI
250 260 270 280 290 300
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CVv127_ KLRG
gi]298 SkLééENDQRGFIVQARDLKLRVPEEYEEELQRERGDRKRGGSGRSNGLEQAFCNLKFRQ
310 320 330 340 350 360

g1 ]298 NVNRPSRADVFNPRAGRINTVDSNNLPILEFIQLSAQHVVLYKNAILGPRWNLNAHSALY
370 380 390 400 410 420

g1 ]298 VTRGEGRVQVVGDEGRSVFDDNVQRGQILVVPQGFAVVLKAGREGLEWVELKNDDNAITS
430 440 450 460 470 480

gi]298 PIAGKTSVLRAIPVEVLANSYDISTKEAFRLKNGRQEVEVFRPFQSRDEKERERFSIV
490 500 510 520 530

>>gi 29839254 gi]29839254|sp|023878.1]13S1_FAGES RecName (565 aa)

initn: 26 initl: 26 opt: 26 Z-score: 90.4 bits: 19.5 EQ: 4.4
Smith-Waterman score: 26; 100.000% identity (100.000% similar) in 4 aa overlap
(1-4:332-335)

gi |298 MSTKLILSFSLCLMVLSCSAQLLPWRKGQRSRPHRGHQQFHHQCDVQRLTASEPSRRVRS

10 20 30 40 50 60
gi]298 EAGVTEIWDNDTPEFRCAGFVAVRVVIQPGGLLLPSYSNAPY ITFVEQGRGVQGVVVPGC
70 80 90 100 110 120
g1 ]298 PETFQSESEFEYPQSQRDQRSRQSESEESSRGDQRTRQSESEEFSRGDQRTRQSESEEFS
130 140 150 160 170 180
g1 ]298 RGDQRTRQSESEEFSRGDQRTRQSESEEFSRGDQHQKIFRIRDGDV IPSPAGVVQWTHND
190 200 210 220 230 240
gi]298 GDNDLISITLYDANSFQNQLDGNVRNFFLAGQSKQSREDRRSQRQTREEGSDRQSRESDD
250 260 270 280 290 300

Cv127_ KLRG

g1 ]298 DEALLEANILTGFQDEILQEIFRNVDQET I SKLRGDNDQRGF IVQARDLKLRVPEEYEEE
310 320 330 340 350 360

01 ]298 LQRERGDRKRGGSGRSNGLEQAFCNLKFKQNVNRPSRADVENPRAGRINTVNSNNLPILE
370 380 390 400 410 420

gi]298 FIQLSAQHVVLYKNAILGPRWNLNAHSALYVTRGEGRVQVVGDEGRSVFDDNVQRGQILV
430 440 450 460 470 480

gi]298 VPQGFAVVLKAGREGLEWVELKNDDNAITSPIAGKTSVLRAIPVEVLANSYDISTKEAFR
490 500 510 520 530 540

gi]298 LKNGRQEVEVFLPFQSRDEKERERF
550 560

4 residues in 1 query sequences

307888 residues in 1386 library sequences

Scomplib [34.26]

start: Wed Mar 11 06:54:46 2009 done: Wed Mar 11 06:54:46 2009
Total Scan time: 0.050 Total Display time: 0.000
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Function used was FASTA [version 34.26.5 April 26, 2007]

CV127 rc 5776 5799 frameO

FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26,
2007

Please cite:

W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448

CV127_rc_5776_5799 frameO, 8 aa
vs /n/nad/bioinfo/refsets/PUB_AllergenOnlineJan2009_V9.fasta library

307888 residues in 1386 sequences

Expectation_n fit: rho(In(x))= 2.8941+/-0.00236; mu= -0.0740+/- 0.128
mean_var=8.7475+/- 2.216, 0"s: 134 Z-trim: 134 B-trim: 183 in 1/35
Lambda= 0.433644

FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2

join: 36, opt: 20, open/ext: -10/-2, width: 16

The best scores are: opt bits E(1386) %_id % sim alen
28 19.

gi]110644964 gi]110644964]gb]ABG813 ( 130) 6 1.8 0.500 1.000 6
gi]110644958 gi]|110644958]gb]ABG813 ( 131) 28 19.6 1.8 0.500 1.000 6
gi]110644954 gi]110644954|gb|ABG813 ( 131) 28 19.6 1.8 0.500 1.000 6
gi]110644962 gi]110644962|gb|ABG813 ( 131) 28 19.6 1.8 0.500 1.000 6
gi]110644960 gi]110644960]gb]ABG813 ( 131) 28 19.6 1.8 0.500 1.000 6
gi]110644952 gi]|110644952]gb]ABG813 ( 131) 27 19.0 2.8 0.500 1.000 6
gi]110644956 gi]110644956]gb]ABG813 ( 131) 27 19.0 2.8 0.500 1.000 6
gi]2154730 gi]2154730]emb]CAA69670. ( 131) 27 19.0 2.8 0.500 1.000 6
gi 3367714 gi|3367714]emb]CAA08836. ( 152) 26 18.3 5.2 0.600 1.000 5
gi]129353 gi|129353]|sp|P22895.1]|P34 ( 379) 28 19.2 6.9 0.667 0.833 6
gi]1199563 gi]1199563|gb]AAB09252.1 ( 379) 28 19.2 6.9 0.667 0.833 6
gi]l AOID|2607|LTP Bra o 3 [Brassic ( 20) 19 14.7 8.5 0.600 1.000 5
gi]1335877 gi]1335877|gb]AAB01092.1 ( 168) 25 17.6 9.2 0.667 1.000 6
gi]4240395 gi]4240395|gb]AAD13531.1 ( 492) 28 19.1 9.6 0.800 1.000 5

>>>CV127_rc_5776_5799_ frameO, 8 aa vs
/n/na4/bioinfo/refsets/PUB_AllergenOnlineJan2009_V9.fasta library

>>gi | 110644964 gi]110644964|gb|ABG81318.1] pollen profil (130 aa)

initn: 26 initl: 26 opt: 28 Z-score: 97.3 bits: 19.6 E(QQ: 1.8
Smith-Waterman score: 28; 50.000% identity (100.000% similar) in 6 aa overlap
(3-8:48-53)

Cv1z27_ LTSNILRD
gi]110 MSWQAYVDEHLMCEIEGHHLTSAAIVGHDGAVWAQSTAFPQFKTEEMTN IMKDFDEPGFL
10 20 30 40 50 60

gi|110 APTGLFLGPTKYMVIQGEPGAV IRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVE
70 80 90 100 110 120

gi|110 RLGDYLLNRA
130

>>0gi 110644958 gi]|110644958]gb|ABG81315.1] pollen profil (131 aa)

initn: 26 initl: 26 opt: 28 Z-score: 97.2 bits: 19.6 EQQ: 1.8
Smith-Waterman score: 28; 50.000% identity (100.000% similar) in 6 aa overlap
(3-8:48-53)
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Cviz7_ LTSNILRD
gi|110 MSWQAYVDEHLMCEIEGHHLTSAAIVGHDGAVWAQSTAFPQFKTEEMTN IMKDFDEPGFL
10 20 30 40 50 60

gi|110 APTGLFLGPTKYMVIQGEPGAV IRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVE
70 80 90 100 110 120

gi]110 RLGDYLLEQGM
130

>>gi | 110644954 gi|110644954|gb|ABG81313.1] pollen profil (131 aa)

initn: 26 initl: 26 opt: 28 Z-score: 97.2 bits: 19.6 EQQ: 1.8
Smith-Waterman score: 28; 50.000% identity (100.000% similar) in 6 aa overlap
(3-8:48-53)

Cv1z27_ LTSNILRD
gi]110 MSWQAYVDEHLMCEIEGHHLTSAAIVGHDGAVWAQSTAFPQFKTEEMTN IMKDFDEPGFL
10 20 30 40 50 60

gi|110 APTGLFLGPTKYMVIQGEPGAV IRGKKGSGGITVKKTGQAMVVGIYDEPMTPGQCNMVVE
70 80 90 100 110 120

gi|110 RLGDYLLEQGL
130

>>0i1]110644962 gi]|110644962]gb|ABG81317.1] pollen profil (131 aa)

initn: 26 initl: 26 opt: 28 Z-score: 97.2 bits: 19.6 EQQ: 1.8
Smith-Waterman score: 28; 50.000% identity (100.000% similar) in 6 aa overlap
(3-8:48-53)

cV127 LTSNILRD
gi | 110 MSWQAYVDEHLMCE IEGHHLTSAAIVGHDGAVWAQSTAFPQSKTEEMTN IMKDFDEPGFL
10 20 30 40 50 60

gi|110 APTGLFLGPTKYMVIQGEPGAVIRGKKGSGG I TVKKTGQAMVVGIYDEPMTPGQCNMVVE
70 80 90 100 110 120

gi|110 RLGDYLLEQGL
130

>>gi 110644960 gi]110644960]gb|ABG81316.1] pollen profil (131 aa)

initn: 26 initl: 26 opt: 28 Z-score: 97.2 bits: 19.6 EQQ: 1.8
Smith-Waterman score: 28; 50.000% identity (100.000% similar) in 6 aa overlap
(3-8:48-53)

Cv127_ LTSNILRD

gi|110 MSWQAYVDEHLMCEIEGHHLTSAAIVGHDGAVWAQSTAFPQFKTEEMTN IMKDFDEPGFL
10 20 30 40 50 60

gi|110 APTGLFLGPTKYMVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVE
70 80 90 100 110 120

gi]110 RLGDYLLEQGL
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130

>>0gi1]110644952 gi]|110644952]gb|ABG81312.1] pollen profil (131 aa)

initn: 25 initl: 25 opt: 27 Z-score: 93.8 bits: 19.0 EQQ: 2.8
Smith-Waterman score: 27; 50.000% identity (100.000% similar) in 6 aa overlap
(3-8:48-53)

cVi127 LTSNILRD
gi 110 MSWQTYVDEHLMCE IEGHHLSSAA IVGHDGAVWAQSTAFPQFKPEEMTN I IKDFDEPGFL
10 20 30 40 50 60

gi|110 APIGLFLGPTKYMVIQGEPGAVIRGKKGSGGITVKKTGQALVIGIYDEPMTPGQCNMVVE
70 80 90 100 110 120

gi|110 RLGDYLVKQGL
130

>>gi | 110644956 gi]110644956|gb|ABG81314.1] pollen profil (131 aa)

initn: 26 initl: 26 opt: 27 Z-score: 93.8 bits: 19.0 EQ: 2.8
Smith-Waterman score: 27; 50.000% identity (100.000% similar) in 6 aa overlap
(3-8:48-53)

Cvi27_ LTSNILRD
gi|110 MSWQAYVDEHLMCEIEGHHLTSAAIVGHDGAAWAQSTAFPEFKTEDMAN IMKDFDEPGHL
10 20 30 40 50 60

gi|110 APTGLFLGPTKYMVIQGEPGAV IRGKKGSGGITVKKTGQALVVGIYDEPMTPGQCNMVVE
70 80 90 100 110 120

gi|110 RLGDYLLKQGL
130

>>gi 2154730 gi]|2154730]emb]CAA69670.1] profilin 1 [Cyno (131 aa)

initn: 26 initl: 26 opt: 27 Z-score: 93.8 bits: 19.0 EQ: 2.8
Smith-Waterman score: 27; 50.000% identity (100.000% similar) in 6 aa overlap
(3-8:48-53)

Cv127_ LTSNILRD
gi|215 MSWQAYVDDHLMCEIEGHHLTSAAI IGHDGTVWAQSAAFPAFKPEEMAN IMKDFDEPGFL
10 20 30 40 50 60

gi|215 APTGLFLGPTKYMVIQGEPGAV IRGKKGSGGVTVKKTGQALVIGIYDEPMTPGQCNMVIE
70 80 90 100 110 120

gi |215 KLGDYLIEQGM
130

>>gi|3367714 gi|3367714|emb]CAA08836.1] BDAI-1; Barley d (152 aa)

initn: 26 initl: 26 opt: 26 Z-score: 89.0 bits: 18.3 E(Q: 5.2
Smith-Waterman score: 26; 60.000% identity (100.000% similar) in 5 aa overlap
(4-8:67-71)

gi]336 MGAMWMKSMLLVLLLCMLMVTPMTGARSDNSGPWMWCDPEMGHKVSPLTRCRALVKLECV
10 20 30 40 50 60
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CV127_ LTSNILRD
gi |336 GNRVPEDVLRDCCQEVAN I SNEWCRCGDLGSMLRSVYAAL GVGGGPEEVFPGCQKDVMKL
70 80 90 100 110 120

g1 ]336 LVAGVPALCNVPIPNEAAGTRGVCYWSASTDT
130 140 150

>>gi 129353 gi]|129353|sp|P22895.1|P34_SOYBN RecName: Ful (379 aa)
initn: 28 initl: 28 opt: 28 Z-score: 86.8 bits: 19.2 E(QQ: 6.9

Smith-Waterman score: 28; 66.667% identity (83.333% similar) in 6 aa overlap

(3-8:72-77)
gi |129 MGFLVLLLFSLLGLSSSSSISTHRSILDLDLTKFTTQKQVSSLFQLWKSEHGRVYHNHEE
10 20 30 40 50 60

Cv127_ LTSNILRD
gi]129 EAKRLEIFKNNSNY IRDMNANRKSPHSHRLGLNKFAD I TPQEFSKKYLQAPKDVSQQIKM
70 80 90 100 110 120

gi|129 ANKKMKKEQYSCDHPPASWDWRKKGV ITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLV
130 140 150 160 170 180

gi 129 SLSEQELVDCVEESEGSYNGWQYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVT
190 200 210 220 230 240

gi|129 IDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFHLYTGGIYDGENCTSPYGIN
250 260 270 280 290 300

gi 129 HFVLLVGYGSADGVDYWIAKNSWGFDWGEDGY IWIQRNTGNLLGVCGMNYFASYPTKEES
310 320 330 340 350 360

gi 129 ETLVSARVKGHRRVDHSPL
370

>>gi 1199563 gi]1199563|gb|AAB09252.1] 34 kDa maturing s (379 aa)
initn: 28 initl: 28 opt: 28 Z-score: 86.8 bits: 19.2 E(QQ: 6.9

Smith-Waterman score: 28; 66.667% identity (83.333% similar) in 6 aa overlap

(3-8:72-77)
gi |119 MGFLVLLLFSLLGLSSSSSISTHRSILDLDLTKFTTQKQVSSLFQLWKSEHGRVYHNHEE
10 20 30 40 50 60

Cv127_ LTSNILRD

gi]119 EAKRLEIFKNNSNY IRDMNANRKSPHSHRLGLNKFAD I TPQEFSKKYLQAPKDVSQQIKM
70 80 90 100 110 120

gi|119 ANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLV
130 140 150 160 170 180

gi|119 SLSEQELVDCVEESEGSYNGWQYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVT
190 200 210 220 230 240

gi|119 IDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFHLYTGGIYDGENCTSPYGIN
250 260 270 280 290 300

gi]119 HFVLLVGYGSADGVDYWIAKNSWGEDWGEDGY IWIQRNTGNLLGVCGMNYFASYPTKEES
310 320 330 340 350 360
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gi|119 ETLVSARVKGHRRVDHSPL
370

>>gi]1 AOID]2607|LTP Bra o 3 [Brassica oleracea] Manual (20 aa)
initn: 19 initl: 19 opt: 19 Z-score: 85.2 bits: 14.7 E(QQ: 8.5

Smith-Waterman score: 20; 60.000% identity (100.000% similar) in 5 aa overlap

(1-5:7-11)

Cv1z27_ LTSNILRD
gill  AISCGTVTSNLAPCAVYLMK
10 20

>>gi]|1335877 gi]|1335877|gb]AAB01092._1] pathogenesis-rela (168 aa)
initn: 25 initl: 25 opt: 25 Z-score: 84.6 bits: 17.6 EQQ: 9.2

Smith-Waterman score: 25; 66.667% identity (100.000% similar) in 6 aa overlap

(1-6:7-12)

Cviz27_ LTSNILRD
gi 133 LIFLLILSNNILNIMGAQSHSLEITSSVSAEKIFXXIVLDVDTVIPKAAPGAYKSVDVKG
10 20 30 40 50 60

g1 ]133 DGGAGTVRINITLPEGSPITSMTVRTDAVNKEALTYDSTVIDGDILLEFIESIETHMVVVP
70 80 90 100 110 120

g1 ]133 TADGGSITKTTAIFHTKGDAVVPEENIKFADAQNTALFKAITEAYLIAN
130 140 150 160

>>gi]|4240395 gi]4240395|gb]AAD13531.1] major allergen Bl (492 aa)
initn: 28 initl: 28 opt: 28 Z-score: 84.3 bits: 19.1 EQQ: 9.6

Smith-Waterman score: 28; 80.000% identity (100.000% similar) in 5 aa overlap

(4-8:113-117)
gi |424 NAIEFLNNIHDLLGIPHIPVTARKHHRRGVGITGLIDDI IAILPVDDLYALFQEKLETSP
10 20 30 40 50 60

Cv1z27_ LTSNILRD

gi|424 EFKALYDAIRSPEFQSIVGTLEAMPEYQNL IQKLKDKGVDVDHITELIHQIFNIVRDTRG
70 80 90 100 110 120

gi|424 LPEDLQDFLALIPTDQVLAIAADYLANDAEVKAAVEYLKSDEFETIVVTVDSLPEFKNFL
130 140 150 160 170 180

gi|424 NFLQTNGLNAIEFLNNIHDLLGIPHIPVTGRKHLRRGVGITGLIDDIIAILPVDDLYALF
190 200 210 220 230 240

gi|424 QEKLETSPEFKALYDAIRSPEFQSIVETLKAMPEYQSLIQKLKDKGVDVDHITELIHQIF
250 260 270 280 290 300

gi|424 NIVRDTRGLPEDLQDFLALIPIDQILAIAADYLANDAEVQAAVEYLKSDEFETIVVTVDS
310 320 330 340 350 360

gi|424 LPEFKNFLNFLQTNGLNAIEFINNIHDLLGIPHIPATGRKHVRRGVGINGLIDDVIAILP
370 380 390 400 410 420

gi|424 VDELYALFQEKLESSPEFKALYDAIRSPEFQSIVQTLKAMPEYQDL IQRLKDKGVDVDHF
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430 440 450 460 470 480

gi|424 1ELIKKLFGLSH
490

8 residues in 1 query sequences

307888 residu