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STATEMENT OF DATA CONFIDENTIALITY CLAIMS

The following statement applies to submissions to the United States Environmental
Protection Agency (US EPA).

No Claim of Confidentiality

No claim of confidentiality is made for any information contained in this report on the basis
of its falling within the scope of Federal Insecticide, Fungicide, and Rodenticide Act
(FIFRA) Section 10 (d) (1) (A), (B), or (C).

Company: Syngenta Seeds, Inc.

Company Representative:

Ddune I, 2op)

Date

Manager, Regulatory Affairs

These data are the property of Syngenta Seeds, Inc. and, as such, are considered to be
confidential for all purposes other than compliance with the regulations implementing FIFRA
Section 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 provision of common law or
statute or in any other country.

The following statement applies to submissions to regulatory agencies and other competent
authorities other than the US EPA and all other viewers.

This Document Contains Confidential Business Information

This document contains information that is proprietary to Syngenta and, as such, is
considered to be confidential for all purposes other than compliance with the relevant
registration procedures.

Without the prior written consent of Syngenta, this information may (i) not be used by any
third party including, but not limited to, any other regulatory authority for the support of
regulatory approval of this product or any other product, and (ii) not be published or
disclosed to any third party including, but not limited to, any authority for the support of
regulatory approval of any products.

Its submission does not constitute a waiver of any right to confidentiality that may exist in
any other country.
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GOOD LABORATORY PRACTICE COMPLIANCE STATEMENT

This is not a study as defined by 40 CFR Part 160.3 and is therefore not subject to Federal
Insecticide, Fungicide, and Rodenticide Act Good Laboratory Practice Standards (GLPS).
However, all components of this analysis were performed according to accepted scientific
practices, and relevant records have been retained.
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GENERAL INFORMATION

Contributors
The following contributed to this report in the capacities indicated:

Name Title
Study Director, Syngenta Crop Protection, LLC

e Technical Expert, Molecular Characterization

Records Retention

Raw data, the original copy of this report, and other relevant records are archived at
Syngenta, 3054 East Cornwallis Road, Research Triangle Park, NC 27709-2257, USA

Report Number: SSB-165-12 Page 4 of 417



TABLE OF CONTENTS

STATEMENT OF DATA CONFIDENTIALITY CLAIMS 2
GOOD LABORATORY PRACTICE COMPLIANCE STATEMENT 3
GENERAL INFORMATION 4
TABLE OF CONTENTS 5}
LIST OF TABLES 6
LIST OF FIGURES 6
LIST OF ACRONYMS AND ABBREVIATIONS 7
1.0 EXECUTIVE SUMMARY 8
2.0 INTRODUCTION 9
3.0 MATERIALS AND METHODS 9
3.1 Sequence Determination .........cccvecviereeie s 9
3.2 Allergen Similarity SEarch........cccocevv i 9
3.3 ToXin SIMIArity SEAICH .......coveieiiece e 10
3.4 Assessment of Alignment Significance .........ccccevveve v 11
3.4.1 Allergen SIMIAITY........cov e 11
3.4.2 TOXIN SIMIIAMITY ..o 11
4.0 RESULTS AND DISCUSSION 11
4.1 Allergen Similarity SEarch........cccccvvviiiiii i 12
4.2 ToXin SIMIArity SEAICH .......coveieiieceee e 12
5.0 CONCLUSIONS 12
6.0 REFERENCES 19
APPENDICES SECTION 20
APPENDIX A  Protein sequences included in the FARRP AllergenOnline database,
VEISTON L2 .ttt sttt be s e 21
APPENDIX B FASTA Allergen Search AlIgnments ..........cccooeiiiiinienieneee e 109
APPENDIX C  BLAST Toxin Search AlIgNMENtS.........cccooveiiiiiiieieeeseeeeee e 326

Report Number: SSB-165-12 Page 5 of 417



LIST OF TABLES

TABLE 1 Event SYHTOH2 T-DNA ORF SEQUENCES........coeiuieiiieiie e 13

LIST OF FIGURES

FIGURE 1 Location of the putative SYHTOH2 ORF SeqUeNnCes. .........cccccvevvereenieannnne 17
FIGURE 2 Location of the SYHTOH2 ORF sequences containing avhppd-03 and
DAL, ..t 18

Report Number: SSB-165-12 Page 6 of 417



aa
avhppd-03
AVHPPD-03
BLOSUMS50
FARRP
FIFRA
GLPS

NCBI

PAT
T-DNA

US EPA

®

Report Number: SSB-165-12

LIST OF ACRONYMS AND ABBREVIATIONS

amino acid

p-hydroxyphenylpyruvate dioxygenase gene derived from oat
p-hydroxyphenylpyruvate dioxygenase enzyme derived from oat
Blocks Substitution Matrix50

Food Allergy Research and Resource Program

Federal Insecticide, Fungicide, and Rodenticide Act

Good Laboratory Practice Standards

National Center for Biotechnology Information
phosphinothricin acetyltransferase protein

Transfer deoxyribonucleic acid

United States Environmental Protection Agency

registered trademark

Page 7 of 417



1.0 EXECUTIVE SUMMARY

Soybean (Glycine max [L.] Merrill) has been genetically modified to express the novel gene
avhppd-03 derived from oat (Avena sativa L.). The gene avhppd-03 encodes a
p-hydroxyphenylpyruvate dioxygenase (HPPD) enzyme, designated AvHPPD-03, that
catalyzes the formation of homogentisic acid, the aromatic precursor in plastoguinone and
vitamin E biosynthesis. In comparison with the native soybean HPPD, the AvHPPD-03
isozyme from oat has lower binding affinity for mesotrione, an herbicide that inhibits HPPD.
Expression of avhppd-03 in transgenic Event SYHTOH2 soybean plants confers a
mesotrione-tolerance phenotype.

Bioinformatic analysis of the deoxyribonucleic acid sequence within the Event SYHTOH2 T-
DNA identified 52 sequences that are contained between known or putative start (ATG) and
stop (TAG, TAA, or TGA) codons and have a minimum putative translation size of 30 amino
acids (i.e., putative open reading frames ORFs). Translations include 5 DNA sequences
encoding the AvHPPD and the PAT proteins in SYHTOH2. Each ORF DNA sequence was
translated into its putative amino acid sequence and then systematically compared to the
protein sequences of known or putative allergens or toxins in updated versions of 1) the Food
Allergy Research and Resource Program (FARRP) AllergenOnline database, version 12
(FARRP 2012) and 2) a toxin database created from the National Center for Biotechnology
Information (NCBI) Entrez® Protein database (NCBI 2011), respectively.

The allergen comparison consisted of two alignment searches. A full-length FASTA search
evaluated alignments for each of the sequences with minimum criteria of at least 80 amino
acids of alignment length with greater than 35% shared amino acid identity over the
alignment length. An eight amino acid alignment match search was also performed to
identify eight or more contiguous amino acids that may be shared with known or putative
allergen sequences. To determine whether or not the sequences showed amino acid sequence
similarity to toxins, a BLASTP search against the toxin database with an E-value of 1 x 10”
as an initial threshold was used to identify potentially relevant alignments.

Results of the allergen comparisons revealed no significant sequence similarity between
putative translated ORF sequences and any entry in the FARRP allergen database.
Moreover, no matches were observed between any sequence of eight or more contiguous
amino acids of any of the putative translated sequences and any entry in the FARRP
AllergenOnline database (2012). No significant sequence similarity was observed between
any of the SYHTOH2 translated T-DNA ORF sequences and any entry in the toxin database.
Of the 47 putative, unintended ORFs that were identified, the potential for expression could
not be ruled out bioinformatically for one. However, this ORF sequence does not show
relevant biological similarity to known or putative allergens and toxins. In summary, this
study supports the conclusion that ORF sequences derived from the T-DNA of SYHTOH2
soybean show no relevant biological similarity to known or putative allergens or toxins.
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2.0 INTRODUCTION

Soybean (Glycine max [L.] Merrill) has been genetically modified to express the novel gene
avhppd-03 derived from oat (Avena sativa L.). The gene avhppd-03 encodes a
p-hydroxyphenylpyruvate dioxygenase (HPPD) enzyme, designated AvHPPD-03, that
catalyzes the formation of homogentisic acid, the aromatic precursor in plastoguinone and
vitamin E biosynthesis. In comparison with the native soybean HPPD, the AvHPPD-03
isozyme from oat has lower binding affinity for mesotrione, an herbicide that inhibits HPPD.
Expression of avhppd-03 in transgenic Event SYHTOH2 soybean plants confers a
mesotrione-tolerance phenotype.

Bioinformatic analysis was used to determine deoxyribonucleic acid (DNA) sequences
within the SYHTOH2 T-DNA that are contained between putative start (ATG) and stop
(TAG, TAA, or TGA) codons and have a minimum putative translation size of 30 amino
acids. Sequences were identified on all six reading frames of the SYHTOH2 T-DNA. Each
DNA sequence was translated into its putative amino acid sequence and then systematically
compared to the protein sequences of known or putative allergens or toxins in updated
versions of 1) the Food Allergy Research and Resource Program (FARRP) AllergenOnline
database, version 12 (FARRP 2012), located online at www.allergenonline.org as a source of
known or putative allergens, and 2) a toxin database created from the National Center for
Biotechnology Information (NCBI) Entrez® Protein database (NCBI 2012).

The purpose of these analyses was to determine whether the amino acid sequences of these in
silico translations might have biologically relevant amino acid sequence similarity to known
or putative protein allergens and toxins should they be expressed in planta.

3.0 MATERIALS AND METHODS

3.1 Sequence Determination

The Vector NTI Advance™ program, version 10.3.0, was used to analyze the DNA
sequences within the SYHTOH2 T-DNA. DNA sequences that are contained between start
(ATG) and stop codons (TAG, TAA, or TGA) and have a minimum putative translation size
of 30 amino acids were determined and translated in silico into amino acid sequences. These
translated sequences were compared using bioinformatics algorithms to protein sequences
contained in either an allergen database or a database containing toxins to identify pair-wise
alignments with potentially significant similarity to known or putative protein allergens and
toxins.

3.2  Allergen Similarity Search

The FARRP AllergenOnline database (2012) contains the amino acid sequences of known
and putative protein allergens. It is a curated, peer-reviewed database containing proteins
identified as food allergens, respiratory allergens, allergenic venom proteins, contact
allergens, gliadins, and glutenins. Entries were compiled primarily from searches of publicly
available protein databases using the National Center for Biotechnology Information (NCBI)
Entrez® search and retrieval system. The NCBI dataset was screened by searches for entries
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associated with allergy or celiac disease; duplicate entries were removed, and additional
entries were identified from publications. The list of candidate entries was then reviewed by
an international panel of allergy experts who reviewed published clinical and laboratory
evidence to support the candidate sequences as allergens. Proteins are classified as known or
putative allergens according to predetermined criteria set by the FARRP expert review panel.
The latest version of the FARRP AllergenOnline database (2012) contains 1,603
nonredundant entries (Appendix A).

Similarity searches were performed using an exact copy of the entire list of sequences in the
current version of the FARRP AllergenOnline database (2012) (maintained at Syngenta Crop
Protection, LLC, Research Triangle Park, NC, USA). Two sequence alignment searches
were performed to compare the translated sequences with sequences in the FARRP
AllergenOnline database (2012); 1) a FASTA search and 2) a separate, eight amino acid
match search.

In the first search, the FASTA search algorithm, version 3.45 (Pearson and Lipman 1988), was
used to assess overall sequence similarity by conducting a search of the each entire amino acid
sequence with the sequences in the FARRP AllergenOnline database (2012). The default
FASTA settings used include an extension penalty of two and gap creation penalty of 12.

The scoring matrix for FASTA was the Blocks Substitution Matrix50 (BLOSUMS50). The
BLOSUMS0 matrix is weighted to favor identical amino acids likely to impact protein structure.

In the second search, the each amino acid sequence was screened for matches of eight or
more contiguous amino acids (Hileman et al. 2002) using a program developed by Syngenta;
this program compared every possible peptide of eight contiguous amino acids in the query
sequence with the sequences in the FARRP AllergenOnline database (2012).

3.3  Toxin Similarity Search

The BLASTP software program (Altschul et al. 1997) was used to search a putative toxin
database that was created as a subset of the National Center for Biotechnology Information
Entrez® Protein database (NCBI 2011) on February 22, 2012. This putative toxin database
was created with the search and retrieval system from the NCBI Entrez® Protein database
using the keyword “toxin” and other toxin-related keywords (e.g., “ricin”) to broadly include
toxin-associated proteins, while specific keywords (e.g., “toxin resistant” or “toxin receptor”)
were also used to exclude proteins that are not toxins. This database was further refined by
removal of Bacillus thuringiensis Cry protein entries, as these have been demonstrated to be
non-toxic to mammals, including humans. This putative toxin database contains 23,302 non-
redundant sequences, and while it has been refined to reduce the number of irrelevant entries
(i.e., proteins that are not actually toxins, but associated with that term such as toxin
receptors or proteins that confer resistance to toxins, as well as Cry, Cry-like or related
proteins), this putative toxin database has not been reviewed for clinical and laboratory
evidence of toxicity and likely includes many non-toxic proteins. It is therefore considered a
conservative and broadly inclusive database against which to conduct this bioinformatic
analysis.
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The BLASTP is a program used to search a database of protein sequences for identifying
sequence similarities between a query sequence and a sequence from a database. The
BLASTP algorithm is optimized to identify localized domains or other shared sequence
similarities present within the full length query sequence; as a result, this approach detects
more similarities than would a search started by aligning two sequences over their entire
length from end-to-end. The BLASTP program, version 2.2.19, was used to perform the
similarity searches with the following default parameters:

Low complexity filter

E-value =10

Word size =3

Gap costs: existence = 11 and extension = 1

Similarity matrix: Blocks Substitution Matrix62 (BLOSUM®62)

3.4  Assessment of Alignment Significance
3.4.1 Allergen Similarity

The FASTA search produces localized alignments between each amino acid sequence and
the sequences in the allergen database. The evaluation of each resulting alignment utilizes
the minimum criterion of at least 80 amino acids of alignment length with greater than 35%
shared amino acid identity over the alignment length. Any alignments exceeding these
criteria for shared sequence similarity indicate the potential for immunologically relevant
sequence similarity (Codex Alimentarius Commission 2009).

Additionally, any match of eight (or more) identical contiguous amino acids between each
amino acid sequence, and any sequence in the allergen database, could indicate the potential
for immunologically relevant sequence similarity. However, it should be noted that this
specific search has been challenged due to high level of false positives and therefore results
should be carefully considered for irrelevant alignments that may have no biological
relevance for allergy risk (Goodman et al. 2008, Silvanovich et al. 2006).

3.4.2 Toxin Similarity

The expectation value (E-value) is a measure of the probability that matches between
sequences occurred by chance. Search results involving comparisons between proteins with
highly similar sequences yield E-values approaching zero, while the probability that
sequence similarities occurred by chance increases with higher E-values (Ponting 2001). An
E-value of 1 x 10”°was set as an initial threshold for alignment significance; if an alignment
met this criterion, it was then evaluated for potential biological relevance. All results under
an E-value of 10 are shown in the results.

RESULTS AND DISCUSSION
Analysis determined that there are 52 DNA sequences within the SYHTOH2 T-DNA that are

contained between known or putative start (ATG) and stop (TAG, TAA, or TGA) codons and
have a minimum putative translation size of 30 amino acids on the six DNA reading frames,

Report Number: SSB-165-12 Page 11 of 417



including the 5 ORFs that encode the AVHPPD-03 and PAT sequences. The putative amino
acid sequences and location within the Event SYHTOH2 T-DNA are shown in Table 1 and
Figure 1, respectively. Figure 2 illustrates the ORFs corresponding to the AvHPPD-03 and
PAT proteins. Of the 47 putative, unintended ORFs that were identified, the potential for
expression could not be ruled out bioinformatically for one. However, none of the ORF
sequences show relevant biological similarity to known or putative allergens and toxins.

3.5  Allergen Similarity Search

No significant sequence similarity was observed between any of the SYHTOH2 translated T-
DNA ORF sequences and any entry in the FARRP AllergenOnline database (2012) that
exceeded the minimum 35% shared identity over a minimum of 80 amino acids. Moreover,
no matches of eight (or more) identical contiguous amino acids were observed between any
sequence and any entry in the FARRP AllergenOnline database (2012). Alignment summary
information and raw alignment data from the FASTA allergen search are shown in Appendix
B.

3.6  Toxin Similarity Search

No significant sequence similarity (E-value less than 1 x 10™°) was observed between any of
the SYHTOH2 translated T-DNA ORF sequences and any entry in the toxin database. The
most similar alignment with a protein from the database had an E-value of 0.089, greater than
the significance threshold E-value of 1 x 10°. The SYHTOH2_|_22 sequence
(corresponding to the AVHPPD-03 sequence) aligned with a protein described as putative
RTX toxin (also described as an autotransproter adhesion) however, SYHTOH2_1_22 only
aligned at 35% identity over 53 amino acids with the much larger 3,350 amino acid RTX
protein. Alignment summary information and raw alignment data from the BLASTP toxin
search are shown in Appendix C.

4.0 CONCLUSIONS

Bioinformatic analysis of translations derived from putative open reading frames of DNA
sequences within the SYHTOH2 T-DNA were evaluated for their alignment to and similarity
with allergens and toxins. ORFs were defined as those that are contained between putative
start (ATG) and stop (TAG, TAA, or TGA) codons and have a minimum putative translation
size of 30 amino acids. An evaluation of these sequences using the FARRP AllergenOnline
database (2012) show no alignments beyond minimum thresholds to any known or putative
protein allergens. No significant sequence similarity was observed between any of the
SYHTOH2 translated T-DNA ORF sequences and any entry in the toxin database. In
summary, evaluation of these sequences using an allergen and toxin database supports the
conclusion that these sequences show no biologically relevant similarity to any known or
putative allergens or toxins.
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TABLE 1 Event SYHTOH2 T-DNA ORF sequences

Sequence name
(Figure 1)

Size of
putative
translation
(base pair)

Size of
putative
translation
(amino
acids)

Putative translation

SYHTOH2_I_1

345

115

MITTARPATGFNLKKLYCQMFERSGKFG
DLELDSYLGNWPNWPWRSWQLKIPLP

KTNIMPSTMLVSSCAQCTPGCVSQSLM
QPNRWIVWKAYNSNHRLKTLRLHRLK
QMCVQCRS

SYHTOH2_| 2

93

31

MVNDITNRGHISCCSWPNLNWSPLRRH
GGIL

SYHTOH2_1_3

93

31

MPSHGGPPPVGHESYLFVRKSQTDCTV
FPSW

SYHTOH2_|_4

363

121

MIINARPATGFNLKKLYCQMFERSAGRP
MAPISLVQIWVTGLTGLGGAGNSKSLC
QKPTSCHPPCLYPAARNVPRAVYPKAS
CNLTDGSFGRPITATTDLKPCASIDLSKC
VYNVDPRPNL

SYHTOH2_I_5

213

71

MLQGHSLELFALTLGLTDSLFCPSIMWS
FGVLMQLVLLVVSALHLEHHLLQDLIC
LOQGTQHMLLSYFDLEH

SYHTOH2_I_6

246

82

MLHLHKKLQLLQLLPFPPFQQMLQEPL
LLHMDLLSDLLELGLLMQLKHFALVLL
EEQDLLLLQQILVTDLDLLKWSCMEM
WF

SYHTOH2_1_7

111

37

MEPRDDLRSKPTSNTMVDQEFNTSHWL
LTMCFELSGK

SYHTOH2_|_8

156

52

MKESVESLEMSCQRNRSRSVKNWVFSL
IETIKVCYSRSSPNQLVIVPLFSSK

SYHTOH2_1_9

237

79

MTRRKSSSTWWSTTRLSTPKISKIQSQK
TKGQLRLFNKDDFSTKGNIRKPPRIPLPS
YLSLYCEDSGKGRWLLQMPSLR

SYHTOH2_|_10%*

549

183

MSPERRPVEIRPATAADMAAVCDIVNH
YIETSTVNFRTEPQTPQEWIDDLERLQD
RYPWLVAEVEGVVAGIAYAGPWKARN
AYDWTVESTVYVSHRHQRLGLGSTLYT
HLLKSMEAQGFKSVVAVIGLPNDPSVR
LHEALGYTARGTLRAAGYKHGGWHDV
GFWQRDFELPAPPRPVRPVTQI

SYHTOH2_|_11

237

79

MFLQTTPTKYQVLFKQNDTDLNIGFYT
NHMIFINSVILY GRWRQKSSRIIFEMRKL
SSYLFSSSWLFFFLATCLNTSPP

SYHTOH2_|_12

105

35

MVDPHLSATNLICSSEKAKPTAQFFHRG
RDHFGID

SYHTOH2_|_13

120

40

MPLPTVVPKMDPHPRGASWKKKTFQP
RLQSKWIDVISPLT

SYHTOH2_|_14

153

51

MWWVWKGELFRVVQVHRGLREVTGS
QAVCRCSEELRALHMTIVQTFGNKVS
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Sequence name
(Figure 1)

Size of
putative
translation
(base pair)

Size of
putative
translation
(amino
acids)

Putative translation

SYHTOH2_I_15

243

81

MTFQQRVISGNLLGFHCPAICHFIVKIVE
KEGGSYKCHHCDKGKAIVEDASADSGP
KDGPPPTRSIVEKEDVPTTSSKQVD

SYHTOH2_|_16**

549

183

MSPERRPVEIRPATAADMAAVCDIVNH
YIETSTVNFRTEPQTPQEWIDDLERLQD
RYPWLVAEVEGVVAGIAYAGPWKARN
AYDWTVESTVYVSHRHQRLGLGSTLYT
HLLKSMEAQGFKSVVAVIGLPNDPSVR
LHEALGYTARGTLRAAGYKHGGWHDV
GFWQRDFELPAPPRPVRPVTQI

SYHTOH2_|_17

105

35

MRLTKVRSAAFNQYQSGPYHDGKTVQ
SVWLFLTNK

SYHTOH2_|_18

192

64

MRLWDTQPGVHCAQLDTSMVDGMML
VFGKGILSCQLLQGQLGQLPRYESSSRS
PNFPDRSNIWQ

SYHTOH2_I_19

171

57

MPSTMLVSSCAQCTPGCVSQSLMQPNR
WIVWKAYNSNHRLKTLRLHRLKQMCV
QCGS

SYHTOH2_I_20

120

40

MVNDITNRGHISCCSWPNLNWSPLRRH
GGLVISACPLQMK

SYHTOH2_I_21

222

74

MMAFVGATFLFHYLHNKVTDSWAMEP
LLLHMDLLSDLLELNIRKPPRIPLPSYLS
LYCEDSGKGRWLLQMPSLR

SYHTOH2_|_22*

1317

439

MPPTPATATGAAAAAVTPEHAARSFPR
VVRVNPRSDRFPVLSFHHVELWCADAA
SAAGRFSFALGAPLAARSDLSTGNSAH
ASLLLRSGALAFLFTAPYAPPPQEAATA
ATASIPSFSADAARTFAAAHGLAVRSVG
VRVADAAEAFRVSVAGGARPAFAPAD
LGHGFGLAEVELYGDVVLRFVSYPDET
DLPFLPGFERVSSPGAVDYGLTRFDHVV
GNVPEMAPVIDYMKGFLGFHEFAEFTA
EDVGTTESGLNSVVLANNSEAVLLPLN
EPVHGTKRRSQIQTYLEYHGGPGVQHI
ALASNDVLRTLREMRARTPMGGFEFM
APPQAKYYEGVRRIAGDVLSEEQIKECQ
ELGVLVDRDDQGVLLQIFTKPVGDRPT
FFLEMIQRIGCMEKDEVGQEYQKGGCG
GFGKGNFSELFKSIEDYEKSLEVKQSVV
AQKS

SYHTOH2_I_23

90

30

MVEHDTLVYSKNIKDTVSEDQRAIETF
QQR

SYHTOH2_|_24

120

40

MPLPTVVPKMDPHPRGASWKKKTFQP
RLQSKWIDVISPLT
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Size of

Size of putative
Se(glli?;ucsensme trgl;]tsellgt\;gn translation Putative translation
. (amino
(base pair) acids)
MTHNPTILRKTLPLYKEVHFIWRGHAEI
SYHTOH2_1 25 195 65 TSPPCLRRGDQLRLGQLQQLIWPRFVIS
LTITLRRLQ
MRLWDTQPGVHCAQLDTSMVDGMML
SYHTOH2_1 26 207 69 VFGKGILSCQLLQGQLGQLPRSELVISA
PWVDLQIVQTFGNKVS
SYHTOH2 | 27 105 35 MSTHPSVYKYLAPPSLLREQNLREIVLE

REREQVA

MSPERRPVEIRPATAADMAAVCDIVNH
YIETSTVNFRTEPQTPQEWIDDLERLQD
RYPWLVAEVEGVVAGIAYAGPWKARN
SYHTOH2_|_28** [ 549 183 AYDWTVESTVYVSHRHQRLGLGSTLYT
HLLKSMEAQGFKSVVAVIGLPNDPSVR
LHEALGYTARGTLRAAGYKHGGWHDV
GFWQRDFELPAPPRPVRPVTQI

MMAFVGATFLFHYLHNKVTDSWAMES

SYHTOH2_1_29 96 32 EEVSGY

MVGQFRQDSSRISEPHLHTAPLQQVQIR

SYHTOH2_1 30 | 132 44 DODLLEOKQVLLLOOH

MRCVELLVHHGIRGRFGSEIVSWFHEQ
SYHTOH2_1_31 171 57 ARSMAEEQLHCCWLEPHCSVQILWFQH
PLL

MIINARPATGFNLKKLYCQMFERSAGRP
MAPISLVQIWVTGLTGLGGAGNSKSLC
SYHTOH2_1_32 363 121 QKPTSCHPPCLYPAARNVPRAVYPKAS
CNLTDGSFGRPITATTDLKPCASIDLSKC
VYNVDPRPNL

MPSHGGPPPVGHESYLFVRKSQTDCTV

SYHTOH2_1_33 93 31 EPSW

MVNDITNRGHISCCSWPNLNWSPLRRH

SYHTOH2_1_34 93 31 GGIL

MIITARPATGFNLKKLYCQMFERSGKFG
DLELDSYLGNWPNWPWRSWQLKIPLP

SYHTOH2_I.35 | 345 115 KTNIMPSTMLVSSCAQCTPGCVSQSLM
QPNRWIVWKAYNSNHRLKTLRLHRLK
QMCVQCRS

MRLWDTQPGVHCAQLDTSMVDGMML
SYHTOH2_1_36 192 64 VFGKGILSCQLLQGQLGQLPRYESSSRS
PNFPDRSNIWQ

MRLTKVRSAAFNQYQSGPYHDGKTVQ

SYHTOH2_I_37 | 105 35 SVWLELTNK
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Size of

Size of .
Sequence name putative putative . .
; - translation Putative translation
(Figure 1) translation -
(base pair) (amino
b acids)

MSPERRPVEIRPATAADMAAVCDIVNH
YIETSTVNFRTEPQTPQEWIDDLERLQD
RYPWLVAEVEGVVAGIAYAGPWKARN

SYHTOH2_|_38** | 549 183 AYDWTVESTVYVSHRHQRLGLGSTLYT
HLLKSMEAQGFKSVVAVIGLPNDPSVR
LHEALGYTARGTLRAAGYKHGGWHDV
GFWQRDFELPAPPRPVRPVTQI
MVFEVGLDLRSSLGSMNRLVQWQKNS

SYHTOH2_1_39 93 31 ETVVG
MIIARPATGFNLKKLYCQMFERSSYEE

SYHTOH2_1_40 126 42 LLALLSNDRLLDFQ
MVDPHLSATNLICSSEKAKPTAQFFHRG

SYHTOH2_1_41 105 35 RDHEGID
MFLQTTPTKYQVLFKQNDTDLNIGFYT

SYHTOH2_1_42 237 79 NHMIFINSVILYGRWRQKSSRIIFEMRKL
SSYLFSSSWLFFFLATCLNTSPP
MSTHPSVYKYLAPPSLLREQNLREIVLE

SYHTOH2_1_43 105 35 REREQVA
MRLWDTQPGVHCAQLDTSMVDGMML

SYHTOH2_1_44 207 69 VFGKGILSCQLLQGQLGQLPRSELVISA
PWVDLQIVQTFGNKVS
MTHNPTILRKTLPLYKEVHFIWRGHAEI

SYHTOH2_1_45 195 65 TSPPCLRRGDQLRLGQLQQLIWPRFVIS
LTITLRRLQ
MPLPTVVPKMDPHPRGASWKKKTFQP

SYHTOH2_1_46 120 40 RLQSKWIDVISPLT
MNFLFIGSSRVDLQKDSGIVRHPLRQW

SYHTOH2_1_47 201 67 RYHINPLALKTWLERLLFPRCSSWVGV
HLWDHCRQRHLQR

SYHTOH2 | 48 102 34 MDLNNSEKFPFPNPPHPPFWYSCPTSSF

—= SMHPIR

SYHTOH2_I_49 96 32 EASLS'EKIFFLSLSRKRLCMNCSPVFTASSV
MMAFVGATFLFHYLHNKVTDSWAMES

SYHTOH2_1 50 123 41 EEVSGYYPLLKSHLC
MVNDITNRGHISCCSWPNLNWSPLRRH

SYHTOH2_1 51 120 40 GGLVISACPLOMK
MPSTMLVSSCAQCTPGCVSQSLMQPNR

SYHTOH2_1_52 171 57 WIVWKAYNSNHRLKTLRLHRLKQMCV

QCGS

* The translation of SYHTOH2_1_22 contains the AvHPPD-03 sequence
** The translation of SYHTOH2_I_10, 16, 28, and 38 contains the PAT sequences
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FIGURE 1

Location of the putative SYHTOH2 ORF sequences.

avhppd-03(13200p] SYHTOH217 (111 bp)

SYHTOH2 16 (246 bp)
SYHTOHZ2 15 (213 bp)
TMV enhancer (68 bp)
SMP promoter (39 bp)
SYHTOH2 113 (120 bp)
355 enhancer (277 bp)
SYHTOHZ2 121 (222 bp)
44 bpsequence (44 bp)
355 promoter (200 bp
SYHTOH2120(120 bp)
pat-03-01 (552 bp!
SYHTOH2119 (171 bp)
SYHTOH2 14 (363 bp)
MOSterminator (253 bp)
SYHTOH2112 (105 bp)
SYHTOH213 (93 bp)
CMP promaoter (654 bp)
SYHTOH2111(237 bp)
TMV enhancer (68 bp)
SYHTOH212 (93 bp)
pat-03-02 (552 bp)

SYHTOHZ11 (345 bp)

SYTHOH 12 (156 bp)

SYHTOH2 114 (153 bp)

OSterminator (253 bp)

qss promoter (538 bp)

SYHTOH2123 (90 bp)

SYHTOHZ2 19 (237 bp)

17 bpsequence (17 bp)
SYHTOHZ2 115 (243 bp)

SYHTOH2124 (120 bp)

YHTOH2125(195 bp)

pat-03-01(552 bp)

SYHTOH2126 (207 bp)

MOS terminator (253 bp!

SYHTOHZ2 117 (105 bp)

CMP promaoter (654 bp)

SYHTOH2127 (105 bp)
TMV enhancer(68 bp)

pat-03-02 (552 bp)

MNOSterminator (253 bp)

SYHTOH2 136 (192 bp)

SYHTOH2137

(105 bp)

SYHTOHZ 144
(207 bp)

SYHTOHZ2143 (105 bp)

SYHTOH2 145 (195 bp)

SYHTOHZ2 146 (120 bp)
SYHTOH2129

(96 bp)

Report Number: SSB-165-12

= SYHTOHZ 30 i - : \
(132 bp) YHTOHZ 142 (237 bp)
SYHTOHZ139 (93 bp) SYHTOHZ133(93 bp)
SYHTOH2148 (102 bp) SYHTOHZ 141 (105 bp)
SYHTOH2140 {126 bp) SYHTOH2132 (363 bp)
SYHTOH2 149 (96 bp)

SYHTOH2147 (201 bp)

SYHTOH2118 (192 bp)
MNOS terminator (253 bp)

- b ’
. ~SYHTOHZ 131 (171 h?}

«iv\\svmouzlss (345 bp)

SYHTOH2134 (93 bp)

SYHTOH2152 (171 bp)
SYHTOH2 151 (120 bp)

SYHTOH2 150 {123 bp
SYHTOHZ 141 (120 bp)
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FIGURE 2 Location of the SYHTOH2 ORF sequences containing avhppd-03 and pat.

avhppd-03 (1320 bp)

SYHTOH2122 (1317 bp) NOSterminator (253 bp)

TMV enhancer I:BE tll:l:l 3RS FIFCIITICItEI' |:533 tFII

SMP promoter (38 bp) .
17 bp sequence (17 bp)

355 enhancer (277 bp) SYHTOH2116 (549 bp)
pat-03-017 (552 bp)
44 bp sequence (44bp) NOS terminator (253 bp)

355 promoter (300 bp) CMP promoter (554 bp)

pat-03-01(552 bp) TMV enhancer (53 tp)
MO S terminator (253 bp) SYHTOHZ2110 (549 bp)
CMP promoter (5§54 bp) \
pat-03-02 (552 bp)

TMY enhancer (53 bp)

pat-03-02 (552 bp)
MO Sterminator (253 bp)

NOSterminator(253 bp)

SYHTOH2 128 (549 bp)

SYHTOHZ 1 38 (549 bp)
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APPENDIX A Protein sequences included in the FARRP AllergenOnline database, version 12

The Genlnfo identifier is a number assigned to a nucleotide or protein sequence and used to differentiate reported sequence variations within an entry.

Entry Organism Common name | Allergen name Description Genlnfo
identifier

1 Acarus siro Mite Unassigned allergen Aca s 13 [Acarus siro] 118638268

2 Actinidia chinensis Kiwi Unassigned RecName_: Fullectmldgm; Short=Actinidin; AltName: 190358935
Allergen=Act ¢ 1; Flags: Precursor

3 Actinidia chinensis Kiwi Unassigned bet v 1 related allergen [Actinidia chinensis] 281552896

4 Actinidia chinensis Kiwi Unassigned Kiwellin (Allergen Act ¢ ?) 85701136

5 Actinidia chinensis Kiwi Unassigned Thaumatin-like protein (Allergen Act ¢ 2) 68064399
RecName: Full=Actinidain; Short=Actinidin; AltName:

6 Actinidia deliciosa Kiwi Unassigned Full=Allergen Act d 1; AltName: Allergen=Act d 1; Flags: |193806686
Precursor

7 Actinidia deliciosa Kiwi Unassigned actinidin 166317

8 Actinidia deliciosa Kiwi Unassigned unnamed protein product [Actinidia deliciosa] 15984

9 Actinidia deliciosa Kiwi Unassigned bet v 1 related allergen [Actinidia deliciosa] 281552898

10 Actinidia deliciosa Kiwi Unassigned RecName: Full=Kirola; AltName: Allergen=Actd 11 332319679

11 Actinidia deliciosa Kiwi Unassigned phytocystatin [Actinidia deliciosa] 40807635

12 Actinidia deliciosa Kiwi Unassigned thaumatin-like protein [Actinidia deliciosa] 146737976

13 Actinidia deliciosa Kiwi Actc 2 thaumatin-like protein [Actinidia deliciosa] 71057064
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Entry Organism Common name | Allergen name Description Genlnfo
identifier
vellow fever RecName: Full=37 kDa salivary gland allergen Aed a 2;
14 Aedes aegypti . Aeda? AltName: Full=Protein D7; AltName: Allergen=Aed a 2; 205525919
mosquito .
Flags: Precursor
15 Aedes aegypti Ye"OV\.’ fever Aeda?2 D7 protein precursor (Allergen Aed a 2) 118216
mosquito
16 Aedes aegypti ;glslgl\j\i/tgever Unassigned 30 kDa salivary gland allergen variant 3 [Aedes aegypti] 94468552
17 Aedes aegypti ;glslgz\i/tgever Unassigned 30 kDa salivary gland allergen variant 2 [Aedes aegypti] 94468546
18 Aedes aegypti ;ggsl\j\i’t];ever Unassigned 30 kDa salivary gland allergen Aed a 3 [Aedes aegypti] 2114497
RecName: Full=Apyrase; AltName: Full=Adenosine
. Yellow fever . diphosphatase; AltName: Full=ATP-diphosphohydrolase;
19 Aedes aegypt mosquito Unassigned AltName: Full=ATP-diphosphatase; Short=ADPase; 193806340
AltName: Allergen=Aed a 1; Flags: Precursor
20 Aedes aegypti Yellow fever Aedal apyrase 556272
ayp mosquito Py
21 Agrostis alba Bent grass Unassigned Group | allergen Agr a | (Form 2), pollen 75139987
22 Agrostis alba Bent grass Unassigned Group | allergen Agr a | (Form 1), pollen 75139989
23 Agrostis alba Bent grass Unassigned pollen allergen Agr a | - bent grass (fragment) 320606
24 Alnus glutinosa Alder Alng1l Aln g | [Alnus glutinosa] 261407
25 Alnus glutinosa Alder Unassigned pollen allergen Aln g 4 [Alnus glutinosa] 3319651
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Entry Organism Common name | Allergen name Description Genlnfo
identifier

26 Alternaria alternata Fungus Unassigned aldehyde dehydrogenase (NAD+) [Alternaria alternata] 76666767

27 Alternaria alternata Fungus Unassigned RecNamS: Full=Glutathione-S-transferase; AltName: 74611808
Allergen=Alta 13

28 Alternaria alternata Fungus Unassigned major allergen Alt a 1 subunit [Alternaria alternata] 45680856

29 Alternaria alternata Fungus Altal major allergen alt al [Alternaria alternata] 21913174

30 Alternaria alternata Fungus Altal major allergen Alt a 1 subunit [Alternaria alternata] 1842045

. Enolase (2-phosphoglycerate dehydratase) (2-phospho-D-

31 Alternaria alternata Fungus Altaé glycerate hydro-lyase) (Major allergen Alt a 11) (Alt a X1) 14423684

32 Alternaria alternata Fungus Unassigned Minor allergen Alta 7 (Alta VII) 1168402

33 Alternaria alternata Fungus Alta3 Heat shock 70 kDa protein (Allergen Alt a 3) 14423730
RecName: Full=Superoxide dismutase [Mn], mitochondrial;

34 Alternaria alternata Fungus Unassigned AltName: Full=Manganese-dependent superoxide dismutase; 292630881
Short=MnSOD; AltName: Allergen=Alt a MnSOD

35 Alternaria alternata Fungus Unassigned putative nuclear transport factor 2 [Alternaria alternata] 21748153

36 Alternaria alternata Fungus Alta 12 60S acidic ribosomal protein P1 (Allergen Alta 12) (Alta 1350779

XI1)
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Entry Organism Common name | Allergen name Description Genlnfo
identifier
RecName: Full=60S acidic ribosomal protein P2; AltName:
37 Alternaria alternata Fungus Unassigned Zl:tl:\fa'\:]i::oéslllligﬁgr';!;a};ﬁ ?{Bﬂamiﬁgumléfﬁnuee%eegﬁf a6; 1173071
5
38 Alternaria alternata Fungus Altas ribosomal P2 phosphoprotein [Alternaria alternata] 1850540
39 Alternaria alternata Fungus Unassigned TCTP [Alternaria alternata] 112824341
40 Alternaria alternata Fungus Alta4 Protein disulfide-isomerase (PDI) (Allergen Alt a 4) 85701160
41 Amaranthus retroflexus Common Amaranth |Unassigned Amar 2 pollen allergen [Amaranthus retroflexus] 227937304
42 Ambrosia artemisiifolia Short ragweed Unassigned putative pectate lyase precursor [Ambrosia artemisiifolia] 302127828
43 Ambrosia artemisiifolia Short ragweed Unassigned putative pectate lyase precursor [Ambrosia artemisiifolia] 302127826
44 Ambrosia artemisiifolia Short ragweed Unassigned putative pectate lyase precursor [Ambrosia artemisiifolia] 302127824
45 Ambrosia artemisiifolia Short ragweed Unassigned putative pectate lyase precursor [Ambrosia artemisiifolia] 302127822
46 Ambrosia artemisiifolia Short ragweed Unassigned putative pectate lyase precursor [Ambrosia artemisiifolia] 302127820
47 Ambrosia artemisiifolia Short ragweed Unassigned putative pectate lyase precursor [Ambrosia artemisiifolia] 302127818
48 Ambrosia artemisiifolia Short ragweed Unassigned putative pectate lyase precursor [Ambrosia artemisiifolia] 302127816
49 Ambrosia artemisiifolia Short ragweed Unassigned putative pectate lyase precursor [Ambrosia artemisiifolia] 302127814
50 Ambrosia artemisiifolia Short ragweed Unassigned putative pectate lyase precursor [Ambrosia artemisiifolia] 302127812
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Entry Organism Common name | Allergen name Description Genlnfo
identifier

51 Ambrosia artemisiifolia Short ragweed Unassigned putative pectate lyase precursor [Ambrosia artemisiifolia] 302127810

52 Ambrosia artemisiifolia Short ragweed Ambal3 antigen E 166443

53 Ambrosia artemisiifolia Short ragweed Ambald 'F;\(?Tl]lsr;zi;lergen Amb a 1.4 precursor (Antigen E) (Antigen 113478

54 Ambrosia artemisiifolia Short ragweed Ambals3 Zti:]lgr;?;lergen Amb a 1.3 precursor (Antigen E) (Antigen 113477

55 Ambrosia artemisiifolia Short ragweed Ambalz2 Pollen allergen Amb a_1.2 precursor (Antigen E) (Antigen 113476
Amb a ) (AaBA protein)

56 Ambrosia artemisiifolia Short ragweed Amball Pollgn allergen Amb a 1.1 precursor (Antigen E) (AgE) 113475
(Antigen Amb a l)

57 Ambrosia artemisiifolia Short ragweed Amb a2 Z?Tlllgr;zilll)ergen Amb a 2 precursor (Antigen K) (Antigen 113479

58 Ambrosia artemisiifolia Short ragweed Unassigned ragwe_e(_j_ ho_mologue of Artv 1 precursor [Ambrosia 291482318
artemisiifolia]

59 Ambrosia artemisiifolia Short ragweed Unassigned ragwe_eq_ homologue of Artv 1 precursor [Ambrosia 291482316
artemisiifolia]

60 Ambrosia artemisiifolia Short ragweed Unassigned ragwe_e(_j_ ho_mologue of Artv 1 precursor [Ambrosia 291482314
artemisiifolia]

61 Ambrosia artemisiifolia Short ragweed Unassigned ragwe_e(_j_ homologue of Artv 1 precursor [Ambrosia 291482310
artemisiifolia]

62 Ambrosia artemisiifolia Short ragweed Unassigned ragwe_eq_ hom ologue of Art v 1 precursor [Ambrosia 291482308
artemisiifolia]

63 Ambrosia artemisiifolia Short ragweed Unassigned ragwe_e(_j_ ho_mologue of Artv 1 precursor [Ambrosia 291482306
artemisiifolia]

64 Ambrosia artemisiifolia Short ragweed Unassigned ragwe_eq_ homologue of Art v 1 precursor [Ambrosia 291197394
artemisiifolia]

65 Ambrosia artemisiifolia Short ragweed Unassigned ragweed homologue of Art'v 1 precursor [Ambrosia 285005079

artemisiifolia]
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Entry Organism Common name | Allergen name Description Genlnfo
identifier

66 Ambrosia artemisiifolia Short ragweed Amb a6 ;\:?er:sgp;c:ﬁéigig;tzfnsqfs;p\;(l);e(i;ﬁ)::;::;sg;g)_TP) (Pollen 14285595

67 Ambrosia artemisiifolia Short ragweed Unassigned profilin isoallergen 2 [Ambrosia artemisiifolia] 62249512

68 Ambrosia artemisiifolia Short ragweed Unassigned profilin isoallergen 1 [Ambrosia artemisiifolia] 62249502

69 Ambrosia artemisiifolia Short ragweed Unassigned profilin-like protein [Ambrosia artemisiifolia] 34851178

70 Ambrosia artemisiifolia Short ragweed Unassigned profilin-like protein [Ambrosia artemisiifolia] 34851180

71 Ambrosia artemisiifolia Short ragweed Unassigned profilin-like protein [Ambrosia artemisiifolia] 34851182

72 ,(Aerlnat;irg?)ia artemisiifolia Short ragweed Amba3 Pollen allergen Amb a 3 (Amb a I11) (Allergen Ra3) 416636

73 ,érlnaliir(())rs)ia artemisiifolia Short ragweed Ambabs Pollen allergen Amb a 5 (Amb a V) (Allergen Ra5) 114090

74 Ambrosia psilostachya Western ragweed Unassigned Amb p V allergen 515957

75 Ambrosia psilostachya Western ragweed Unassigned Amb p V allergen 515956

76 Ambrosia psilostachya Western ragweed Unassigned Amb p V allergen 515955

77 Ambrosia psilostachya Western ragweed Unassigned Amb p V allergen 515954

78 Ambrosia psilostachya Western ragweed Unassigned Amb p V allergen 515953

79 Ambrosia trifida Giant ragweed Ambt5 E(;IE:?;) allergen Amb t5 precursor (Amb t V) (Allergen 114091

80 Anacardium occidentale Cashew Anaol vicilin-like protein [Anacardium occidentale] 21914823
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Entry Organism Common name | Allergen name Description Genlnfo
identifier
81 Anacardium occidentale Cashew Anaol vicilin-like protein [Anacardium occidentale] 21666498
82 Anacardium occidentale Cashew Anao 2 allergen Ana 0 2 [Anacardium occidentale] 25991543
83 Anacardium occidentale Cashew Anao3 2s albumin [Anacardium occidentale] 24473800
84 Ananas comosus Pineapple Unassigned Bromelain precursor (Allergen Ana ¢ 2) 75277440
85 Ananas comosus Pineapple Unassigned i?g\la;? iITKI!?nZtOEIIIi:;gﬁr!LN:rQEé I;uII:Minor food allergen 75306610
86 Anisakis simplex Parasitic fish worm [Anis1 ng ?yf rlg:e);l ,;r;rsg:np))recursor (Excretory gland allergen 47605452
87 Anisakis simplex Parasitic fish worm  |Unassigned Ani s 11-like protein 2 precursor [Anisakis simplex] 323575365
88 Anisakis simplex Parasitic fish worm  |Unassigned Ani s 11-like protein precursor [Anisakis simplex] 323575363
89 Anisakis simplex Parasitic fish worm  |Unassigned Ani s 11 allergen precursor [Anisakis simplex] 323575361
90 Anisakis simplex Parasitic fish worm  [Unassigned Ani s 12 allergen precursor [Anisakis simplex] 323575367
91 Anisakis simplex Parasitic fish worm  [Unassigned Paramyosin (Allergen Ani s 2) 42559536
92 Anisakis simplex Parasitic fish worm [Anis2 paramyosin isoform [Anisakis simplex] 8453086
93 Anisakis simplex Parasitic fish worm  [Unassigned ani s 4 allergen [Anisakis simplex] 110346534
94 Anisakis simplex Parasitic fish worm |Anis4 Allergen Ani s 4 47605398
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Entry Organism Common name | Allergen name Description Genlnfo
identifier
95 Anisakis simplex Parasitic fish worm  [Unassigned SXP/RAL-2 family protein [Anisakis simplex] 121308878
96 Anisakis simplex Parasitic fish worm  [Unassigned UAZ3-recognized allergen [Anisakis simplex] 119524036
97 Anisakis simplex Parasitic fish worm  [Unassigned SXP/RAL-2 family protein 2 isoform 10 [Anisakis simplex] [155676698
98 Anisakis simplex Parasitic fish worm  [Unassigned SXP/RAL-2 family protein 2 isoform 9 [Anisakis simplex] [155676696
99 Anisakis simplex Parasitic fish worm  [Unassigned SXP/RAL-2 family protein 2 isoform 8 [Anisakis simplex] [155676694
100 Anisakis simplex Parasitic fish worm  [Unassigned SXP/RAL-2 family protein 2 isoform 7 [Anisakis simplex] |155676692
101 Anisakis simplex Parasitic fish worm  [Unassigned SXP/RAL-2 family protein 2 isoform 6 [Anisakis simplex] [155676690
102 Anisakis simplex Parasitic fish worm  [Unassigned SXP/RAL-2 family protein 2 isoform 5 [Anisakis simplex] |155676688
103 Anisakis simplex Parasitic fish worm  [Unassigned SXP/RAL-2 family protein 2 isoform 4 [Anisakis simplex] |155676686
104 Anisakis simplex Parasitic fish worm  [Unassigned SXP/RAL-2 family protein 2 isoform 3 [Anisakis simplex] [155676684
105 Anisakis simplex Parasitic fish worm  [Unassigned SXP/RAL-2 family protein 2 isoform 2 [Anisakis simplex] |155676682
106 Anisakis simplex Parasitic fish worm  [Unassigned SXP/RAL-2 family protein 2 isoform 1 [Anisakis simplex] [155676636
107 Anisakis simplex Parasitic fish worm  [Unassigned Ani s 9 allergen precursor [Anisakis simplex] 157418806
108 Anisakis simplex Parasitic fish worm  [Unassigned troponin-like protein [Anisakis simplex] 6065738
109 Anthoxanthum odoratum Sweet vernal grass  |Unassigned Group | allergen Ant o | (Form 2), pollen 75139990
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Entry Organism Common name | Allergen name Description Genlnfo
identifier
110 Anthoxanthum odoratum Sweet vernal grass  |Unassigned Group | allergen Ant o | (Form 1), pollen 75139986
111 Anthoxanthum odoratum Sweet vernal grass  |Unassigned pollen allergen Ant o | - sweet vernal grass (fragment) 320607
112 Apis cerana Indian honeybee Unassigned phospholipase A2 (EC 3.1.1.4), venom - Indian honeybee 7435005
113 Apis cerana cerana Indian honeybee Unassigned Phospholipase A2 (Phosphatidylcholine 2-acylhydrolase) 24638082
114 Apis dorsata Giant honeybee Unassigned Phospholipase A2 (Phosphatidylcholine 2-acylhydrolase) 47117012
115 Apis dorsata Giant honeybee Unassigned Melittin 126955
. . . Phospholipase A2 precursor (Phosphatidylcholine 2-
116 Apis mellifera Honeybee Apim1l acylhydrolase) (Allergen Api m 1) (Api m I) 24418862
. . . Hyaluronoglucosaminidase precursor (Hyaluronidase) (Hya)
117 Apis mellifera Honeybee Apim2 (Allergen Api m 2) (Api m 1) 585279
118 Apis mellifera Honeybee Unassigned venom acid phosphatase precursor [Apis mellifera] 60652325
119 Apis mellifera Honeybee Unassigned venom acid phosphatase [Apis mellifera] 208342441
120 Apis mellifera Honeybee Unassigned Melittin precursor (Allergen Api m 3) (Api m 11I) 126949
121 Apis mellifera Honeybee Unassigned melittin, minor - honeybee 69552
RecName: Full=Venom dipeptidyl peptidase 4; AltName:
122 Apis mellifera Honeybee Unassigned Full=Allergen C; AltName: Full=VVenom dipeptidyl peptidase|313471719
IV; AltName: Allergen=Api m 5; Flags: Precursor
123 Apis mellifera Honeybee Unassigned allergen Api m 6 variant 2 precursor [Apis mellifera] 88770352
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Entry Organism Common name | Allergen name Description Genlnfo
identifier
124 Apis mellifera Honeybee Unassigned allergen Api m 6 variant 1 [Apis mellifera] 94400907
125 Apis mellifera Honeybee Unassigned icarapin variant 2 precursor [Apis mellifera] 94471624
126 Apis mellifera Honeybee Unassigned icarapin variant 1 precursor [Apis mellifera] 94471622
127 Apium graveolens Celery Api g 1.0201 Major allergen Api g 2 (Api g 1.0201) 14423646
128 Apium graveolens Celery Api g 1.0101 Major allergen Api g 1 (Api g 1.0101) (Apig ) 1346568
129 Apium graveolens Celery Api g 2.0101 stalk non-specific lipid-transfer protein 1 [Apium graveolens] [ 256600126
130 Apium graveolens Celery Apig4 profilin [Apium graveolens] 4761578
131 Apium graveolens Celery Unassigned [Segment 4 of 4] Allergen Api g 5 32363126
132 Apium graveolens Celery Unassigned [Segment 3 of 4] Allergen Api g5 32363125
133 Apium graveolens Celery Unassigned [Segment 2 of 4] Allergen Api g5 32363124
134 Apium graveolens Celery Unassigned [Segment 1 of 4] Allergen Api g 5 33300921
135 Arachis hypogaea Peanut Unassigned peanut agglutinin precursor; prePNA [Arachis hypogaea] 253289
136 Arachis hypogaea Peanut Unassigned Ara h 1 allergen [Arachis hypogaea] 312233063
137 Arachis hypogaea Peanut Unassigned conarachin [Arachis hypogaea] 46560476
138 Arachis hypogaea Peanut Unassigned conarachin [Arachis hypogaea] 46560472
139 Arachis hypogaea Peanut Unassigned conarachin [Arachis hypogaea] 46560474
140 Arachis hypogaea Peanut Arahl Allergen Ara h 1, clone P41B precursor (Ara h 1) 1168391
141 Arachis hypogaea Peanut Arahl Allergen Ara h 1, clone P17 precursor (Arah I) 1168390
142 Arachis hypogaea Peanut Unassigned Ara h 2.01 allergen [Arachis hypogaea] 224747150
143 Arachis hypogaea Peanut Unassigned allergen Il [Arachis hypogaea] 15418705
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Entry Organism Common name | Allergen name Description Genlnfo
identifier
144 Arachis hypogaea Peanut Arah?2 allergen Ara h 2 isoform [Arachis hypogaea] 31322017
145 Arachis hypogaea Peanut Arah 2.02 allergen Ara h 2.02 [Arachis hypogaea] 26245447
146 Arachis hypogaea Peanut Unassigned profilin [Arachis hypogaeal] 284810529
147 Arachis hypogaea Peanut Arah5 profilin [Arachis hypogaeal] 5902968
148 Arachis hypogaea Peanut Unassigned RecN.ame: Full=Conglutin; AltName: Allergen=Ara h 6; 75114094
Flags: Precursor

149 Arachis hypogaea Peanut Unassigned Chain A, Allergen Arah6 From Peanut (Arachis Hypogaea) (159163254
150 Arachis hypogaea Peanut Unassigned conglutin [Arachis hypogaea] 17225991
151 Arachis hypogaea Peanut Arah6 allergen Arah6 [Arachis hypogaea] 5923742
152 Arachis hypogaea Peanut Unassigned Ara h 7 allergen precursor [Arachis hypogaea] 158121995
153 Arachis hypogaea Peanut Arah7 allergen [Arachis hypogaea] 5931948
154 Arachis hypogaea Peanut Unassigned pathogenesis-related protein 10 [Arachis hypogaea] 110676574
155 Arachis hypogaea Peanut Unassigned Ara h 8 allergen isoform 3 [Arachis hypogaea] 169786740
156 Arachis hypogaea Peanut Unassigned Ara h 8 allergen isoform [Arachis hypogaea] 145904610
157 Arachis hypogaea Peanut Arah8 Ara h 8 allergen [Arachis hypogaea] 37499626
158 Arachis hypogaea Peanut Unassigned LTP isoallergen 2 [Arachis hypogaea] 161610580
159 Arachis hypogaea Peanut Unassigned LTP isoallergen 1 precursor [Arachis hypogaea] 161087230
160 Arachis hypogaea Peanut Unassigned Ara h 3 allergen [Arachis hypogaea] 312233065
161 Arachis hypogaea Peanut Unassigned ghaln A, Crystal Structure Of Peanut Major Allergen Ara H 294036293
162 Arachis hypogaea Peanut Unassigned arachin Arah3 isoform [Arachis hypogaea] 199732457
163 Arachis hypogaea Peanut Unassigned iso-Ara h3 [Arachis hypogaea] 112380623
164 Arachis hypogaea Peanut Unassigned trypsin inhibitor [Arachis hypogaea] 22135348
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165 Arachis hypogaea Peanut Unassigned allergen Arah3/Arah4 [Arachis hypogaea] 21314465
166 Arachis hypogaea Peanut Arah4 glycinin [Arachis hypogaea] 5712199
167 Arachis hypogaea Peanut Arah3 glycinin [Arachis hypogaea] 3703107
168 Argas reflexus European pigeon tick [Unassigned Cham A Crystal Structure Of Arg R 1 In Complex With 322812205
Histamine

169 Argas reflexus European pigeon tick [Argr 1 Argr 1 precursor [Argas reflexus] 58371884
170 Artemisia vulgaris Mugwort Unassigned Amb a 1-like protein [Artemisia vulgaris] 62530263
171 Artemisia vulgaris Mugwort Artv1 major pollen allergen Art v 1 precursor [Artemisia vulgaris] 27818335
172 Artemisia vulgaris Mugwort Unassigned art v 2 allergen [Artemisia vulgaris] 148887203
173 Artemisia vulgaris Mugwort Unassigned Art v 3 allergen precursor [Artemisia vulgaris] 189544595
174 Artemisia vulgaris Mugwort Unassigned Art v 3.0301 allergen precursor [Artemisia vulgaris] 189544590
175 Artemisia vulgaris Mugwort Unassigned Art v 3 allergen precursor [Artemisia vulgaris] 189544584
176 Artemisia vulgaris Mugwort Unassigned Art v 3.0201 allergen precursor [Artemisia vulgaris] 189544578
177 Artemisia vulgaris Mugwort Unassigned \l:lg;spemflc lipid-transfer protein (LTP) (Pollen allergen Art 73621307
178 Artemisia vulgaris Mugwort Unassigned Profilin-2 (Pollen allergen Art v 4.02) 73621416
179 Artemisia vulgaris Mugwort Unassigned Profilin-1 (Pollen allergen Art v 4.01) 73621415
180 Arthroderma benhamiae Fungus Unassigned tri m 2 allergen [Arthroderma benhamiae] 23894244
181 Arthroderma benhamiae Fungus Unassigned tri m 2 allergen [Arthroderma benhamiae] 23894240
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182 Arthroderma benhamiae Fungus Unassigned tri m 4 allergen [Arthroderma benhamiae] 23894232
183 Arthroderma vanbreuseghemii |Fungus Unassigned allergen [Arthroderma vanbreuseghemii] 219687753
184 Ascaris lumbricoides Parasitic roundworm [Unassigned ABA-1 allergen [Ascaris lumbricoides] 2735104
185 Ascaris lumbricoides Parasitic roundworm [Unassigned ABA-1 allergen [Ascaris lumbricoides] 2735100
186 Ascaris lumbricoides Parasitic roundworm [Unassigned ABA-1 allergen [Ascaris lumbricoides] 2735118
187 Ascaris lumbricoides Parasitic roundworm [Unassigned ABA-1 allergen [Ascaris lumbricoides] 2735114
188 Ascaris lumbricoides Parasitic roundworm [Unassigned ABA-1 allergen [Ascaris lumbricoides] 2735112
189 Ascaris lumbricoides Parasitic roundworm [Unassigned ABA-1 allergen [Ascaris lumbricoides] 2735110
190 Ascaris lumbricoides Parasitic roundworm [Unassigned ABA-1 allergen [Ascaris lumbricoides] 2735108
191 Ascaris lumbricoides Parasitic roundworm [Unassigned ABA-1 allergen [Ascaris lumbricoides] 2735106
192 Ascaris lumbricoides Parasitic roundworm [Unassigned ABA-1 allergen [Ascaris lumbricoides] 2735102
193 Ascaris lumbricoides Parasitic roundworm [Unassigned ABA-1 allergen [Ascaris lumbricoides] 2735098
194 Ascaris lumbricoides Parasitic roundworm [Unassigned ABA-1 allergen [Ascaris lumbricoides] 2735096
195 Ascaris lumbricoides Parasitic roundworm [Unassigned tropomyosin [Ascaris lumbricoides] 224016002
196 Ascaris suum Parasitic roundworm [Unassigned gvg?gighe Solution Structure Of Aba-1a Saturated With 343197079
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ABA-1 polyprotein precursor (Body fluid allergen 1)
(Allergen Asc s 1) (Nematode polyprotein allergen ABA-1)
197 Ascaris suum Parasitic roundworm [Ascs 1 (NPA ABA-1) [Contains: ABA-1B1 repeat unit; ABA-1A4 |77416849
repeat unit; ABA-1A3 repeat unit; ABA-1A2 repeat unit;
ABA-1A1 repeat unit; C-terminal extensi
major allergen ABA-1=TBA-1 allergen homolog {N-
198 Ascaris suum Parasitic roundworm [Ascs 1 terminal} [Ascaris suum, pseudocoelomic body fluid, Peptide |299550
Partial, 68 aa]
199 Aspergillus flavus Fungus Unassigned Allergen Asp fl 1 74665726
. . . Ribonuclease mitogillin precursor (Major allergen Asp f 1)
200 Aspergillus fumigatus Fungus Unassigned (Asp f 1) (Allergen I/a) (IgE-binding ribotoxin) 54039254
201 Aspergillus fumigatus Fungus Aspfl major allergen | 18kDa antigen [Aspergillus fumigatus] 9280360
202 Aspergillus fumigatus Fungus Aspfl Aspfl allergen [Aspergillus fumigatus] 3021324
203 Aspergillus fumigatus Fungus Asp f 10 aspergillopepsin i [Aspergillus fumigatus] 963013
204 Aspergillus fumigatus Fungus Aspfll PPlase [Aspergillus fumigatus] 5019414
. . Heat shock protein 90 (Heat shock protein hspl) (65 kDa
205 Aspergillus fumigatus Fungus Asp f12 IgE-binding protein) (Allergen Asp f 12) 83303658
206 Aspergillus fumigatus Fungus Asp f2 Major allergen Asp f 2 precursor (Asp f I1) 83300352
207 Aspergillus fumigatus Fungus Asp 2 Asp FIl [Aspergillus fumigatus] 664852
208 |Aspergillus fumigatus Fungus Unassigned Enolase (2-phosphoglycerate dehydratase) (2-phospho-D- | g494546

glycerate hydro-lyase) (Allergen Asp f 22)
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209 Aspergillus fumigatus Fungus Asp 22 enolase [Aspergillus fumigatus] 13925873
210 Aspergillus fumigatus Fungus Aspf3 peroxisomal-like protein [Aspergillus fumigatus] 2769700
211 Aspergillus fumigatus Fungus Unassigned Allergen Asp f 4 precursor 83300369
212 Aspergillus fumigatus Fungus Aspfd rAsp f 4 [Aspergillus fumigatus] 3005839
. . . Superoxide dismutase [Mn], mitochondrial precursor
213 Aspergillus fumigatus Fungus Unassigned (Allergen Asp  6) 83305645
214 Aspergillus fumigatus Fungus Asp f6 manganese superoxide dismutase [Aspergillus fumigatus] 1648970
215 Aspergillus fumigatus Fungus Asp f7 Allergen Asp f 7 precursor 83300389
216 Aspergillus fumigatus Fungus Unassigned 60S acidic ribosomal protein P2 (Allergen Asp f 8) (AfP2)  [83305635
217 Aspergillus fumigatus Fungus Aspf8 rAsp f 8 [Aspergillus fumigatus] 6686524
. . . Probable glycosidase crfl precursor (Crh-like protein)

218 Aspergillus fumigatus Fungus Unassigned (Allergen Asp f 9) 85540942
219 Aspergillus fumigatus Fungus Unassigned 60S ribosomal protein L3 (Allergen Asp f 23) 83305621
220 Aspergillus fumigatus Fungus Unassigned large subunit ribosomal protein L3 [Aspergillus fumigatus] 121215170
221 Aspergillus fumigatus Fungus Unassigned cellular serine proteinase [Aspergillus fumigatus] 2143220
222 Aspergillus fumigatus Af293 Fungus Unassigned major allergen Asp F2 [Aspergillus fumigatus Af293] 66849502
223 Aspergillus fumigatus Af293 Fungus Unassigned allergen Asp F3 [Aspergillus fumigatus Af293] 66845476
224 Aspergillus fumigatus Af293 Fungus Unassigned allergen Asp F4 [Aspergillus fumigatus Af293] 66847146
225 Aspergillus niger Fungus Aspn 14 beta-xylosidase [Aspergillus niger] 4235093
226 Aspergillus niger Fungus Asp n 14 xylosidase [Aspergillus niger] 2181180
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227 Aspergillus niger Fungus Unassigned serine protease 289172
. Alpha-amylase A type-1/2 precursor (Taka-amylase A)
228 Aspergillus oryzae Fungus Asp o 21 (TAA) (1,4-alpha-D-glucan glucanohydrolase) 94706935
. Oryzin precursor (Alkaline proteinase) (ALP) (Aspergillus
229 Aspergillus oryzae Fungus Aspo 13 proteinase B) (Aspergillopeptidase B) 129235
230 Bacillus lentus Unassigned RecName: Full=Subtilisin Savinase; AltName: Full=Alkaline 267048
protease
231 Bacillus licheniformis Unassigned subtilisin precursor [Bacillus licheniformis] 11127680
232 Bacillus licheniformis Unassigned RecName: Full=Subtilisin Carlsberg; Flags: Precursor 135016
233 Bacillus sp. Unassigned prepro AprM [Bacillus sp.] 1225905
234 Balanus rostratus Unassigned tropomyosin [Balanus rostratus] 125659386
235 Batillus cornutus Japanese turban shell |Unassigned tropomyosin [Turbo cornutus] 219806588
236 Batillus cornutus Japanese turban shell |Unassigned [Segment 2 of 6] Tropomyosin (Major allergen Tur ¢ 1) 47117351
237 Batillus cornutus Japanese turban shell |Unassigned [Segment 1 of 6] Tropomyosin (Major allergen Tur ¢ 1) 47117350
238 Bertholletia excelsa Brazil nut Bere 2 11S globulin [Bertholletia excelsa] 30313867
239 Bertholletia excelsa Brazil nut Bere 1 i)S sulfur-rich seed storage protein precursor (Allergen Ber e 112754
240 Bertholletia excelsa Brazil nut Unassigned 2S albumin [Bertholletia excelsa] 17713
241 Betula pendula European white birch [Unassigned Chain A, Birch Pollen Profilin 157830684
242 Betula pendula European white birch [Bet v 2 Profilin (Pollen allergen Bet v 2) (Bet v I1) 130975

Report Number: SSB-165-12

Page 36 of 417




Entry Organism Common name | Allergen name Description Genlnfo
identifier
243 Betula pendula European white birch [Betv 1 Chain A, Birch Pollen Allergen Bet V 1 159162097
244 Betula pendula European white birch [Bet v 1 Major pollen allergen Bet v 1-A (Allergen Bet v I-A) 114922
245 Betula pendula European white birch |Bet v 1f/I Major pollen allergen Bet v 1-F/I (Bet v I-F/I) 1168705
246 Betula pendula European white birch [Bet v 1.0501 Major pollen allergen Bet v 1-E (Bet v I-E) 1168704
247 Betula pendula European white birch [Betv 1 Major pollen allergen Bet v 1-D/H (Bet v I-D/H) 1168703
248 Betula pendula European white birch [Bet v 1.0301 Major pollen allergen Bet v 1-C (Bet v I-C) 1168702
249 Betula pendula European white birch [Bet v 1.0201 Major pollen allergen Bet v 1-B (Bet v 1-B) 1168701
250 Betula pendula European white birch [Bet v 1m/n Major pollen allergen Bet v 1-M/N (Bet v I-M/N) 1168710
251 Betula pendula European white birch [Bet v 1.0901 Major pollen allergen Bet v 1-K (Bet v I-K) 1168708
252 Betula pendula European white birch [Bet v 1.0801 Major pollen allergen Bet v 1-J (Bet v 1-J) 1168707
253 Betula pendula European white birch [Bet v 1.0701 Major pollen allergen Bet v 1-G (Bet v I-G) 1168706
254 Betula pendula European white birch [Bet v 1.1001 Major pollen allergen Bet v 1-L (Bet v I-L) 1168709
255 Betula pendula European white birch [Unassigned pollen allergen Betv1, isoform at14 [Betula pendula] 4006947
256 Betula pendula European white birch [Unassigned pollen allergen Betv1, isoform at87 [Betula pendula] 4006963
257 Betula pendula European white birch [Unassigned Bet v I=major allergen [Betula verrucosa=birch trees, pollen, 239734

Peptide Partial, 43 aa]
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258 Betula pendula European white birch [Betv 1 Chain A, Birch Pollen Allergen Bet V 1 Mutant E45s 38492423
259 Betula pendula European white birch [Bet v 1x allergen Bet v 1x [Betula pendula] 30908931
260 Betula pendula European white birch [Betv 1 (E:gglsn lf‘l'ogg(:h Pollen Allergen Bet V 1 Mutant N28t, K32q, 11514622
261 Betula pendula European white birch [bet v 1 b3 isoallergen bet v 1 b3 [Betula pendula] 4590396
262 Betula pendula European white birch [Bet v 1 b2 isoallergen Bet v 1 b2 [Betula pendula] 4590394
263 Betula pendula European white birch [Betv 1 bl isoallergen bet v 1 b1 [Betula pendula] 4590392
264 Betula pendula European white birch [Betv 1 pollen allergen, Betv1 [Betula pendula] 4376222
265 Betula pendula European white birch [Bet v 1 pollen allergen, Betvl [Betula pendula] 4376221
266 Betula pendula European white birch [Betv 1 pollen allergen, Betvl [Betula pendula] 4376220
267 Betula pendula European white birch [Betv 1 pollen allergen, Betv1 [Betula pendula] 4376219
268 Betula pendula European white birch [Bet v 1 pollen allergen, Betvl [Betula pendula] 4376216
269 Betula pendula European white birch [Betv 1 pollen allergen Betv1, isoform at7 [Betula pendula] 4006967
270 Betula pendula European white birch [Bet v 1 pollen allergen Betv1l, isoform at5 [Betula pendula] 4006965
271 Betula pendula European white birch [Bet v 1 pollen allergen Betv1, isoform at59 [Betula pendula] 4006961
272 Betula pendula European white birch [Bet v 1 pollen allergen Betv1, isoform at50 [Betula pendula] 4006959
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273 Betula pendula European white birch [Betv 1 pollen allergen Betv1, isoform at45 [Betula pendula] 4006957
274 Betula pendula European white birch [Bet v 1 pollen allergen Betv1, isoform at42 [Betula pendula] 4006955
275 Betula pendula European white birch [Betv 1 pollen allergen Betv1, isoform at37 [Betula pendula] 4006953
276 Betula pendula European white birch [Betv 1 pollen allergen Betv1, isoform at10 [Betula pendula] 4006945
277 Betula pendula European white birch [Betv 1 pollen allergen Betv1, isoform at8 [Betula pendula] 4006928
278 Betula pendula European white birch [Betv 1 pollen allergen Betv1 [Betula pendula] 2564228
279 Betula pendula European white birch [Betv 1 pollen allergen Betv1 [Betula pendula] 2564224
280 Betula pendula European white birch [Bet v 1 pollen allergen Betv1 [Betula pendula] 2564222
281 Betula pendula European white birch [Betv 1 pollen allergen Betv1 [Betula pendula] 2564220
282 Betula pendula European white birch [Bet v 1.2301 major allergen Bet v 1 [Betula pendula] 2414158
283 Betula pendula European white birch [Bet v 1.3001 pollen allergen Bet v 1 [Betula pendula] 1542873
284 Betula pendula European white birch [Bet v 1.2901 pollen allergen Bet v 1 [Betula pendula] 1542871
285 Betula pendula European white birch [Bet v 1.2801 pollen allergen Bet v 1 [Betula pendula] 1542869
286 Betula pendula European white birch [Bet v 1.2701 pollen allergen Bet v 1 [Betula pendula] 1542867
287 Betula pendula European white birch [Bet v 1.2601 pollen allergen Bet v 1 [Betula pendula] 1542865
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288 Betula pendula European white birch [Bet v 1.2501 pollen allergen Bet v 1 [Betula pendula] 1542863
289 Betula pendula European white birch [Bet v 1.2401 pollen allergen Bet v 1 [Betula pendula] 1542861
290 Betula pendula European white birch [Bet v 1.2201 major allergen Bet v 1 [Betula pendula] 1321728
291 Betula pendula European white birch [Bet v 1.2101 major allergen Bet v 1 [Betula pendula] 1321726
292 Betula pendula European white birch [Bet v 1.2001 major allergen Bet v 1 [Betula pendula] 1321724
293 Betula pendula European white birch [Bet v 1.1901 major allergen Bet v 1 [Betula pendula] 1321722
294 Betula pendula European white birch [Bet v 1.1502 major allergen Bet v 1 [Betula pendula] 1321720
295 Betula pendula European white birch [Bet v 1.1801 major allergen Bet v 1 [Betula pendula] 1321718
296 Betula pendula European white birch [Bet v 1.1701 major allergen Bet v 1 [Betula pendula] 1321716
297 Betula pendula European white birch [Bet v 1.1601 major allergen Bet v 1 [Betula pendula] 1321714
298 Betula pendula European white birch [Bet v 1 1-Scl [Betula pendula] 534910
299 Betula pendula European white birch [Betv 1 1 Sc2 [Betula pendula] 534900
300 Betula pendula European white birch [Betv 1 1 Sc-3 [Betula pendula] 534898
301 Betula pendula European white birch [Bet v 1 ?;fa{g:nz?]![;en allergen Bet v | - European white birch 320545
302 Betula pendula European white birch [Unassigned major pollen allergen Bet v 11 - European white birch 320546

(fragment)
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303 Betula pendula European white birch [Bet v 3 Calcium-binding allergen Bet v 3 (Bet v I11) 1168696
304 Betula pendula European white birch [Bet v 4 Polcalcin Bet v 4 (Calcium-binding pollen allergen Bet v 4) 114423850
305 Betula pendula European white birch [Bet v 6.0102 ?gg{gfanggrdoj::i/one reductase-like protein Bet v 6.0102 10764491
306 Betula pendula European white birch [Bet v 7 peptidylprolyl isomerase (cyclophilin) [Betula pendula] 21886603
307 Betula platyphylla Japanese white birch |Unassigned Bet vl jap3 [Betula platyphylla] 12583685
308 Betula platyphylla Japanese white birch |Unassigned Bet vl jap2 [Betula platyphylla] 12583683
309 Betula platyphylla Japanese white birch |Unassigned Bet vl japl [Betula platyphylla] 12583681
310 Betula sp. Birch Unassigned ;s;}allergen {N-terminal} [birch, pollen, Peptide Partial, 51 298736
311 Betula sp. Birch Unassigned ;sa(}allergen {N-terminal} [birch, pollen, Peptide Partial, 51 298737
312 Blattella germanica German cockroach  |Blag 1.0101 major allergen Bla g 1.0101 [Blattella germanica] 4572592
313 Blattella germanica German cockroach  |Blag 1.02 major allergen Bla g 1.02 [Blattella germanica] 4240395
314 Blattella germanica German cockroach  |Unassigned Sf:?;in A, Crystal Structure Of Bla G 2 Complexed With Fab 315113421
315 Blattella germanica German cockroach  |Unassigned Bla g 2 allergen variant [Blattella germanica] 145105726
316 Blattella germanica German cockroach  |Blag 2 Aspartic protease Bla g 2 precursor (Allergen Bla g 1) 1703445
317 Blattella germanica German cockroach  |Unassigned Chain A, The Structure Of Mutant (N93q) Of Bla G 2 62738637
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318 Blattella germanica German cockroach  |Unassigned Bla g 4 isoallergen 2 [Blattella germanica] 194350817
319 Blattella germanica German cockroach  |Unassigned Bla g 4 isoallergen 1 [Blattella germanica] 194350815
320 Blattella germanica German cockroach  |Unassigned Bla g 4 allergen [Blattella germanica] 212675308
321 Blattella germanica German cockroach  |Unassigned Bla g 4 allergen [Blattella germanica] 144952778
322 Blattella germanica German cockroach |Blag4 allergen Bla g 4 1166573
323 Blattella germanica German cockroach  |Unassigned Bla g 5 variant allergen [Blattella germanica] 144952780
324 Blattella germanica German cockroach  |Unassigned (éllztgatg)ione S-transferase (GST class-sigma) (Major allergen 6225491
325 Blattella germanica German cockroach  |Unassigned allergen Bla g 6.0301 [Blattella germanica] 82704036
326 Blattella germanica German cockroach  |Unassigned allergen Bla g 6.0201 [Blattella germanica] 82704034
327 Blattella germanica German cockroach  |Unassigned allergen Bla g 6.0101 [Blattella germanica] 82704032
328 Blattella germanica German cockroach  |Unassigned delta class glutathione S-transferase [Blattella germanica] 161137518
329 Blattella germanica German cockroach  |Unassigned tropomyosin [Blattella germanica] 8101069
330 Blattella germanica German cockroach  |Unassigned gSrIr(r(]j;n?(!Le:r%eer:rgr;ipéi)dcekrl(?jc-r}els?}P£Bp:?(§fIF!:rtial, 25 aa] 544619
331 Blattella germanica German cockroach  |Unassigned 36 kda allergen {peptide 143-111} [Blattella 544618

germanica=German cockroaches, Peptide Partial, 20 aa]
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332 Blomia tropicalis Mite Blotl cysteine protease precursor [Blomia tropicalis] 14276828
333 Blomia tropicalis Mite Unassigned Blo t 1.02 [Blomia tropicalis] Manual Entry 2
334 Blomia tropicalis Mite Unassigned Blo t 1 allergen [Blomia tropicalis] 33667928
335 Blomia tropicalis Mite Unassigned group 10 allergen Blo t 10 [Blomia tropicalis] 156938889
336 Blomia tropicalis Mite Blot1l paramyosin allergen [Blomia tropicalis] 21954740
337 Blomia tropicalis Mite Unassigned Fatty acid-binding protein (Allergen Blo t 13) (Bt6) 14423698
338 Blomia tropicalis Mite Unassigned Blo t 13 allergen [Blomia tropicalis] 37958153
339 Blomia tropicalis Mite Unassigned Blo t 21 allergen [Blomia tropicalis] 111494253
340 Blomia tropicalis Mite Unassigned Blo t 21 allergen [Blomia tropicalis] 111120432
341 Blomia tropicalis Mite Unassigned Blo t 21 allergen [Blomia tropicalis] 111120428
342 Blomia tropicalis Mite Unassigned Blo t 21 allergen [Blomia tropicalis] 111120424
343 Blomia tropicalis Mite Unassigned Blo t 21 allergen [Blomia tropicalis] 111120420
344 Blomia tropicalis Mite Unassigned Blo t 3 allergen [Blomia tropicalis] 33667930
345 Blomia tropicalis Mite Unassigned trypsin [Blomia tropicalis] 25989482
346 Blomia tropicalis Mite Unassigned Chain A, Nmr SOIUt'(.)n Stru&_:tur_e Of Blo T'5, A Major Mite 160285626
Allergen From Blomia Tropicalis
347 Blomia tropicalis Mite Unassigned Blo t 5 allergen [Blomia tropicalis] 111120450
348 Blomia tropicalis Mite Unassigned Blo t 5 allergen [Blomia tropicalis] 111120436
349 Blomia tropicalis Mite Blot5 major IgE-binding protein Blo t 5 [Blomia tropicalis] 4204917
RecName: Full=Phospholipase A2; AltName:
350 Bombus pennsylvanicus Bumblebee Unassigned Full=Phosphatidylcholine 2-acylhydrolase; AltName: 47117013

Allergen=Bomp 1
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351 Bombus pennsylvanicus Bumblebee Unassigned AI?ecName: Full=Venom protease; AltName: Allergen=Bom p 75009997
352 Bombus terrestris Bumblebee Unassigned Phospholipase A2 (Phosphatidylcholine 2-acylhydrolase) 14423832
(Allergen Bomt 1)
353 Bombus terrestris Bumblebee Unassigned AI?ecName: Full=Venom protease; AltName: Allergen=Bom t 313471465
354 Bombyx mori Silkworm Unassigned arginine kinase [Bombyx mori] 204324083
355 Bos taurus Bovine Unassigned alpha S1 casein [Bos taurus] 159793217
356 Bos taurus Bovine Unassigned alpha S1 casein [Bos taurus] 159793201
357 Bos taurus Bovine Unassigned alpha S1 casein [Bos taurus] 159793197
358 Bos taurus Bovine Unassigned alpha-s1-casein 162927
359 Bos taurus Bovine Unassigned alpha-S1-casein 162794
360 Bos taurus Bovine Unassigned alpha-s1-casein precursor 162792
361 Bos taurus Bovine Unassigned alpha-s1-casein 162650
362 Bos taurus Bovine Unassigned alpha-s2-like casein precursor 162929
363 Bos taurus Bovine Unassigned beta-casein A3 [Bos taurus] 459292
364 Bos taurus Bovine Unassigned beta-casein precursor 162931
365 Bos taurus Bovine Unassigned beta-casein 162805
366 Bos taurus Bovine Unassigned beta-casein precursor 162797
. . Allergen Bos d 2 precursor (Dander major allergen BDA20)
367 Bos taurus Bovine Unassigned (Dermal allergen BDA20) 2497701
S100 calcium-binding protein A7 (Allergen Bos d 3) (Dander
368 Bos taurus Bovine Bosd 3 minor allergen BDA11) (Dermal allergen BDA11) (Calcium- |2493414

binding protein in amniotic fluid 2) (CAAF2)
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369 Bos taurus Bovine Unassigned Alpha-lactalbumin precursor (Lactose synthase B protein) 195996
(Allergen Bos d 4)
370 Bos taurus Bovine Bosd 4 alpha-lactalbumin [Bos taurus] 295774
371 Bos taurus Bovine Unassigned major allergen beta-lactoglobulin [Bos taurus] 195957138
372 Bos taurus Bovine Unassigned Beta-lactoglobulin precursor (Beta-LG) (Allergen Bosd 5) [125910
373 Bos taurus Bovine Unassigned beta-lactoglobulin 162750
374 Bos taurus Bovine Bosd 5 beta-lactoglobulin [Bos taurus] 520
. . RecName: Full=Serum albumin; AltName: Full=BSA;
375 Bos taurus Bovine Unassigned AltName: Allergen=Bos d 6; Flags: Precursor 1351907
376 Bos taurus Bovine Unassigned bovine serum albumin [Bos taurus] 3336842
377 Bos taurus Bovine Unassigned collagen alpha-2(l) chain precursor [Bos taurus] 27806257
378 Bos taurus Bovine Unassigned kappa-casein precursor 162811
379 Bos taurus Bovine Unassigned lactotransferrin [Bos taurus] 30794292
380 Brassica juncea Mustard Braj1l Allergen _Br.aj 1-E (Bra] I? [Contains: AI_Iergen Braj1-E 32363444
small chain; Allergen Bra j 1-E large chain]
. Napin-3 (Napin Bnlll) (Napin nlll) (1.7S seed storage
381 Brassica napus Rape Branl protein) [Contains: Napin-3 small chain; Napin-3 large chain] 75107016
382 Brassica napus Rape Unassigned Polcalcin Bra n 1 (Calcium-binding pollen allergen Bran 1) 159800143
383 Brassica napus Rape Unassigned recombinant Ib pronapin precursor [Brassica napus] 26985163
384 Brassica napus Rape Unassigned Polcalcin Bra n 2 (Calcium-binding pollen allergen Bran 2) 159800145
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385 Brassica napus Rape Unassigned pollen allergen group 1l (clone 44) - rape 2129802
386 Brassica napus Rape Unassigned pollen allergen group 1l (clone 42) - rape 2129801
387 Brassica oleracea Cabbage Unassigned LTP Bra o 3 [Brassica oleracea] Manual Entry 1
388 Brassica rapa Turnip Unassigned pollen allergen group 1l (clone 4) - turnip (fragment) 2129805
389 Brassica rapa subsp. rapa Turnip Unassigned Chitin-binding allergen Bra r 2 32363456
390 Brassica rapa subsp. rapa Turnip Unassigned Polcalcin Bra r 1 (Calcium-binding pollen allergen Brar 1) |59800144
391 Brassica rapa subsp. rapa Turnip Unassigned Polcalcin Bra r 2 (Calcium-binding pollen allergen Brar 2) 159800146
392 Candida albicans Yeast Canda3 29 kDa IgE-binging protein [Candida albicans] 37548637
393  |Candida albicans Yeast Unassigned Enolase 1 (2-phosphoglycerate dehydratase) (2-phospho-D- 555
glycerate hydro-lyase)
394 Canis familiaris Dog Canfl Major allergen Can f 1 precursor (Allergen Dog 1) 3121745
395 Canis familiaris Dog Canf2 precursor Can f 11 [Canis familiaris] 29292274
396 Canis familiaris Dog Canf2 precursor Can f 11 [Canis familiaris] 29292272
397 Canis familiaris Dog Canf2 Minor allergen Can f 2 precursor (Allergen Dog 2) 3121746
398 Canis familiaris Dog Canf3 albumin [Canis familiaris] 6687188
399 Canis familiaris Dog Canf3 albumin [Canis familiaris] 3319897
400 Canis familiaris Dog Canf3 albumin [Canis familiaris] 633938
401 Canis familiaris Dog Unassigned allergen Can f 4 precursor [Canis lupus familiaris] 262232390
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402 Capsicum annuum Bell pepper Capa?2 profilin [Capsicum annuum] 16555785
403 Carica papaya Papaya Unassigned i’;\paln precursor (Papaya proteinase 1) (PPI) (Allergen Car p 129614
group 2 Car b 1=isoallergenic variant [Carpinus
404 Carpinus betulus Hornbeam Unassigned betulus=hornbeams, pollen, Peptide Recombinant Partial, 80 (1008580
aa]
group 1 Car b 1=isoallergenic variant [Carpinus
405 Carpinus betulus Hornbeam Unassigned betulus=hornbeams, pollen, Peptide Recombinant Partial, 80 (1008579
aa]
group 1 Car b 1=isoallergenic variant [Carpinus
406 Carpinus betulus Hornbeam Unassigned betulus=hornbeams, pollen, Peptide Recombinant Partial, 80 (1008578
aa]
407 Carpinus betulus Hornbeam Unassigned pollen allergen Car b 1 isoform [Carpinus betulus] 167472839
408 Carpinus betulus Hornbeam Unassigned pollen allergen Car b 1 isoform [Carpinus betulus] 167472841
409 Carpinus betulus Hornbeam Unassigned pollen allergen Car b 1 isoform [Carpinus betulus] 167472843
410 Carpinus betulus Hornbeam Unassigned pollen allergen Car b 1 isoform [Carpinus betulus] 167472837
411 Carpinus betulus Hornbeam Unassigned pollen allergen Car b 1 isoform [Carpinus betulus] 167472845
412 Carpinus betulus Hornbeam Unassigned Car b I:maj_or aIIergen [Carpinus betulus=hornbeam trees, 239735
pollen, Peptide Partial, 40 aa]
413 Carpinus betulus Hornbeam Car b 1.0302 pollen allergen Car b 1 [Carpinus betulus] 1545897
414 Carpinus betulus Hornbeam Car b 1.0301 pollen allergen Car b 1 [Carpinus betulus] 1545895
415 Carpinus betulus Hornbeam Car b 1.0108 pollen allergen Car b 1 [Carpinus betulus] 1545893
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416 Carpinus betulus Hornbeam Carb1l pollen allergen Car b 1 [Carpinus betulus] 1545891
417 Carpinus betulus Hornbeam Car b 1.0105 pollen allergen Car b 1 [Carpinus betulus] 1545887
418 Carpinus betulus Hornbeam Car b 1.0104 pollen allergen Car b 1 [Carpinus betulus] 1545879
419 Carpinus betulus Hornbeam Car b 1.0104 pollen allergen Car b 1 [Carpinus betulus] 1545877
420 Carpinus betulus Hornbeam Car b 1.0103 pollen allergen Car b 1 [Carpinus betulus] 1545875
421 Carpinus betulus Hornbeam Carb1l Major pollen allergen Car b 1 isoform 2 (Car b 1) 730049
422 Carpinus betulus Hornbeam Carb1l Major pollen allergen Car b 1 isoforms 1A and 1B (Car B 1) |730048
423 Carpinus betulus Hornbeam Carb1l Car b | [Carpinus betulus] 402745
424 Castanea sativa European chestnut Unassigned Cas s 1 pollen allergen [Castanea sativa] 212291468
425 Castanea sativa European chestnut Unassigned Cas s 1 pollen allergen [Castanea sativa] 212291464
426 Castanea sativa European chestnut Unassigned Cas s 1 pollen allergen [Castanea sativa] 212291466
427 Castanea sativa European chestnut Cass1 yprl0 [Castanea sativa] 16555781
428 Castanea sativa European chestnut Unassigned class I chitinase isoform 2 [Castanea sativa] 307159110
429 Castanea sativa European chestnut Cass5 chitinase Ib [Castanea sativa] 1359600
430 Cavia porcellus Domestic guinea pig [Cavp 1l Major urinary protein (MUP) (Allergen Cav p 1) 32469617
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431 Cavia porcellus Domestic guinea pig [Unassigned allergen lipocalin Cav p 2.0101 precursor [Cavia porcellus] 325910590
432 Cavia porcellus Domestic guinea pig [Unassigned allergen lipocalin Cav p 3.0101 precursor [Cavia porcellus] 325910592
433 Chamaecyparis obtusa Japanese cypress Unassigned Major pollen allergen Cha o 1 precursor 9087163
434 Chamaecyparis obtusa Japanese cypress Unassigned pollen allergen [Chamaecyparis obtusa] 114841683
435 Chamaecyparis obtusa Japanese cypress Unassigned Polygalacturonase precursor (PG) (Pectinase) (Major pollen 47606004
allergen Cha o 2)
436 Charybdis feriatus Crab Chafl Tropomyosin (Allergen Cha f 1) (Cha f 1) 14285800
437 Chenopodium album Pigweed Unassigned Pollen allergen Che a 1 precursor 47605504
438 Chenopodium album Pigweed Unassigned Che a 2 pollen allergen [Chenopodium album] 238886048
439 Chenopodium album Pigweed Chea?2 pollen allergen Che a 2 [Chenopodium album] 29465666
440 Chenopodium album Pigweed Chea3 pollen allergen Che a 3 [Chenopodium album] 29465668
441 Chionoecetes opilio Snow Crab Unassigned RecNamg: FuII=Tr9pomy95|n; AIt_Name_: Full=Tropomyosin, 308191588
slow-tonic isoform; Short=Tm-Chio-tonic
442 Chironomus kiiensis Midge Unassigned Tropomyosin (Allergen Chi k 10) 42559556
443 Chironomus thummi thummi Midge Chit1.02 Globin CTT-IV precursor 121227
444 Chironomus thummi thummi Midge Chit1.01 Globin CTT-II precursor (Erythrocruorin 1) 121219
445 Chironomus thummi thummi Midge Chit2 Globin CTT-I/CTT-IA precursor (Erythrocruorin) 2506460
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446 Chironomus thummi thummi Midge Chit3 Globin CTT-II beta precursor 1707908
447 Chironomus thummi thummi Midge Chit4 Globin CTT-IIA 121256
448 Chironomus thummi thummi Midge Chith Globin CTT-VI precursor 2506461
449 Chironomus thummi thummi Midge Chit7 Globin CTT-VIIB-5/CTT-VIIB-9 precursor 56405054
450 Chironomus thummi thummi Midge Chit7 Globin CTT-VIIB-4 precursor (Erythrocruorin) 56405052
451 Chironomus thummi thummi Midge Chit7 Globin CTT-VIIB-7 precursor 121249
452 Chironomus thummi thummi Midge Chit7 Globin CTT-VIIB-6 precursor 121248
453 Chironomus thummi thummi Midge Chit7 Globin CTT-VIIB-3 precursor 121244
454 Chironomus thummi thummi Midge Chit8 Globin CTT-VIII 121237
455 Chironomus thummi thummi Midge Chit9 Globin CTT-X 121259
456 Citrus limon Lemon Unassigned Nonspecific lipid-transfer protein (LTP) (Allergen Cit | 3) 52783176
457 Citrus sinensis Navel orange Unassigned Germin-like protein (Allergen Cit s 1) 52782810
458 Citrus sinensis Navel orange Unassigned RecName: Full=Profilin; AltName: Allergen=Cit s 2 261260074
459 Citrus sinensis Navel orange Cits3 lipid transfer protein [Citrus sinensis] 50199132
460 Citrus sinensis Navel orange Unassigned ?l:l.grigrie)cific lipid-transfer protein (LTP) (Allergen Cit s 52783177
461 Cladosporium cladosporioides Unassigned vacuolar serine protease [Cladosporium cladosporioides] 148361511
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462 Cochliobolus lunatus Unassigned Cytochrome ¢ 20137645
463 Cochliobolus lunatus Curl2.01 enolase [Curvularia lunata] 14585753
464 Coprinus comatus Shaggy mane Copcl Cop c1 allergen [Coprinus comatus] 4538529
465 Corylus avellana European hazelnut  [Coral :\)/Iajor pollen allergen Cor a 1 isoforms 5, 6, 11 and 16 (Cor a 584968
466 Corylus avellana European hazelnut  [Cor a 1.0404 major allergen variant Cor a 1.0404 [Corylus avellana] 11762106
467 Corylus avellana European hazelnut  |Cor a 1.0403 major allergen variant Cor a 1.0403 [Corylus avellana] 11762104
468 Corylus avellana European hazelnut  |Cor a 1.0402 major allergen variant Cor a 1.0402 [Corylus avellana] 11762102
469 Corylus avellana European hazelnut  |Cor a 1.0401 major allergen Cor a 1.0401 [Corylus avellana] 5726304
470 Corylus avellana European hazelnut  |Cor a 1.0301 major allergen Cor a 1 [Corylus avellana] 1321733
471 Corylus avellana European hazelnut  |Cor a 1.0201 major allergen Cor a 1 [Corylus avellana] 1321731
472 Corylus avellana European hazelnut  |Cor a 1.0102 major allergen [Corylus avellana] 22690
473 Corylus avellana European hazelnut  [Cor a 1.0104 major allergen [Corylus avellana] 22686
474 Corylus avellana European hazelnut  |Cor a 1.0103 major allergen [Corylus avellana] 22684
475 Corylus avellana European hazelnut  |Cor a 10 putative luminal binding protein [Corylus avellana] 10944737
476 Corylus avellana European hazelnut  [Cora 11 48-kDa glycoprotein precursor [Corylus avellana] 19338630
477 Corylus avellana European hazelnut  [Unassigned 2S albumin [Corylus avellana] 226437844
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478 Corylus avellana European hazelnut  |Cora?2 minor allergen hazelnut profilin [Corylus avellana] 12659208
479 Corylus avellana European hazelnut |Cora2 minor allergen hazelnut profilin [Corylus avellana] 12659206
480 Corylus avellana European hazelnut |Cora8 lipid transfer protein precursor [Corylus avellana] 13507262
481 Corylus avellana European hazelnut |Cora9 11S globulin-like protein [Corylus avellana] 18479082
482 Corylus avellana European hazelnut  [Unassigned oleosin [Corylus avellana] 29170509
483 Crangon crangon Unassigned tropomyosin [Crangon crangon] 238477263
484 Crangon crangon Unassigned arginine kinase [Crangon crangon] 238477265
485 Crangon crangon Unassigned sarcoplasmic calcium-binding protein [Crangon crangon] 238477327
486 Crangon crangon Unassigned myosin light chain [Crangon crangon] 238477331
487 Crangon crangon Unassigned troponin C [Crangon crangon] 238477333
488 Crangon crangon Unassigned triosephosphate isomerase [Crangon crangon] 238477329
489 Crassostrea gigas American oyster Unassigned tropomyosin [Crassostrea gigas] 219806594
490 Crassostrea gigas American oyster Unassigned tropomyosin [Crassostrea gigas] 15419048
491 Crassostrea virginica Eastern oyster Unassigned tropomyosin [Crassostrea virginica] 3668408
492 Crocus sativus Saffron crocus Unassigned profilin [Crocus sativus] 58700651
493 Cryptomeria japonica Japanese cedar Unassigned class IV chitinase [Cryptomeria japonica] 56550550
494 Cryptomeria japonica Japanese cedar Unassigned Cry j IB precursor [Cryptomeria japonica] 493634
495 Cryptomeria japonica Japanese cedar Cryj1 Sugi basic protein precursor (SBP) (Major allergen Cry j 1) 1173367

(Cryjl)
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496 Cryptomeria japonica Japanese cedar Cryj1 Cry j 1 precursor [Cryptomeria japonica] 19570315
497 Cryptomeria japonica Japanese cedar Unassigned allergen Cry j 2 [Cryptomeria japonica] 123299282
498 Cryptomeria japonica Japanese cedar Unassigned pollen allergen [Cryptomeria japonica] 114841671
499 Cryptomeria japonica Japanese cedar Unassigned pollen allergen [Cryptomeria japonica] 114841665
500 Cryptomeria japonica Japanese cedar Unassigned pollen allergen [Cryptomeria japonica] 114841663
501 Cryptomeria japonica Japanese cedar Unassigned pollen allergen [Cryptomeria japonica] 114841657
502 Cryptomeria japonica Japanese cedar Unassigned pollen allergen [Cryptomeria japonica] 114841653
503 Cryptomeria japonica Japanese cedar Unassigned pollen allergen [Cryptomeria japonica] 114841641
504 Cryptomeria japonica Japanese cedar Unassigned pollen allergen [Cryptomeria japonica] 114841635
505 Cryptomeria japonica Japanese cedar Unassigned pollen allergen [Cryptomeria japonica] 114841629
506 Cryptomeria japonica Japanese cedar Unassigned pollen allergen [Cryptomeria japonica] 114841617
507 Cryptomeria japonica Japanese cedar Unassigned pollen allergen [Cryptomeria japonica] 114841607
508 Cryptomeria japonica Japanese cedar Cryj2 allergen Cry j 2 [Cryptomeria japonica] 24898908
509 Cryptomeria japonica Japanese cedar Cryj?2 allergen Cry j 2 [Cryptomeria japonica] 24898906
510 Cryptomeria japonica Japanese cedar Cryj?2 allergen Cry j 2 [Cryptomeria japonica] 24898904
. . . Polygalacturonase precursor (PG) (Pectinase) (Major pollen

511 Cryptomeria japonica Japanese cedar Cryj2 allergen Cry j 2) (Cry j ) 1171004
512 Cryptomeria japonica Japanese cedar Unassigned ;Z?)gﬁ;/cc;qe reductase-like protein CJP-6 [Cryptomeria 19847822
513 Cryptomeria japonica Japanese cedar Unassigned pollen allergen CJP-8 [Cryptomeria japonica] 291621332
514 Cryptomeria japonica Japanese cedar Unassigned pollen allergen CPA63 [Cryptomeria japonica] 293329689
515 Cryptomeria japonica Japanese cedar Unassigned thaumatin-like protein [Cryptomeria japonica] 139002766
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516 Cucumis melo Muskmelon Unassigned Cucumisin precursor (Allergen Cuc m 1) 71153243
517 Cucumis melo Muskmelon Cucm?2 profilin [Cucumis melo] 58263793
518 Cucumis melo Muskmelon Cucm?2 profilin [Cucumis melo] 31559374
519 Cucumis melo Muskmelon cucm3 [Segment 3 of 3] Pathogenesis-related protein (PR-1) 46396598
(Allergen Cuc m 3)
520 Cucumis melo Muskmelon cuem 3 [Segment 2 of 3] Pathogenesis-related protein (PR-1) 46396597
(Allergen Cuc m 3)
591 Cucumis melo Muskmelon cucm3 [Segment 1 of 3] Pathogenesis-related protein (PR-1) 46396596
(Allergen Cuc m 3)
522 Cucumis melo var. inodorus Muskmelon Unassigned pathogen-related protein 1 [Cucumis melo var. inodorus] 171464770
523 Cucumis melo var. reticulatus |Netted muskmelon |Cuc m 2 profilin [Cucumis melo var. reticulatus] 57021110
524 Cupressus arizonica Avrizona Cypress Unassigned Major pollen allergen Cup a 1 9087167
525 Cupressus arizonica Arizona Cypress Unassigned major allergen Cup a 1 [Cupressus arizonica] 118197955
526 Cupressus arizonica Arizona Cypress Cupal putative allergen Cup a 1 [Cupressus arizonica] 19069497
527 Cupressus arizonica Arizona Cypress Unassigned Cup a 3 protein [Cupressus arizonica] 9929163
528 Cupressus arizonica Arizona Cypress Unassigned putative Cup a 4 allergen [Hesperocyparis arizonica] 261865475
529 Cupressus sempervirens g/ljsrléggranean Cup s 1.0105 Cup s 1 pollen allergen precursor [Cupressus sempervirens] (8101719
530 Cupressus sempervirens y;srléigranean Cup s 1.0104 Cup s 1 pollen allergen precursor [Cupressus sempervirens] (8101717
531 Cupressus sempervirens I(\:/I;F()Jlrl;:ranean Cup s 1.0103 Cup s 1 pollen allergen precursor [Cupressus sempervirens] (8101715
532 Cupressus sempervirens Mediterranean Cup s 1.0102 Cup s 1 pollen allergen precursor [Cupressus sempervirens] (8101713

Cypress
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533 Cupressus sempervirens I(\:/I;F()Jlrl;:ranean Cup s 1.0101 Cup s 1 pollen allergen precursor [Cupressus sempervirens] (8101711
534 Cupressus sempervirens Mediterranean Unassigned PR5 allergen Cup s 3.2 precursor [Cupressus sempervirens] 38456228
Cypress
535 Cupressus sempervirens I(\:/I;F()Jlrl;:ranean Unassigned PR5 allergen Cup s 3.3 precursor [Cupressus sempervirens] 138456230
536 Cynodon dactylon Bermuda grass Cynd 1.0203 acidic Cyn d 1 isoallergen isoform 4 precursor [Cynodon 16076697
' dactylon]
537 Cvnodon dactvlon Bermuda arass cvnd 1 acidic Cyn d 1 isoallergen isoform 3 precursor [Cynodon 16076695
y y g y dactylon]
538 Cynodon dactylon Bermuda grass Cynd 1.0202 acidic Cyn d 1 isoallergen isoform 2 precursor [Cynodon 16076693
' dactylon]
539 Cynodon dactylon Bermuda grass Cynd 1.0201 |acidic allergen Cyn d 1 precursor [Cynodon dactylon] 15384338
540 Cynodon dactylon Bermuda grass Cynd1 Major pollen allergen Cynd 1 14423757
541 Cynodon dactylon Bermuda grass Cynd 1.0204 acidic Cyn d 1 isoallergen isoform 1 precursor [Cynodon 10314021
' dactylon]
Cyn d Ib isoallergen {N-terminal} [Cynodon
542 Cynodon dactylon Bermuda grass Cynd1 dactylon=Bermuda grass, pollen, Peptide Partial, 34 aa] 691726
major allergen Cyn d 1=29 kda polypeptide {N-terminal}
543 Cynodon dactylon Bermuda grass Cynd1 [Cynodon dactylon=Bermuda grass, pollen, Peptide Partial, [451275
38 aa]
major allergen Cyn d 1=34 kda polypeptide {N-terminal}
544 Cynodon dactylon Bermuda grass Cynd1 [Cynodon dactylon=Bermuda grass, pollen, Peptide Partial, [451274
25 aa]
545 Cynodon dactylon Bermuda grass Cynd 12 profilin 1 [Cynodon dactylon] 2154730
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546 Cynodon dactylon Bermuda grass Cynd?7 calcium-binding pollen allergen [Cynodon dactylon] 1871507
547 Cynodon dactylon Bermuda grass Unassigned B4 protein allergen [Cynodon dactylon] 1247375
548 Cynodon dactylon Bermuda grass Unassigned B1 protein allergen [Cynodon dactylon] 1247373
549 Cyprinus carpio Carp Unassigned parvalbumin [Cyprinus carpio] 17977827
550 Cyprinus carpio Carp Unassigned parvalbumin [Cyprinus carpio] 17977825
551 Dactylis glomerata Orchard grass Unassigned group 1 allergen Dac g 1.01 precursor [Dactylis glomerata] [33149333
552 Dactylis glomerata Orchard grass Dacgl unnamed protein product [Dactylis glomerata] 18093991
553 Dactylis glomerata Orchard grass Dacg?2 pollen allergen (group I1) [Dactylis glomerata] 4007040
554 Dactylis glomerata Orchard grass Dacg? allergen Dac g 11 1093120
555 Dactylis glomerata Orchard grass Unassigned Pollen allergen Dac g 3 (Dac g 1) 14423759
556 Dactylis glomerata Orchard grass Unassigned [Segment 4 of 4] Major pollen allergen Dac g 4 32363467
557 Dactylis glomerata Orchard grass Unassigned [Segment 3 of 4] Major pollen allergen Dac g 4 32363466
558 Dactylis glomerata Orchard grass Unassigned [Segment 2 of 4] Major pollen allergen Dac g 4 32363465
559 Dactylis glomerata Orchard grass Unassigned [Segment 1 of 4] Major pollen allergen Dac g 4 32363464
560 Dactylis glomerata Orchard grass Dacg5 unnamed protein product [Dactylis glomerata] 18093971
561 Dactylis glomerata Orchard grass Dacg5 group 5 allergen precursor [Dactylis glomerata] 14423124
562 Daucus carota Carrot Unassigned PRP-like protein [Daucus carota] 302379159
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563 Daucus carota Carrot Unassigned PRP-like protein [Daucus carota] 302379157
564 Daucus carota Carrot Unassigned PRP-like protein [Daucus carota] 302379155
565 Daucus carota Carrot Unassigned PRP-like protein [Daucus carota] 302379153
566 Daucus carota Carrot Unassigned PRP-like protein [Daucus carota] 302379151
567 Daucus carota Carrot Unassigned PRP-like protein [Daucus carota] 302379149
568 Daucus carota Carrot Dau c 1.0301 PRP-like protein [Daucus carota] 302379147
569 Daucus carota Carrot Dau ¢ 1.0105 l(\;/ljégg )allergen Dau ¢ 1 (CR16) (Pathogenesis-related protein 8928058
570 Daucus carota Carrot Unassigned pathogenesis-related protein-like protein 1 [Daucus carota] [19912791
571 Daucus carota Carrot Dau c 1.0201 major allergen isoform Dau ¢ 1.0201 [Daucus carota] 18652047
572 Daucus carota Carrot Dauc1.0104 |major allergen [Daucus carota] 2154734
573 Daucus carota Carrot Dau c 1.0103 major allergen [Daucus carota] 2154732
574 Daucus carota Carrot Dau ¢ 1.0102 crl6 [Daucus carota] 1663522
575 Daucus carota Carrot Dauc1.0101 |pathogenesis-related protein 1335877
. RecName: Full=Profilin; AltName: Full=Minor pollen
576 Daucus carota Carrot Unassigned allergen Dau ¢ 4; AltName: Allergen=Dau ¢ 4 47606043
577 Davidiella tassiana Fungus Unassigned Aldehyde dehydrogenase (ALDDH) (Allergen Cla h 10) (Cla 108935817
h 3) (ClahIll)
578 Davidiella tassiana Fungus Clahs 60S acidic ribosomal protein P2 (Minor allergen Cla h 4) 21542440
(Clah V)
579 Davidiella tassiana Fungus Clah5 60S acidic ribosomal protein P2 (Allergen Cla h 3) (Cla h 111) (1173074

Report Number: SSB-165-12

Page 57 of 417




Entry Organism Common name | Allergen name Description Genlnfo
identifier
- . Enolase (2-phosphoglycerate dehydratase) (2-phospho-D-
580 Davidiella tassiana Fungus Clah6 glycerate hydro-lyase) (Allergen Cla h 6) (Cla h V1) 6015094
581 Davidiella tassiana Fungus Clah6 enolase; phosphopyruvate hydratase [Davidiella tassiana] 467660
582 Davidiella tassiana Fungus Clah7 Minor allergen Clah 5 (Cla h V) 1168970
- . . Probable NADP-dependent mannitol dehydrogenase (MtDH)
583 Davidiella tassiana Fungus Unassigned (Mannitol 2-dehydrogenase [NADP+]) (Allergen Cla h 8) 85701146
584 Davidiella tassiana Fungus Unassigned vacuolar serine protease [Davidiella tassiana] 60116876
585 Davidiella tassiana Fungus Unassigned Heat shock 70 kDa protein (Allergen Cla h 4) (Cla h V) 729764
586 Davidiella tassiana Fungus Unassigned hydrophobin [Davidiella tassiana] 22796153
587 Davidiella tassiana Fungus Unassigned putative nuclear transport factor 2 [Davidiella tassiana] 21748151
588 Dermatophagoides farinae House dust mite Unassigned Chain A, Solution St_ructure Of Der F 13, Group 13 Allergen 99031759
From House Dust Mites
589 Dermatophagoides farinae House dust mite Der f 16 gelsolin-like allergen Der f 16 [Dermatophagoides farinae] 21591547
590 Dermatophagoides farinae House dust mite Unassigned Der f 1 allergen [Dermatophagoides farinae] 37958161
591 Dermatophagoides farinae House dust mite Unassigned Der f 1 allergen [Dermatophagoides farinae] 156106765
592 Dermatophagoides farinae House dust mite Unassigned Der f 1 allergen precursor [Dermatophagoides farinae] 76097507
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593 Dermatophagoides farinae House dust mite Derf1l Der f 1 allergen preproenzyme [Dermatophagoides farinae] 127530349
594 Dermatophagoides farinae House dust mite Derfl Major mite fecal allergen Der f 1 precursor (Der f I) 730035
595 Dermatophagoides farinae House dust mite Unassigned Tropomyosin (Allergen Der f 10) (Mag44) 42559584
596 Dermatophagoides farinae House dust mite Unassigned Paramyosin (Allergen Der f 11) (Antigen Df642) 42559514
597 Dermatophagoides farinae House dust mite Der f 14 Mag3 [Dermatophagoides farinae] 1545803
598 Dermatophagoides farinae House dust mite Unassigned Allergen Mag 729979
599 Dermatophagoides farinae House dust mite Unassigned Der f 2 allergen [Dermatophagoides farinae] 37958157
600 Dermatophagoides farinae House dust mite Unassigned group 2 allergen [Dermatophagoides farinae] 256631558
601 Dermatophagoides farinae House dust mite Unassigned Der f 2 allergen [Dermatophagoides farinae] 218203834
602 Dermatophagoides farinae House dust mite Unassigned Der f 2 allergen [Dermatophagoides farinae] 156480837
603 Dermatophagoides farinae House dust mite Unassigned Der f 2 allergen precursor [Dermatophagoides farinae] 76097511
604 Dermatophagoides farinae House dust mite Unassigned mite allergen Der f 2 [Dermatophagoides farinae] 55859466
605 Dermatophagoides farinae House dust mite Unassigned Der f 2 [Dermatophagoides farinae] 55859468
606 Dermatophagoides farinae House dust mite Unassigned mite allergen Der f 2 [Dermatophagoides farinae] 55859470
607 Dermatophagoides farinae House dust mite Derf2 major Der f 2 isoform [Dermatophagoides farinae] 17978844
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608 Dermatophagoides farinae House dust mite Der f2 Der f 11 [Dermatophagoides farinae] 546852
609 Dermatophagoides farinae House dust mite Derf2 mite allergen Der f Il precursor [Dermatophagoides farinae] [217308
610 Dermatophagoides farinae House dust mite Unassigned Der f 3 allergen [Dermatophagoides farinae] 218203818
611 Dermatophagoides farinae House dust mite Unassigned Der f 3 allergen [Dermatophagoides farinae] 218203816
612 Dermatophagoides farinae House dust mite Unassigned Der f 3 allergen precursor [Dermatophagoides farinae] 163638970
613 Dermatophagoides farinae House dust mite Der f3 Mite allergen Der f 3 precursor (Der f I11) 2507248
614 Dermatophagoides farinae House dust mite Der f3 Der f 3 mite allergen 1314736
615 Dermatophagoides farinae House dust mite Unassigned Der f 6 allergen [Dermatophagoides farinae] 218203828
616 Dermatophagoides farinae House dust mite Unassigned Der f 6 allergen [Dermatophagoides farinae] 218203826
617 Dermatophagoides farinae House dust mite Unassigned gﬁi;ggfzﬁzg,{PNGSSSZigsrlga&?;gzzawhagoides 404371
618 Dermatophagoides farinae House dust mite Unassigned Mite allergen Der f 6 precursor (Der f VI) (DF5) 14424450
619 Dermatophagoides farinae House dust mite Unassigned Der f 7 allergen [Dermatophagoides farinae] 218203832
620 Dermatophagoides farinae House dust mite Unassigned Der f 7 allergen [Dermatophagoides farinae] 37958165
621 Dermatophagoides farinae House dust mite Der f7 Mite allergen Der f 7 precursor (Der f VII) 2498299
622 Dermatophagoides farinae House dust mite Der f18 60 kDa allergen Der f 18p [Dermatophagoides farinae] 27550039
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623 Dermatophagoides farinae House dust mite Unassigned group 21 allergen [Dermatophagoides farinae] 140089326

624 Dermatophagoides farinae House dust mite Unassigned group 21 allergen [Dermatophagoides farinae] 140089324

625 Dermatophagoides farinae House dust mite Unassigned group 21 allergen [Dermatophagoides farinae] 140089322

626 Dermatophagoides farinae House dust mite Unassigned group 21 allergen [Dermatophagoides farinae] 140089320

627 Dermatophagoides farinae House dust mite Unassigned group 21 allergen [Dermatophagoides farinae] 140089316

628 Dermatophagoides farinae House dust mite Unassigned group 21 allergen [Dermatophagoides farinae] 140089314

629 Dermatophagoides farinae House dust mite Unassigned Der £ 5.02 allergen [Dermatophagoides farinae] 60679572

630 Dermatophagoides microceras [House dust mite Derm1 Major mite fecal allergen Der m 1 (Der m 1) 127205

631 Dermatophagmdes House dust mite Unassigned major house dust allergen [Dermatophagoides pteronyssinus] |387592
pteronyssinus

632 Dermatop_hagmdes House dust mite Unassigned Der p 1 allergen precursor [Dermatophagoides pteronyssinus] | 256095986
pteronyssinus

633 Dermatophagmdes House dust mite Unassigned Der p 1 allergen precursor [Dermatophagoides pteronyssinus] [195933901
pteronyssinus

634 Dermatop_hagmdes House dust mite Unassigned Chain B, C2 Crystal Form Of Mite Allergen Der P 1 223365887
pteronyssinus

635 Dermatophagmdes House dust mite Unassigned Der p 1 allergen [Dermatophagoides pteronyssinus] 157696052
pteronyssinus

636 Dermatop_hagmdes House dust mite Unassigned cysteine protease [Dermatophagoides pteronyssinus] 1460058
pteronyssinus

637 Dermatophagoides House dust mite Unassigned Chain B, Crystal Structure Of Mature And Fully Active Der 83754033

pteronyssinus

P 1 Allergen
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638 Dermatop_hagmdes House dust mite Derp1l Major mite fecal allergen Der p 1 precursor (Der p I) 730036
pteronyssinus

639 Dermatophagmdes House dust mite Unassigned Der p 1 allergen [Dermatophagoides pteronyssinus] 61608445
pteronyssinus

640 Dermatop_hagmdes House dust mite Derp1l unnamed protein product [Dermatophagoides pteronyssinus] |21725580
pteronyssinus

641 Dermatophagmdes House dust mite Derpl unnamed protein product [Dermatophagoides pteronyssinus] |21725578
pteronyssinus

642 Dermatop_hagmdes House dust mite Derp1l unnamed protein product [Dermatophagoides pteronyssinus] |21725576
pteronyssinus

643 Dermatophagmdes House dust mite Derpl unnamed protein product [Dermatophagoides pteronyssinus] |21725574
pteronyssinus

644 Dermatop_hagmdes House dust mite Derp1l unnamed protein product [Dermatophagoides pteronyssinus] |21725572
pteronyssinus

645 Dermatop_hagmdes House dust mite Derp1l unnamed protein product [Dermatophagoides pteronyssinus] |21725570
pteronyssinus

646 Dermatophagmdes House dust mite Derpl unnamed protein product [Dermatophagoides pteronyssinus] [21725568
pteronyssinus

647 Dermatop_hagmdes House dust mite Derp1l unnamed protein product [Dermatophagoides pteronyssinus] |21725566
pteronyssinus

648 Dermatophagmdes House dust mite Derpl unnamed protein product [Dermatophagoides pteronyssinus] 21725564
pteronyssinus

649 Dermatop_hagmdes House dust mite Derp1l unnamed protein product [Dermatophagoides pteronyssinus] 21725562
pteronyssinus

650 Dermatophagmdes House dust mite Derpl unnamed protein product [Dermatophagoides pteronyssinus] |21725560
pteronyssinus

651 Dermatop_hagmdes House dust mite Unassigned tropomyosin [Dermatophagoides pteronyssinus] 208970286
pteronyssinus

652 Dermatophagoides House dust mite Unassigned tropomyosin [Dermatophagoides pteronyssinus] 80553470

pteronyssinus
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653 Dermatop_hagmdes House dust mite Der p 10 tropomyosin [Dermatophagoides pteronyssinus] 2440053
pteronyssinus

654 Dermatophagmdes House dust mite Derp 10 tropomyosin [Dermatophagoides pteronyssinus] 2353266
pteronyssinus

655 Dermatop_hagmdes House dust mite Derp 11 HDM allergen [Dermatophagoides pteronyssinus] 37778944
pteronyssinus

656 Dermatop_hagmdes House dust mite Unassigned Der p 13 allergen [Dermatophagoides pteronyssinus] 302035350
pteronyssinus

657 Dermatop_hagmdes House dust mite Derp 14 group 14 allergen protein [Dermatophagoides pteronyssinus] |20385544
pteronyssinus

658 Dermatophagmdes House dust mite Unassigned Der p 2 allergen precursor [Dermatophagoides pteronyssinus] | 256095984
pteronyssinus

659 Dermatop_hagmdes House dust mite Unassigned Der p 2 allergen [Dermatophagoides pteronyssinus] 164415595
pteronyssinus

660 Dermatop_hagmdes House dust mite Unassigned Chain A, Tertiary Structure Of The Major House Dust Mite 157829757
pteronyssinus Allergen Der P 2, Nmr, 10 Structures

661 Dermatop_hagmdes House dust mite Unassigned group 2 allergen Der p 2 [Dermatophagoides pteronyssinus] 110560872
pteronyssinus

662 Dermatophagmdes House dust mite Unassigned Der p 2 allergen precursor [Dermatophagoides pteronyssinus] [ 99644635
pteronyssinus

663 Dermatop_hagmdes House dust mite Unassigned Der p 2 allergen precursor [Dermatophagoides pteronyssinus] [ 76097509
pteronyssinus

664 Dermatophagmdes House dust mite Derp?2 unnamed protein product [Dermatophagoides pteronyssinus] 21725604
pteronyssinus

665 Dermatop_hagmdes House dust mite Derp?2 unnamed protein product [Dermatophagoides pteronyssinus] |21725602
pteronyssinus

666 Dermatophagmdes House dust mite Derp?2 unnamed protein product [Dermatophagoides pteronyssinus] |21725600
pteronyssinus

667 Dermatophagoides House dust mite Derp?2 unnamed protein product [Dermatophagoides pteronyssinus] [21725596

pteronyssinus
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668 Dermatop_hagmdes House dust mite Derp?2 unnamed protein product [Dermatophagoides pteronyssinus] |21725594
pteronyssinus

669 Dermatophagmdes House dust mite Derp?2 unnamed protein product [Dermatophagoides pteronyssinus] 21725592
pteronyssinus

670 Dermatop_hagmdes House dust mite Derp?2 unnamed protein product [Dermatophagoides pteronyssinus] |21725590
pteronyssinus

671 Dermatophagmdes House dust mite Derp?2 unnamed protein product [Dermatophagoides pteronyssinus] |21725588
pteronyssinus

672 Dermatop_hagmdes House dust mite Derp?2 unnamed protein product [Dermatophagoides pteronyssinus] |21725586
pteronyssinus

673 Dermatophagmdes House dust mite Derp?2 unnamed protein product [Dermatophagoides pteronyssinus] 21725584
pteronyssinus

674 Dermatop_hagmdes House dust mite Derp?2 unnamed protein product [Dermatophagoides pteronyssinus] |21725582
pteronyssinus

675 Dermatophagmdes House dust mite Der p 2 Chaln A, X-Ray Structure Of Der P 2, The Major House Dust 21465915
pteronyssinus Mite Allergen

676 Dermatophagoides House dust mite Derp 2 Mite group 2 allergen Der p 2 precursor (Der p 1) (DPX) 1352237
pteronyssinus

677 Dermatophagoides House dust mite Unassigned allergen precursor [Dermatophagoides pteronyssinus] 85687540
pteronyssinus

g7  |Dermatophagoides House dust mite Derp 3 Der p 3 allergen 511476
pteronyssinus

679 Dermatophagoides House dust mite Unassigned Alpha-amylase (Allergen Der p 4) (Der p 1V) 1351935
pteronyssinus

680 Dermatophagmdes House dust mite Derp4 alpha-amylase [Dermatophagoides pteronyssinus] 5059162
pteronyssinus

681 Dermatophagoides House dust mite Derp5 Mite allergen Der p 5 (Der P V) (IgE-binding allergen) 1352238
pteronyssinus

682 Dermatophagoides House dust mite Derp5 unnamed protein product [Dermatophagoides pteronyssinus] [28798085

pteronyssinus
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683 Dermatop_hagmdes House dust mite Derp5 Der p V allergen [Dermatophagoides pteronyssinus] 913285
pteronyssinus

684 Dermatophagmdes House dust mite Derp 6 Mite allergen Der p 6 (Der p V1) (DP5) 1352239
pteronyssinus

685 Dermatop_hagmdes House dust mite Unassigned Mite allergen Der p 7 precursor (Der p VII) 1352240
pteronyssinus

686 Dermatop_hagmdes House dust mite Derp7 unnamed protein product [Dermatophagoides pteronyssinus] [10189811
pteronyssinus

687 Dermatop_hagmdes House dust mite Unassigned Glutathione S-transferase (GST class-mu) (Major allergen 1170095
pteronyssinus Der p 8) (P dp 15)

688 Dermatophagmdes House dust mite Unassigned glutathione tran;ferase mu cla_ss Dp7019C10 60920878
pteronyssinus [Dermatophagoides pteronyssinus]

689 Dermatophagmdes House dust mite Unassigned group 18 allergen protein [Dermatophagoides pteronyssinus] |67975085
pteronyssinus

690 Dermatophagoides siboney House dust mite Unassigned Der s 2 a allergen [Dermatophagoides siboney] 86450747

691 Dolichovespula arenaria Yellow jacket Dola5 z\ils/r;om allergen 5 (Antigen 5) (Ag5) (Allergen Dol a 5) (Dol 465052

692 Dolichovespula maculata Whiteface hornet Dolm1 Phospholipase Al 2 (Allergen Dol m 1.02) (Dol m I) 1709542

693 Dolichovespula maculata Whiteface hornet Dolm1 Ili;hosphollpase AL 1 precursor (Allergen Dol m 1.01) (Dol m 548449

694 Dolichovespula maculata Whiteface hornet Dol m 2 Iz_i)ygljlg;) rrrl10Ig]II)ucosam|n|dase (Hyaluronidase) (Allergen Dol m 1346322

695 Dolichovespula maculata Whiteface hornet Dolm5 Venom allergen 5.02 precursor (Antigen 5 form 3) (Ag5-3) 549186

(Allergen Dol m 5.02) (Dol m V-B)
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. . Venom allergen 5.01 precursor (Antigen 5 form 2) (Ag5-2)
696 Dolichovespula maculata Whiteface hornet Dolm5 (Allergen Dol m 5.01) (Dol m V-A) 137395
697 Epicoccum nigrum Fungus Unassigned Major allergen Epi p 1 (Epl n 14625%) 24636820
698 Equus caballus Horse Equcl Major allergen Equ ¢ 1 precursor 3121758
699 Equus caballus Horse Equ ¢ 2.0102 Dander allergen Equ ¢ 2.0102 3121756
700 Equus caballus Horse Equ c 2.0101 Dander allergen Equ ¢ 2.0101 3121755
701 Equus caballus Horse Unassigned Serum albumin precursor (Allergen Equ ¢ 3) 543794
702 Equus caballus Horse Unassigned Latherin precursor (Dander allergen Equ ¢ 4/Equ ¢ 5) 152031631
703 Equus caballus Horse Unassigned Latherin precursor (Dander allergen Equ ¢ 4/Equ ¢ 5) 38258932
704 Erimacrus isenbeckii Unassigned tropomyosin slow-tonic isoform [Erimacrus isenbeckii] 125995171
705 Erimacrus isenbeckii Unassigned tropomyosin slow-twitch isoform [Erimacrus isenbeckii] 125995169
706 Euphausia pacifica Unassigned tropomyosin [Euphausia pacifica] 156712754
707 Euphausia superba Unassigned tropomyosin [Euphausia superba] 156712752
708 Euroglyphus maynei House dust mite Eurm?2 Mite group 2 allergen Eur m 2 precursor 14423649
709 Euroglyphus maynei House dust mite Eur m2.0102 |group 2 allergen Eur m 2 0102 [Euroglyphus maynei] 3941386
710 Fagopyrum esculentum Buckwheat Unassigned 16 kDa allergen [Fagopyrum esculentum] 83416591
711 Fagopyrum esculentum Buckwheat Unassigned BW 16kDa allergen [Fagopyrum esculentum] 61970231
712 Fagopyrum esculentum Buckwheat Unassigned BWS8KD allergen protein [Fagopyrum esculentum] 17907758
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13S globulin seed storage protein 3 precursor (Legumin-like
. protein 3) (Allergen Fag e 1) [Contains: 13S globulin seed
713 Fagopyrum esculentum Buckwheat Unassigned storage protein 3 acidic chain; 135 globulin seed storage 29839419
protein 3 basic chain]
13S globulin seed storage protein 2 precursor (Legumin-like
714 Fagopyrum esculentum Buckwheat Unassigned protein 2) [Contains: 13S globulin seed storage protein 2 29839255
acidic chain; 13S globulin seed storage protein 2 basic chain]
13S globulin seed storage protein 1 precursor (Legumin-like
715 Fagopyrum esculentum Buckwheat Unassigned protein 1) [Contains: 13S globulin seed storage protein 1 29839254
acidic chain; 13S globulin seed storage protein 1 basic chain]
716 Fagopyrum esculentum Buckwheat Unassigned vicilin-like protein [Fagopyrum esculentum] 146217148
717 Fagopyrum gracilipes Buckwheat Unassigned 22kDa storage protein [Fagopyrum gracilipes] 6979766
718 Fagopyrum tataricum Buckwheat Unassigned 16 kDa major allergen [Fagopyrum tataricum] 320445237
719 Fagopyrum tataricum Buckwheat Unassigned BWZ10KD allergen protein [Fagopyrum tataricum] 144228127
720 Fagopyrum tataricum Buckwheat Unassigned allergenic protein [Fagopyrum tataricum] 113200131
721 Fagus sylvatica European Beech Unassigned Fag s 1 pollen allergen [Fagus sylvatica] 212291474
722 Fagus sylvatica European Beech Fagsl Fag s 1 pollen allergen [Fagus sylvatica] 212291470
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723 Fagus sylvatica European Beech Unassigned Fag s 1 pollen allergen [Fagus sylvatica] 212291472
724 Farfantepenaeus aztecus Brown shrimp Penal Pen a 1 allergen [Farfantepenaeus aztecus] 73532979
725 Felis catus Cat Unassigned major allergen I, polypeptide chain 1 [Felis catus] 114326420
726 Felis catus Cat Feld1l major allergen | 163825
Major allergen | polypeptide chain 1 major form precursor
727 Felis catus Cat Feld1l (Allergen Fel d 1-A) (Fel d I-A) (Allergen Cat-1) (Fel dI) 1169665
(AG4)
728 Felis catus Cat Feld1 fel d I chain 1 precursor with leader A [Felis catus] 1364213
729 Felis catus Cat Feld1l fel d I chain 1 precursor with leader B [Felis catus] 1364212
730 Felis catus Cat Unassigned fel d I chain 2 precursor [Felis catus] 395407
. Major allergen | polypeptide chain 2 precursor (Allergen Fel
731 Felis catus Cat Feld1 d 1-B) (Fel d I-B) (Allergen Cat-1) (AG4) (Fdl) 232086
732 Felis catus Cat Unassigned Serum albumin precursor (Allergen Fel d 2) 1351908
733 Felis catus Cat Unassigned Cystatin-A (Allergen Fel d 3) 47605720
734 Felis catus Cat Unassigned Allergen Fel d 4 precursor 75062228
735 Felis catus Cat Unassigned Fel d 7 allergen precursor [Felis catus] 301072397
736 Felis catus Cat Unassigned lipid binding protein [Felis catus] 303387468
737 Forcipomyia taiwana biting midges Unassigned serine/threonine protein kinase [Forcipomyia taiwana] 188572341
738 Forcipomyia taiwana biting midges Unassigned eukaryotic translation initiation factor [Forcipomyia taiwana] [{188572343
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739 Fragaria x ananassa Strawberry Fraal Fra a 1-A allergen [Fragaria x ananassa] 88082485
740 Fragaria x ananassa Strawberry Fraal Major strawberry allergen Fra a 1-B [Fragaria X ananassa] 90185682
741 Fragaria x ananassa Strawberry Fraal Major strawberry allergen Fra a 1-D [Fragaria x ananassa] 90185684
742 Fragaria x ananassa Strawberry Fraal Major strawberry allergen Fra a 1-C [Fragaria X ananassa] 90185688
743 Fragaria x ananassa Strawberry Fraal Major strawberry allergen Fra a 1-E [Fragaria x ananassa] 90185692
744 Fragaria x ananassa Strawberry Fraal [Segment 3 of 3] Allergen Fra a 18 kDa 60389905
745 Fragaria x ananassa Strawberry Fraal [Segment 2 of 3] Allergen Fra a 18 kDa 60389904
746 Fraxinus excelsior European ash Frael allergen Fra e 1.0101 [Fraxinus excelsior] 33327133
747 Fraxinus excelsior European ash Frael Fra e 1.0102 major allergen [Fraxinus excelsior] 56122438
748 Fraxinus excelsior European ash Frael allergen Fra e 1 [Fraxinus excelsior] 34978692
749 Fulvia mutica Unassigned tropomyosin [Fulvia mutica] 219806596
750 Fusarium culmorum Fungus Unassigned helix-loop-helix protein [Fusarium culmorum] 25361513
751 Fusarium culmorum Fungus Unassigned RecName_: Full=60S acidic ribosomal protein P2; AltName: 41688715
Allergen=Fusc 1

752 Fusarium culmorum Fungus Unassigned Thioredoxin-like protein (Allergen Fus c 2) 52783462
753 Gadus callarias Baltic cod Gadcl Parvalbumin beta (Allergen Gad c 1) (Gad c I) (Allergen M) 131112
754 Gadus morhua Atlantic cod Unassigned parvalbumin beta [Gadus morhua] 148356693
755 Gadus morhua Atlantic cod Unassigned parvalbumin beta [Gadus morhua] 148356691
756 Gadus morhua Atlantic cod Unassigned parvalbumin beta [Gadus morhua] 14531016
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757 Gadus morhua Atlantic cod Unassigned parvalbumin beta [Gadus morhua] 14531014
758 Gallus gallus Chicken Unassigned ovomucoid [Gallus gallus] 209979542
759 Gallus gallus Chicken Unassigned ovomucoid [Gallus gallus] 162952006
760 Gallus gallus Chicken Gald1l Ovomucoid precursor (Allergen Gal d 1) (Gal d I) 124757
761 Gallus gallus Chicken Unassigned Chain D Crystal Structure Of S-Ovalbumin At 1.9 Angstrom 34811333
Resolution
. Chain A, Loop-Inserted Structure Of P1-P1' Cleaved
762 Gallus gallus Chicken Gald2 Ovalbumin Mutant R339t 15826578
763 Gallus gallus Chicken Gald2 unnamed protein product [Gallus gallus] 808969
764 Gallus gallus Chicken Gald2 Ovalbumin (Plakalbumin) (Allergen Gal d 2) (Gal d 1) 129293
765 Gallus gallus Chicken Gald2 unnamed protein product [Gallus gallus] 63052
766 Gallus gallus Chicken Gald3 Ovotransferrin precursor (C_onalbumln) (Allergen Gal d 3) 1351295
(Gal d I11) (Serum transferrin)
767 Gallus gallus Chicken Gald3 ovotransferrin [Gallus gallus] 757851
768 Gallus gallus Chicken Gald4 lysozyme protein 212279
. Lysozyme C precursor (1,4-beta-N-acetylmuramidase C)
769 Gallus gallus Chicken Gald4 (Allergen Gal d 4) (Gal d IV) 126608
770 Gallus gallus Chicken Unassigned Serum albumin precursor (Alpha-livetin) (Allergen Gal d 5) [113575
771 Gallus gallus Chicken Unassigned parvalbumin [Gallus gallus] 225877920
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. . RLA2_ALTAL 60S acidic ribosomal protein P2 (Minor
772 Gibberella zeae PH-1 Fungus Unassigned allergen Alt a 6) (Alt a VI) [Gibberella zeae PH-1] 46122455
773 Glossina morsitans morsitans | Tsetse fly Unassigned antigen 5 precursor [Glossina morsitans morsitans] 8927462
774 Glossina morsitans morsitans | Tsetse fly Unassigned sallvgry antigen 5 precursor variant [Glossina morsitans 289742483
morsitans]
775 Glossina morsitans morsitans | Tsetse fly Unassigned antigen 5 precursor [Glossina morsitans morsitans] 289742475
776 Glossina morsitans morsitans | Tsetse fly Unassigned salivary antigen 5 precursor [Glossina morsitans morsitans] [289740263
777 Glycine max Soybean Unassigned CG4 beta-conglycinin [Glycine max] 256427
778 Glycine max Soybean Unassigned beta-conglycinin storage protein [Glycine max] 169929
779 Glycine max Soybean Unassigned beta-conglycinin-alpha subunit 169927
780 Glycine max Soybean Unassigned unnamed protein product [Glycine max] 18536
781 Glycine max Soybean Unassigned hydrophobic seed protein precursor [Glycine max] 76782249
782 Glycine max Soybean Unassigned hydrophobic seed protein precursor-like [Glycine max] 76782247
Gly m 1A allergen, HPS=hydrophobic seed protein {N-
783 Glycine max Soybean Glym1.0101 [terminal} [Glycine max=soybeans, hulls, Peptide Partial, 42 [999355
aa]
784 Glycine max Soybean Glym?2 hull allergen Gly m 2 - soybean (fragment) 1362049
785 Glycine max Soybean Unassigned profilin [Glycine max] 156938901
786 Glycine max Soybean Glym3 Profilin-1 (GmPRO1) (Allergen Gly m 3) 3914435
787 Glycine max Soybean Glym3 profilin [Glycine max] 3021373
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788 Glycine max Soybean Unassigned igi:;gdzge(d Aﬁ){;tgg 2,TyMn324)(Starvation-associated 134194

789 Glycine max Soybean Unassigned Gly m Bd 28K allergen [Glycine max] 187766755

790 Glycine max Soybean Unassigned Gly m Bd 28K allergen [Glycine max] 187766747

791 Glycine max Soybean Unassigned Gly m Bd 28K allergen [Glycine max] 187766749

792 Glycine max Soybean Unassigned Gly m Bd 28K allergen [Glycine max] 187766751

793 Glycine max Soybean Unassigned allergen Gly m Bd 28K [Glycine max] 12697782

794 Glycine max Soybean Unassigned Bd 30K [Glycine max] 3097321

795 Glycine max Soybean Unassigned ?éll;gi?;ggng seed vacuolar thiol protease precursor 1199563

796 Glycine max Soybean Unassigned P34 probable thiol protease precursor 129353

797 Glycine max Soybean Unassigned glycinin subunit G1 [Glycine max] 18635

798 Glycine max Soybean Unassigned unnamed protein product [Glycine max] 18615

799 Glycine max Soybean Unassigned glycinin subunit G2 [Glycine max] 18637

800 Glycine max Soybean Unassigned unnamed protein product [Glycine max] 18609

801 Glycine max Soybean Unassigned glycinin subunit G3 [Glycine max] 18639

802 Glycine max Soybean Unassigned unnamed protein product [Glycine max] 732706

803 Glycine max Soybean Unassigned glycinin [Glycine max] 18641

804 Glycine max Soybean Unassigned glycinin precursor 169971

805 Glycine max Soybean Unassigned glycinin 169969

806 Glycine max Soybean Unassigned Major Gly 50 kDa allergen 85681057

807 Glycine max Soybean Unassigned Kunitz trypsin inhibitor [Glycine max] 510515

808 Glycine max Soybean Unassigned Kunitz trypsin inhibitor KTi2 [Glycine max] 256636
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809 Glycine max Soybean Unassigned Kunitz trypsin inhibitor KTil [Glycine max] 256635
810 Glycine max Soybean Unassigned Kunitz trypsin inhibitor; KTi [Glycine max] 256429
811 Glycine max Soybean Unassigned trypsin inhibitor subtype B [Glycine max] 18772
812 Glycine max Soybean Unassigned trypsin inhibitor subtype A [Glycine max] 18770
813 Glycine soja Soybean Unassigned A5A4B3 subunit [Glycine soja] 806556
814 Glycine soja Soybean Unassigned Gy5 [Glycine soja] 736002
815 Glycyphagus domesticus Storage mite Unassigned Mite group 2 allergen Gly d 2.01 48428178
816 Glycyphagus domesticus Storage mite Unassigned Mite group 2 allergen Gly d 2.02 48428170
817 Glycyphagus domesticus Storage mite Unassigned Gly d 2.03 [Glycyphagus domesticus] 33772588
818 Haliotis discus discus Disk abalone Unassigned tropomyosin [Haliotis discus discus] 219806586
819 Haliotis discus discus Disk abalone Unassigned paramyosin [Haliotis discus discus] 318609972
820 Haliotis diversicolor Abalone Unassigned tropomyosin [Haliotis diversicolor] 9954249
821 Helianthus annuus Sunflower Hela?2 profilin [Helianthus annuus] 3581965
822 Helianthus annuus Sunflower Unassigned Albumin-8 precursor (Methionine-rich 2S protein) (SFA8) 112745
823 Helix aspersa Brown garden snail  [Unassigned Tropomyosin (Allergen Hel as 1) 42559558
824 Hevea brasiliensis Para rubber tree Hevb 1l Rubber elongation factor protein (REF) (Allergen Hev b 1) |132270
825 Hevea brasiliensis Para rubber tree Hev b 10.0103 |IgE-binding protein MnSOD [Hevea brasiliensis] 10862818
826 Hevea brasiliensis Para rubber tree Hev b 10.0102 |MnSOD [Hevea brasiliensis] 5777414

Report Number: SSB-165-12

Page 73 of 417




Entry Organism Common name | Allergen name Description Genlnfo
identifier
827 Hevea brasiliensis Para rubber tree Hev b 10.0101 |superoxide dismutase (manganese) 348137
828 Hevea brasiliensis Para rubber tree Hev b 11 putative class | chitinase [Hevea brasiliensis] 14575525
829 Hevea brasiliensis Para rubber tree Hev b 12 lipid transfer precursor protein [Hevea brasiliensis] 20135538
830 Hevea brasiliensis Para rubber tree Unassigned Esterase precursor (Early nodule-specific protein homolog) 51315784
(Latex allergen Hev b 13)
831 Hevea brasiliensis Para rubber tree Unassigned hevamine [Hevea brasiliensis] 313870530
832 Hevea brasiliensis Para rubber tree Unassigned beta-1,3-glucanase [Hevea brasiliensis] 270315180
833 Hevea brasiliensis Para rubber tree Unassigned beta-1,3-glucanase form 'RRII GIn 2' [Hevea brasiliensis] 268037674
Chain D, Crystal Structure Of The Native Endo Beta-1,3-
834 Hevea brasiliensis Para rubber tree Unassigned Glucanase (Hev B 2), A Major Allergen From Hevea 261824817
Brasiliensis (Space Group P41)
835 Hevea brasiliensis Para rubber tree Unassigned beta-1,3-glucanase [Hevea brasiliensis] 124365253
836 Hevea brasiliensis Para rubber tree Unassigned beta-1,3-glucanase [Hevea brasiliensis] 124365251
837 Hevea brasiliensis Para rubber tree Unassigned beta-1,3-glucanase [Hevea brasiliensis] 124365249
838 Hevea brasiliensis Para rubber tree Unassigned beta-1,3-glucanase [Hevea brasiliensis] 124294785
839 Hevea brasiliensis Para rubber tree Unassigned beta-1,3-glucanase [Hevea brasiliensis] 124294783
840 Hevea brasiliensis Para rubber tree Hev b 2 beta-1,3-glucanase [Hevea brasiliensis] 32765543
841 Hevea brasiliensis Para rubber tree Hev b 2 beta-1,3-glucanase 1184668
Small rubber particle protein (SRPP) (22 kDa rubber particle
842 Hevea brasiliensis Para rubber tree Hevb 3 protein) (22 kDa RPP) (Latex allergen Hev b 3) (27 kDa 14423933

natural rubber allergen)
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843 Hevea brasiliensis Para rubber tree Unassigned major latex allergen Hev b 4 [Hevea brasiliensis] 46410859
844 Hevea brasiliensis Para rubber tree Unassigned Major latex allergen Hev b 5 7387766
845 Hevea brasiliensis Para rubber tree Unassigned hevein [Hevea brasiliensis] 158342650
846 Hevea brasiliensis Para rubber tree Unassigned Chain A, Crystal Structure Of A Hev B 6.02 Isoallergen 73535415
847 Hevea brasiliensis Para rubber tree Hevb 6 prohevein [Hevea brasiliensis] 2832430
S Pro-hevein precursor (Major hevein) [Contains: Hevein
848 Hevea brasiliensis Para rubber tree Hevb 6 (Allergen Hev b 6): Win-like protein] 123062
849 Hevea brasiliensis Para rubber tree Unassigned putative latex allergen hev b 7.02 [Hevea brasiliensis] 41581137
850 Hevea brasiliensis Para rubber tree Hevb 7 latex protein allergen Hev b 7 [Hevea brasiliensis] 6707018
851 Hevea brasiliensis Para rubber tree Unassigned latex allergen [Hevea brasiliensis] 3288200
852 Hevea brasiliensis Para rubber tree Hev b 7.02 latex allergen [Hevea brasiliensis] 3087805
853 Hevea brasiliensis Para rubber tree Hev b 7.01 latex patatin homolog [Hevea brasiliensis] 1916805
854 Hevea brasiliensis Para rubber tree Hev b 8.0102  |Profilin-2 (Pollen allergen Hev b 8.0102) 14423868
855 Hevea brasiliensis Para rubber tree Hev b 8.0201  |Profilin-3 (Pollen allergen Hev b 8.0201) 14423860
856 Hevea brasiliensis Para rubber tree Hev b 8.0202  |Profilin-4 (Pollen allergen Hev b 8.0202) 14423859
857 Hevea brasiliensis Para rubber tree Hev b 8.0203  |Profilin-5 (Pollen allergen Hev b 8.0203) 14423858
858 Hevea brasiliensis Para rubber tree Hev b 8.0204  |Profilin-6 (Pollen allergen Hev b 8.0204) 14423856
859 Hevea brasiliensis Para rubber tree Hevb 8 Chain A, Latex Profilin Hevb8 11513601
860 Hevea brasiliensis Para rubber tree Hevb 8 profilin [Hevea brasiliensis] 3183706
861 Hevea brasiliensis Para rubber tree Unassigned Enolase 1 (2-phosphoglycerate dehydratase 1) (2-phospho-D- |, ; 153664

glycerate hydro-lyase 1) (Allergen Hev b 9)
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862 Hevea brasiliensis Para rubber tree Unassigned Enolase 2 (2-phosphoglycerate dehydratase 2) (2-phospho-D- |, 4 153667
glycerate hydro-lyase 2) (Allergen Hev b 9)
863 E'r%?ﬁebnr;?“em's subsp. Para rubber tree Hev b 11 class | chitinase [Hevea brasiliensis subsp. brasiliensis] 27526732
864 Holcus lanatus Velvet grass Unassigned pollen allergen Hol | 5b [Holcus lanatus] 11991229
865 Holcus lanatus Velvet grass Unassigned group V allergen [Holcus lanatus] 2266625
866 Holcus lanatus Velvet grass Unassigned group V grass pollen allergen [Holcus lanatus] 2266623
. Major pollen allergen Hol I 1 precursor (Hol I'1) (Hol |
867 Holcus lanatus Velvet grass Unassigned 1.0101 and 1.0102) 1171005
868 Holcus lanatus Velvet grass Unassigned major group | allergen Hol | 1 [Holcus lanatus] 3860384
869 Holcus lanatus Velvet grass Hol 1 1.0102 protein with incomplete signal sequence [Holcus lanatus] 1167836
870 Homarus americanus American lobster Unassigned Tropomyosin (Allergen Hom a 1) 14285796
871 Homarus americanus American lobster Unassigned fast tropomyosin isoform [Homarus americanus] 2660868
. Alpha-amylase/trypsin inhibitor CMb precursor
872 Hordeum vulgare Barley Unassigned (Chloroform/methanol-soluble protein CMb) 585290
Alpha-amylase inhibitor BMAI-1 precursor (Allergen Hor v
873 Hordeum vulgare Barley Hor v 15 1) (Alpha-amylase flour inhibitor) 2506771
874 Hordeum vulgare Barley Unassigned amylase/protease inhibitor 167077
875 Hordeum vulgare Barley Unassigned LTP 1 [Hordeum vulgare] 19039
876 Hordeum vulgare Barley Unassigned trypsin inhibitor cme precursor [Hordeum vulgare] 1405736
877 Hordeum vulgare subsp. Barley Unassigned BDAI-1; Barley dimeric alpha-amylase inhibitor [Hordeum 3367714
vulgare vulgare subsp. vulgare]
878 Hordeum vulgare subsp. Barley Unassigned CMa, component of tetrameric alpha-amylase inhibitor 439275
vulgare [Hordeum vulgare subsp. vulgare]
879 Hordeum vulgare subsp. Barley Unassigned alpha-amylase inhibitor [Hordeum vulgare subsp. vulgare] 18955

vulgare
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880 \Tu(igr;(;erlém vulgare subsp. Barley Unassigned CMe [Hordeum vulgare subsp. vulgare] 19009
881 Humulus japonicus Japanese hop Humj 1 Humj1 [Humulus japonicus] 33113263
882 Humulus scandens Japanese hop Unassigned profilin-like protein [Humulus scandens] 34851174
883 Humulus scandens Japanese hop Unassigned profilin-like protein [Humulus scandens] 34851176
884 Juglans nigra Black walnut Jugnl 2S albumin seed storage protein [Juglans nigra] 31321942
885 Juglans nigra Black walnut Jugn?2 vicilin seed storage protein [Juglans nigra] 31321944
886 Juglans regia English walnut Jugrl albumin seed storage protein precursor [Juglans regia] 1794252
887 Juglans regia English walnut Jugr2 vicilin-like protein precursor [Juglans regia] 6580762
888 Juglans regia English walnut Unassigned nonspecific lipid transfer protein [Juglans regia] 209484145
889 Juglans regia English walnut Unassigned seed storage protein [Juglans regia] 56788031
890 Juniperus ashei Mountain cedar Unassigned :ﬁeljyr/g:;agzlt;rgnzz;se precursor (PG) (Pectinase) (Major pollen 47606048
891 Juniperus ashei Mountain cedar Unassigned g)athogenesis—related protein precursor (Pollen allergen Jun a 9087177
892 Juniperus ashei Mountain cedar Unassigned Major pollen allergen Jun a 1 precursor 9087152
893 Juniperus oxycedrus Juniper Unassigned putative allergen jun o 1 [Juniperus oxycedrus] 15139849
894 Juniperus oxycedrus Juniper Unassigned Polcalcin Jun o 2 (Calcium-binding pollen allergen Jun o 2) 14423843
895 Juniperus rigida Cedar Unassigned PR5 allergen Jun r 3.1 precursor [Juniperus rigida] 38456222
896 Juniperus rigida Cedar Unassigned PR5 allergen Jun r 3.2 precursor [Juniperus rigida] 38456224
897 Juniperus virginiana Red cedar Unassigned Eﬁrreongzlr}ee?;;s(;rze;zf% g;oteln precursor (Potential major 51316532
898 Juniperus virginiana Red cedar Junv1 pollen major allergen 1-1 [Juniperus virginiana] 8843921
899 Juniperus virginiana Red cedar Junv1 pollen major allergen 1-2 [Juniperus virginiana] 8843917
900 Lens culinaris Lentil Len ¢ 1.0102 allergen Len ¢ 1.0102 [Lens culinaris] 29539111
901 Lens culinaris Lentil Len c 1.0101 allergen Len ¢ 1.0101 [Lens culinaris] 29539109
902 Lepidoglyphus destructor Storage mite Lepd 10 Tropomyosin (Allergen Lep d 10) 14423956
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903 Lepidoglyphus destructor Storage mite Lepd13 Fatty acid-binding protein (Allergen Lep d 13) 14423714
904 Lepidoglyphus destructor Storage mite Unassigned Muite group 2 allergen Lep d 2 precursor (Lepd 1) (Lepd 1) |1708793
905 Lepidoglyphus destructor Storage mite Unassigned type 2 allergen Lep d 2.042 [Lepidoglyphus destructor] 34495290
906 Lepidoglyphus destructor Storage mite Unassigned type 2 allergen Lep d 2.039 [Lepidoglyphus destructor] 34495288
907 Lepidoglyphus destructor Storage mite Unassigned type 2 allergen Lep d 2.035 [Lepidoglyphus destructor] 34495286
908 Lepidoglyphus destructor Storage mite Unassigned type 2 allergen Lep d 2.031 [Lepidoglyphus destructor] 34495284
909 Lepidoglyphus destructor Storage mite Unassigned type 2 allergen Lep d 2.025 [Lepidoglyphus destructor] 34495282
910 Lepidoglyphus destructor Storage mite Unassigned type 2 allergen Lep d 2.024 [Lepidoglyphus destructor] 34495280
911 Lepidoglyphus destructor Storage mite Unassigned type 2 allergen Lep d 2.023 [Lepidoglyphus destructor] 34495278
912 Lepidoglyphus destructor Storage mite Unassigned type 2 allergen Lep d 2.013 [Lepidoglyphus destructor] 34495274
913 Lepidoglyphus destructor Storage mite Lepd2 allergen Lep d 1.01 1582222
914 Lepidoglyphus destructor Storage mite Lepd2 allergen Lep d 1.02 1582223
915 Lepidoglyphus destructor Storage mite Lepd2 Lep D 2 precursor [Lepidoglyphus destructor] 21213900
916 Lepidoglyphus destructor Storage mite Lepd?2 Lep D 2 precursor [Lepidoglyphus destructor] 21213898
917 Lepidoglyphus destructor Storage mite Lepd?2 allergen Lep d 1.02 precursor - Lepidoglyphus destructor 2147108
918 Lepidoglyphus destructor Storage mite Unassigned type 2 allergen Lep d 5.04 [Lepidoglyphus destructor] 34495294
919 Lepidoglyphus destructor Storage mite Unassigned type 2 allergen Lep d 5.02 [Lepidoglyphus destructor] 34495292
920 Lepidoglyphus destructor Storage mite Lepd5 Mite allergen Lep d 5 14423651
921 Lepidoglyphus destructor Storage mite Lepd7 Mite allergen Lep d 7 precursor 14423650
922 Lepidorhombus whiffiagonis Unassigned parvalbumin [Lepidorhombus whiffiagonis] 208608078
923 Lepisma saccharina Silverfish Unassigned troposmyosin [Lepisma saccharina] 20387029
924 Lepisma saccharina Silverfish Leps1 tropomyosin [Lepisma saccharina] 20387027
925 Ligustrum vulgare Privet Unassigned Major pollen allergen Lig v 1 14423737
926 Ligustrum vulgare Privet Ligv 1.0102 major allergen [Ligustrum vulgare] 3256212
927 Lilium longiflorum Trumpet lily Unassigned polygalacturonase [Lilium longiflorum] 73913442
928 Litchi chinensis Lychee nut Unassigned profilin [Litchi chinensis] 83317152
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929 Litchi chinensis Lychee nut Litcl profilin [Litchi chinensis] 15809696
930 Litopenaeus vannamei Unassigned \s/z;cr?aprlna;r]nlc calcium-binding protein [Litopenaeus 223403273
931 Litopenaeus vannamei Unassigned arginine kinase [Litopenaeus vannamei] 115492980
932 Litopenaeus vannamei Unassigned Lit v 3 allergen myosin light chain [Litopenaeus vannamei] 184198734
933 Lolium perenne Perennial ryegrass Unassigned pollen allergen 168316
934 Lolium perenne Perennial ryegrass Lolp1l Pollen allergen 75274600
935 Lolium perenne Perennial ryegrass Lolp1l pollen allergen 168314
936 Lolium perenne Perennial ryegrass Lolp1l Pollen allergen Lol p 1 precursor (Lol p 1) (Allergen R7) 126385
937 Lolium perenne Perennial ryegrass Lolp 11 Major pollen allergen Lol p 11 (Lol p XI) 47605808
938 Lolium perenne Perennial ryegrass Lolp2 allergen Lol p 1l [Lolium perenne] 939932
939 Lolium perenne Perennial ryegrass Lolp2 Pollen allergen Lol p 2-A (Lol p I1-A) 126386
940 Lolium perenne Perennial ryegrass Lolp3 Pollen allergen Lol p 3 (Lol p 1) 126387
941 Lolium perenne Perennial ryegrass Unassigned pollen allergen Lol p 4 [Lolium perenne] 55859464
RecName: Full=Major pollen allergen Lol p 5a; AltName:
942 Lolium perenne Perennial ryegrass Full=Allergen Lol p Ib; AltName: Full=Allergen Lol p Va; |332278195
AltName: Allergen=Lol p 5a; Flags: Precursor
943 Lolium perenne Perennial ryegrass Lolp5 pollen allergen [Lolium perenne] 6634467
944  |Lolium perenne Perennial ryegrass Lol p 5 Sg:';”n:]"erge” Lol p VA precursor; major allergen [Lolium ;551
945 Lolium perenne Perennial ryegrass Lolp5 Major pollen allergen Lol p 5b precursor (Lol p Vb) 2498582
946 Lupinus angustifolius Unassigned conglutin beta [Lupinus angustifolius] 169950562
947 Lupinus angustifolius Unassigned conglutin beta [Lupinus angustifolius] 149208403
948 Lupinus angustifolius Unassigned conglutin beta [Lupinus angustifolius] 149208401
949 Lycopersicon esculentum Tomato Lycel profilin [Lycopersicon esculentum] 17224229
950 Lycopersicon esculentum Tomato Lycel profilin [Lycopersicon esculentum] 16555787
951 Lycopersicon esculentum Tomato Lyc e 2.0102 minor allergen beta-fructofuranosidase precursor 18542115

[Lycopersicon esculentum]
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952 Lycopersicon esculentum Tomato Lyc e 2.0101 Flilgg(gpa(::girggg ssegﬁ;;tiﬁtr(r)];uranomdase precursor 18542113
953 Lycopersicon esculentum Tomato Unassigned non-specific lipid transfer protein [Lycopersicon esculentum] | 71360930
954 Lycopersicon esculentum Tomato Unassigned non-specific lipid transfer protein [Lycopersicon esculentum] | 71360928
955 Macrobrachium rosenbergii Unassigned tropomyosin [Macrobrachium rosenbergii] 288819271
956 Malassezia furfur Yeast Unassigned Eﬂu;??\g E):Arg)l(;redoxin (Thioredoxin reductase) (Allergen 3914386
957 Malassezia furfur Yeast Unassigned E/qu:??\g ?:Ar 'c:»Z(;redoxm (Thioredoxin reductase) (Allergen 3914387
958 Malassezia furfur Yeast Malaf 4 major allergenic protein Mal f4 [Malassezia furfur] 4587985
959 Malassezia furfur Yeast Unassigned Major allergen Mal f 1 precursor (Pit o 1) 13959403
960 Malassezia sympodialis Yeast Malas 11 manganese superoxide dismutase [Malassezia sympodialis] 128569698
961 Malassezia sympodialis Yeast Unassigned mala s 12 allergen precursor [Malassezia sympodialis] 78038796
Chain B, Cross-Reactivity And Crystal Structure Of
962 Malassezia sympodialis Yeast Unassigned Malassezia Sympodialis Thioredoxin (Mala S 13), A 119390336
Member Of A New Pan- Allergen Family
963 Malassezia sympodialis Yeast Malas5 allergen [Malassezia sympodialis] 4138171
964 Malassezia sympodialis Yeast Mala s 6 allergen [Malassezia sympodialis] 4138173
965 Malassezia sympodialis Yeast Malas7 allergen [Malassezia sympodialis] 4138175
966 Malassezia sympodialis Yeast Mala s 8 allergen [Malassezia sympodialis] 7271239
967 Malassezia sympodialis Yeast Malas 9 allergen [Malassezia sympodialis] 19069920
968 Malus x domestica Apple Unassigned major allergen [Malus x domestica] 886683
969 Malus x domestica Apple Unassigned Ribonuclease-like PR-10a 75306007
970 Malus x domestica Apple Unassigned Ribonuclease-like PR-10c (Mal d 1.0109) 75306008
971 Malus x domestica Apple Unassigned Major allergen Mal d 1 (Allergen Mal d 1) (AP15) 42558971
972 Malus x domestica Apple Unassigned major allergen Mal d 1.03D [Malus x domestica] 60280851
973 Malus x domestica Apple Unassigned major allergen Mal d 1.07 [Malus x domestica] 60280829
974 Malus x domestica Apple Mal d 1 Major allergen Mal d 1 (Mal d I) 1346478
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975 Malus x domestica Apple Mal d 1 major allergen Mal d 1 [Malus x domestica] 27922941
976 Malus x domestica Apple Mal d 1 yprl0 [Malus x domestica] 16555783
977 Malus x domestica Apple Mal d 1 major allergen mal d 1 [Malus x domestica] 4590388
978 Malus x domestica Apple Mal d 1 major allergen mal d 1 [Malus x domestica] 4590382
979 Malus x domestica Apple Mal d 1 major allergen mal d 1 [Malus x domestica] 4590380
980 Malus x domestica Apple Mal d 1 major allergen mal d 1 [Malus x domestica] 4590378
981 Malus x domestica Apple Mal d 1 major allergen mal d 1 [Malus x domestica] 4590376
982 Malus x domestica Apple Mal d 1 major allergen mal d 1 [Malus x domestica] 4590368
983 Malus x domestica Apple Mal d 1 major allergen mal d 1 [Malus x domestica] 4590366
984 Malus x domestica Apple Mal d 1 major allergen mal d 1 [Malus x domestica] 4590364
985 Malus x domestica Apple Mal d 1 major allergen Mal d 1 [Malus x domestica] 1313966
986 Malus x domestica Apple Unassigned thaumatin-like protein [Malus x domestica] 218059715
987 Malus x domestica Apple Unassigned thaumatin-like protein [Malus x domestica] 218059718
988 Malus x domestica Apple Unassigned R}IZL:IT? t('gélt;]lfgg;%ﬁgjrle?aggc;sge rlrﬁ‘;g)e r(ggng ;’1 1d2) 30316292
989 Malus x domestica Apple Unassigned thaumatin-like protein precursor [Malus x domestica] 60418848
990 Malus x domestica Apple Unassigned thaumatin-like protein precursor [Malus x domestica] 60418842
31 kda major allergen/disease resistance protein homolog
991 Malus x domestica Apple Unassigned {N-terminal} [Malus domestica=apple trees, Golden 1478293
Delicious, fruit, Peptide Partial, 26 aa]

992 Malus x domestica Apple Unassigned l,:l/l(;r;-ds%e;cific lipid-transfer protein precursor (LTP) (Allergen 14493814
993 Malus x domestica Apple Unassigned allergen Mal d 3 [Malus x domestica] 38492338
994 Malus x domestica Apple Unassigned lipid transfer protein precursor [Malus x domestica] 50659859
995 Malus x domestica Apple Unassigned lipid transfer protein precursor [Malus x domestica] 50659879
996 Malus x domestica Apple Unassigned lipid transfer protein precursor [Malus x domestica] 50659885
997 Malus x domestica Apple Unassigned lipid transfer protein precursor [Malus x domestica] 50659889
998 Malus x domestica Apple Unassigned lipid transfer protein precursor [Malus x domestica] 50659891
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999 Malus x domestica Apple Unassigned profilin [Malus x domestica] 218059728
1000 [Malus x domestica Apple Unassigned profilin [Malus x domestica] 218059733
1001 [Malus x domestica Apple Unassigned profilin [Malus x domestica] 218059730
1002 [Malus x domestica Apple Unassigned profilin [Malus x domestica] 164510860
1003 [Malus x domestica Apple Unassigned profilin [Malus x domestica] 164510858
1004 [Malus x domestica Apple Unassigned profilin [Malus x domestica] 164510842
1005 [Malus x domestica Apple Unassigned profilin 2 [Malus x domestica] 60418866
1006 [Malus x domestica Apple Unassigned profilin 2 [Malus x domestica] 60418862
1007 [Malus x domestica Apple Unassigned profilin 1 [Malus x domestica] 60418858
1008 [Malus x domestica Apple Unassigned profilin 1 [Malus x domestica] 60418854
1009 [Malus x domestica Apple Mal d 4 profilin [Malus x domestica] 28881455
1010 [Malus x domestica Apple Mal d 4 profilin [Malus x domestica] 28881457
1011  [Malus x domestica Apple Mal d 4 profilin [Malus x domestica] 28881453
1012 [Malus x domestica Apple Mal d 4 Profilin-3 (GD4-5) (Pollen allergen Mal d 4) 14423875
1013 [Malus x domestica Apple Mal d 4 Profilin-2 (GD4-2) (Pollen allergen Mal d 4) 14423874
1014 [Malus x domestica Apple Mal d 4 Profilin-1 (GD4-1) (Pollen allergen Mal d 4) 14423873
1015 |Marsupenaeus japonicus Unassigned tropomyosin fast isoform [Marsupenaeus japonicus] 125995159
1016 [Mercurialis annua g;r;r;:al mercury Meral Profilin [Mercurialis annua] 2959898
1017 |Metapenaeus ensis Greasyback shrimp  |Unassigned Tropomyosin (Allergen Met e 1) (Met e I) 6094504
1018 |Mimachlamys nobilis Noble scallop Unassigned tropomyosin [Chlamys nobilis] 9954253
1019 [Morus nigra Black mulberry Unassigned gﬁgr'\tl:??i:>F1L§I!::::3;}?5?2ngrggr:i—&?)?s:eé protein 1; 288561913
1020 [Mus musculus Mose musm |Maorurivary profein & precursor (WUP ) (NBIa2U- 178001
1021 [Musa acuminata Banana Mus xp 1 profilin [Musa acuminata] 14161635
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1022  [Myrmecia pilosula Jumper ant Unassigned gf?(’) rsﬁléz?lljlrirg:rn;ti ?B’Efgﬁ?ggg;&iﬂ?ﬁglpﬁg r:ae]ua 1911819
Pilosulin-1 precursor (Major allergen Myr p 1) (Myr p )
1023  |Myrmecia pilosula Jumper ant Myrp 1 [Contains: Pilosulin-1; Pilosulin-1 65->112; Pilosulin-1 68- |730091
>112; Pilosulin-1 71->112; Pilosulin-1 86->112]
1024  |Myrmecia pilosula Jumper ant Myr p 2 Allergen Myr p 2 precursor (Myr p 1) 2498604
1025 |Myrmecia pilosula Jumper ant Myr p 2 major allergen Myr p Il 1587177
1026 |Neptunea polycostata Unassigned tropomyosin [Neptunea polycostata] 219806590
1027 [Nicotiana tabacum Tobacco Unassigned villin 1 [Nicotiana tabacum] 57283137
1028 [Nicotiana tabacum Tobacco Unassigned villin 2 [Nicotiana tabacum] 57283139
1029 |Octopus vulgaris Unassigned tropomyosin [Octopus vulgaris] 83715936
1030 |Olea europaea Olive tree Unassigned major pollen allergen Ole e 1 [Olea europaea] 145313992
1031 |Olea europaea Olive tree Unassigned major pollen allergen Ole e 1 [Olea europaea] 145313990
1032 |Olea europaea Olive tree Unassigned major pollen allergen Ole e 1 [Olea europaea] 145313988
1033 |Olea europaea Olive tree Unassigned major pollen allergen Ole e 1 [Olea europaea] 145313984
1034 |Olea europaea Olive tree Unassigned major pollen allergen Ole e 1 [Olea europaea] 145313982
1035 |Olea europaea Olive tree Oleel Major pollen allergen (Allergen Ole e 1) (Ole e 1) 14424429
1036 |Olea europaea Olive tree Unassigned major pollen allergen Ole e 1 [Olea europaea] 33325115
1037 |Olea europaea Olive tree Unassigned major pollen allergen Ole e 1 [Olea europaea] 33329732
1038 |Olea europaea Olive tree Unassigned major pollen allergen Ole e 1 [Olea europaea] 33329738
1039 |Olea europaea Olive tree Unassigned major pollen allergen Ole e 1 [Olea europaea] 33329744
1040 |Olea europaea Olive tree Unassigned major pollen allergen Ole e 1 [Olea europaea] 33329748
1041 |Olea europaea Olive tree Unassigned major pollen allergen Ole e 1 [Olea europaea] 33329750
1042 |Olea europaea Olive tree Unassigned major pollen allergen Ole e 1 [Olea europaea] 33329752
1043 |Olea europaea Olive tree Unassigned major pollen allergen Ole e 1 [Olea europaea] 33329754
1044 |Olea europaea Olive tree Unassigned major pollen allergen Ole e 1 [Olea europaea] 33329756
1045 |Olea europaea Olive tree Unassigned major pollen allergen Ole e 1 [Olea europaea] 33329758
1046 |Olea europaea Olive tree Unassigned major pollen allergen Ole e 1 [Olea europaea] 37548753
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1047 |Olea europaea Olive tree Unassigned major pollen allergen Ole e 1 [Olea europaea] 37724593
1048 |Olea europaea Olive tree Unassigned major pollen allergen Ole e 1 [Olea europaea] 37724597
1049 |Olea europaea Olive tree Ole e 1.0101 main olive allergen [Olea europaea] 13195753
1050 |Olea europaea Olive tree Ole e 1.0107 Ole e 1 protein [Olea europaea] 2465131
1051 |Olea europaea Olive tree Ole e 1.0106 Ole e 1.0103 protein [Olea europaea] 2465129
1052 |Olea europaea Olive tree Ole e 1.0105 Ole e 1.0102 protein [Olea europaea] 2465127
1053 |Olea europaea Olive tree Unassigned major allergen OLE6 - common olive (fragment) 1362137
1054 |Olea europaea Olive tree Ole e 1.0103 major allergen OLE5c - common olive 1362136
1055 |Olea europaea Olive tree Ole e 1.0102 major allergen OLE3c - common olive 1362135
1056 |Olea europaea Olive tree Unassigned major allergen OLE33/OLE37 - common olive (fragment) 1362134
1057 |Olea europaea Olive tree Unassigned major allergen OLE26 - common olive (fragment) 1362133
1058 |Olea europaea Olive tree Oleel major allergen OLE20 - common olive (fragment) 1362132
1059 |Olea europaea Olive tree Ole e 1.0104 major allergen OLE1c - common olive (fragment) 1362131
1060 |Olea europaea Olive tree Unassigned major allergen OLE19 - common olive (fragment) 1362130
1061 |Olea europaea Olive tree Unassigned major allergen OLE17 - common olive (fragment) 1362129
1062 |Olea europaea Olive tree Unassigned major allergen OLE16 - common olive (fragment) 1362128
1063 |Olea europaea Olive tree Olee 10 allergen Ole e 10 [Olea europaea] 29465664
1064 |Olea europaea Olive tree Ole e 11.0101 [Ole e 11.0101 allergen precursor [Olea europaea] 269996495
1065 |Olea europaea Olive tree Ole e 11.0102 |Ole e 11.01 allergen precursor [Olea europaea] 68270856
1066 |Olea europaea Olive tree Unassigned allergenic thaumatin [Olea europaea] 269996497
1067 |Olea europaea Olive tree Olee?2 Profilin-3 (Pollen allergen Ole e 2) 3914428
1068 |Olea europaea Olive tree Olee?2 Profilin-2 (Pollen allergen Ole e 2) 3914427
1069 |Olea europaea Olive tree Olee?2 Profilin-1 (Pollen allergen Ole e 2) 3914426
1070 |Olea europaea Olive tree Olee3 Ole e 3 allergen [Olea europaea] 37725377
1071 |Olea europaea Olive tree Olee3 calcium-binding pollen allergen [Olea europaea] 3337403
1072 |Olea europaea Olive tree Unassigned Ole e 5 olive pollen allergen [Olea europaea] 160962611
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1073 |Olea europaea Olive tree Unassigned Ole e 5 olive pollen allergen [Olea europaea] 160962597
1074 |Olea europaea Olive tree Unassigned Ole e 5 olive pollen allergen [Olea europaea] 160962591
1075 |Olea europaea Olive tree Unassigned Ole e 5 olive pollen allergen [Olea europaea] 160962587
1076 |Olea europaea Olive tree Unassigned Ole e 5 olive pollen allergen [Olea europaea] 160962583
1077 |Olea europaea Olive tree Unassigned Ole e 5 olive pollen allergen [Olea europaea] 160962577
1078 |Olea europaea Olive tree Unassigned Ole e 5 olive pollen allergen [Olea europaea] 160962557
1079 |Olea europaea Olive tree Unassigned Ole e 5 olive pollen allergen [Olea europaea] 160962547
1080 |Olea europaea Olive tree Unassigned Ole e 5 olive pollen allergen [Olea europaea] 160962543
1081 |Olea europaea Olive tree Unassigned allergen Ole e 5 [Olea europaea] 160347138
1082 |Olea europaea Olive tree Unassigned allergen Ole e 5 [Olea europaea] 160347134
1083 |Olea europaea Olive tree Unassigned allergen Ole e 5 [Olea europaea] 160347130
1084 |Olea europaea Olive tree Unassigned allergen Ole e 5 [Olea europaea] 160347126
1085 |Olea europaea Olive tree Unassigned allergen Ole e 5 [Olea europaea] 160347124
1086 |Olea europaea Olive tree Unassigned allergen Ole e 5 [Olea europaea] 160347122
1087 |Olea europaea Olive tree Unassigned allergen Ole e 5 [Olea europaea] 160347120
1088 |Olea europaea Olive tree Unassigned allergen Ole e 5 [Olea europaea] 160347112
1089 |Olea europaea Olive tree Unassigned allergen Ole e 5 [Olea europaea] 160347108
1090 |Olea europaea Olive tree Unassigned allergen Ole e 5 [Olea europaea] 160347106
1091 |Olea europaea Olive tree Unassigned pollen allergen Ole e 5 [Olea europaea] 145313972
1092 |Olea europaea Olive tree Oleeb5 Superoxide dismutase [Cu-Zn] (Allergen Ole e 5) (Ole e V) [122064581
1093 |Olea europaea Olive tree Olee6 Pollen allergen Ole e 6 14423643
1094 |Olea europaea Olive tree Olee7 Pollen allergen Ole e 7 (Ole e VII) 22002032
1095 |Olea europaea Olive tree Olee8 Calcium-binding allergen Ole e 8 (PCA18/PCA23) 14423648
1096 |Olea europaea Olive tree Olee8 calcium-binding protein [Olea europaea] 6901654
1097 |Olea europaca Olive tree Unassigned Chain A, Solution Structure Of The C-Terminal Domain Ole 166235350

EQ
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1098 |Olea europaea Olive tree Olee9 beta-1,3-glucanase-like protein [Olea europaea] 14279169
1099 |Ommastrephes bartramii Unassigned tropomyosin [Ommastrephes bartramii] 83715934
1100 |Onchocerca volvulus Parasitic nematode  [Unassigned RecNamg: FuII_=Tropomyosm; AltName: Full=MOv-14; 42559586
AltName: Full=Ov-tmy-1
1101  |Oncorhynchus mykiss Unassigned RecName: Full=Parvalbumin beta 2 288559140
1102  |Oncorhynchus mykiss Unassigned RecName: Full=Parvalbumin beta 1 288559139
1103 |Oratosquilla oratoria Unassigned tropomyosin [Oratosquilla oratoria] 162286975
Lactoylglutathione lyase (Methylglyoxalase)
. . . (Aldoketomutase) (Glyoxalase 1) (Glx I) (Ketone-aldehyde
1104 |Oryza sativa Rice Unassigned mutase) (S-D-lactoylglutathione methylglyoxal lyase) 84029333
(Allergen Ory s ?) (Allergen GIb33) (PP33)
1105 |Oryza sativa Rice Orys1 Orys1 1173557
1106 |Oryza sativa Rice Unassigned beta-expansin [Oryza sativa] 8118439
1107 é)rgyuzs)satlva (japonica cultivar- Rice Unassigned glyoxalase | [Oryza sativa (japonica cultivar-group)] 16580747
Oryza sativa (japonica cultivar- Expansin-B1 precursor (OSEXPB1) (Beta-expansin-1)
1108 royu ) P Rice Orys1l (OsaEXPb1.2) (OsaEXPb1.3) (Major pollen allergen Ory s 1)|109913547
group (Orysl)
1109 Oryza sativa (japonica cultivar- Rice Unassigned allergen RAS5B precursor [Oryza sativa (japonica cultivar- 23495787
group) group)]
1110 ;)r:)yuzs)satlva (japonica cultivar- Rice Unassigned allergen RA16 [Oryza sativa (japonica cultivar-group)] 23616954
1111 Oryza sativa (japonica cultivar- Rice Unassigned Seed _aIIergenlc protein RAG1 precursor (Seed allergenic 114152864
group) protein RA17)
1112 Oryza sativa (japonica cultivar- Rice Unassigned Seed _allergenlc protein RAG2 precursor (Seed allergenic 114152865
group) protein RA14)
1113 Oryza sativa (japonica cultivar- Rice Unassigned putative allergenic protein [Oryza sativa (japonica cultivar- 23616947
group) group)]
1114 Oryza sativa (japonica cultivar- Rice Unassigned allergenic protein [Oryza sativa] 2827316

group)
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1115 ;)r:)yuzs)satlva (japonica cultivar- Rice Unassigned allergenic protein [Oryza sativa (japonica cultivar-group)] 1398918
1116 é)rgyuzs)satlva (japonica cultivar- Rice Unassigned allergenic protein [Oryza sativa (japonica cultivar-group)] 1398916
1117 ;)r:)yuzs)satlva (japonica cultivar- Rice Unassigned allergenic protein [Oryza sativa (japonica cultivar-group)] 1398915
1118 é)rgyuzs)satlva (japonica cultivar- Rice Unassigned allergenic protein [Oryza sativa (japonica cultivar-group)] 1398913
1119 ;)r:)yuzs)satlva (japonica cultivar- Rice Unassigned allergenic protein [Oryza sativa (japonica cultivar-group)] 1304218
1120 é)rgyuzs)satlva (japonica cultivar- Rice Unassigned allergenic protein [Oryza sativa (japonica cultivar-group)] 1304217
1121 ;)r:)yuzs)satlva (japonica cultivar- Rice Unassigned allergenic protein [Oryza sativa (japonica cultivar-group)] 1304216
1122 E])rgyuzs)satlva (japonica cultivar- Rice Unassigned allergenic protein [Oryza sativa (japonica cultivar-group)] 218197
1123 ;)r:)yuzg)satlva (japonica cultivar- Rice Unassigned allergenic protein [Oryza sativa (japonica cultivar-group)] 218193
1124  |Ostrya carpinifolia Unassigned pollen allergen [Ostrya carpinifolia] 300872535
1125 |Pachycondyla chinensis Unassigned Pac c 3 allergen [Pachycondyla chinensis] 169822894
1126 |Pandalus borealis Unassigned tropomyosin, allergen Pan b 1 [Pandalus borealis] 312831088
1127 |Pandalus eous Unassigned tropomyosin fast isoform [Pandalus eous] 125995161
1128 |Panulirus stimpsoni Lobster Unassigned Tropomyosin (Allergen Pans 1) (Pans 1) 14285797
1129 |Paralithodes camtschaticus Unassigned tropomyosin slow-tonic isoform [Paralithodes camtschaticus] [125995165
1130 [Paralithodes camtschaticus Unassigned tropomyosin fast isoform [Paralithodes camtschaticus] 125995163
S . Probable nonspecific lipid-transfer protein (LTP) (Major
1131 |Parietaria judaica Weed Par j 1.0101 pollen allergen Par j 1.0101) (Par j 1) (P5 protein) 3915783
1132 |Parietaria judaica Weed Par j 1.0201 Probable nonspecific lipid-transfer protein 1 precursor (LTP) 2497749

(Major pollen allergen Par j 1.0201) (Par j I) (P1 protein)
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1133 |Parietaria judaica Weed Par j 1.0102 P9 protein [Parietaria judaica] 1532058
1134 |Parietaria judaica Weed Parj1 major allergen Par j | 741844
L . Probable nonspecific lipid-transfer protein 2 precursor (LTP
1135 |Parietaria judaica Weed Par j 2.0101 2) (Major pollen allergen Par j 2.0101) (Par j I) (P2 protein) 2497750
1136 |Parietaria judaica Weed Par j 2.0102 P8 protein [Parietaria judaica] 1532056
1137 |Parietaria judaica Weed Parj 3 Profilin-1 (Pollen allergen Par j 3) 14423876
1138 |Parietaria judaica Weed Parj 3 Profilin-2 (Pollen allergen Par j 3) 14423869
1139 |Parietaria officinalis Weed Paro 1l Pollen major allergen Par o | 75139847
1140 |Parietaria officinalis Weed Unassigned Par_ ° la_=a_C|d|c_ allergen isoform _{N—terrT_unaI} [Parietaria 1836010
officinalis=pellitory, pollen, Peptide Partial, 25 aa]
1141 [|Parietaria officinalis Weed Parol Par_ ° lb.=kla5|c gllergen isoform {_N-term!nal} [Parietaria 1836011
officinalis=pellitory, pollen, Peptide Partial, 24 aa]
1142 |Parietaria officinalis Weed Parol mA_b_SBfi—reactlve major aIIerg_en {N-terminal} [Parietaria 1311513
officinalis, pollen, Peptide Partial, 30 aa]
1143 |Parietaria officinalis Weed Paro 1 MAD 3F8-reactive major allergen {N-terminal} [Parietaria ;4955
officinalis, pollen, Peptide Partial, 15 aa]
L L mAb 8C7-reactive major allergen {N-terminal, band 2}
1144 |Parietaria officinalis Weed Parol [Parietaria officinalis, pollen, Peptide Partial, 15 aa] 1311511
L L mAb 8C7-reactive major allergen {N-terminal, band 1}
1145 |Parietaria officinalis Weed Parol [Parietaria officinalis, pollen, Peptide Partial, 15 aa] 1311510
1146  |Parietaria officinalis Weed Parol MADb 2F9-reactive major allergen {N-terminal} [Parietaria 1311509
officinalis, pollen, Peptide Partial, 17 aa]
1147 |Paspalum notatum Bahia grass Unassigned group 13 grass pollen allergen [Paspalum notatum] 338930672
1148 |Paspalum notatum Bahia grass Unassigned group 13 grass pollen allergen [Paspalum notatum] 338930674
1149 |Paspalum notatum Bahia grass Unassigned group 13 grass pollen allergen [Paspalum notatum] 338930676
1150 [|Paspalum notatum Bahia grass Unassigned group 13 grass pollen allergen [Paspalum notatum] 338930678
1151 |Paspalum notatum Bahia grass Unassigned group 13 grass pollen allergen [Paspalum notatum] 338930680
1152 |Paspalum notatum Bahia grass Unassigned group 13 grass pollen allergen [Paspalum notatum] 338930682
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1153 |Paspalum notatum Bahia grass Unassigned group 13 grass pollen allergen [Paspalum notatum] 338930684
1154  |Paspalum notatum Bahia grass Unassigned group 13 grass pollen allergen [Paspalum notatum] 338930686
1155 |Paspalum notatum Bahia grass Unassigned Pas n 1 allergen precursor [Paspalum notatum] 168419914
1156 |Penaeus monodon Black tiger shrimp Unassigned tropomyosin fast isoform [Penaeus monodon] 125995157
1157 [Penaeus monodon Black tiger shrimp Unassigned 'I:?I(;I:l;emnezngl:;grgmme kinase; Short=AK; AltName: 308154236
1158 |Penaeus monodon Black tiger shrimp Penm 2 allergen Pen m 2 [Penaeus monodon] 27463265
1159  |Penaeus monodon Black tiger shrimp Unassigned myosin light chain [Penaeus monodon] 317383196
1160 |Penaeus monodon Black tiger shrimp Unassigned sarcoplasmic calcium binding protein [Penaeus monodon] 317383198
1161  [Penicillium brevicompactum Fungus Unassigned E[Sge?n?gill?ilgr:bb?z\(;irgilrni)lzﬂgtt?s? hoprotein Pen b 26 59894749
1162  [Penicillium chrysogenum Fungus Pen ch 18 vacuolar serine protease [Penicillium chrysogenum] 14215732
1163  [Penicillium chrysogenum Fungus Pen ch 18 allergen Pen n 18 [Penicillium chrysogenum] 7963902
1164  [Penicillium chrysogenum Fungus Pen ch 13 alkaline serine protease [Penicillium chrysogenum] 21069093
1165 [Penicillium chrysogenum Fungus Pen ch 13 allergen Pen n 13 [Penicillium chrysogenum] 6684758
1166  [Penicillium chrysogenum Fungus Pen ch 20 68 kDa allergen [Penicillium chrysogenum] 999009
1167  [Penicillium citrinum Fungus Unassigned vacuolar serine protease [Penicillium citrinum] 12005501
1168  [Penicillium citrinum Fungus Unassigned alkaline serine protease Pen c2 [Penicillium citrinum] 4588118
1169 [Penicillium citrinum Fungus Penc 19 Heat shock 70 kDa protein (Allergen Pen ¢ 19) 14423733
1170  |Penicillium citrinum Fungus Unassigned ;@%ﬁiﬁéiﬁ%ﬁ;&%y E;rl?éfgiihgg;aéa;% (2-phospho-D- 12664773
1171  [Penicillium citrinum Fungus Pen c 24 unknown [Penicillium citrinum] 38326693
1172  |Penicillium citrinum Fungus Penc 3 peroxisomal membrane protein [Penicillium citrinum] 5326864
1173  [Penicillium citrinum Fungus Unassigned Pen c 1; alkaline serine protease [Penicillium citrinum] 4587983
1174  |Penicillium oxalicum Fungus Pen 0 18 vacuolar serine protease [Penicillium oxalicum] 12005497
1175 |Periplaneta americana American cockroach |Unassigned tropomyosin [Periplaneta americana] 239740599
1176 |Periplaneta americana American cockroach |Unassigned Tropomyosin (Major allergen Per a 7) 14423957

Report Number: SSB-165-12

Page 89 of 417




Entry Organism Common name | Allergen name Description Genlnfo
identifier
1177 |Periplaneta americana American cockroach |Pera 7.0101 tropomyosin [Periplaneta americana] 4378573
1178 |Periplaneta americana American cockroach |Unassigned major allergen Cr-PII [Periplaneta americana] 284518361
1179 |Periplaneta americana American cockroach |Unassigned major allergen Per a 1.0105 [Periplaneta americana] 30144660
1180 [Periplaneta americana American cockroach |Pera 1.0101 major allergen Per a 1.0101 [Periplaneta americana] 4240399
1181 |Periplaneta americana American cockroach |Pera 1.0102 allergen [Periplaneta americana] 2897849
1182 |Periplaneta americana American cockroach |Peral Cr-PIl [Periplaneta americana] 2580504
1183 |Periplaneta americana American cockroach |Pera 1.0104 Cr-Pll allergen [Periplaneta americana] 2253610
1184  |Periplaneta americana American cockroach |Peral Cr-Pll allergen [Periplaneta americana] 2231297
1185 |Periplaneta americana American cockroach |Unassigned Per a 3 allergen [Periplaneta americana] 289721058
1186 [Periplaneta americana American cockroach |Unassigned major allergen Cr-PI [Periplaneta americana] 284518363
1187 |Periplaneta americana American cockroach |Pera 3.0101 Allergen Cr-PI precursor (Allergen Per a 3) 2833325
1188 |Periplaneta americana American cockroach |Per a 3.0203 allergen [Periplaneta americana] 1580797
1189 |Periplaneta americana American cockroach |Per a 3.0202 allergen [Periplaneta americana] 1580794
1190 [Periplaneta americana American cockroach |Pera 3.0201 allergen [Periplaneta americana] 1531589
1191 |Periplaneta americana American cockroach |Unassigned Per a 4 allergen variant 1 [Periplaneta americana] 212675312
1192 |Periplaneta americana American cockroach |Unassigned IC::?Oar:]né),cck:gztcar:esstructure Of Major Allergens, Per A 4 215794707
1193 |Periplaneta americana American cockroach |Unassigned Per a 4 allergen [Periplaneta americana] 60678787
1194  |Periplaneta fuliginosa (S:;I:Oklr(g:gﬁwn Unassigned tropomyosin [Periplaneta fuliginosa] 19310971
1195 |Perna viridis Asian green mussell |Unassigned tropomyosin [Perna viridis] 9954251
1196 |Persea americana Avocado Persal endochitinase [Persea americana] 3201547
1197 [Phalaris aquatica Canary grass Phaal Major pollen allergen Pha a 1 precursor (Phaal) 2498576
1198 [Phalaris aquatica Canary grass Unassigned ggja?i(l:z:aiﬂazi?;gIrlzfsr;,al!’lgpr)?i%ré Egr—;[ieeﬁr’négag][Phalarls 409328
1199 [Phalaris aquatica Canary grass Unassigned Major pollen allergen Pha a 5.4 (Pha a 5) (Clone 5) 2498580
1200 [Phalaris aquatica Canary grass Unassigned Major pollen allergen Pha a 5.3 precursor (Pha a 5) (Clone 2498579

29)
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1201 [Phalaris aquatica Canary grass Unassigned ngor pollen allergen Pha a 5.2 precursor (Pha a 5) (Clone 2498578
1202 |Phalaris aquatica Canary grass Unassigned g/il;;Jor pollen allergen Pha a 5.1 precursor (Pha A 5) (Clone 2498577
1203 |Phaseolus vulgaris Kidney bean Unassigned Cﬁlng_;ﬂi?ﬁc lipid transfer protein 1b precursor [Phaseolus 289064179
1204  |Phaseolus vulgaris Kidney bean Unassigned Cﬁgzﬂ?}"f'c lipid transfer protein 1a precursor [Phaseolus 289064177
1205 |Phleum pratense Common timothy Unassigned allergen Phi p | 1582250
1206 |Phleum pratense Common timothy Unassigned Pollen allergen Phl p 1 precursor (Phl p 1) 1171008
1207 |Phleum pratense Common timothy Unassigned unnamed protein product [Phleum pratense] 45823012
1208 |Phleum pratense Common timothy Phlp1 Chain A, Crystal Structure Of Phl P 1, A Major Timothy 28373838
Grass Pollen Allergen
1209 |Phleum pratense Common timothy Phl p 1.0101 pollen allergen Phl pl [Phleum pratense] 3901094
1210 |Phleum pratense Common timothy Unassigned Pollen allergen Phl p 11 47606039
1211  |Phleum pratense Common timothy Phlp 12 profilin 4 [Phleum pratense] 2415702
1212  |Phleum pratense Common timothy Phlp 12 profilin 3 [Phleum pratense] 2415700
1213  |Phleum pratense Common timothy Phlp 12 Profilin-1 (Pollen allergen Phl p 12) (Phl p 11) 464471
1214  |Phleum pratense Common timothy Phlp 13 polygalacturonase [Phleum pratense] 4826572
1215 |Phleum pratense Common timothy Unassigned Pollen allergen Phl p 2 precursor (Phl p 1) 1171009
1216 |Phleum pratense Common timothy Unassigned pollen allergen Phl p 4.0204 [Phleum pratense] 189014272
1217  |Phleum pratense Common timothy Unassigned pollen allergen Phl p 4.0203 [Phleum pratense] 189014270
1218 |Phleum pratense Common timothy Unassigned pollen allergen Phl p 4.0202 [Phleum pratense] 189014268
1219 |Phleum pratense Common timothy Unassigned pollen allergen Phl p 4.0102 [Phleum pratense] 189014266
1220 |Phleum pratense Common timothy Unassigned major pollen allergen Phl p 4 precursor [Phleum pratense] 82492267
1221 |Phleum pratense Common timothy Unassigned unnamed protein product [Phleum pratense] 45108967
1222  |Phleum pratense Common timothy Unassigned unnamed protein product [Phleum pratense] 45108973
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1223  |Phleum pratense Common timothy Unassigned pollen allergen Phl p 4 [Phleum pratense] 54144332
1224  |Phleum pratense Common timothy Phl p 5 Pollen allergen Phl p V 75139900
1225 [Phleum pratense Common timothy Unassigned phl p5a allergen precursor [Phleum pratense] 29500897
1226  [Phleum pratense Common timothy Phlp5 gﬂzl&gbfgfati ﬁg“g;uflg :gzzepﬁ?';cgg nal Domain Of 28948464
1227 |Phleum pratense Common timothy Unassigned unnamed protein product [Phleum pratense] 21725632
1228 |Phleum pratense Common timothy Unassigned unnamed protein product [Phleum pratense] 21725630
1229 |Phleum pratense Common timothy Unassigned unnamed protein product [Phleum pratense] 21725628
1230 |Phleum pratense Common timothy Unassigned unnamed protein product [Phleum pratense] 21725626
1231 |Phleum pratense Common timothy Unassigned unnamed protein product [Phleum pratense] 21725624
1232  |Phleum pratense Common timothy Unassigned unnamed protein product [Phleum pratense] 21725622
1233  |Phleum pratense Common timothy Unassigned unnamed protein product [Phleum pratense] 21725620
1234  |Phleum pratense Common timothy Unassigned unnamed protein product [Phleum pratense] 21725618
1235 |Phleum pratense Common timothy Unassigned unnamed protein product [Phleum pratense] 21725616
1236 |Phleum pratense Common timothy Unassigned unnamed protein product [Phleum pratense] 21725614
1237 |Phleum pratense Common timothy Unassigned unnamed protein product [Phleum pratense] 21725612
1238 |Phleum pratense Common timothy Unassigned unnamed protein product [Phleum pratense] 21725610
1239 |Phleum pratense Common timothy Unassigned unnamed protein product [Phleum pratense] 21725608
1240 |Phleum pratense Common timothy Unassigned unnamed protein product [Phleum pratense] 21725606
1241 |Phleum pratense Common timothy Phlp5 group V allergen Phl p 5 precursor [Phleum pratense] 13430402
1242  |Phleum pratense Common timothy Unassigned group V allergen Phl p 5.0207 precursor [Phleum pratense] 3309047
1243  |Phleum pratense Common timothy Unassigned group V allergen Phl p 5.0206 precursor [Phleum pratense] (3309045
1244  |Phleum pratense Common timothy Unassigned group V allergen Phl p 5.0203 precursor [Phleum pratense] 3309041
1245 |Phleum pratense Common timothy Phl p 5.0103 group V allergen Phl p 5.0103 precursor [Phleum pratense] (3309039
1246  |Phleum pratense Common timothy Phl p 5.0108 major allergen Phl p 5 [Phleum pratense] 3135503
1247  |Phleum pratense Common timothy Phl p 5.0107 major allergen Phl p 5 [Phleum pratense] 3135501
1248 |Phleum pratense Common timothy Phl p 5.0106 major allergen Phl p 5 [Phleum pratense] 3135499
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1249  |Phleum pratense Common timothy Phl p 5.0105 major allergen Phl p 5 [Phleum pratense] 3135497
1250 |Phleum pratense Common timothy Phlp5 Pollen allergen Phl p 5b precursor (Phl p Vb) 2851457
1251 |Phleum pratense Common timothy Phlp5 Major Pollen Allergen Phl p VVa [Phleum pratense] 2398757
1252  |Phleum pratense Common timothy Phl p 5.0104 major allergen Phl p 5 [Phleum pratense] 1684720
1253  |Phleum pratense Common timothy Phl p 5.0202 major allergen Phl p 5 [Phleum pratense] 1684718
1254  |Phleum pratense Common timothy Unassigned major allergen Phl p Va 1092249
1255 |Phleum pratense Common timothy Phlp5 allergen Phl p Vb - common timothy 481397
1256 |Phleum pratense Common timothy Phlp5 PHLP5A protein - common timothy (fragment) 422005
1257 |Phleum pratense Common timothy Phl p 5.0101 Phlp5 [Phleum pratense] 398830
1258 |Phleum pratense Common timothy Unassigned g?:;g y&ﬁ?ﬂﬁﬁéﬁ%ﬁcﬁﬁhizchi Cv:\{lhajz()irr];rlmothy 28374072
1259 |Phleum pratense Common timothy Unassigned Phl p6 IgE binding fragment [Phleum pratense] 3004469
1260 |Phleum pratense Common timothy Phl p 6 Phl p6 allergen [Phleum pratense] 3004467
1261 |Phleum pratense Common timothy Phl p 6 Phl p6 allergen [Phleum pratense] 3004465
1262 |Phleum pratense Common timothy Unassigned E’F())YI():alcm Phip 7 (Calcium-binding pollen allergen Phl p 7) 14423846
1263  |Phoenix dactylifera Date palm Phod 2 profilin [Phoenix dactylifera] 21322677
1264 |Pistacia vera Unassigned Pis v 2.0201 allergen 11S globulin precusor [Pistacia vera] |110349085
1265 |Pistacia vera Unassigned Pis v 2.0101 allergen11S globulin precusor [Pistacia vera] 110349083
1266 |Pistacia vera Unassigned 11S globulin [Pistacia vera] 156001070
1267 |Pistacia vera Unassigned Pis v 1 allergen 2S albumin [Pistacia vera] 110349081
1268 |Pistacia vera Unassigned vicilin [Pistacia vera] 133711974
1269  |Pisum sativum Pea Piss 1 Vicilin [Pisum sativum] 42414627
1270  |Pisum sativum Pea Piss 1 Vicilin [Pisum sativum] 42414629
1271 |Plantago lanceolata FI:IIZ:]rtc;\i/\r/]—leaved Unassigned unnamed protein product [Plantago lanceolata] 29163773
1272 |Plantago lanceolata FI:IIZ\l:]rt(;\i/\r/]-Ieaved Plall F;ﬁgéz:)ilr;tr;(])llen major allergen, Pla | 1.0103 [Plantago 14499363
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1273 |Plantago lanceolata NarrO\_/v-Ieaved Plall plantain pollen major allergen, Pla | 1.0102 [Plantago 14499361
plantain lanceolata]
1274 |Plantago lanceolata NarrO\_/v—Ieaved Plal 1 plantain pollen major allergen, Pla | 1.0101 [Plantago 14422359
plantain lanceolata]
1275 |Platanus orientalis Unassigned pollen allergen Pla o 1 [Platanus orientalis] 162949336
1276 |Platanus x acerifolia London plane tree Unassigned i’)utatlve invertase inhibitor precursor (Pollen allergen Pla a 29839547
1277 |Platanus x acerifolia London plane tree Plaa?2 polygalacturonase [Platanus x acerifolia] 49523394
1278 |Plodia interpunctella Indian meal moth Unassigned arginine kinase [Plodia interpunctella] 15886861
1279 |Poa pratensis Kentucky bluegrass |[Unassigned pollen allergen (group I1) [Poa pratensis] 4007655
1280 |Poa pratensis Kentucky bluegrass [Poap 1 group | pollen allergen [Poa pratensis] 4090265
1281 |Poa pratensis Kentucky bluegrass [Poap 1 pollen allergen Poa p | - Kentucky bluegrass (fragment) 320620
1282 |Poa pratensis Kentucky bluegrass [Poap 1 pollen allergen Poa-pl - Kentucky bluegrass (fragment) 280414
1283 |Poa pratensis Kentucky bluegrass [Poap5 pollen allergen Poa p 5 [Poa pratensis] 11991227
1284 |Poa pratensis Kentucky bluegrass [Unassigned EF(’)(I)EB ?;I(e):rgen KBG 31 precursor (Pollen allergen Poa p 9) 113560
1285 |Poa pratensis Kentucky bluegrass |[Unassigned EF?;I;B z:;l(e):rgen KBG 41 precursor (Pollen allergen Poa p 9) 113561
1286 [Poa pratensis Kentucky bluegrass [Unassigned pollen allergen (clone 7.2) - Kentucky bluegrass (fragment) |539056
1287 |Poa pratensis Kentucky bluegrass [Unassigned EF(’)(I)EB ?;I(e):rgen KBG 60 precursor (Pollen allergen Poa p 9) 113562
1288 [Polistes annularis Paper wasp Polal Phospholipase Al (Allergen Pol a 1) 14423833
1289 |Polistes annularis Paper wasp Pol a2 Hyaluronoglucosaminidase precursor (Hyaluronidase) 14423735
(Allergen Pol a 2)
1290 [Polistes annularis Paper wasp Pola5 allergen 5 160780
1291 |Polistes dominulus Paper wasp Unassigned venom phospholipase Al 1 precursor [Polistes dominulus]  |45510887
1292 |Polistes dominulus Paper wasp Unassigned venom phospholipase Al 2 precursor [Polistes dominulus]  |45510889
1293 |Polistes dominulus Paper wasp Unassigned venom phospholipase Al 3 precursor [Polistes dominulus]  |45510891
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1294  |Polistes dominulus Paper wasp Unassigned venom phospholipase Al 4 precursor [Polistes dominulus]  |45510893
1295 |Polistes dominulus Paper wasp Pol d5 allergen Pol d 5 precursor [Polistes dominulus] 51093377
1296 |Polistes dominulus Paper wasp Unassigned venom serine protease precursor [Polistes dominulus] 30909091
1297 |Polistes exclamans Paper wasp Unassigned allergen Pol e 5 precursor [Polistes exclamans] 51093375
1298 |Polistes exclamans Paper wasp Pole5 x)enom allergen 5 (Antigen 5) (Ag5) (Allergen Pol e 5) (Pol e 549187
1299 [Polistes fuscatus Paper wasp Pol f5 x;anom allergen 5 (Antigen 5) (Ag5) (Allergen Pol T'5) (Pol f 549188
1300 [Polistes gallicus Paper wasp Unassigned Phospholipase Al (Allergen Pol g 1) 41017429
1301 |Polistes gallicus Paper wasp Polg5 Venom allergen 5 (Antigen 5) (Ag5) (Allergen Pol g 5) 25091511
1302  |Polybia paulista wasp Unassigned ESICI’;'ﬁ'r;‘ael:ufg;':gﬁ'gfé‘;;%‘i'g%sgeshort:Hya; AltName: 302425085
1303 [Polybia paulista wasp Unassigned hyaluronidase precursor [Polybia paulista] 302201583
1304  |Polybia paulista wasp Unassigned E;e;'a'jg‘:e;Agg"zvenom allergen 5; AltName: Full=Antigen 550547,
1305 [Polybia paulista wasp Unassigned venom allergen 5 [Polybia paulista] 290792375
1306 [Polybia paulista wasp Unassigned phospholipase Al [Polybia paulista] 315190620
1307 [Polybia paulista wasp Pol p 1.0101 Venom phospholipase Al precursor (Allergen Poly p 1) 166216292
1308 |Protortonia cacti Unassigned cochineal major allergen [Protortonia cacti] 237769615
1309 |Prunus armeniaca Apricot Unassigned non-specific lipid transfer protein [Prunus armeniaca] 313575736
1310 |Prunus armeniaca Apricot Unassigned non-specific lipid transfer protein [Prunus armeniaca] 313575734
1311 |Prunus armeniaca Apricot Unassigned non-specific lipid transfer protein [Prunus armeniaca] 313575732
1312  |Prunus armeniaca Apricot Unassigned non-specific lipid transfer protein [Prunus armeniaca] 313575730
1313  |Prunus avium Cherry Unassigned g:]uaiﬂvAi ﬁ/lol:g;:](inEig\lljvcture Of The Major Cherry Allergen 159162378
1314  |Prunus avium Cherry Pruav 1 major cherry allergen Pru av 1.0201 [Prunus avium] 44409451
1315 |Prunus avium Cherry Pruav 1 major cherry allergen Pru av 1.0202 [Prunus avium] 44409474
1316  |Prunus avium Cherry Pruav 1 major cherry allergen Pru av 1.0203 [Prunus avium] 44409496
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1317  |Prunus avium Cherry Pruav 1 cherry-allergen PRUA1 1513216
1318 |Prunus avium Cherry Unassigned non-specific lipid transfer protein [Prunus avium] 313575728
1319 |Prunus avium Cherry Unassigned non-specific lipid transfer protein [Prunus avium] 313575726
1320  |Prunus avium Cherry Pruav 3 lipid transfer protein precursor [Prunus avium] 6715520
1321 |Prunus avium Cherry Pruav 4 profilin [Prunus avium] 4761582
1322  |Prunus avium Cherry Pru av 2 thaumatin-like protein precursor 1144346
1323 |Prunus domestica Plum Prud3 IF\)lrcl)Jn;p;)uflc lipid-transfer protein 1 (LTP 1) (Major allergen 9297015
1324  |Prunus dulcis Almond Prudu 4 profilin [Prunus dulcis] 24473794
1325 |Prunus dulcis Almond Unassigned Chain A,_Crystal_ Structure Of Pru Du_Amandln, An 258588247
Allergenic Protein From Prunus Dulcis
1326  |Prunus dulcis Almond Unassigned Sﬁe% allergenic protein 2 (Conglutin gamma) (Allergen Pru 75107131
1327 |Prunus dulcis x Prunus persica Unassigned Eg:::é\g]a allergen Pru du 4.02 [Prunus dulcis x Prunus 190613937
1328 |Prunus dulcis x Prunus persica Unassigned Sg:g;[::\:]a allergen Pru du 4.01 [Prunus dulcis x Prunus 190613933
1329  |Prunus dulcis x Prunus persica Prup 2.0301 putative allergen Pru p 2.02 [Prunus dulcis x Prunus persica] 190613903
1330 |Prunus dulcis x Prunus persica Prup 2.0101 Sg:g}é\g]a allergen Pru p 2.01B [Prunus dulcis x Prunus 190613911
1331 |Prunus dulcis x Prunus persica Prup 2.0201 Eg:g;[::\g allergen Pru p 2.01A [Prunus dulcis x Prunus 190613907
1332  |Prunus persica Peach Unassigned major allergen Pru p 1 [Prunus persica] 82492265
1333  [Prunus persica Peach Unassigned non-specific lipid transfer protein [Prunus persica] 313575718
Chain B, Crystal Structure Of Peach Pru P3, The Prototypic
1334  [Prunus persica Peach Prup3 Member Of The Family Of Plant Non-Specific Lipid 83754241
Transfer Protein Pan-Allergens
1335 [Prunus persica Peach Unassigned lipid transfer protein 1 precursor [Prunus persica] 54793477
1336 |Prunus persica Peach Prup 3 Nonspecific lipid-transfer protein 1 (LTP 1) (Major allergen 3287877

Prup3) (Prupl)
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1337  |Prunus persica Peach Prup 4.02 profilin [Prunus persica] 27528312
1338 |Prunus persica Peach Prup 4.01 profilin [Prunus persica] 27528310
1339 |Pseudocardium sachalinensis Unassigned tropomyosin [Pseudocardium sachalinensis] 219806598
1340  |Pyrus communis Pear Pyrc1l major allergen Pyrcl [Pyrus communis] 3044216
1341 |Pyrus communis Pear Pyrc 4 profilin [Pyrus communis] 4761580
1342  |Pyrus communis Pear Pyrc5 isoflavone reductase related protein [Pyrus communis] 3243234
1343 |Quercus alba Oak Unassigned pollen allergen Que a 1 isoform [Quercus alba] 167472849
1344  |Quercus alba Oak Unassigned pollen allergen Que a 1 isoform [Quercus alba] 167472847
1345 |Quercus alba Oak Queal major pollen allergen Que a | - white oak (fragment) 543675
1346 |Rana esculenta Frog Rane 1l parvalbumin alpha [Rana esculenta] 20796729
1347 |Rana esculenta Frog Rane 2 parvalbumin beta protein [Rana esculenta] 20797081
1348 |Rana sp. CH-2001 Frog Unassigned parvalbumin alpha [Rana sp. CH-2001] 20796733
1349 |Rana sp. CH-2001 Frog Unassigned parvalbumin beta protein [Rana sp. CH-2001] 20797085
PREDICTED: similar to Major urinary protein precursor
1350 [Rattus norvegicus Rat Unassigned (MUP) (Alpha-2u-globulin) (Alpha(2)-euglobulin) (Allergen 109474987
Rat n 1) (Rat n I) [Rattus norvegicus]
1351 |Rattus norvegicus Rat Ratn 1 Alpha-2u globulin 81890324
Major urinary protein precursor (MUP) (Alpha-2u-globulin)
1352 |Rattus norvegicus Rat Ratn 1 (15.5 kDa fatty acid binding protein) (15.5 kDa FABP) 127533
(Alpha(2)-euglobulin) (Allergen Rat n 1) (Rat n I)
— . Enolase (2-phosphoglycerate dehydratase) (2-phospho-D-
1353 |Rhodotorula mucilaginosa Fungus Unassigned glycerate hydro-lyase) (Allergen Rho m 1) 37078092
1354  |Rhodotorula mucilaginosa Fungus Unassigned vacuolar serine protease [Rhodotorula mucilaginosa] 54654335
1355  |Ricinus communis Castor bean Ricc1l 2S albumin precursor (Allergen Ric ¢ 1) 112762
1356 |Rubus idaeus Unassigned putative allergen Rub i 1 [Rubus idaeus] 110180525
1357  |Rubus idaeus Unassigned putative allergen Rub i 3 [Rubus idaeus] 110180523
1358 |Salmo salar Salmon Unassigned Parvalbumin beta 1 [Salmo salar] 209734468
1359 |Salmo salar Salmon Sals1 Parvalbumin beta 2 (Major allergen Sal s 1) 18281421
1360 |Salmo salar Salmon Sals1 Parvalbumin beta 1 (Major allergen Sal s 1) 2493445
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1361 |[Salsola kali Thistle Unassigned Sal k 1 pollen allergen [Salsola kali] 225810597
1362 |Salsola kali Thistle Unassigned pectin methylesterase allergenic protein [Salsola kali] 59895730
1363 [Salsola kali Thistle Unassigned pectin methylesterase allergenic protein [Salsola kali] 59895728
1364 |Salsola kali Thistle Unassigned pectin-methyltransferase precursor [Salsola kali] 51242679
1365 |Salsola kali Thistle Salk 1 [Segment 4 of 4] Pollen allergen Sal k 1 25090951
1366 |Salsola kali Thistle Salk 1 [Segment 3 of 4] Pollen allergen Sal k 1 25090950
1367 |Salsola kali Thistle Salk 1 [Segment 2 of 4] Pollen allergen Sal k 1 25090949
1368 [Salsola kali Thistle Salk 1 [Segment 1 of 4] Pollen allergen Sal k 1 25090948
1369 |[Salsola kali Thistle Unassigned Sal k 3 pollen allergen [Salsola kali] 225810599
1370 |Salsola kali Thistle Unassigned Sal k 4 pollen allergen [Salsola kali] 239916566
1371 |Salvelinus fontinalis Brook trout Unassigned parvalbumin [Salvelinus fontinalis] 288557440
1372  |Salvelinus fontinalis Brook trout Unassigned parvalbumin [Salvelinus fontinalis] 288557438
1373 |Sarcoptes scabiei type hominis [Scabies mite Unassigned major allergen 1 [Sarcoptes scabiei type hominis] 27462848
1374 |Sarcoptes scabiei type hominis [Scabies mite Unassigned Sar s 1 allergen Yv5032C08 [Sarcoptes scabiei type hominis] (46406002
1375 |Sarcoptes scabiei type hominis [Scabies mite Unassigned tS;preshlo?r!Iii:g]e n SMIPP-C Yv6018B11 [Sarcoptes scabiel 46406016
1376 |Sarcoptes scabiei type hominis [Scabies mite Unassigned tS;lpreshlo?r:Iiirig]e N SMIPP-C Yv5009F04 [Sarcoptes scabiei 46406014
1377 |Sarcoptes scabiei type hominis [Scabies mite Unassigned tS;preshloarrlllierzlzg]e N SMIPP-C Yv4028C12 [Sarcoptes scabiel 46406012
1378 |Sarcoptes scabiei type hominis [Scabies mite Unassigned Sé:ﬁg'?;;et;%n;ﬁﬁ]s e mu class Yv5004H11 [Sarcoptes 60920770
1379 [Sarcoptes scabiei type hominis |Scabies mite Unassigned glutathione S-transferase [Sarcoptes scabiei type hominis] 27462836
1380 [Sardinops sagax Unassigned parvalbumin [Sardinops sagax] 193247972
1381 [Scapharca broughtonii Unassigned tropomyosin [Scapharca broughtonii] 219806592
1382 |Schedonorus arundinaceus Tall fescue Unassigned Group | allergen FeS e I, pollen 75139991
1383 |Schedonorus arundinaceus Tall fescue Unassigned pollen allergen Fes e | type B - reed fescue (fragment) 320611
1384  |Schedonorus arundinaceus Tall fescue Unassigned pollen allergen Fes e | type A - reed fescue (fragment) 320610
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1385 |Schistosoma japonicum Schistosoma Unassigned jhzi)poor:ik::?}:g? | protein, putative Profilin/allergen [Schistosoma 29841461
1386  |Schistosoma japonicum Schistosoma Unassigned 22.6 kDa tegumental antigen [Schistosoma japonicum] 2739154
1387  |Scomber japonicus Chub mackerel Unassigned parvalbumin [Scomber japonicus] 29420793
1388  |Scomber scombrus Atlantic mackerel Unassigned parvalbumin [Scomber scombrus] 288557436
1389 [Secale cereale Rye Unassigned pollen allergen Sec ¢ 5 [Secale cereale] 332205751
1390 [Secale cereale Rye Unassigned 30K allergen 75140047
1391 |Secale cereale Rye Seccl Major BAKER'S ASTHMA allergen SEC C 1 75198875
1392 |Secale cereale Rye Unassigned pollen allergen Sec c 4 [Secale cereale] 55859454
1393 [Secale cereale Rye Unassigned pollen allergen Sec c 4 [Secale cereale] 55859456
1394  |Sepia esculenta Unassigned tropomyosin [Sepia esculenta] 83715928
1395 |Sepioteuthis lessoniana Unassigned tropomyosin [Sepioteuthis lessoniana] 83715930
1396 [Sesamum indicum Sesame Unassigned 2S albumin [Sesamum indicum] 209165427
1397  [Sesamum indicum Sesame Sesil 2S albumin [Sesamum indicum] 13183175
1398 [Sesamum indicum Sesame Sesi2 2S albumin precursor [Sesamum indicum] 5381323
1399  [Sesamum indicum Sesame Sesi 3 7S globulin [Sesamum indicum] 13183177
1400 [Sesamum indicum Sesame Unassigned 15 kDa oleosin 75315271
1401 [Sesamum indicum Sesame Unassigned main allergen 15 kDa oleosin [Sesamum indicum] 198250343
1402 |Sinapis alba White mustard Sina1 f"s'renrg‘;’;ﬁ;na ilﬁ’gfé’:;sg{n(i'? fa %e[%ﬁ;ltﬁins Allergen Sina |51 536758
1403 |Sinapis alba White mustard Sinal allergen sin a 1.0108 [Sinapis alba] 1009442
1404 |Sinapis alba White mustard Sinal allergen sin a 1.0107 [Sinapis alba] 1009440
1405 |Sinapis alba White mustard Sinal allergen sin a 1.0106 [Sinapis alba] 1009438
1406 |Sinapis alba White mustard Sinal allergen sin a 1.0105 [Sinapis alba] 1009436
1407 |Sinapis alba White mustard Sinal allergen sin a 1.0104 [Sinapis alba] 1009434
1408 |Sinapis alba White mustard Unassigned 11S globulin precursor [Sinapis alba] 62240392
1409 |Sinapis alba White mustard Sina 2.0101 11S globulin precursor [Sinapis alba] 62240390
1410 |Sinapis alba White mustard Sina 3.0101 Sin a 3 allergen [Sinapis alba] 156778059
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1411 |Sinapis alba White mustard Sina 4.0101 Sin a 4 allergen [Sinapis alba] 156778061
1412  |Solanum tuberosum Potato Unassigned profilin-like protein [Solanum tuberosum] 77999277
1413  |Solanum tuberosum Potato Unassigned profilin-like [Solanum tuberosum] 77416979
1414  |Solanum tuberosum Potato Solatl RecName: Full=Patatin-B1; Flags: Precursor 158517845
1415 |Solanum tuberosum Potato Unassigned patatin 169500
1416 |Solanum tuberosum Potato Unassigned patatin [Solanum tuberosum] 21514
1417  |Solanum tuberosum Potato Unassigned patatin [Solanum tuberosum] 21512
1418 |Solanum tuberosum Potato Unassigned patatin B2 (AA 1 - 386) [Solanum tuberosum] 21510
1419 |Solanum tuberosum Potato Solat?2 Aspartic protease inhibitor 11 (Cathepsin D inhibitor PDI) 124148
(Allergen Solat2)
1420 |Solanum tuberosum Potato Solat3 Cysteine protease inhibitor 1 precursor (PCPI 8.3) (P340) 20141344
(P34021)
Serine protease inhibitor 7 precursor (P1G) (PIGEN1)
1421 [Solanum tuberosum Potato Solat4 (Allergen Sola t 4) (STPIB) (STPIA) (pKEN14-28) (pF4) 20141714
1422  |Solanum tuberosum Potato Unassigned aspartic proteinase inhibitor [Solanum tuberosum] 21413
1423 |Solen strictus Unassigned tropomyosin [Solen strictus] 219806602
1424  |Solenopsis geminata Tropical Fire Ant Solg4 venom allergen Sol g 4.02 precursor [Solenopsis geminata] |7638030
1425 |Solenopsis geminata Tropical Fire Ant Solg4 venom allergen Sol g 4.01 precursor [Solenopsis geminata] |7638028
1426  |Solenopsis invicta Red fire ant Unassigned allergen Sol i 1 precursor [Solenopsis invicta] 51093373
L . . Sol i 1=antigen {N-terminal} [Solenopsis invicta=imported
1427 |Solenopsis invicta Red fire ant Unassigned fire ants, venom, Peptide Partial, 26 aa, segment 5 of 5] 1336813
L . . Sol i 1=antigen {N-terminal} [Solenopsis invicta=imported
1428 |Solenopsis invicta Red fire ant Unassigned fire ants, venom, Peptide Partial, 26 aa, segment 4 of 5] 1336812
L . . Sol i 1=antigen {N-terminal} [Solenopsis invicta=imported
1429 |Solenopsis invicta Red fire ant Unassigned fire ants, venom, Peptide Partial, 25 aa, segment 3 of 5] 1336811
1430 |Solenopsis invicta Red fire ant Unassigned Sol i 1=antigen {N-terminal} [Solenopsis invicta=imported 1336809

fire ants, venom, Peptide Partial, 58 aa, segment 1 of 5]
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1431 |Solenopsis invicta Red fire ant Soli2 Ven_om aIIergen 2 precursor (Venom allergen I1) (Allergen 549179
Sol i 2) (Soli ll)
1432 |Solenopsis invicta Red fire ant Soli3 Venom allergen I11 precursor (Allergen Sol i 3) (Sol i I11) 14424466
1433 |Solenopsis invicta Red fire ant Soli4 Venom allergen IV precursor (Allergen Sol i 4) (Sol i V) 14424465
1434  |Solenopsis invicta Red fire ant Soli4 venom allergen Sol i 4.02 precursor [Solenopsis invicta] 4038411
1435 |Solenopsis richteri Black fire ant Unassigned ?/Ielr;om allergen 2 (Venom allergen I1) (Allergen Sol r 2) (Sol 6136162
1436 |Solenopsis richteri Black fire ant Unassigned Venom allergen I11 (Allergen Sol r 3) (Sol r I11) 6136163
1437  |Solenopsis saevissima Brazilian fire ant Unassigned Sol s 2 allergen [Solenopsis saevissima] 291092710
1438 |Staphylococcus aureus Unassigned Chain B, Staphylococcal Enterotoxin A 1633233
1439 |Staphylococcus aureus Unassigned staphylococcal enterotoxin B precursor (SEB) 83308249
[Staphylococcus aureus]
1440 |staphylococeus aureus Unassigned RecN.ame: Full=Enterotoxin type C-2; AltName: Full=SEC2; 462026
Flags: Precursor
1441 |staphylococcus aureus Unassigned RecN.ame: Full=Enterotoxin type D; AltName: Full=SED; 119654
Flags: Precursor
. RecName: Full=Toxic shock syndrome toxin-1;
1442 |Staphylococcus aureus Unassigned Short=TSST-1; Flags: Precursor 136457
1443  |Suidasia medanensis Unassigned group 2 allergen Sui m 2 [Suidasia medanensis] 45738062
1444  |Sus scrofa Pig Unassigned RecName: Full=Pepsin A; Flags: Precursor 118572685
1445 |Syringa vulgaris Lilac Syrv 1.0103 allergen-like protein Syr v | isoform 3 - Syringa vulgaris 631913
1446 |Syringa vulgaris Lilac Syr v 1.0102 allergen-like protein Syr v | isoform 2 - Syringa vulgaris 631912
1447  |Syringa vulgaris Lilac Syrv 1.0101 allergen-like protein Syr v | isoform 1 - Syringa vulgaris 631911
1448 |Tabanus yao Horse Fly Taby 1.0101 Tab y 3 allergen [Tabanus yao] 323473390
1449 |Tabanus yao Horse Fly Taby 2.0101 putative Tab y 2 allergen [Tabanus yao] 304273371
1450 |Tabanus yao Horse Fly Taby 5.0101 putative Tab y 1 allergen [Tabanus yao] 304273369
1451 |Thaumetopoea pityocampa Pine moth Unassigned Tha p 1 allergen [Thaumetopoea pityocampa] 301030229
1452 |Theragra chalcogramma Alaska pollock Unassigned parvalbumin [Theragra chalcogramma] 14531018
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1453 |Theragra chalcogramma Alaska pollock Unassigned parvalbumin [Theragra chalcogramma] 14531020
1454  |Todarodes pacificus Japanese flying squid |Unassigned tropomyosin [Todarodes pacificus] 83715932
1455  |Trachurus japonicus Unassigned dark muscle parvalbumin [Trachurus japonicus] 77799800
1456  |Tresus keenae Unassigned tropomyosin [Tresus keenae] 219806600
1457 |Triatoma protracta Western conenose Triap 1 procalin [Triatoma protracta] 15426413
1458 |Trichophyton rubrum Fungus Trir2 Trir 2 allergen [Trichophyton rubrum] 5813790
1459  |Trichophyton rubrum Fungus Trird Trir 4 allergen [Trichophyton rubrum] 5813788
1460 |Trichophyton schoenleinii Fungus Unassigned 'I:izlcel:l;emne::TFriuInln=28;u't;)|t;I§|;|:nF;lrLI<CeuEgg:ease 6; AltName: 74663809
1461 |Trichophyton schoenleinii Fungus Unassigned tri s 4 allergen [Trichophyton schoenleinii] 23894227
RecName: Full=Non-specific lipid-transfer protein;
1462  |Triticum aestivum Wheat Unassigned Short=LTP; AltName: Full=Phospholipid transfer protein; (417370
Short=PLTP; AltName: Full=ns-LTP1; Flags: Precursor
1463  |Triticum aestivum Wheat Unassigned 5a2 protein [Triticum aestivum] 66840998
1464  |Triticum aestivum Wheat Unassigned major allergen CM16 [Triticum aestivum] 195957140
1465  |Triticum aestivum Wheat Unassigned CM 17 protein precursor [Triticum aestivum] 21711
1466  |Triticum aestivum Wheat Unassigned unnamed protein product [Triticum aestivum] 21713
1467  |Triticum aestivum Wheat Unassigned alpha-gliadin [Triticum aestivum] 1304264
1468  |Triticum aestivum Wheat Unassigned alpha-gliadin 473876
1469  |Triticum aestivum Wheat Unassigned alpha-type gliadin 170728
1470  |Triticum aestivum Wheat Unassigned pre-alpha-/beta-gliadin A-I11 170726
1471  |Triticum aestivum Wheat Unassigned pre-alpha-/beta-gliadin A-1V 170724
1472  |Triticum aestivum Wheat Unassigned pre-alpha-/beta-gliadin A-I 170722
1473  |Triticum aestivum Wheat Unassigned alpha/beta-gliadin precursor [Triticum aestivum] 170720
1474  |Triticum aestivum Wheat Unassigned alpha/beta-gliadin precursor 170718
1475  |Triticum aestivum Wheat Unassigned pre-alpha-/beta-gliadin A-Il 170712
1476  |Triticum aestivum Wheat Unassigned alpha-type gliadin precursor protein 170710
1477  |Triticum aestivum Wheat Unassigned unnamed protein product [Triticum aestivum] 21765
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1478  |Triticum aestivum Wheat Unassigned unnamed protein product [Triticum aestivum] 21761
1479  |Triticum aestivum Wheat Unassigned unnamed protein product [Triticum aestivum] 21757
1480 |Triticum aestivum Wheat Unassigned unnamed protein product [Triticum aestivum] 21755
1481  |Triticum aestivum Wheat Unassigned unnamed protein product [Triticum aestivum] 21673
1482  |Triticum aestivum Wheat Unassigned Allergen C-C 3913017
1483  |Triticum aestivum Wheat Unassigned putative gamma-gliadin [Triticum aestivum] 62484809
1484  |Triticum aestivum Wheat Unassigned gamma-gliadin precursor [Triticum aestivum] 1063270
1485  |Triticum aestivum Wheat Unassigned gamma-gliadin 170738
1486  |Triticum aestivum Wheat Unassigned gamma-gliadin 170736
1487  |Triticum aestivum Wheat Unassigned gamma gliadin B-111 170734
1488  |Triticum aestivum Wheat Unassigned gamma-gliadin 170732
1489  |Triticum aestivum Wheat Unassigned pre-gamma-gliadin B-I 170730
1490 |Triticum aestivum Wheat Unassigned gamma-gliadin B precursor 170708
1491 |Triticum aestivum Wheat Unassigned gamma gliadin precursor 170702
1492  |Triticum aestivum Wheat Unassigned unnamed protein product [Triticum aestivum] 897811
1493  |Triticum aestivum Wheat Unassigned glutenin [Triticum aestivum] 736319
1494  |Triticum aestivum Wheat Unassigned HMW glutenin subunit Ax2* [Triticum aestivum] 170743
1495  |Triticum aestivum Wheat Unassigned HMW glutenin subunit 1By9 [Triticum aestivum] 22090
1496  |Triticum aestivum Wheat Unassigned unnamed protein product [Triticum aestivum] 21793
1497  |Triticum aestivum Wheat Unassigned unnamed protein product [Triticum aestivum] 21779
1498  |Triticum aestivum Wheat Unassigned Zéggvna?rﬁcu'ar weight glutenin subunit 10 [Triticum 21751
1499  |Triticum aestivum Wheat Unassigned Qéipivrz?r:?cu'ar weight glutenin subunit TAX [Triticum 21743
1500 |Triticum aestivum Wheat Unassigned low molecular weight glutenin [Triticum aestivum] 335331566
1501 |Triticum aestivum Wheat Unassigned LMM glutenin 1 75219081
1502  |Triticum aestivum Wheat Unassigned LMM glutenin 3 75317968
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1503  |Triticum aestivum Wheat Unassigned putative LMW-glutenin subunit [Triticum aestivum] 62550933
1504  |Triticum aestivum Wheat Unassigned low molecular weight glutenin [Triticum aestivum] 886967
1505 |Triticum aestivum Wheat Unassigned low molecular weight glutenin [Triticum aestivum] 886965
1506 |Triticum aestivum Wheat Unassigned low molecular weight glutenin [Triticum aestivum] 886963
1507  |Triticum aestivum Wheat Unassigned unnamed protein product [Triticum aestivum] 21783
1508 |Triticum aestivum Wheat Unassigned unnamed protein product [Triticum aestivum] 21773
1509 |Triticum aestivum Wheat Unassigned D-type LMW glutenin subunit [Triticum aestivum] 208605348
1510 |Triticum aestivum Wheat Unassigned D-type LMW glutenin subunit [Triticum aestivum] 208605346
1511 |Triticum aestivum Wheat Unassigned D-type LMW glutenin subunit [Triticum aestivum] 208605344
1512  |Triticum aestivum Wheat Unassigned omega-5 gliadin [Triticum aestivum] 73912496
1513  |Triticum aestivum Wheat Unassigned profilin [Triticum aestivum] 190684061
1514  |Triticum aestivum Wheat Unassigned profilin [Triticum aestivum] 1052817
1515  |Triticum aestivum Wheat Unassigned profilin [Triticum aestivum] 1008445
1516 |Triticum aestivum Wheat Unassigned profilin [Triticum aestivum] 1008443
1517  |Triticum aestivum Wheat Unassigned dehydrin [Triticum aestivum] 190684063
1518  |Triticum aestivum Wheat Unassigned peroxiredoxin [Triticum aestivum] 190684059
1519  |Triticum aestivum Wheat Unassigned glutathione transferase [Triticum aestivum] 190684057
1520  |Triticum aestivum Wheat Unassigned thioredoxin H [Triticum aestivum] 190684055
1521  |Triticum aestivum Wheat Unassigned putative leucine-rich repeat protein [Triticum aestivum] 66840996

RecName: Full=Serine carboxypeptidase 2; AltName:

Full=Serine carboxypeptidase II; AltName:
1522  |Triticum aestivum Wheat Unassigned gﬁ:)lr:tgég)-?/)\(/}l/:);eggg?;ﬁls?;R'Z\::tlu:nr?::: ESIIII::SC;:?]ZV'”; 125987805

carboxypeptidase 2 chain A; AltName: Full=Serine

carboxypeptidase Il c
1523  |Triticum aestivum Wheat Unassigned serine carboxypeptidase Il [Triticum aestivum] 66840994
1524  |Triticum aestivum Wheat Unassigned serpin [Triticum aestivum] 1885350
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1525  |Triticum aestivum Wheat Unassigned RecN.ame: Full=Subtilisin-chymotrypsin inhibitor WSCI; 122065237
Flags: Precursor
1526  |Triticum aestivum Wheat Unassigned serine proteinase inhibitor-like allergen [Triticum aestivum] [154101366
1527  |Triticum aestivum Wheat Unassigned RecName: Full=Thaumatin-like protein PWIR2; Flags: 135917
Precursor
1528  |Triticum aestivum Wheat Unassigned putative alpha-amylase inhibitor CM2 [Triticum aestivum]  |283465827
1529  |Triticum aestivum Wheat Unassigned alpha amylase inhibitor CM1 [Triticum aestivum] 253783731
1530 |Triticum aestivum Wheat Unassigned unnamed protein product [Triticum aestivum] 21701
1531 |Triticum aestivum Wheat Unassigned triosephosphat-isomerase [Triticum aestivum] 11124572
tetrameric alpha-amylase inhibitor 16 kDa subunit, CM16*
1532  |Triticum turgidum Wheat Unassigned [Triticum turgidum L.=pasta wheat, cv. Senatore Capelli, 244610
Peptide Partial, 18 aa]
1533 g::&?rl:m turgidum subsp. Wheat Unassigned precursor (AA -24 to 119) [Triticum turgidum subsp. durum] (21916
1534 Triticum turgidum subsp. Wheat Unassigned alpha-amylase inhibitor, tetrameric, chain CM3 precursor - 100834
durum durum wheat
1535 ;:'rt&f#m turgidum subsp. Wheat Unassigned LMW glutenin [Triticum turgidum subsp. durum] 21930
1536 g::&?rl:m turgidum subsp. Wheat Unassigned unnamed protein product [Triticum turgidum subsp. durum] (21926
1537 g::&?rl:m turgidum subsp. Wheat Unassigned CM2 protein [Triticum turgidum subsp. durum] 21920
1538  |Triticum urartu Wheat Unassigned gliadin 170740
1539 |Tyrophagus putrescentiae Dust mite Unassigned tropomyosin [Tyrophagus putrescentiae] 48249227
1540 |Tyrophagus putrescentiae Dust mite Unassigned tropomyosin [Tyrophagus putrescentiae] 156938915
1541 |Tyrophagus putrescentiae Dust mite Unassigned tropomyosin [Tyrophagus putrescentiae] 148615631
1542  |Tyrophagus putrescentiae Dust mite Unassigned allergen Tyr p 13 [Tyrophagus putrescentiae] 156938917
1543  |Tyrophagus putrescentiae Dust mite Unassigned mite allergen Tyr p 13 [Tyrophagus putrescentiae] 121296500
1544 | Tyrophagus putrescentiae Dust mite Tyrp 13 fatty acid-biding protein [Tyrophagus putrescentiae] 51860756

Report Number: SSB-165-12

Page 105 of 417




Entry Organism Common name | Allergen name Description Genlinfo
identifier
1545 |Tyrophagus putrescentiae Dust mite Unassigned Mite group 2 allergen Tyr p 2 precursor 3182907
1546 |Tyrophagus putrescentiae Dust mite Unassigned troponin C [Tyrophagus putrescentiae] 219815476
1547 |Tyrophagus putrescentiae Dust mite Unassigned Tyr p 3 [Tyrophagus putrescentiae] 167540622
Venom allergen 5.01 (Antigen 5-1) (Ag5-1) (Allergen Vesp ¢
1548 |Vespa crabro European hornet Vespc5 5.01) (Vesp ¢ V.01) 549184
Venom allergen 5.02 (Antigen 5-2) (Ag5-2) (Allergen Vesp ¢
1549 |Vespa crabro European hornet Vespc5 5.02) (Vesp ¢ V.02) 549185
1550 |Vespa crabro European hornet Unassigned RecName_: Full=Venom phospholipase A1; AltName: 313471397
Allergen=Vesp ¢ 1
1551 |Vespa mandarinia Wasp Vespm5 Venom allergen 5 (Antigen 5) (Ag5) (Allergen Vesp m 5) 6136165
1552  |Vespula flavopilosa Wasp Vesf5 ;/\e/glom allergen 5 (Antigen 5) (Ag5) (Allergen Ves f5) (Ves 549189
1553 |Vespula germanica Wasp Unassigned Ves g 1 allergen precursor [Vespula germanica] 74035843
1554  |Vespula germanica Wasp Unassigned Ves g 5 allergen precursor [Vespula germanica] 74035841
1555  |Vespula germanica Wasp Vesg5 g/(\a/n)om allergen 5 (Antigen 5) (Ag5) (Allergen Ves g 5) (Ves 549190
1556 |Vespula germanica Wasp Unassigned hyaluronidase homologue [Vespula germanica] 116174182
1557 |Vespula germanica Wasp Unassigned hyaluronidase [Vespula germanica] 116174180
1558 |Vespula maculifrons Wasp Vesm 1 Phospholipase Al (Allergen Ves m 1) (Ves m I) 1709545
1559  |Vespula maculifrons Wasp Unassigned venom allergen 5 [Vespula maculifrons] 85681830
1560 [Vespula maculifrons Wasp Vesm5 Venom allergen 5 (Antigen 5) (Ag5) (Allergen Ves m 5) 549191
(VesmV)
RecName: Full=Hyaluronidase; Short=Hya; AltName:
1561 [Vespula maculifrons Wasp Unassigned Full=Hyaluronoglucosaminidase; AltName: Allergen=Ves m |313118253
2
1562 |Vespula pensylvanica Wasp Vesp5 ;/e\:;l)om allergen 5 (Antigen 5) (Ag5) (Allergen Ves p 5) (Ves 549192
1563 |Vespula squamosa Wasp Vess5 Venom allergen 5 (Antigen 5) (Ag5) (Allergen Ves s 5) (Ves 549193

sV)
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1564 |Vespula squamosa Wasp Unassigned RecNamS: Full=Venom phospholipase AL; AltName: 313471398
Allergen=Ves s 1

1565  |Vespula vidua Wasp \Ves Vi 5 Venom_ allergen 5 (Antigen 5) (Ag5) (Allergen Ves vi 5) 549194
(Vesvi V)

1566 |Vespula vulgaris Wasp Vesv 1 allergen and phospholipase Al 897647

1567 |Vespula vulgaris Wasp Vesv5 SZ?}anA' Ves V5, An Allergen From Vespula Vulgaris 11514279

1568 |Vespula vulgaris Wasp Vesv 5 allergen 5; antigen 5 [Vespula vulgaris] 4826574

1569 |Vespula vulgaris Wasp Vesv5 allergen 5 162551

1570 |Vespula vulgaris Wasp Unassigned S/Z?C/?l Crystal Structure Of The Recombinant Allergen 109157163

1571 |Vespula vulgaris Wasp Unassigned hyaluronidase b [Vespula vulgaris] 62147665

1572 |Vespula vulgaris Wasp Ves v 2 Hyaluronoglucosaminidase (Hyaluronidase) (Allergen Ves v 1346323
2) (Ves v Il)
RecName: Full=VVenom dipeptidyl peptidase 4; AltName:

1573 | Vespula vulgaris Wasp Unassigned Full=VVenom dipeptidyl peptidase 1V; AltName: 313471718
Allergen=Ves v 3; Flags: Precursor

1574 |Vigna radiata Unassigned pathogenesis-related protein 10 [Vigna radiata] 60418924

1575 | Vitis sp. Grape Unassigned Nonspecific lipid-transfer protein P3 (LTP P3) 145559502

1576 | Vitis sp. Grape Unassigned Nonspecific lipid-transfer protein P2 (LTP P2) 462717

1577 |Vitis sp. Grape Vitv 1l Nonspecific lipid-transfer protein P4 (LTP P4) 462719

1578 | Xiphias gladius Unassigned beta-parvalbumin [Xiphias gladius] 222352960

. Expansin-B11 precursor (ZmEXPB11) (Beta-expansin-11)

1579 |zeamays Corn Unassigned (Pollen allergen Zea m 1a) (Pollen allergen Zea m 1b) 115502168

1580 |zeamays Corn Unassigned Expansin-B10 precursor (ZmEXPB10) (Beta-expansin-10) 115502167
(Pollen allergen Zea m 1c)

1581 |Zea mays Corn Unassigned EXPB10 [Zea mays] 105969545

1582 |Zea mays Corn Unassigned EXPB10 [Zea mays] 105969543

1583 |Zea mays Corn Unassigned Zea m 1 allergen [Zea mays] 89892723
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1584 |Zea mays Corn Unassigned Zea m 1 allergen [Zea mays] 89892721
1585 |Zea mays Corn Unassigned pollen profilin variant 7 [Zea mays] 110644964
1586 |Zea mays Corn Unassigned pollen profilin variant 6 [Zea mays] 110644962
1587 |Zea mays Corn Unassigned pollen profilin variant 5 [Zea mays] 110644960
1588 |Zea mays Corn Unassigned pollen profilin variant 4 [Zea mays] 110644958
1589 |Zea mays Corn Unassigned pollen profilin variant 3 [Zea mays] 110644956
1590 |Zea mays Corn Unassigned pollen profilin variant 2 [Zea mays] 110644954
1591 |Zea mays Corn Unassigned pollen profilin variant 1 [Zea mays] 110644952
1592 |Zea mays Corn Unassigned profilin [Zea mays] 2642324
1593 |Zea mays Corn Unassigned Zea m 13 allergen [Zea mays] 89892729
1594  |Zea mays Corn Unassigned Zea m 13 allergen [Zea mays] 89892727
1595 |Zea mays Corn Unassigned Zea m 13 allergen [Zea mays] 89892725
1596 |Zea mays Corn Unassigned Zml3 1588669
zamis e s e T ey [
1598 [Zea mays Corn Unassigned thioredoxin h1 protein [Zea mays] 66841002
1599 [Zea mays Corn Unassigned EQS;?];(n %ﬁgigﬁf%% %?%éﬁi%l&eﬁzsm 114794319
1600 [Zea mays Corn Unassigned beta-expansin 1 [Zea mays] 14193761
1601 [Zea mays Corn Unassigned beta-expansin 1 protein [Zea mays] 28630923
1602 |Zea mays Corn Unassigned beta-expansin 9 protein [Zea mays] 28630919
1603 |Ziziphus mauritiana Chinese-date Unassigned allergen Ziz m 1 [Ziziphus mauritiana] 61225281
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Query Hit Name E value r deer:tei?; A:i%r;g;;nt
>SYHTOH2_I_7 ZZ':'EhE[iSpEN(—ZZS%laZ(sZ'g”664852|9b|AABO7620'1' 0.019 42.9 21
>SYHTOH2_I_7 iTﬁ];j'BE'Z"iE“égggla%ag”66849502|9b|EAL89830 0.023 42.9 21
>SYHTOH2 | 7 ZT_’?_'E'_‘EEF?FEUNéS1(251239;@3300352|Sp|P79017'2| 0.023 42.9 21
SSYHTOH2 | 6 Zz,r\g_ulzaEtli?/SELN@,ZZ%lja_)Z@i|62550933|emb|CA|7905 021 201 7
>SYHTOH2_I_10 I;ﬁt';f&%‘i“az?jggigi'5059162|9b|AAD38942' 0.25 26.4 110
>SYHTOH2_I_16 Im‘iio'%gi’\'j?jggif;|5059162|9b|AAD38942' 0.25 26.4 110
>SYHTOH2_| 28 I;ﬁt';f&%‘i“az?jggigi'5059162|9b|AAD38942' 0.25 26.4 110
>SYHTOH2_|_38 Im‘iio'%gi’\'j?jggif;|5059162|9b|AAD38942' 0.25 26.4 110
>SYHTOH2_|_50 I|> :,\';l'\‘/\fSﬁti':mzoé%—szg)pmgo'emb|CAA43361' 0.27 47.1 17
>SYHTOH2_|_48 r;'sh';'jg';fgﬁ’\'@zl%f;f'gi|170710|9b|AAA34275'1 0.29 45.8 24
>SYHTOH2_|_50 I|> Lﬁ]'r;;‘nfs deEr?tgz?égo—igi'21779|emb|CAA26847' 0.33 47.1 17
>SYHTOH2_|_48 ZT_’?‘_';'_‘E?SF%Nﬁig1(22—7239233300389|Sp|042799'2| 0.36 41.7 24
>SYHTOH2_|_50 I|> rﬁé_hl_risﬁfu'}la"z(%}é‘:gi|21751|emb|CAA31396' 0.41 471 |17
>SYHTOH2 147 ;Zﬁx_tléii%iNﬁggl(Zﬁzgs2363456|sp|P81729.1|C 0.44 107 07
SSYHTOH2 | 47 | >>ALLERGEN_2012 2gi[14423650[5pQ0U1G2.1| | ¢ 213 2

ALL7_LEPDS Rec (216 aa)
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>SYHTOH2 | 30 >>ALLERGEN_2012_2|gi|170722|gbh|AAA34281.1 0.66 8.2 39
| pre-alpha-/be (262 aa)
SSYHTOH2_ |30 >>ALLERG_EN_2012_2|g||473876|gb|AAA17741.1 0.73 28.2 39
| alpha-gliadin (287 aa)
SSYHTOH2 | 47 >>ALLERGEN_2012_2|gi|4538529|emb|CAB3937 0.73 382 34
6.1/ Cop cl alle (81 aa)
>SYHTOH2_I_15 >>A|__LERGEN_2012_2|g||22684|emb|CAA50325. 0.76 406 32
1| major allerge (160 aa)
>>ALLERGEN_2012_2|gi|584968|sp|Q08407.3|MP
>SYHTOH2_1_15 AC1_CORAV RecN (160 aa) 0.76 40.6 32
>SYHTOH2 | 30 >>ALLERGEN_2012_2|gi|170728|gb|AAA34284.1 0.79 306 49
| alpha-type gl (186 aa)
>>ALLERGEN_2012_2|gi|6136162|sp|P35776.2|V
>SYHTOH2_1_19 A2_SOLRI RecNa (119 aa) 0.91 36.0 25
>>ALLERGEN_2012_2|gi|6136162|sp|P35776.2|V
>SYHTOH2_1_52 A2 _SOLRI RecNa (119 aa) 0.91 36.0 25
SSYHTOH? | 27 >>ALLERGEN_2012_2|gi|21783|emb|CAA30570. 0.92 308 26
- = 1| unnamed prote (356 aa)
SSYHTOH?2 | 43 >>ALLERGEN_2012_2|gi|21783]emb|CAA30570. 0.92 308 26
— = 1| unnamed prote (356 aa)
SSYHTOH? | 10 >>ALLER_GEN_2012_2|g||21748153|emb|CAD381 0.99 333 42
- = 67.1| putative n (124 aa)
SSYHTOH2 | 16 >>ALLER.GEN_2012_2|g||21748153|emb|CAD381 0.99 333 42
— = 67.1| putative n (124 aa)
SSYHTOH? | 28 >>ALLER_GEN_2012_2|g||21748153|emb|CAD381 0.99 333 42
- = 67.1| putative n (124 aa)
SSYHTOH?2 | 38 >>ALLER.GEN_2012_2|g||21748153|emb|CAD381 0.99 333 42
— = 67.1| putative n (124 aa)
SSYHTOH2_ |40 >>ALLERGEN_2012_2|gi|38326693|gb|AAR1747 0.99 375 32

5.1| unknown [Pe (228 aa)
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>>ALLERGEN_2012_2|gi|75219081|sp|022108|02
>SYHTOH2_1_1 2108 WHEAT LMM (285 aa) 1 36.4 44
>>ALLERGEN_2012_2|gi|75219081|sp|022108|02
>SYHTOH2_1_35 2108 WHEAT LMM (285 aa) 1 36.4 44
>>ALLERGEN_2012_2|gi|1364213|emb|CAA4434
>SYHTOH2_1 5 4.1 feld | cha (92 aa) 1 45.0 20
SSYHTOH2_ |22 >>ALL_ERGEN_2012_2|g||46410859|gb|AAR9851 11 229 236
8.1| major latex (366 aa)
SSYHTOH2 1 6 >>ALLERGEN_2012_2|gi|886965|emb|CAA59339 11 29.4 68
.1| low molecula (261 aa)
SSYHTOH2 I 1 >>ALLERGEN 2012 2|gi|21773|emb|CAA31685. 11 36.4 44
1| unnamed prote (307 aa)
>SYHTOH2_|_35 >>ALLERGEN 2012 2|gi|21773|emb|CAA31685. 11 364 44
1| unnamed prote (307 aa)
>>ALLERGEN_2012_2|gi|1364213|emb|CAA4434
>SYHTOH2_1_39 4.1 fel d | cha (92 aa) 1.2 40.0 20
SSYHTOH2_ |48 >>ALLERGEN_2012_2|gi|18536/emb|CAA35691. 12 583 12
1| unnamed prote (605 aa)
SSYHTOH2 | 6 >>ALLER§E[\I_2012_2|g||170732|gb|AAA34286.1 13 259 58
— = | gamma-gliadin (323 aa)
>>ALLERGEN_2012_2|gi|1346568|sp|P49372.1|A
>SYHTOH2_1_15 LL1 APIGR RecN (154 aa) 1.4 35.2 54
SSYHTOH? | 47 >>ALLER(_;EN_2012_2|g||14422361|emb|CAC416 14 313 39
— = 34.1| plantain p (131 aa)
SSYHTOH? | 47 >>ALLERC_5EN_2012_2|g||14422359|emb|CAC416 14 313 32
- = 33.1| plantain p (131 aa)
SSYHTOH? | 47 >>ALLER(_;EN_2012_2|g||14422363|emb|CAC416 14 313 39
— = 35.1| plantain p (131 aa)
>>ALLERGEN_2012_2|gi|208605344/emb|CAR82
>SYHTOH2_1_21 265.1| D-type LM (359 aa) 1.4 37.0 27
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SSYHTOH2 | 48 >>ALLERGEN_2012_2|gi|21926/emb|CAA36063. 14 417 24
1| unnamed prote (295 aa)

SSYHTOH2_ |30 >>ALLERGEN_2012_2|gi|21755/emb|CAA25593. 15 306 49
1| unnamed prote (286 aa)

>SYHTOH2 | 30 >>ALLERGEN_2012_2|gi|21761]emb|CAA26384. 15 306 49
1| unnamed prote (286 aa)
>>ALLERGEN_2012_2|gi|170720|gbh|AAA34280.1

>SYHTOH2_1_30 | alpha/beta-gl (286 ad) 1.5 30.6 49
>>ALLERGEN_2012_2|gi|75317968|sp|022116|02

>SYHTOH2_|_27 2116 WHEAT LMM (373 aa) 1.5 30.8 26
>>ALLERGEN_2012_2|gi|75317968|sp|022116|02

>SYHTOH2_1_43 2116 WHEAT LMM (373 aa) 1.5 30.8 26
>>ALLERGEN_2012_2|gi|303387468|gb|ADM156

>SYHTOH2_1_21 68.1] lipid bind (228 aa) 1.6 21.6 74

SSYHTOH2 | 30 >>ALLERQEN_2012_2|g||1304264|de|BAA12318 16 34.9 43

— = .1| alpha-gliad (259 aa)
SSYHTOH? | 48 >>ALLERC_-;EI_\l_2012_2|g||170738|gb|AAA34289.1 18 375 24
- = | gamma-gliadin (327 aa)

>>ALLERGEN_2012_2|gi|75219081|sp|022108|02

>SYHTOH2_1_48 2108 WHEAT LMM (285 aa) 1.9 39.3 28
>>ALLERGEN_2012_2|gi|291482314|emb|CBK62

>SYHTOH2_1_3 697.1| ragweed h (96 aa) 1.9 69.2 13
>>ALLERGEN_2012_2|gi|291482314/emb|CBK62

>SYHTOH2_1_33 697.1] ragweed h (96 a) 1.9 69.2 13

SSYHTOH2 |1 >>ALLERGEN_2012_2|gi|886965|emb|CAA59339 2 25 4 71
.1| low molecula (261 aa)

>SYHTOH2 | 35 >>ALLERGEN_2012_2|gi|886965|emb|CAA59339 5 254 71
1| low molecula (261 aa)

SSYHTOH2_|_48 >>ALLERGEN 2012 2|gi|21773|emb|CAA31685. 2 393 28

1| unnamed prote (307 aa)
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>>ALLERGEN_2012_2|gi|291482306/emb|CBK62
>SYHTOH2_1_3 693.1] ragweed h (111 aa) 2 69.2 13
>>ALLERGEN_2012_2|gi|291482306/emb|CBK62
>SYHTOH2_1_33 693.1| ragweed h (111 aa) 2 69.2 13
SSYHTOH2 | 26 >>ALLERGI§N_2012_2|g||71360928|emb|CA31970 21 26.5 34
5.1| non-specif (114 aa)
SSYHTOH2_ |44 >>ALLERGI§N_2012_2|g||71360928|emb|CAJ1970 21 26.5 34
5.1| non-specif (114 aa)
>>ALLERGEN_2012_2|gi|3021324|emb|CAA0630
>SYHTOH2_1_17 5.1) AspfL aller (125 aa) 2.1 33.3 33
>>ALLERGEN_2012_2|gi|3021324|emb|CAA0630
>SYHTOH2_1_37 5.1 Aspfl aller (125 a) 2.1 33.3 33
>>ALLERGEN_2012_2|gi|89892723|gb|ABD7909
>SYHTOH2_1_10 5.1) Zeam 1 all (252 aa) 2.2 30.2 53
>>ALLERGEN_2012_2|gi|89892723|gb|ABD7909
>SYHTOH2_1_16 5.1) Zeam 1 all (252 aa) 2.2 30.2 53
>>ALLERGEN_2012_2|gi|89892723|gb|ABD7909
>SYHTOH2_1_28 5.1) Zeam 1 all (252 aa) 2.2 30.2 53
>>ALLERGEN_2012_2|gi|89892723|gb|ABD7909
>SYHTOH2_1_38 5.1) Zeam 1 all (252 aa) 2.2 30.2 53
SSYHTOH2 | 30 >>AL!_ERG_EN_2012_2|g||170740|gb|AAA34290.1 29 326 43
- = | gliadin [Trit (296 aa)
SSYHTOH2 | 30 >>ALLERGEN_2012_2|gi|]21757|emb|CAA26383. 29 396 43
— = 1| unnamed prote (296 aa)
SSYHTOH2 | 30 >>ALLERGEN_2012_2|gi|170712|gbh|AAA34276.1 29 310 42
- = | pre-alpha-/be (291 aa)
SSYHTOH2 | 25 >>ALLERGEN_2012_2|g||23616947|de|BAC2065 29 308 39
— = 0.1 putative a (160 aa)
SSYHTOH2_ |30 >>ALLERGEN_2012_2|gi|155676690|dbj|BAF757 29 308 39

08.1] SXP/RAL-2 (150 aa)
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~SYHTOH2 | 45 ;z,r\g_uliaEtli?/SI:N@égl:a_)ﬂgi|23616947|dbj|BAC2065 - 208 29
>SYHTOH2 | 31 ;;’?_LV'\‘/EFECA;ENR—eZC(ﬁz@Zl'%i':*al)7370|5p|P24296'2|N" 2.2 45.0 20
SSYHTOHZ | 3 Z;?h&:glj\/(;gglﬁ&l;{igi|291482310|emb|CBK62 - 600 12
>SYHTOH2 I 3 Z;ﬁhlﬁgﬁg{l}lﬁ&lﬁgzg|291482308|emb|CBK62 - 69 1
~SYHTOH2 I 33 Z;éll_ll;fglﬁgé\lﬁé)llflzgi|291482310|emb|CBK62 - 600 12
>SYHTOM2 | 33 Z;ﬁhl;sglk\’,\ils(lj\lf?llfo_z;g)i|291482308|emb|CBK62 - 690 12
>SYHTOH2_|_10 ZZ’?Z';EmR?i:\II—(ZZ%?a—ﬂg”89892721|9b|ABD7909 23 30.2 53
>SYHTOH2_I_10 ZE;'E;%S\GAi’l\'z—éoéz(—zﬂgigal)%oz167|5p|leYQ8' 23 30.2 53
>SYHTOH2_|_16 ZZ’?Z';EmR?i:\II—(ZZ%?a—ﬂg”89892721|9b|ABD7909 23 30.2 53
>SYHTOH2_I_16 ZE;'E;%S\GAi’l\'z—éoéz(—zﬂgigal)%oz167|5p|leYQ8' 23 30.2 53
>SYHTOH2_|_28 ZZ’?Z';EmR?i:\II—(ZZ%?a—ﬂg”89892721|9b|ABD7909 23 30.2 53
>SYHTOH2_|_28 ZE;'E;%S\GAi’l\'z—éoéz(—zﬂgigal)%oz167|5p|leYQ8' 23 30.2 53
>SYHTOH2_|_38 ZZ’?Z';EmR?i:\II—(ZZ%?a—ﬂg”89892721|9b|ABD7909 23 30.2 53
>SYHTOH2_I_38 ZE;'E;%S\GAi’l\'z—éoéz(—zﬂgigal)%oz167|5p|leYQ8' 23 30.2 53
SSYHTOH2 [ 4 | >>ALLERGEN_2012 2gil7638030gb/AAF65313. | , o 204 48

1JAF230384_1 ve (137 aa)
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>SYHTOH2_| 4 I;ﬁé;&%%i“‘;j%%ﬂ%w638028|9b|AAF65312' 2.3 30.4 46
>SYHTOH2 | 32 I;AAF'E'goEsF;f_ElN;j0(11272;%;|7638030|9b|AAF65313' 23 30.4 46
>SYHTOH2_| 32 I;ﬁé;&%%i“‘;j%%ﬂ%w638028|9b|AAF65312' 2.3 30.4 46
SSYHTOH2 117 Irn,:\zjll}lgrESEEN(_fsoolgg)agi|9280360|gb|AAF86369. 24 233 2
~SYHTOH2 1 37 Im;tfglc;g\l(_lzsoolia_)z|gi|9280360|gb|AAF86369. 04 233 2
>SYHTOM2 | 3 ;gﬁll_rlggEvljeC‘;EI;I_(Zlofslfgi;gi|285005079|emb|CBJ242 04 690 12
>SYHTOH2 I 3 Z;ﬁhlﬁgﬁg{l}lﬁ&l{fizgi|291197394|emb|CB Ks2 |, , 69 1
~SYHTOH2 I 33 ggfo\lll_rlggEvsec;EE_(zloéfg;;gi|285005079|emb|CBJz42 04 600 12
>SYHTOH2 [ 33 Z;ﬁhlﬁgﬁg{l}lﬁ&l{fizgi|291197394|emb|CB Ks2 |, , 69 1
>SYHTOH2_I_40 E;';hf'f\l%'?\s'—%ﬁgai?”160285626'pdb|23'\""”A 2.5 375 32
>SYHTOH2 129 ;zf\rléliil)f(_RlcC)soE}I_(ig%Z%Z)|gi|25361513|gb|AAN7324 - 636 1
SSYHTOH2 | 48 ;:ﬁtgﬁﬁﬁglﬁog&zf;;422005|pir||332101 - 66.7 5
SSYHTOH2 117 ZzﬁlLulF]EaRn?;N&Z(()zlfgigi|10189811|emb|CAC092 26 286 28
>SYHTOH2_|_17 ii’?‘i’)‘ESSTEg'e—czﬁl?z—féggg)%zz“o|5p|P49273'1|A 26 28.6 28
SSYHTOH2 [ 37 | >>ALLERGEN_2012 20i[10189811femb[CAC082 | , ¢ 286 28

34.1| unnamed pr (215 aa)
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>SYHTOH2_|_37 ii’?‘i’)‘ESSTEg'e—czﬁl?z—féggg)%zz“o|5p|P49273'1|A 26 28.6 28
>SYHTOH2 | 22 ;zﬁg';'cf;\e‘/i:\ll—é%fa—gg”2266625|emb|CABlo76 27 34.3 70
~SYHTOH2 I 15 Z;ﬁhl;aEgljvczEgIHZE)glggggi|291482314|emb|CBK62 . 289 28
>SYHTOH2 I 14 I;AFB|§1ESFZC15_ElN2_§o(1124_82g)|5381323|gb|AAD42943. . 379 29
SSYHTOH2 1 21 gzﬁﬁiiﬁgoir}l_égézgaz)|gi|25361513|gb|AAN7324 . 455 -
>SYHTOM2 | 48 ;]zﬁ)IFI;ESSEEIZIZ_SZSO;;_agi|1092249|prf||2023228A . 66.7 o
>SYHTOH2_|_30 I|> Lﬁ]';;‘nfs degtEZ?ggfig'21673|emb|CAA35238' 2.8 30.0 40
>SYHTOH2_I_50 ;;ﬁ;}ﬁggggﬁzeiliggf2;)4423933|Sp|082803'1' 2.8 29.4 34
>SYHTOH2 | 17 ;IT\'AA(';'_LAE\?PC;EN@?1(21—7249;540392545"|P67875'1|R 2.8 333 33
>SYHTOH2_|_37 ET\;IA‘(';‘}ESRS:%’\%S1(21—7249;540392545'[’|P67875'1|R 28 333 33
>SYHTOH2_|_40 ;;ﬁlLE';IETSEI'\'(fgﬁg)ag”111120450|9b|ABH063 2.8 375 32
~SYHTOH2 1 40 Iiﬁ;l(;ﬁzgili\l_égfa_ﬁgi|4204917|gb|AAD10850. - 275 .
>SYHTOH2_|_40 ;ﬁlLI;EFt%gI;I\l(fgjgg)Zlgi|111120436|gb|ABH063 2.8 375 32
>SYHTOH2_I_25 ;Z'A(‘;'-l':g';%i’;'ﬁzeogé|22)114152864|5p|Q01883'2' 28 43.3 30
SSYHTOH2 [ 45 | >>ALLERGEN_2012 20i[1141528645pIQ018832| | , o 433 20

RAG1_ORYSJRe (163 aa)
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>>ALLERGEN_2012_2|gi|94400907|refiINP_00103

>SYHTOH2_1_1 5360.1] allerg (92 aa) 2.8 40.0 20

SSYHTOH? 1 1 >>ALLERGEN_2012_2|gi|88770352|gb|ABD5177 28 400 20

- = 9.1| allergen Ap (94 aa)

>>ALLERGEN_2012_2|gi|94400907|refiINP_00103

>SYHTOH2_1_35 5360.1] allerg (92 aa) 2.8 40.0 20

>SYHTOH2_|_35 >>ALLERGEN_2012_2|gi|88770352|gb|ABD5177 28 400 20
9.1| allergen Ap (94 aa)

SSYHTOH2 I 1 >>AL!_ERGE_N_2012_2|g||633938|gb|AA830434.1| 28 471 17
albumin [Cani (265 aa)

>SYHTOH2 | 35 >>AL!_ERGEN_2012_2|g||633938|gb|AAB30434.1| 28 471 17
albumin [Cani (265 aa)
>>ALLERGEN_2012_2|gij4138175|emb|CAA0988

>SYHTOH2_1_21 5.1] allergen [M (187 aa) 2.8 53.3 15

SSYHTOH2 1 6 >>ALLERGEN_2012_2|gi|886963|emb|CAA59338 29 26.0 73
1| low molecula (229 aa)

SSYHTOH2_I_18 >>ALLERGEN_2012_2|g||71360928|emb|CAJ1970 29 26.5 34
5.1| non-specif (114 aa)

>SYHTOH2 | 36 >>ALLERGEN_2012_2|g||71360928|emb|CAJ1970 29 26.5 34
5.1| non-specif (114 aa)

SSYHTOH2_ |23 >>ALLERC—§EN_2012_2|g||22135348|gb|AAM9315 29 321 28
7.1 trypsininh (219 aa)

SSYHTOH2 1 6 >>ALLERGEN_2012_2|g||62484809|emb|CA|7890 29 60.0 15
2.1| putative g (285 aa)
>>ALLERGEN_2012_2|gi|160285626|pdb|2JMH|A

>SYHTOH2_1_6 Chain A, Nmr S (119 aa) 3 315 54
>>ALLERGEN_2012_2|gi|291482316/emb|CBK62

>SYHTOH2_1_15 698.1| ragweed h (110 aa) 3 28.9 38

SSYHTOH2_ |4 >>ALLERGEN_2012_2|gij4038411|gh|AAC97370. 31 348 6

1| venom allerg (137 aa)
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>SYHTOH2_| 32 I|> éhﬁizﬁj’;ﬁ%ﬁ%ﬂg”4038411|9b|AAC97370' 3.1 34.8 46
>SYHTOH2 [ 15 Z;thﬁEgR\’/\iE{ljﬂﬁZ&lfgngi|291482318|emb|CBK62 - 289 28
~SYHTOHZ | 8 ;z,r\slglr_ilieRerN@ioalaZ)_2|gi|154101366|gb|A885850 a1 ang ’
>SYHTOH2 | 19 ii’?}é‘gSFNE2533151—%9;5)497701|Sp|Q28133'1|A 3.2 27.8 54
>SYHTOH2_|_52 ii?fé_gSFNEgéczlg1?1_%9;':)497701|Sp|Q28133'1|A 3.2 278 54
>SYHTOM2 | 10 Zz,ﬁé_)lzgglcsoE[l;gzt()zlggigi|105969545|gb|ABF8166 - 200 52
>SYHTOH2_|_10 IEQ"B"lT,\GAi’l\lz—éoéz(—zzégigal)‘r’soz168|Sp|P001Y5' 3.2 30.2 53
~SYHTOH2 I 16 Zz,r\é_)lzggfoE[Nzgzgzlggigi|105969545|gb|ABF8166 - 200 5
>SYHTOH2_|_16 IEQ"B"lT,\GAi’l\lz—éoéz(—zzégigal)‘r’soz168|Sp|P001Y5' 3.2 30.2 53
~SYHTOH2 I 28 Zz,r\é_)lzggfoE[Nzgzgzlggigi|105969545|gb|ABF8166 - 200 5
>SYHTOH2_|_28 IEQ"B"lT,\GAi’l\lz—éoéz(—zzégigal)‘r’soz168|Sp|P001Y5' 3.2 30.2 53
~SYHTOH2 I 38 Zz,r\é_)lzggfoE[Nzgzgzlggigi|105969545|gb|ABF8166 - 200 5
>SYHTOH2_|_38 IEQ"B"lT,\GAi’l\lz—éoéz(—zzégigal)‘r’soz168|Sp|P001Y5' 3.2 30.2 53
~SYHTOH2 I 30 ;;3L;.)I(E§SEEI§O&%§£;|155676692|dbj|BAF757 - - 29
SSYHTOH2 | 6 | >>ALLERGEN_2012 2[gi}4538520/emb|CAB3937 | ; 289 2

6.1/ Cop clalle (81 aa)
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>>ALLERGEN_2012_2|gi|112754|sp|P04403.2|2SS
>SYHTOH2_|_14 1_BEREX RecNa (146 aa) 3.2 375 24
SSYHTOH? | 14 >>ALLERQEN_2012_2|g||1405736|emb|CAA3518 39 391 23
- = 8.1 trypsin inh (144 aa)
>>ALLERGEN_2012_2|gi|111120450|gb|ABH063
>SYHTOH2_1_6 59.1|Blo t 5al (134 aa) 3.3 315 54
SSYHTOH2 |6 >>A|__LERGEI_\l_2012_2|g||4204917|gb|AAD10850. 33 315 54
1| major IgE-bi (134 aa)
>>ALLERGEN_2012_2|gi|111120436|gb|ABH063
>SYHTOH2_1_6 521 Blot5al (134 aa) 3.3 315 54
>>ALLERGEN_2012_2|gi|19009|emb|CAA46705.
>SYHTOH2_|_14 1/ CMe [Hordeum (148 aa) 3.3 39.1 23
SSYHTOH2_ |12 >>ALLERQEN_2012_2|g||22135348|gb|AAM9315 33 400 15
7.1 trypsininh (219 aa)
SSYHTOH2 | 41 >>ALLERQEN_2012_2|g||22135348|gb|AAM9315 33 400 15
7.1 trypsin inh (219 aa)
SSYHTOH? 1 1 >>ALLERGEN_2012_2|gi|886967|emb|CAA59340 3.4 250 84
- = .1| low molecula (276 aa)
SSYHTOH2 | 35 >>ALLERGEN_2012_2|gi|886967|emb|CAA59340 34 250 84
— = 1| low molecula (276 aa)
>>ALLERGEN_2012_2|gi|3021324|emb|CAA0630
>SYHTOH2_1_1 5.1) AspfL aller (125 aa) 34 23.1 65
>>ALLERGEN_2012_2|gi|3021324|emb|CAA0630
>SYHTOH2_1_35 5.1 Aspfl aller (125 a) 34 23.1 65
>>ALLERGEN_2012_2|gi|291482310emb|CBK62
>SYHTOH2_1_15 695.1 ragweed h (134 aa) 34 28.9 38
SSYHTOH2 | 25 >>ALLER_GEN_2012_2|g||1304217|de|BAA07773 34 433 30
— = .1 allergenic (109 aa)
SSYHTOH2_|_45 >>ALLERGEN_2012_2|gi|1304217|dbj|BAA07773 34 433 30

.1| allergenic (109 aa)
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SSYHTOH2 | 10 >>ALLERGEN_2012_2|gi|18615/emb|CAA26723. 35 258 89
— = 1| unnamed prote (495 aa)
SSYHTOH? | 16 >>ALLERGEN 2012 2|gi|18615/emb|CAA26723. 35 258 89
- = 1| unnamed prote (495 aa)
SSYHTOH2 | 28 >>ALLERGEN_2012_2|gi|18615/emb|CAA26723. 35 258 89
— = 1| unnamed prote (495 aa)
SSYHTOH? | 38 >>ALLERGEN 2012 2|gi|18615/emb|CAA26723. 35 258 89
- = 1| unnamed prote (495 aa)
SSYHTOH2 I 19 >>ALLERGEN_2012_2|gi|886965|emb|CAA59339 35 275 40
.1| low molecula (261 aa)
SSYHTOH2 I 52 >>ALLERGEN_2012_2|gi|886965|emb|CAA59339 35 275 40
1| low molecula (261 aa)
>>ALLERGEN_2012_2|gi|291482306/emb|CBK62
>SYHTOH2_1_15 693.1| ragweed h (111 aa) 35 28.9 38
SSYHTOH2 | 25 >>ALLERQEN_2012_2|g||1304216|de|BAAO7772 35 433 30
1| allergenic (111 aa)
SSYHTOH2_|_25 >>ALLER_GEN_2012_2|g||1304218|de|BAA07774 35 433 30
.1| allergenic (113 aa)
SSYHTOH?2 | 45 >>ALLERQEN_2012_2|g||1304216|de|BAAO7772 35 433 30
— = 1| allergenic (111 aa)
SSYHTOH? | 45 >>ALLER_GEN_2012_2|g||1304218|de|BAA07774 35 433 30
- = .1| allergenic (113 aa)
>>ALLERGEN_2012_2|gi|21314465|gb|AAM4695
>SYHTOH2_|_27 8.1/AF510854 1a (538 aa) 35 44.4 18
>>ALLERGEN_2012_2|gi|21314465|gb|AAM4695
>SYHTOH2_1_43 8.1)AF510854 1 a (538 aa) 35 44.4 18
SSYHTOH2 | 6 >>ALLERGEN_2012_2|gi|335331566|gb|AEH3154 36 250 64
— = 6.1| low molecu (369 aa)
SSYHTOH2_ |31 >>ALLERGEN_2012_2|gi|148887203|emb|CAK50 36 26.0 50

834.1|artv2a (162 aa)

Report Number: SSB-165-12

Page 120 of 417




. Percent | Alignment
Query Hit Name E value Identity Length
SSYHTOH2 | 23 >>ALLERGEN_2012_2|gi|162927|gb|]AAA30478.1 36 450 20
| alpha-s1-case (76 aa)
SSYHTOH2 |6 >>ALLER_GE_N_2012_2|g||170734|gb|AAA34287.1 37 258 66
| gamma gliadin (244 aa)
>>ALLERGEN_2012_2|gi|549186|sp|P10737.3|[VA
>SYHTOH2_|_14 53 DOLMA RecNa (215 aa) 3.7 28.3 46
>>ALLERGEN_2012_2|gi|112754|sp|P04403.2|2SS
>SYHTOH2_|_27 1_BEREX RecNa (146 aa) 3.7 194 31
>>ALLERGEN_2012_2|gi|112754|sp|P04403.2|2SS
>SYHTOH2_1_43 1_BEREX RecNa (146 aa) 3.7 194 31
>>ALLERGEN_2012_2|gi|94400907|ref|INP_00103
>SYHTOH2_1_19 5360.1] allerg (92 aa) 3.7 38.9 18
>>ALLERGEN_2012_2|gi|94400907|ref|INP_00103
>SYHTOH2_1_52 5360.1] allerg (92 aa) 3.7 38.9 18
SSYHTOH2 | 30 >>ALLERGEN_2012_2|gi|21926/emb|CAA36063. 38 396 46
— = 1| unnamed prote (295 aa)
SSYHTOH? | 13 >>ALLERGEN_2012_2|gi|170722|gb|AAA34281.1 38 300 30
- = | pre-alpha-/be (262 aa)
SSYHTOH2 | 24 >>ALLERGEN_2012_2|gi|170722|gbh|AAA34281.1 38 300 30
— = | pre-alpha-/be (262 aa)
SSYHTOH? | 46 >>ALLERGEN_2012_2|gi|170722|gb|AAA34281.1 38 300 30
- = | pre-alpha-/be (262 aa)
SSYHTOH2 | 19 >>ALLERGEN_2012_2|gi|88770352|gb|ABD5177 38 389 18
— = 9.1] allergen Ap (94 aa)
SSYHTOH2_|_52 >>ALLERGEN_2012_2|gi|88770352|gb|ABD5177 38 389 18
9.1) allergen Ap (94 aa)
SSYHTOH? | 47 >>ALL.ER.GI.EN_2012_2|g||18772|emb|CAA45778. 39 389 36
— = 1| trypsin inhib (217 aa)
SSYHTOH2_|_25 >>ALLERGEN_2012_2|gi|1703445|sp|P54958.1|A 39 167 30

SP2_BLAGE RecN (352 aa)
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~SYHTOH2 I 25 ;z?éltszealizr\éégla%2|gi|145105726|gb|ABP356o 2 167 20
>SYHTOH2_|_45 ;;?_LBLEESéEge—czl(\)ll%g'zggal)7°3445|5p|P54958'1|A 3.9 467 30
~SYHTOH2 | 45 ;z?éltszealizr\éégla%2|gi|145105726|gb|ABP356o 2 467 20
>SYHTOH2 | 1 ZZ’?;')‘ESFFEe'\(':,—\éOléﬁ'gg;"136162|Sp|P35776'2|V 3.9 36.0 25
>SYHTOH2_I_35 ZZ%&‘EE?F&NCN?%%?%?136162|5p|P35776'2|V 3.9 36.0 25
>SYHTOM2 | 1 ;gﬁlLPIAEECiiII\I_égéZaE?Qi|168419914|gb|ACA238 A " 69
>SYHTOH2 135 ;ZﬁlLPI;EIr?]CiiII\I_égéZaa?gi|168419914|gb|ACA238 s " 69
SSYHTOH2 | 48 Zzﬁl(.)\l;vEnI?(ﬁeECltlj_?gfslgaggi|335331566|gb|AEH3154 . 076 29
SSYHTOH2 17 ;géll_tlr_oﬁ?‘s%z&ﬁ_sgi|20387027|emb|CA0845 s 233 ”
~SYHTOH2 I 30 r;?hléll_lilt?ac_;gElN(éi%l:a_)2|gi|170718|gb|AAA34279.1 i1 26 4
>SYHTOH2 [ 15 Z;ﬁll_ll;aEgR\’AiEé\IHZE)llfo_zgi|291482308|emb|CBK62 a1 289 28
>SYHTOH2_|_13 r;'sh';'j;ﬁgiﬁ’\'(—zégfg)z'gi|473876|9b|AAA17741'1 41 30.0 30
>SYHTOH2 [ 24 |>;,|§h|_a|ngliF;fjsilflN(_228071aza_)2|gi|473876|gb|AAA17741.1 a1 200 20
>SYHTOH2_|_46 r;'sh';'j;ﬁgiﬁ’\'(—zégfg)z'gi|473876|9b|AAA17741'1 41 30.0 30
SSYHTOH2 [ 48 | >>ALLERGEN_2012 2gi[1707021gblAAA342721 | , | 50.0 1o

| gamma gliadin (302 aa)
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>SYHTOH2_|_14 ZZ’i‘\';'égaiEg'e—cﬁjz(—ﬁgi{'jl%%l%'smpgl%r”v 4.2 37.0 27
>SYHTOH2 127 szg_ulzalisgELN(_322%1a25)2|gi|62550933|emb|CA|7905 42 250 ”
SSYHTOH2 | 43 Zz,r\g_ulzaEtliflfELN(_322%1:E;)2|9i|62550933|emb|CA|7905 4 250 "
>SYHTOH2_|_27 SZ'ﬁS';tESRtSrigN—églfgaz)'gi|56788031|9b|AAW2981 42 50.0 20
>SYHTOH2_|_43 g?;tg?ggg‘%%%%;'g”56788031'9b|AAW2981 4.2 50.0 20
>SYHTOH2_I_15 ZB’?EBEA%%iNﬁggﬁzﬁg|§2)28058|Sp|004298'1|D 44 333 |54
>SYHTOH2_|_15 ZZ’?;;E?SEP—(%}‘Z&—:S'Q”2154734|emb|CABO371 44 333 54
>SYHTOH2_|_21 I;ﬁ;gg;gi’\'\;ez0(11%2{1%?7638028|9b|AAF65312' 45 30.0 40
>SYHTOH2 130 Sgﬁll_slfsgils__zzo(ﬁazg155676684|dbj|BAF757 16 - 29
~SYHTOH2 I 30 I;A“LSI;ESSEEI__ZZ%E(_)ZAg155676696|dbj|BAF757 46 - 29
>SYHTOH2 130 S;ﬁll_slfsgils__zzo(ﬁazg155676688|dbj|BAF757 16 080 29
~SYHTOH2 I 30 ZTA”LSLESSEE__ch)éEBﬂgi)|155676636|dbj|BAF756 46 - 29
>SYHTOH2 130 Szﬁll_slfsgils__zzo(ﬁazg155676682|dbj|BAF757 16 080 29
~SYHTOH2 I 30 I;AllLSLXEFl)Q/SEtl__ch)(ﬁ(_)zggi)|155676698|dbj|BAF757 46 - 29
SSYHTOH2 | 30 | >>ALLERGEN_2012 2(0i|155676694dbjBAFTST | , ¢ 080 29

10.1] SXP/RAL-2 (150 aa)
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>>ALLERGEN_2012_2|gi|155676686|dbj|BAF757
>SYHTOH2_1_30 06.1] SXP/RAL-2 (150 aa) 4.6 28.2 39
>>ALLERGEN_2012_2|gi|291197394|emb|CBK52
>SYHTOH2_1_15 317.1| ragweed h (164 aa) 4.6 28.9 38
>>ALLERGEN_2012_2|gi|285005079]emb|CBJ242
>SYHTOH2_1_15 86.1| ragweed h (164 aa) 4.6 28.9 38
SSYHTOH2 | 30 >>ALLERGEN_2012_2|gi|30794292|ref|[NP_85134 46 368 38
- = 1.1] lactotran (708 aa)
>>ALLERGEN_2012_2|gi|291482314/emb|CBK62
>SYHTOH2_1_23 697.1| ragweed h (96 aa) 4.6 34.6 26
SSYHTOM? | 27 >>ALLERQEN_2012_2|g||149208403|gb|ABR2177 47 500 20
— = 2.1| conglutin (455 aa)
SSYHTOH? | 43 >>ALLERQEN_2012_2|g||149208403|gb|ABR2177 47 500 20
- = 2.1| conglutin (455 aa)
>>ALLERGEN_2012_2|gi|3319897|emb|CAAT7684
>SYHTOH2_1_1 1.1] albumin [Ca (585 aa) 4.7 47.1 17
>>ALLERGEN_2012_2|gi|3319897|emb|CAAT7684
>SYHTOH2_1_35 1.1] albumin [Ca (585 aa) 4.7 47.1 17
>>ALLERGEN_2012_2|gi|4590366|gb|AAD26547.
>SYHTOH2_1_50 1AF124824 1 ma (159 aa) 4.7 429 14
SSYHTOH2_ |50 >>ALL_ERGEN_2012_2|g||25361513|gb|AAN7324 47 636 1
8.1| helix-loop- (450 aa)
SSYHTOH2 I 19 >>ALLER§E[\I_2012_2|g||170730|gb|AAA34285.1 48 250 40
| gamma-gliadin (304 aa)
SSYHTOH2_|_52 >>ALLER§EI_\l_2012_2|g||170730|gb|AAA34285.1 48 250 40
| gamma-gliadin (304 aa)
>>ALLERGEN_2012_2|gi|1709545]|sp|P51528.1|P
>SYHTOH2_1_31 AL VESMC RecNa (300 aa) 4.8 50.0 28
>SYHTOH2 | 27 >>ALLERGEN_2012_2|gi|335331566|gb|AEH3154 48 250 24

6.1| low molecu (369 aa)
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SSYHTOH2 | 43 >>ALLERGEN_2012_2|gi|335331566|gb|AEH3154 48 250 24
6.1| low molecu (369 aa)
>>ALLERGEN_2012_2|gi|6687188|emb|CAB6486
>SYHTOH2_1_1 7.1 albumin [Ca (608 aa) 4.8 47.1 17
>>ALLERGEN_2012_2|gi|1351908|sp|P49064.1|A
>SYHTOH2_1_1 LBU_FELCA RecN (608 aa) 4.8 47.1 17
>>ALLERGEN_2012_2|gi|6687188|emb|CAB6486
>SYHTOH2_1_35 7.1 albumin [Ca (608 aa) 4.8 47.1 17
>>ALLERGEN_2012_2|gi|1351908|sp|P49064.1|A
>SYHTOH2_1_35 LBU_FELCA RecN (608 aa) 4.8 47.1 17
>>ALLERGEN_2012_2|gi|5777414|emb|CAB5345
>SYHTOH2_1_39 8.1) MnSOD [Heve (205 aa) 4.8 29.4 17
>>ALLERGEN_2012_2|gi|10862818|emb|CAC139
>SYHTOH2_1_39 61.1/ IgE-bindin (205 aa) 4.8 29.4 17
SSYHTOH2 | 10 >>AL|-_E.RGEN_2012_2|g||18635|emb|CAA33215. 49 258 89
— = 1| glycinin subu (495 aa)
SSYHTOH? | 16 >>AL|__E_RGEN_2012_2|g||18635|emb|CAA33215. 49 258 89
- = 1| glycinin subu (495 aa)
SSYHTOH2 | 28 >>AL|-_E.RGEN_2012_2|g||18635|emb|CAA33215. 49 258 89
— = 1| glycinin subu (495 aa)
SSYHTOH? | 38 >>AL|__E_RGEN_2012_2|g||18635|emb|CAA33215. 49 258 89
- = 1| glycinin subu (495 aa)
SSYHTOH2 | 25 >>ALLER_GEN_2012_2|g||1398915|de|BAA07711 49 433 30
.1 allergenic (160 aa)
SSYHTOH2_|_45 >>ALLER_GEN_2012_2|g||1398915|de|BAA07711 49 433 30
.1| allergenic (160 aa)
>>ALLERGEN_2012_2|gi|218203828|gh|ACK762
>SYHTOH2_1_50 97.1| Der £ 6 al (279 aa) 4.9 55.6 9
SSYHTOH2_I_50 >>ALLERGEN_2012_2|gi|218203826|gh|ACK762 49 556 9

96.1| Der f6 al (279 aa)
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SSYHTOH?2 | 31 >>A-\L.LERGEN_2012_2|g||50659885|gb|AAT80662 5 316 38
— = | lipid trans (115 aa)
SSYHTOH2 1 31 >>AL_LERGEN_2012_2|g||50659891|gb|AAT80665 5 316 38
- = | lipid trans (115 aa)
SSYHTOH?2 | 31 >>A-\L.LERGEN_2012_2|g||50659879|gb|AAT80659 5 316 38
— = | lipid trans (115 aa)
>>ALLERGEN_2012_2|gi|18652047|gb|AAL76932
>SYHTOH2_1_10 1|AF456481 1 m (154 aa) 5.1 22.7 110
>>ALLERGEN_2012_2|gi|18652047|gb|AAL76932
>SYHTOH2_1_16 1|AF456481 1 m (154 aa) 5.1 22.7 110
>>ALLERGEN_2012_2|gi|18652047|gb|AAL76932
>SYHTOH2_1_28 1|AF456481_1 m (154 aa) 5.1 22.7 110
>>ALLERGEN_2012_2|gi|18652047|gb|AAL76932
>SYHTOH2_1_38 1|AF456481 1 m (154 aa) 5.1 22.7 110
>>ALLERGEN_2012_2|gi|112754|sp|P04403.2|2SS
>SYHTOH2_1_6 1_BEREX RecNa (146 aa) 5.1 25.7 35
SSYHTOH2_|_25 >>ALLER_GEN_2012_2|g||218193|dbj|BAA01998. 51 433 30
1| allergenic p (165 aa)
SSYHTOH2 | 25 >>ALLERQEN_2012_2|g||1398913|de|BAAO7710 51 433 30
.1 allergenic (166 aa)
>>ALLERGEN_2012_2|gi|114152865|sp|Q01882.2|
>SYHTOH2_1_25 RAG2 ORYSJ Re (166 aa) 5.1 43.3 30
SSYHTOH2 | 45 >>ALLERGEN_2012_2|g||218193|dbj|BAA01998. 51 433 30
1| allergenic p (165 aa)
SSYHTOH2_|_45 >>ALLER_GEN_2012_2|g||1398913|de|BAA07710 51 433 30
.1| allergenic (166 aa)
>>ALLERGEN_2012 2|gi|114152865|sp|Q01882.2]|
>SYHTOH2_1_45 RAG2 ORYSJ Re (166 aa) 5.1 43.3 30
SSYHTOH2_I_50 >>ALLERGEN_2012_2|gi|170743|gb|AAB02788.1| 51 333 24

HMW glutenin (815 aa)
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>>ALLERGEN_2012_2|gi|47117012|sp|Q7M415.1]
>SYHTOH2_1_25 PA2 APIDO RecN (134 aa) 5.1 41.7 12
>>ALLERGEN_2012_2|gi|47117012|sp|Q7M415.1]
>SYHTOH2_1_45 PA2_APIDO RecN (134 aa) 5.1 41.7 12
SSYHTOH?2 | 48 >>ALL.ERGEN_2012_2|g||21913174|gb|AAM7747 51 66.7 9
— = 1.1 major aller (115 aa)
SSYHTOH2 | 22 >>ALLERGEN_2012_2|g||1092249|prf||2023228A 59 28.7 101
- = major allerge (285 aa)
>>ALLERGEN_2012_2|gi|2398757|emb|CAA5028
>SYHTOH2_1_22 1.1) Major Polle (286 aa) 5.2 28.7 101
SSYHTOH2 | 22 >>ALLERGEN_2012_2|gi|21725630|emb|CAD383 59 8.7 101
— = 96.1| unnamed pr (287 aa)
SSYHTOH2 | 22 >>ALLERGEN_2012_2|gi|21725612|emb|CAD383 59 28.7 101
- = 87.1| unnamed pr (287 aa)
SSYHTOH2 | 22 >>ALLERGEN_2012_2|gi|21725614|emb|CAD383 59 8.7 101
— = 88.1| unnamed pr (287 aa)
SSYHTOH2 | 22 >>ALLERGEN_2012_2|gi|21725616|emb|CAD383 59 28.7 101
- = 89.1| unnamed pr (287 aa)
SSYHTOH2 | 22 >>ALLERGEN_2012_2|gi|21725618|emb|CAD383 59 8.7 101
90.1| unnamed pr (287 aa)
SSYHTOH2_ |22 >>ALLERGEN_2012_2|gi|21725620|emb|CAD383 59 28.7 101
91.1| unnamed pr (287 aa)
SSYHTOH2 | 22 >>ALLERGEN_2012_2|gi|21725622|emb|CAD383 59 8.7 101
92.1| unnamed pr (287 aa)
SSYHTOH2_ |22 >>ALLERGEN_2012_2|gi|21725624|emb|CAD383 59 28.7 101
93.1| unnamed pr (287 aa)
SSYHTOH2 | 22 >>ALLERGEN_2012_2|gi|21725626|emb|CAD383 59 8.7 101
94.1| unnamed pr (287 aa)
SSYHTOH2_ |22 >>ALLERGEN_2012_2|gi|21725632|emb|CAD383 59 28.7 101

97.1| unnamed pr (287 aa)
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SSYHTOH2 | 22 >>ALLERGEN_2012_2|gi|21725606|emb|CAD383 59 8.7 101
84.1| unnamed pr (287 aa)
SSYHTOH2_ |22 >>ALLERGEN_2012_2|gi|21725610|emb|CAD383 59 28.7 101
86.1| unnamed pr (287 aa)
SSYHTOH2 | 22 >>ALLERGEN_2012_2|gi|21725608|emb|CAD383 59 8.7 101
85.1| unnamed pr (287 aa)
SSYHTOH2_ |22 >>ALLERGEN_2012_2|gi|21725628|emb|CAD383 59 28.7 101
95.1| unnamed pr (287 aa)
SSYHTOH2 1 6 >>ALLERGEN_2012_2|gi|21926/emb|CAA36063. 59 26.1 69
1| unnamed prote (295 aa)
>>ALLERGEN_2012_2|gi|3287877|sp|P81402.1|N
>SYHTOH2_1_20 LTP1 PRUPE Rec (91 aa) 5.2 37.0 27
>>ALLERGEN_2012_2|gi|3287877|sp|P81402.1|N
>SYHTOH2_1_51 LTP1_PRUPE Rec (91 aa) 5.2 37.0 27
>SYHTOH2 I 31 >>ALLERGEN_2012_2|gi|897647|gb|]AAB48072.1| 53 500 28
allergen and (336 aa)
>>ALLERGEN_2012_2|gi|83754241|pdh|2B5S|B
>SYHTOH2_1_20 Chain B, Crysta (92 aa) 5.3 37.0 27
>>ALLERGEN_2012_2|gi|83754241|pdb|2B5S|B
>SYHTOH2_1_51 Chain B, Crysta (92 aa) 5.3 37.0 27
SSYHTOH? | 48 >>ALLERGI_EN_2012_2|g||1063270|de|BAA11251 54 345 29
- = .1| gamma-gliad (279 aa)
>>ALLERGEN_2012_2|gi|398830/emb|CAA52753
>SYHTOH2_1_22 1| Phip5 [Phleu (312 aa) 55 27.3 110
SSYHTOH2 | 22 >>ALLERGEN_2012_2|gi|3309039|gb|AAC25994. 55 28.7 101
- = 1| group V alle (312 aa)
>>ALLERGEN_2012_2|gi|14424465|sp|P35777.2]
>SYHTOH2_1 4 VA4_SOLIN RecN (137 aa) 5.6 34.8 46
SSYHTOH2_ |4 >>ALLERGEN_2012_2|gi|291092710|gh|ADD743 56 348 6

92.1| Sol s 2 al (137 aa)
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>>ALLERGEN_2012_2|gi|14424465|sp|P35777.2]
>SYHTOH2_1_32 VA4_SOLIN RecN (137 aa) 5.6 34.8 46
>>ALLERGEN_2012_2|gi|291092710|gh|ADD743
>SYHTOH2_1_32 921/ Sol s 2 al (137 aa) 5.6 34.8 46
>>ALLERGEN_2012_2|gi|13183177|gb|AAK1508
>SYHTOH2_|_14 9.1/AF240006_17 (585 aa) 5.6 34.3 35
SSYHTOH? | 8 >>ALLERGEN_2012_2|gi|29163773|emb|CADS800 56 545 11
- = 19.1| unnamed pr (65 aa)
SSYHTOH2 | 25 >>ALLERGEN_2012_2|gi|897811|emb|CAA24933 57 478 93
.| unnamed prot (101 aa)
SSYHTOH2 | 45 >>ALLERGEN_2012_2|gi|897811|emb|CAA24933 57 478 23
.1 unnamed prot (101 aa)
SSYHTOH2 | 17 >>ALLERGEN_2012_2|gi|171464770|gb|ACB4587 57 500 18
- = 4.1| pathogen-r (151 aa)
SSYHTOH2 | 37 >>ALLERGEN_2012_2|gi|171464770|gb|ACB4587 57 500 18
— = 4.1| pathogen-r (151 aa)
>>ALLERGEN_2012_2|gi|194350815|gb|ACF5383
>SYHTOH2_1_5 6.1|Blag4is (191 aa) 5.8 30.2 53
SSYHTOH2 | 30 >>ALLERGEN_2012_2|gi|55859456|emb|CAH926 58 36.7 30
— = 30.1| pollen all (520 aa)
>SYHTOH2_ |30 >>ALLERGEN 2012 2|gi|21765/emb|CAA26385. 58 407 27
1| unnamed prote (313 aa)
>>ALLERGEN_2012_2|gi|5381323|gh|AAD42943.
>SYHTOH2_1_13 1/AF091841 125 (148 aa) 5.8 26.1 23
>>ALLERGEN_2012_2|gi|5381323|gh|AAD42943.
>SYHTOH2_1_24 1/AF091841 1 2S (148 aa) 5.8 26.1 23
>>ALLERGEN_2012_2|gi|5381323|gh|AAD42943.
>SYHTOH2_1_46 1/AF091841 125 (148 aa) 5.8 26.1 23
SSYHTOH2_ |14 >>ALLERGEN_2012_2|gi|3287877|sp|P81402.1|N 58 389 18

LTP1_PRUPE Rec (91 aa)
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>>ALLERGEN_2012_2|gi|83754241|pdb|2B5S|B
>SYHTOH2_|_14 Chain B, Crysta (92 aa) 5.8 38.9 18
SSYHTOH? 1 1 >>ALLERGEI\_I_2012_2|g||100834|p|r||Sl6031 59 243 70
- = alpha-amylase in (168 aa)
SSYHTOH?2 | 1 >>ALLERGEN_2012_2|gi|21713]emb|CAA35597. 59 24.3 70
— = 1| unnamed prote (168 aa)
>SYHTOH2_|_35 >>ALLERGEI\_I_2012_2|g||100834|p|r||Sl6031 59 243 70
alpha-amylase in (168 aa)
>SYHTOH2 | 35 >>ALLERGEN_2012_2|gi|21713]emb|CAA35597. 59 24.3 70
1| unnamed prote (168 aa)
SSYHTOH?2 | 18 >>ALLERGEN_2012_2|g||21743|emb|CAA43331. 59 351 37
— = 1| high molecula (830 aa)
SSYHTOH? | 36 >>ALLERGEN_2012_2|g||21743|emb|CAA43331. 59 351 37
- = 1| high molecula (830 aa)
>>ALLERGEN_2012_2|gi|112745]|sp|P23110.1]2SS
>SYHTOH2_1_6 8 HELAN RecNa (141 aa) 5.9 33.3 33
>>ALLERGEN_2012_2|gi|23894244|emb|CAD236
>SYHTOH2_1_2 14.1]rim 2 al {404 aq) 59 30.0 30
>>ALLERGEN_2012_2|gi|74663809|sp|Q8J077.1|S
>SYHTOH2_1_2 UB6_TRISH Rec (405 aa) 5.9 30.0 30
>>ALLERGEN_2012_2|gi|23894244|emb|CAD236
>SYHTOH2_1_34 14.1]rim2al {404 aq) 59 30.0 30
>>ALLERGEN_2012_2|gi|74663809|sp|Q8J077.1|S
>SYHTOH2_1_34 UB6_TRISH Rec (405 aa) 5.9 30.0 30
>>ALLERGEN_2012_2|gi|75219081|sp|022108|02
>SYHTOH2_1_6 2108 WHEAT LMM (285 aa) 6 31.9 72
SSYHTOH2 I 49 >>ALLERGEN_2012_2|g||1362131|p|r||C53806 6 345 29
major allergen (145 aa)
SSYHTOH2_ |12 >>ALLERGEN_2012_2|gi|3703107|gb|AAC63045. 6 400 15

1| glycinin [Ar (507 aa)
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>>ALLERGEN_2012_2|gi|224036293|pdb|3C3V|A
>SYHTOH2_1_12 Chain A, Cryst (510 aa) 6 40.0 15
SSYHTOH? 1 41 >>AL|__E_RGEN_2012_2|g||3703107|gb|AAC63045. 6 400 15
- = 1| glycinin [Ar (507 aa)
>>ALLERGEN_2012_2|gi|224036293|pdb|3C3V|A
>SYHTOH2_1_41 Chain A, Cryst (510 aa) 6 40.0 15
>>ALLERGEN_2012_2|gi|30316292|sp|QIFSG7.1|
>SYHTOH2_1_15 TP1A_MALDO Rec (246 aa) 6.1 21.1 71
>SYHTOH2 | 30 >>ALLERGEN_2012_2|gi|886967|emb|CAA59340 6.1 316 38
.1| low molecula (276 aa)
SSYHTOH2 | 25 >>ALLERGEN_2012_2|g||7435005|p|r||A59055 6.1 417 12
phospholipase A (134 aa)
>>ALLERGEN_2012_2|gi|24638082|sp|Q9BMKA4.
>SYHTOH2_1_25 1PA2_APICC RecN (134 aa) 6.1 41.7 12
SSYHTOH2 | 45 >>ALLERGEN_2012_2|g||7435005|p|r||A59055 6.1 417 12
phospholipase A (134 aa)
>>ALLERGEN_2012_2|gi|24638082|sp|Q9BMKA4.
>SYHTOH2_1_45 1PA2_APICC RecN (134 aa) 6.1 41.7 12
>SYHTOH2 I 31 >>A_\L.LERGEN_2012_2|g||50659889|gb|AAT80664 6.2 316 38
| lipid trans (115 aa)
SSYHTOH? | 15 >>ALLERGEN_2012_2|gi|1545895|emb|CAB0221 6.2 313 32
- = 6.1 pollen alle (161 aa)
SSYHTOH2 | 11 >>ALLERGEN_2012_2|gi|16580747|dbj|BAB7174 6.2 357 28
— = 1.1] glyoxalase (291 aa)
>>ALLERGEN_2012_2|gi|84029333|sp|Q948T6.2|
>SYHTOH2_1_11 LGUL_ORYSJ Rec (291 aa) 6.2 35.7 28
SSYHTOH?2 | 42 >>ALLERGEN_2012_2|gi|16580747|dbj|BAB7174 6.2 357 28
— = 1.1] glyoxalase (291 aa)
SSYHTOH2_|_42 >>ALLERGEN_2012_2|gi|84029333|sp|Q948T6.2| 6.2 357 28

LGUL_ORYSJ Rec (291 aa)
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SSYHTOH2 | 50 >>ALLEI_?GEN_2012_2|g||238477265|gb|ACR4347 6.2 308 26
— = 4.1| arginine k (356 aa)
>>ALLERGEN_2012_2|gi|2506771|sp|P16968.2|IA
>SYHTOH2_1_20 A1_HORVU RecN (146 aa) 6.2 37.5 24
>>ALLERGEN_2012_2|gi|2506771|sp|P16968.2|IA
>SYHTOH2_1_51 AL HORVU RecN (146 aa) 6.2 37.5 24
>>ALLERGEN_2012_2|gi|6136163|sp|P35779.2|V
>SYHTOH2_1_2 A3_SOLRI RecNa (211 aa) 6.2 38.9 18
>>ALLERGEN_2012_2|gi|6136163|sp|P35779.2|V
>SYHTOH2_1_34 A3_SOLRI RecNa (211 aa) 6.2 38.9 18
SSYHTOH2 | 12 >>AL|_.ERGEN_2012_2|g||5712199|gb|AAD47382. 6.2 40.0 15
— = 1| glycinin [Ar (530 aa)
>>ALLERGEN_2012_2|gi|199732457|gb|ACH918
>SYHTOH2_1_12 62.1| arachin Ar (530 aa) 6.2 40.0 15
>>ALLERGEN_2012_2|gi|21314465|gb|AAM4695
>SYHTOH2_1_12 8.1/AF510854 1a (538 aa) 6.2 40.0 15
SSYHTOH? | 17 >>ALL_ERGEN_2012_2|g||46410859|gb|AAR9851 6.2 467 15
- = 8.1| major latex (366 aa)
SSYHTOH2 | 37 >>ALL.ERGEN_2012_2|g||46410859|gb|AAR9851 6.2 467 15
8.1| major latex (366 aa)
SSYHTOH2_ |41 >>AL|__E_RGEN_2012_2|g||5712199|gb|AAD47382. 6.2 400 15
1| glycinin [Ar (530 aa)
>>ALLERGEN_2012_2|gi|199732457|gb|ACH918
>SYHTOH2_1_41 62.1| arachin Ar (530 aa) 6.2 40.0 15
>>ALLERGEN_2012_2|gi|21314465|gb|AAM4695
>SYHTOH2_1_41 8.1)AF510854 1 a (538 aa) 6.2 40.0 15
>SYHTOH2 I 39 >>ALLERGEN_2012_2|gi|212279|gb|AAA48944.1 6.2 545 1
| lysozyme prot (24 aa)
SSYHTOH2_ |20 >>ALLERGEN_2012_2|gi|1311510|gh|AAB36009. 6.2 556 9

1| mAb 8C7-reac (15 aa)

Report Number: SSB-165-12

Page 132 of 417




. Percent | Alignment
Query Hit Name E value Identity Length

>>ALLERGEN_2012_2|gi|1311510|ghJAAB36009.

>SYHTOH2_1_51 1| mAb 8C7-reac (15 aa) 6.2 55.6 9

SSYHTOH2 |6 >>ALLERC_5EI_\l_2012_2|g||170730|gb|AAA34285.1 6.3 277 65
| gamma-gliadin (304 aa)

SSYHTOH2_ | 27 >>ALLERQEN_2012_2|g||169950562|gb|AC80581 6.3 500 20
5.1 conglutin (611 aa)

SSYHTOH2_ |43 >>ALLERQEN_2012_2|g||169950562|gb|AC80581 6.3 500 20
5.1| conglutin (611 aa)

SSYHTOH2_ 1 9 >>ALLERQEN_2012_2|g||162929|gb|AAA30479.1 6.4 205 73
| alpha-s2-like (222 aa)

SSYHTOH2 1 6 >>ALLERGEN 2012 2|gi|21773|emb|CAA31685. 6.4 26.1 69
1| unnamed prote (307 aa)

SSYHTOH2_ |20 >>ALLERGEI_\l_2012_2|g||313575718|gb|ADR669 6.4 370 27
39.1| non-specif (117 aa)
>>ALLERGEN_2012_2|gi|288561913|sp|P85894.1]

>SYHTOH2_1_20 LTP1 MORNI Re (91 aa) 6.4 33.3 27

SSYHTOH2 1 51 >>ALLERGEI_\l_2012_2|g||313575718|gb|ADR669 6.4 370 27

- = 39.1| non-specif (117 aa)

>>ALLERGEN_2012_2|gi|288561913|sp|P85894.1]

>SYHTOH2_1_51 LTP1 MORNI Re (91 aa) 6.4 33.3 27
>>ALLERGEN_2012_2|gi|261824817|pdb|3F55|D

>SYHTOH2_1_49 Chain D, Cryst (316 aa) 6.4 50.0 20
>>ALLERGEN_2012_2|gi|74664773|sp|Q96X46.3]|

>SYHTOH2_1_11 ENO_PENCI RecN (438 aa) 6.4 421 19
>>ALLERGEN_2012_2|gi|74664773|sp|Q96X46.3|

>SYHTOH2_1_42 ENO_PENCI RecN (438 aa) 6.4 421 19

SSYHTOH2 | 50 >>ALLERGEN_2012_2|gi|897811|emb|CAA24933 6.4 385 13

— = .1 unnamed prot (101 aa)
SSYHTOH2 1.9 >>ALLERGEN_2012_2|gi|4138175|emb|CAAQ0988 6.5 533 15

5.1 allergen [M (187 aa)
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SSYHTOH2 | 48 >>ALLERGEN_2012_2|g||62484809|emb|CA|7890 6.6 345 29
2.1| putative g (285 aa)
>>ALLERGEN_2012_2|gi|5777414|emb|CAB5345
>SYHTOH2_1_20 8.1 MnSOD [Heve (205 aa) 6.6 40.9 22
>>ALLERGEN_2012_2|gi|10862818|emb|CAC139
>SYHTOH2_1_20 61.1 IgE-bindin (205 aa) 6.6 40.9 22
>>ALLERGEN_2012_2|gi|5777414|emb|CAB5345
>SYHTOH2_1_51 8.1 MnSOD [Heve (205 aa) 6.6 40.9 22
>>ALLERGEN_2012_2|gi|10862818|emb|CAC139
>SYHTOH2_1_51 61.1/ IgE-bindin (205 aa) 6.6 40.9 22
>>ALLERGEN_2012_2|gi|291482306/emb|CBK62
>SYHTOH2_1_2 693.1] ragweed h (111 aa) 6.6 55.6 9
>>ALLERGEN_2012_2|gi|291482306/emb|CBK62
>SYHTOH2_1_34 693.1| ragweed h (111 aa) 6.6 55.6 9
>>ALLERGEN_2012_2|gi|208605344/emb|CAR82
>SYHTOH2_|_48 265.1] D-type LM (359 aa) 6.7 39.1 23
SSYHTOH? | 48 >>A|__LERGEN_2012_2|g||1842045|gb|AAB47552. 6.7 66.7 9
- = 1| major allerg (157 aa)
SSYHTOH?2 | 48 >>AL!_ERGEN_2012_2|g||45680856|gb|AAS75297 6.7 66.7 9
— = 1| major aller (157 aa)
>>ALLERGEN_2012_2|gi|9954251|gb|AAG08988.
>SYHTOH2_1_40 1/AF216519 1 r (284 aa) 6.8 429 35
SSYHTOH?2 | 48 >>A|_-L.ERGEN_2012_2|g||169971|gb|AAA33965.1 6.8 391 93
— = | glycinin prec (240 aa)
>>ALLERGEN_2012_2|gi|14424466|sp|P35778.2|
>SYHTOH2_1_2 VA3_SOLIN RecN (234 aa) 6.8 38.9 18
>>ALLERGEN_2012_2|gi|14424466|sp|P35778.2
>SYHTOH2_1_34 VA3_SOLIN RecN (234 aa) 6.8 38.9 18
SSYHTOH2_ |22 >>ALLERGEN_2012_2|gi|13430402|gb|AAK2582 6.9 253 166

3.1| group V all (275 aa)
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SSYHTOH2 | 23 >>AL|__E.RGEN_2012_2|g||3703107|gb|AAC63045. 6.9 391 28
— = 1| glycinin [Ar (507 aa)
>>ALLERGEN_2012_2|gi|224036293|pdb|3C3V|A
>SYHTOH2_1_23 Chain A, Cryst (510 aa) 6.9 321 28
>>ALLERGEN_2012_2|gi|76782247|gb|ABA5489
>SYHTOH2_1_48 7.1] hydrophobic (134 aa) 7 40.9 22
>>ALLERGEN_2012_2|gi|2497701|sp|Q28133.1|A
>SYHTOH2_1_1 LL2 BOVIN RecN (172 aa) 7.1 27.8 54
>>ALLERGEN_2012_2|gi|2497701|sp|Q28133.1|A
>SYHTOH2_1_35 LL2 BOVIN RecN (172 aa) 7.1 27.8 54
SSYHTOH2 | 49 >>ALLERG|§N_2012_2|g||1063270|de|BAA11251 71 36.0 o5
— = .1| gamma-gliad (279 aa)
SSYHTOH? | 14 >>A|__L_ERGEN_2012_2|g||54793477|gb|AAV4085 71 389 18
- = 0.1| lipid trans (117 aa)
SSYHTOH?2 | 14 >>ALLERGEN_2012_2|g||313575718|gb|ADR669 71 389 18
— = 39.1| non-specif (117 aa)
>>ALLERGEN_2012_2|gi|127533|sp|P02761.1|MU
>SYHTOH2_1_11 P_RAT RecName: (181 aa) 7.2 34.0 47
>>ALLERGEN_2012_2|gi|127533|sp|P02761.1|MU
>SYHTOH2_1_42 P_RAT RecName: (181 aa) 7.2 34.0 47
SSYHTOH2_ |23 >>AL|__E_RGEN_2012_2|g||5712199|gb|AAD47382. 79 321 28
1| glycinin [Ar (530 aa)
>>ALLERGEN_2012_2|gi|199732457|gb|ACH918
>SYHTOH2_1_23 62.1| arachin Ar (530 aa) 7.2 32.1 28
SSYHTOH2 |6 >>ALLERGEN_2012_2|gi|21755/emb|CAA25593. 79 450 20
1| unnamed prote (286 aa)
SSYHTOH2 1 6 >>ALLERGEN_2012_2|gi|21761]emb|CAA26384. 79 450 20
1| unnamed prote (286 aa)
SSYHTOH2 |6 >>ALLERGEN_2012_2|gi|170720|gbh|AAA34280.1 79 450 20

| alpha/beta-gl (286 aa)
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SSYHTOH? | 47 >>AL|TE_R.GE_N_2012_2|g||146217148|gb|ABQ106 79 60.0 10
— = 38.1| vicilin-li (136 aa)
SSYHTOH? | 30 >>ALLERC_;EI_\I_2012_2|g||170738|gb|AAA34289.1 73 375 32
- = | gamma-gliadin (327 aa)

>>ALLERGEN_2012 2|gi|21314465|gb|AAM4695

>SYHTOH2_1_23 8.1/AF510854 1a (538 aa) 7.3 32.1 28

SSYHTOH2_ |20 >>ALLE_RGE_N_2012_2|g||348137|gb|AAA16792.1 73 409 29
| superoxide di (233 aa)

>SYHTOH2 I 51 >>ALLE_RGE_N_2012_2|g||348137|gb|AAA16792.1 73 409 99
| superoxide di (233 aa)
>>ALLERGEN_2012_2|gi|322812205|pdb|2X45]A

>SYHTOH2_1_29 Chain A, Cryst (144 aa) 7.3 33.3 18
>>ALLERGEN_2012_2|gi|13183175|gh|AAK1508

>SYHTOH2_1_18 8.1/AF240005_12 (153 aa) 7.4 52.2 23
>>ALLERGEN_2012 2|gi|209165427|gb]ACI4124

>SYHTOH2_1_18 4.1] 25 albumin (153 aa) 7.4 52.2 23
>>ALLERGEN_2012_2|gi|13183175|gh|AAK1508

>SYHTOH2_1_36 8.1/AF240005_12 (153 aa) 7.4 52.2 23
>>ALLERGEN_2012 2|gi|209165427|gb]ACI4124

>SYHTOH2_1_36 4.1] 25 albumin (153 aa) 7.4 52.2 23
>>ALLERGEN_2012_2|gi|105969545|gb|ABF8166

>SYHTOH2_I_5 21| EXPBI0 [Ze (269 aa) 7.4 55.0 20
>>ALLERGEN_2012 2|gi|115502168|sp|POC1Y5.

>SYHTOH2_I 5 1[EXB11_MAIZE R (269 aa) 7.4 55.0 20

SSYHTOH2_ |14 >>ALLER_GEN_2012_2|g||1398916|de|BAA07712 74 450 20
.1| allergenic (157 aa)
>>ALLERGEN_2012_2|gi|166235350|pdb|2JON|A

>SYHTOH2_1_18 Chain A, Solut (101 aa) 75 27.9 61

SSYHTOH2_I_36 >>ALLERGEN_2012_2|gi|166235350|pdb]2JON|A 75 279 61

Chain A, Solut (101 aa)
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>SYHTOH2_|_13 ;;':‘A'-l':g';gE’T\'—Rzeilz(ﬁg2;)170095|5p|P46419'1|G 75 35.3 34
>SYHTOH2_|_13 ZZ’?@'}'II';;E%':—(Zz%Za—ggi|6092°878|9b|AAX3732 75 353 34
>SYHTOH2_|_24 ;;':‘A'-l':g';gE’T\'—Rzeilz(ﬁg2;)170095|5p|P46419'1|G 75 35.3 34
>SYHTOH2_|_24 ZZ’?@'}'II';;E%':—(Zz%Za—ggi|6092°878|9b|AAX3732 75 353 34
>SYHTOH2_|_46 ;;Q'-l':'é';gE’T\'é%ﬂ(ﬁg’2;)170095|5p|P46419'1|G 75 35.3 34
>SYHTOH2_|_46 Zj’ﬁé‘ltgﬁﬁ)i':—(zz%%az)'gi|6092°878|9b|AAX3732 75 353 |34
>SYHTOH2_|_49 ;z?;tlrigigil;l_égéza_;gi|33327133|gb|AAQ0894 75 345 29
>SYHTOH2_|_29 ;E';":QTEEEENR&Z:&R@%E2‘;;32026|SP|P34071'1|EN 75 33.3 24
>SYHTOH2 149 ;;i\lLbI;ItEal?lcysglizl_(23()7142a_a2)|gi|124365253|gb|ABN096 7 50.0 20
~SYHTOH2 1 49 Z;A”Lblgltial?f?lizl_(23()71425a2)|gi|124294785|gb|ABN039 . 500 20
>SYHTOH2 149 ;;ﬁlLbI;ItEal?f?Iilgl_(23()7142a_a2)|gi|268037674|gb|ACY918 7 50.0 20
>SYHTOH2_|_47 ;;ﬁ'é':EﬁEfg'ﬁi?%l—ﬂggg)m%%g|Sp|Q8H6L7'1' 76 313 32
>SYHTOH2_| 5 EﬁtﬁﬁEﬁﬁzglezzf'f’é'23)285595'5‘)'004004'1' 7.6 467 15
SSYHTOH2 I 11 ;z?khiEsRlc;Erzl 2_;;;:)_2@i|323575367|dbj|BAJ7822 25 370 ”7
SSYHTOH2 | 26 | >>ALLERGEN_2012 2[gi|21926emb|CAA36063. | ; - 370 07

1| unnamed prote (295 aa)
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>>ALLERGEN_2012_2|gi|323575367|dbj|BAJ7822
>SYHTOH2_1_42 31| Anis12 (295 aa) 7.7 37.0 27
SSYHTOH? | 44 >>ALLERGEN_2012_2|gi|21926/emb|CAA36063. 77 370 27
- = 1| unnamed prote (295 aa)
SSYHTOH?2 | 1 >>ALL|§RGEN_2012_2|g||244610|gb|AA521323.1| 77 474 19
— = tetrameric al (18 aa)
SSYHTOH? | 35 >>ALLE_RGEN_2012_2|g||244610|gb|AA821323.1| 77 474 19
- = tetrameric al (18 aa)
SSYHTOH2 | 25 >>ALLERGEN_2012_2|g||163825|gb|AAC37318.1| 78 345 29
- = major allerge (92 aa)
SSYHTOH?2 | 45 >>ALLERGEN_2012_2|g||163825|gb|AAC37318.1| 78 345 29
— = major allerge (92 aa)
SSYHTOH2 | 20 >>ALLERGEI_\l_2012_2|g||313575726|gb|ADR669 78 370 27
- = 43.1| non-specif (117 aa)
SSYHTOH? | 51 >>ALLERGEl_\|_2012_2|g||313575726|gb|ADR669 78 370 97
— = 43.1] non-specif (117 aa)
>>ALLERGEN_2012_2|gi|11991229|gb|AAG4225
>SYHTOH2_1_11 5.1)AF306708_1p (206 aa) 7.8 40.9 22
>>ALLERGEN_2012_2|gi|11991229|gb|AAG4225
>SYHTOH2_1_42 5.1/AF306708_1p (296 aa) 7.8 40.9 22
SSYHTOH2 |11 >>ALL_ERGEN_2012_2|g||510515|emb|CAA56343 78 412 17
.1| Kunitz tryps (208 aa)
SSYHTOH2 | 42 >>ALL.ERGEN_2012_2|g||510515|emb|CAA56343 78 412 17
1| Kunitz tryps (208 aa)
>>ALLERGEN_2012_2|gi|121308878|dbj|BAF435
>SYHTOH2_1_48 34.1| SXPIRAL-2 (152 aa) 7.8 54.5 11
>>ALLERGEN_2012_2|gi|11991227|gb|AAG4225
>SYHTOH2_1_11 4.1|AF306707 1p (303 aa) 7.9 40.9 22
SSYHTOH2_|_42 >>ALLERGEN_2012_2|gi|11991227|gb|AAG4225 79 409 29

4.1/AF306707_1p (303 aa)
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SSYHTOH?2 | 21 >>ALLERGEN_2012_2|gij4038411|gh|JAAC97370. 8 275 40
— = 1| venom allerg (137 aa)
>>ALLERGEN_2012_2|gi|129614|sp|P00784.1|PA
>SYHTOH2_1_31 PA1 CARPA RecN (345 aa) 8 33.3 24
>>ALLERGEN_2012_2|gi|58371884|emb|CAG268
>SYHTOH2_1_29 95.1| Arg r 1 pr (159 aa) 8 33.3 18
SSYHTOH? | 40 >>AL!_ERGE_N_2012_2|g||633938|gb|AABBO434.1| 8 500 12
- = albumin [Cani (265 aa)
>>ALLERGEN_2012_2|gi|18479082|gb|AAL73404
>SYHTOH2_1 9 1|AF449424 11 (515 aa) 8.1 24.0 50
SSYHTOH2 | 49 >>ALLERC§EN_2012_2|g||170736|gb|AAA34288.1 8.1 444 18
— = | gamma-gliadin (251 aa)
>>ALLERGEN_2012_2|gi|291482308emb|CBK62
>SYHTOH2_1_2 694.1| ragweed h (140 aa) 8.1 55.6 9
>>ALLERGEN_2012_2|gi|291482308emb|CBK62
>SYHTOH2_1_34 694.1] ragweed h (140 aa) 8.1 55.6 9
>>ALLERGEN_2012_2|gi|1168402|sp|P42058.1|A
>SYHTOH2_1_39 LTA7 ALTAL Rec (204 aa) 8.1 57.1 7
>>ALLERGEN_2012_2|gi|]29500897|emb|CAD875
>SYHTOH2_1_22 29.1| phl p5a al (284 aa) 8.2 32.0 75
SSYHTOH2_ |29 >>ALLERGEN_2012_2|gi|757851|emb|CAA26040 8.2 412 17
.1| ovotransferr (705 aa)
>>ALLERGEN_2012_2|gi|1351295|sp|P02789.2|T
>SYHTOH2_1_29 RFE_CHICK RecN (705 aa) 8.2 41.2 17
SSYHTOH2 |1 >>ALLERGEN_2012_2|gi|335331566|gh|AEH3154 83 241 79
6.1| low molecu (369 aa)
>SYHTOH2 | 35 >>ALLERGEN_2012_2|gi|335331566|gb|AEH3154 83 241 79
6.1| low molecu (369 aa)
SSYHTOH2_I_18 >>ALLERGEN_2012_2|gi|886967|emb|CAA59340 83 476 21

.1| low molecula (276 aa)
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>SYHTOH2 | 36 >>ALLERGEN_2012_2|gi|886967|emb|CAA59340 83 476 21
1| low molecula (276 aa)
>>ALLERGEN_2012_2|gi|159793201|gb|ABW989
>SYHTOH2_1_23 45.1] alpha S1 ¢ (172 aa) 8.3 45.0 20
SSYHTOH2 | 18 >>ALLERGEN_2012_2|g||736319|emb|CAA27052 8.4 317 60
1| glutenin [Tr (838 aa)
SSYHTOH2_|_36 >>ALLERGEN_2012_2|g||736319|emb|CAA27052 8.4 317 60
.1| glutenin [Tr (838 aa)
>>ALLERGEN_2012_2|gi|21666498|gb|AAM7372
>SYHTOH2_1 9 9.1/AF395893 1v (536 aa) 8.4 28.3 46
SSYHTOH2 I 7 >>ALLERGEN_2012_2|g||62484809|emb|CA|7890 8.4 296 7
2.1| putative g (285 aa)
SSYHTOH2 1 9 >>ALLERGE_N_2012_2|g||315190620|gb|ADT8977 85 283 60
- = 4.1| phospholip (302 aa)
>>ALLERGEN_2012_2|gi|21914823|gb|AAM7373
>SYHTOH2_1 9 0.2/AF395894 1v (538 aa) 8.5 28.3 46
SSYHTOH? 1 21 >>ALLERGEN_2012_2|g||631911|p|r||S43242 85 250 28
- = allergen-like pr (145 aa)
>>ALLERGEN_2012_2|gi|156778059|gb|ABU954
>SYHTOH2_|_14 11.1|Sina3 al (92 aa) 8.5 30.8 26
SSYHTOH2 |5 >>ALLERGEN_2012_2|g||190613907|gb|ACE8095 85 435 23
7.1 putative a (246 aa)
SSYHTOH2 1 39 >>ALLERGEN_2012_2|gi|544619|gb|AAB29345.1| 85 500 8
— = 36 kda allerg (25 aa)
SSYHTOH? | 10 >>ALLERGEN_2012_2|gi|2266625|emb|CAB1076 86 288 59
- = 5.1| group V all (264 aa)
SSYHTOH2 | 16 >>ALLERGEN_2012_2|gi|2266625|emb|CAB1076 86 8.8 59
— = 5.1| group V all (264 aa)
SSYHTOH2_|_28 >>ALLERGEN_2012_2|gi|2266625|emb|CAB1076 86 288 59

5.1| group V all (264 aa)
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SSYHTOH?2 | 38 >>ALLERGEN_2012_2|gi|2266625|emb|CAB1076 86 8.8 59
— = 5.1| group V all (264 aa)
SSYHTOH2_ |3 >>ALLERC_-;EN_2012_2|g||14422361|emb|CAC416 86 400 25
34.1| plantain p (131 aa)
SSYHTOH2 | 3 >>ALLER(_;EN_2012_2|g||14422359|emb|CAC416 86 400 25
33.1| plantain p (131 aa)
>SYHTOH2_|_33 >>ALLERC_-;EN_2012_2|g||14422361|emb|CAC416 86 400 25
34.1| plantain p (131 aa)
>SYHTOH2 | 33 >>ALLER(_;EN_2012_2|g||14422359|emb|CAC416 86 400 25
33.1| plantain p (131 aa)
SSYHTOH2 | 3 >>ALL.ERGEN_2012_2|g||27818335|gb|AA02490 86 66.7 9
0.1| major polle (132 aa)
>SYHTOH2_|_33 >>ALL_ERGEN_2012_2|g||27818335|gb|AA02490 86 66.7 9
0.1| major polle (132 aa)
>>ALLERGEN_2012_2|gi|262232390|gh|ACY 385
>SYHTOH2_1_26 25.1] allergen C (174 aa) 8.7 30.2 43
>>ALLERGEN_2012_2|gi|262232390|gh|ACY 385
>SYHTOH2_1_44 25.1] allergen C (174 aa) 8.7 30.2 43
SSYHTOH2 | 48 >>ALLERGEN_2012_2|gi|886965|emb|CAA59339 8.7 26.7 30
1| low molecula (261 aa)
SSYHTOH2 1 39 >>ALLE_RGEN_2012_2|g||21413|emb|CAA45723. 8.7 167 15
- = 1| aspartic prot (217 aa)
SSYHTOH2 | 40 >>ALLERGEN_2012_2|gi|85687540|gb|ABC73706 8.7 500 14
— = .1| allergen pr (140 aa)
>>ALLERGEN_2012_2|gi|83300389|sp|042799.2|
>SYHTOH2_1_49 ALL7 _ASPFU Rec (270 aa) 8.7 66.7 6
SSYHTOH2 | 15 >>ALLER(_;EN_2012_2|g||14422361|emb|CAC416 88 250 48
— = 34.1| plantain p (131 aa)
SSYHTOH2_I_15 >>ALLERGEN_ 2012 2|gi|14422363|emb|CAC416 8.8 250 48

35.1| plantain p (131 aa)
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>>ALLERGEN_2012_2|gi|74035843|emb|CAJ2893
>SYHTOH2_1_31 11| Ves g 1 al (300 ad) 8.8 46.4 28
SSYHTOH? | 8 >>ALLERGI_EN_2012_2|g||3668408|gb|AAC61869. 8.9 23.4 47
- = 1| tropomyosin (160 aa)
SSYHTOH2 | 6 >>ALLERGEN_2012_2|gi|21757|emb|CAA26383. 8.9 596 19
— = 1| unnamed prote (296 aa)
SSYHTOH? | 6 >>AL!_ERQEN_2012_2|g||170740|gb|AAA34290.1 8.9 526 19
- = | gliadin [Trit (296 aa)
>>ALLERGEN_2012_2|gi|19009|emb|CAA46705.
>SYHTOH2_I 5 1/ CMe [Hordeum (148 aa) 8.9 33.3 15
>>ALLERGEN_2012_2|gi|20141714|sp|P30941.2|S
>SYHTOH2_1_39 PI7_SOLTU Rec (221 aa) 8.9 46.7 15
>>ALLERGEN_2012_2|gi|2506771|sp|P16968.2|IA
>SYHTOH2_I_1 A1_HORVU RecN (146 aa) 9 30.4 46
>>ALLERGEN_2012_2|gi|2506771|sp|P16968.2|IA
>SYHTOH2_1_35 AL HORVU RecN (146 aa) 9 30.4 46
>>ALLERGEN_2012_2|gi|157418806|gb|ABV551
>SYHTOH2_1_48 06.1] Ani s 9 al (147 aa) 9 54.5 11
>>ALLERGEN_2012_2|gi|170718|gb|AAA34279.1
>SYHTOH2_1_31 | alpha/beta-gl (313 ad) 9.1 34.5 29
SSYHTOH2 1 31 >>ALLERGEN 2012 2|gi|21765/emb|CAA26385. 91 345 29
- = 1| unnamed prote (313 aa)
SSYHTOH2 I 1 >>AL|-_E.RGEN_2012_2|g||18641|emb|CAA37044. 9.2 26.5 34
1| glycinin [Gly (562 aa)
>SYHTOH2_|_35 >>AL|__E_RGEN_2012_2|g||18641|emb|CAA37044. 9.2 26.5 34
1| glycinin [Gly (562 aa)
>>ALLERGEN_2012_2|gi|119524036|gb|ABL7741
>SYHTOH2_|_14 0.1] UA3-recogn (1096 aa) 9.2 37.9 29
SSYHTOH2_ |31 >>ALLERGEN_2012_2|gi|170710|gh|AAA34275.1 9.2 345 29

| alpha-type gl (318 aa)
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SSYHTOH2. | 19 ;.>1,|6\lB_II;IEgR4GiEN(I§81a%2|gi|194350817|gb|ACF5383 - 4o .
SSYHTOHZ | 52 ;z?é.llz_iEgRArGiEI\éigglaijagi|194350817|gb|ACF5383 0.2 410 .
SSYHTOH2 1 20 IZ.AllLtIr_iErrI]?SEIN (_42004125)2|gi|23894244|emb|CAD236 03 200 20
>SYHTOH2_|_20 ;E’%'_"T‘EFS%ERN&Z%%gZ;g;|74663809|Sp|Q8J077'1|S 9.3 30.0 30
~SYHTOH2 | 51 szAlll_thEn?;;;N (_420041;_)2|gi|23894244|emb|CAD236 03 200 20
>SYHTOH2_I_51 BE’%'_"T‘EIRS?*ERN&Z%&ZJE;|74663809|Sp|Q8J077'1|S 9.3 300 |30
>SYHTOH2_|_49 r;g;&;;%%-%g;&z&”17°7°8|9b|AAA34274'1 9.3 36.0 25
>SYHTOH2 | 2 E;ghf%%f\’\'/—z(%é—;;?i|11514279|pdb|1QNX|A 9.3 375 16
>SYHTOH2_|_34 EE’;E%%%EC—%%@—:;?”11514279|pdb|1QNX|A 9.3 375 16
SSYHTOH2 1 2 g;ﬁl};gEvsec;EE_(21061fg§)|gi|285005079|emb|CBJz42 03 55 6 5
>SYHTOH2 | 2 IL’%%E_R\?E'ES'\I{Zéoég—gg;5’611)3118253'5‘)'%0“89' 9.3 44.4 9
SSYHTOH2 | 34 g;ﬁl};gEvsec;EE_(21061fg§)|gi|285005079|emb|CBJz42 03 55 6 5
>SYHTOH2_|_34 IL’%%E_R\?E'ES'\I{Zéoég—gg;5’611)3118253'5‘)'%0“89' 9.3 44.4 9
>SYHTOH2 | 8 ;;':‘A':"HEE'T_(;ENR—EZC%Z(—%?|a4a2)559558|5p|097192'1' 9.4 25.5 47
SSYHTOH2 | 49 | >>ALLERGEN_2012 20ij56122438i0blAAV7434 | o , ans 29

3.1| Frae 1.010 (145 aa)
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Query Hit Name E value r deerr?firt]; A:i%?]glﬁm
SSYHTOH2 1 49 Ir@;lf?gﬁN@Z&lig)ﬂgi|1184668|gb|AAA87456. 04 500 20
>SYHTOH2 149 ;g.,i\lLbI;ItEal?f?Iilgl_(ZB%aZa_ggi|124365249|gb|ABN096 04 50.0 20
SSYHTOH2 1 49 Z;A“Lbléltial?f?lizl_(ze,o?l‘lzg:)mi|124294783|gb|ABN039 04 500 20
>SYHTOH2 149 iTﬁ\eIIBIL__Iiz%IfI\égggla%agi|32765543|gb|AAP87281 04 50.0 20
~SYHTOH2 1 49 Zz?&%f_igl;N@%(;l:%agi|270315180|gb|ACZ?462 04 500 20
>SYHTOM2 1 48 ;ZﬁlebI;ItEal?fE;_(ZSO?lllZgggi|124365251|gb|ABN096 04 500 20
>SYHTOH2 | 31 I|> Q)'I"i"lzfaﬁﬁ'\'ééoalaz)—2|gi|1336813|9b|AAB36121' 9.4 417 12
~SYHTOH2 | 5 r;;z\_l;:_r)lilz_cl;bEeN(_ZZQOllza_)2|gi|170712|gb|AAA34276.1 06 097 64
>SYHTOH2_|_20 ;?é&i??ﬁﬂ)—?&l&%@’”9929163|emb|CACO525 9.6 25.0 24
>SYHTOH2_|_51 g?&fg?gﬂ-ﬁf&;ﬁgi|9929163|emb|CAC0525 9.6 25.0 24
>SYHTOH2 [ 18 ;mvagElligsnEirll\l_(zsoll\r)zgggi|170743|gb|AABoz788.1| 0.7 266 64
>SYHTOH2_I_36 ;T\;I“\/';/Lg'flifn'?r']\'—(?ll;g:)'gi|170743|9b|AA502788'1' 9.7 26.6 64
>SYHTOH2 [ 15 ;zf\g_ulzalisgI:I\I(Eiglagagi|190613903|gb|ACE8095 0.7 275 2
~SYHTOH2 I 50 ;zﬁlr_(l)_pIzIEEECNégéigagi|219815476|gb|ACL3692 0 . 21
SSYHTOH2 [ 13 | >>ALLERGEN_2012 2gi[105969543(0b|ABF8166 | ¢ , 129 "

1.1| EXPB10 [Ze (99 aa)
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Query Hit Name E value r deerr?firt]; A:i%?];znt
SSYHTOH2 | 24 IE?E;ESEOE[Nzgz?ggaggi|105969543|gb|AB F8166 | - 429 "
SSYHTOH2. | 46 Iz?é;gg%E{l;gZ(()éggSgi|105969543|gb|AB F8166 | 4 - 129 "
>SYHTOH2_|_19 iT'IA(‘)';VLEEISi’?'f(g%ﬂ?i|886967|emb|CAA59340 9.8 25.6 43
>SYHTOH2_| 52 ZTQ';VLESISE:}'a—Z(g%ﬂg”886967|emb|CAA59340 9.8 25.6 43
>SYHTOH2_|_31 Zi’?_ééfgffgazgeﬂ(—ﬂgi!,:‘5428170|Sp|Q9NFQ4'1' 9.8 44.4 18
SSYHTOH2 I 1 ;@h‘:gﬁgETN—RZG?}%E%?!;)170095|Sp|P46419'1|G 9.9 205 |61
>SYHTOH2_|_35 ;ﬁﬂ"l':gggETNﬁzgfﬁf2;)170095|Sp|P46419'1|G 9.9 29.5 61
>SYHTOH2_|_31 ng‘ébv'zﬁig';'afo(lfz—?i%"s1970231|9b|AAX5757 9.9 27.3 33
>SYHTOH2_|_23 Zgﬁl';'lfhzcg'i'g—(zfgszagg”159793197|9b|ABW989 10 45.0 20
SSYHTOH2 1 2 r;ﬁlr_gzliz%E/N(_éc;lia_)ﬂgi|162551|gb|AAA30333.1 10 475 16
SSYHTOH2 | 34 | >>ALLERGEN_ 2012 2[gij1625510b|AAA30333.1 | 275 16

| allergen 5 [V (227 aa)

>SYHTOH2_1 1

vs /data/fasta/ALLERGEN_2012_2 library
searching /data/fasta/ALLERGEN_2012 2 library

367796 residues in

1603 sequences

Expectation_n fit: rho(In(x))= 3.7938+/-0.00334; mu= 10.5821+/- 0.172
mean_var=54.5589+/-14.161, 0"s: 3 Z-trim: 3 B-trim: 20 in 2/41

Lambda= 0.1736

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2

join: 36, opt: 24, gap-pen: -12/-2, width:
0.040

Scan time:

16

The best scores are:

ALLERGEN_2012_2|gi | 75219081 |sp]022108]022108_WHEA ( 285)

Report Number: SSB-165-12

opt bits E(1603)

71

26

1
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ALLERGEN_2012_2|gi|21773]emb|CAA31685.1] unnamed ( 307) 71 26 1.1
ALLERGEN_2012_2|gi | 886965]emb|CAA59339.1] low mol ( 261) 67 25 2
ALLERGEN_2012_2|gi | 94400907 | reF[NP_001035360.1] a ( 92) 61 23 2.8
ALLERGEN_2012_2|gi |633938|gb]AAB30434.1] albumin ( 265) 65 24 2.8
ALLERGEN_2012_2|gi|88770352]gb|ABD51779.1] allerg ( 94) 61 23 2.8
ALLERGEN_2012_2|gi |3021324|emb|CAA06305.1] Aspfl ( 125) 61 23 3.4
ALLERGEN_2012_2|gi | 886967 |emb|CAA59340.1] low mol ( 276) 64 24 3.4
ALLERGEN_2012_2|gi|6136162|sp|P35776.2]VA2_SOLRI  ( 119) 60 22 3.9
ALLERGEN_2012_2|gi | 168419914 |gb|ACA23876.1] Pas n ( 265) 63 24 a4
ALLERGEN_2012_2|gi |3319897|emb|CAA76841.1] albumi ( 585) 65 24 4.7
ALLERGEN_2012_2|gi | 6687188 |emb|CAB64867.1| albumi ( 608) 65 24 4.8
ALLERGEN_2012_2|gi |1351908|sp|P49064.1]ALBU_FELCA ( 608) 65 24 4.8
ALLERGEN_2012_2|gi|100834|pir||S16031 alpha-amyla ( 168) 59 22 5.9
ALLERGEN_2012_2|gi |21713]emb]CAA35597.1] unnamed ( 168) 59 22 5.9
ALLERGEN_2012_2|gi |2497701|sp|Q28133.1]ALL2_BOVIN ( 172) 58 22 7.1
ALLERGEN_2012_2|gi | 244610|gb]AAB21323.1] tetramer ( 18) 49 19 7.7
ALLERGEN_2012_2|gi | 335331566 |gb|AEH31546.1] low m ( 369) 60 23 8.3
ALLERGEN_2012_2|gi |2506771|sp|P16968.2] IAAL_HORVU ( 146) 56 22 9
ALLERGEN_2012 2|gi|18641]emb|CAA37044.1] glycinin ( 562) 61 23 9.2
ALLERGEN_2012_2|gi|1170095|sp|P46419.1]GSTML DERP ( 219) 57 22 9.9

>>ALLERGEN_2012_2]gi]75219081]sp]022108]022108 WHEAT LMM (285 aa)

initn: 40 initl: 40 opt: 71 Z-score: 102.8 bits: 25.6 EQ): 1
Smith-Waterman score: 71; 36.364% identity (39.024% ungapped) in 44 aa overlap
(45-86:8-50)

20 30 40 50 60 70
SYHTOH KLYCQMFERSGKFGDLELDSYLGNWPNWPWRSWOLK IPLPKTNIMPSTMLVSSCA-—-QCT
ALLERG RC1PGLERPWQQO-PLPPQOTFPQOPLFSQQ0QQQLF
10 20 30
80 90 100 110

SYHTOH PGCVSQSLMQPNRWIVWKAYNSNHRLKTLRLHRLKQMCVQCRS

ALLERG PQQPSFSQOQPPFWQOQPPFSQOQP ILPQOPPFSOQQQLYLPQOSPFSOQQQL ILPPOQQ
40 50 60 70 80 90

>>ALLERGEN_2012_2|gi|21773]emb|CAA31685.1] unnamed prote (307 aa)

initn: 40 initl: 40 opt: 71 Z-score: 102.4 bits: 25.6 EQ: 1.1
Smith-Waterman score: 71; 36.364% identity (39.024% ungapped) in 44 aa overlap
(45-86:31-73)

20 30 40 50 60 70
SYHTOH KLYCQMFERSGKFGDLELDSYLGNWPNWPWRSWQLKIPLPKTNIMPSTMLVSSCA--QCT

ALLERG MKTFLVFALLAVAATSAIAQMETRCIPGLERPWQQQ-PLPPQQTFPQQPLESQQQQQOLE
10 20 30 40 50

80 90 100 110
SYHTOH PGCVSQSLMQPNRWIVWKAYNSNHRLKTLRLHRLKQMCVQCRS

ALLERG PQQPSFSQQOPPFWQQQPPESQQQP I LPQOPPFSOQQOLVLPQOPPFSOQQQPVLPPQQS
60 70 80 90 100 110

>>ALLERGEN_2012_2]gi|886965]emb|CAA59339.1] low molecula (261 aa)

initn: 44 initl: 44 opt: 67 Z-score: 97.8 bits: 24.6 EQ): 2
Smith-Waterman score: 67; 25.352% identity (29.508% ungapped) in 71 aa overlap
(48-114:140-204)
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20 30 40 50 60 70
SYHTOH CQMFERSGKFGDLELDSYLGNWPNWPWRSWQLKIPLPKTNIM----PSTMLVSSCAQCTP

110 120 130 140 150 160

80 90 100 110
SYHTOH GCVSQSLMQPNRWIVWKAYNSNHRLKTLRLHRLKQMCVQCRS

170 180 190 200 210 220

ALLERG QGLNQPQQQQPQQSVQGVSQPQQQQKQLGQCSFQQPQQ
230 240 250 260

>>ALLERGEN_2012_2]gi 94400907 ref|NP_001035360.1] allerg (92 aa)

initn: 49 initl: 49 opt: 61 Z-score: 95.0 bits: 22.5 E(): 2.8
Smith-Waterman score: 61; 40.000% identity (47.059% ungapped) in 20 aa overlap
(57-76:56-72)

30 40 50 60 70 80
SYHTOH FGDLELDSYLGNWPNWPWRSWQLKIPLPKTNIMPSTMLVSSCAQCTPGCVSQSLMQPNRW

30 40 50 60 70 80

90 100 110
SYHTOH 1VWKAYNSNHRLKTLRLHRLKQMCVQCRS

ALLERG KVCVPRSKCG
90

>>ALLERGEN_2012_2]gi|633938]gb|AAB30434.1] albumin [Cani (265 aa)

initn: 65 initl: 65 opt: 65 Z-score: 95.0 bits: 24.1 E(): 2.8
Smith-Waterman score: 65; 47.059% identity (47.059% ungapped) in 17 aa overlap
(12-28:196-212)

10 20 30 40
SYHTOH M1 11 ARPATGFNLKKLYCQMFERSGKFGDLELDSYLGNWPN
ALLERG TLEKCCATDDPPTCYAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFONALLVRYTKKA
170 180 190 200 210 220
50 60 70 80 90 100

SYHTOH WPWRSWQLKIPLPKTNIMPSTMLVSSCAQCTPGCVSQSLMQPNRWIVWKAYNSNHRLKTL

ALLERG PQVSTPTLVVEVSRKLGKVGTKCCKKPESERMSCADDFLS
230 240 250 260

>>ALLERGEN_2012_2]gi|88770352]|gb|ABD51779.1] allergen Ap (94 aa)

initn: 49 initl: 49 opt: 61 Z-score: 94.9 bits: 22.5 E()Q: 2.8
Smith-Waterman score: 61; 40.000% identity (47.059% ungapped) in 20 aa overlap
(57-76:56-72)

30 40 50 60 70 80
SYHTOH FGDLELDSYLGNWPNWPWRSWQLKIPLPKTNIMPSTMLVSSCAQCTPGCVSQSLMQPNRW

30 40 50 60 70 80
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90 100 110
SYHTOH 1VWKAYNSNHRLKTLRLHRLKQMCVQCRS

ALLERG KVCVPRSKCLPG
90

>>ALLERGEN_2012_2]gi]3021324]emb]CAA06305.1] Aspfl aller (125 aa)

initn: 44 initl: 44 opt: 61 Z-score: 93.5 bits: 22.7 EQQ: 3.4
Smith-Waterman score: 61; 23.077% identity (23.438% ungapped) in 65 aa overlap
(15-78:52-116)

10 20 30 40
SYHTOH MIIIARPATGFNLKKLYCQMFERSGKFGDLELDSYLGNWPNWP—
ALLERG KTGSSYPHWFTNGYDGDGKLIKGRMPIKFGKADCDRPPKHGKDGMGKDDHYLLéﬁﬁ%%ﬁD
30 40 50 60 70 80

50 60 70 80 90 100

SYHTOH WRSWQLKIPLPKTNIMPSTMLVSSCAQCTPGCVSQSLMQPNRWIVWKAYNSNHRLKTLRL
ALLERG GHDYKFDSKKPKEDPGPARVIYTYPNKVFCGIVAHERGNQGDLR
90 100 110 120

110
SYHTOH HRLKQMCVQCRS

>>ALLERGEN_2012_ 2]gi|886967]emb]|CAA59340.1] low molecula (276 aa)

initn: 44 initl: 44 opt: 64 Z-score: 93.5 bits: 23.8 E(QQ: 3.4
Smith-Waterman score: 68; 25.000% identity (29.577% ungapped) in 84 aa overlap
(40-114:140-219)

10 20 30 40 50 60
SYHTOH GFNLKKLYCQMFERSGKFGDLELDSYLGNWPNWPWRSWQLKIPLPKTNI———MPSTML—V

ALLERG QRPPFSQQQQQPVLPQQPPFSQQQQQQPILPQQPPESLHQQPVLPQQQIPYVQPSILQQL

110 120 130 140 150 160
70 80 90 100 110
SYHTOH SSCA ————— QCTPGCVSQSLMQPNRWIVWKAYNSNHRLKTLRLHRLKQMCVQCRS

ALLERG NPCKVFLQQQCSPVAMPQSLARSQ--MLWQS--SCHVMQQQCCQOLPRIPEQSRYDAIRA
170 180 190 200 210 220

ALLERG 11YS1VLQEQQHGQGFNQPQQQQPQQSVQGYSQPQQQQKQLGQCSFQQPQQ
230 240 250 260 270

>>ALLERGEN_2012_2]gi]6136162]sp|P35776.2]VA2_SOLRI RecNa (119 aa)

initn: 60 initl: 60 opt: 60 Z-score: 92.4 bits: 22.4 E(QQ: 3.9
Smith-Waterman score: 60; 36.000% identity (36.000% ungapped) in 25 aa overlap
(65-89:12-36)

40 50 60 70 80 90
SYHTOH YLGNWPNIPWRSWQLKIPLPKTNIMPSTHLVSSCAQCTPGCVSQSLMOPNRIIVIKAYNS
ALLERG D|EAQRVLRKD|AEéARTLPKéVNéPDDPLARVDVWHCAMs
10 20 30 40
100 110

SYHTOH NHRLKTLRLHRLKQMCVQCRS

ALLERG KRGVYDNPDPAVVKEKNSKMCPKI1 ITDPADVENCKKVVSRCVDRETQRPRSNRQKAINIT
50 60 70 80 90 100
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>>ALLERGEN_2012_2]|gi]168419914|gb]|ACA23876.1] Pas n 1 al (265 aa)

initn: 27 initl: 27 opt: 63 Z-score: 92.3 bits: 23.6 EQ): 4
Smith-Waterman score: 63; 24.638% identity (27.869% ungapped) in 69 aa overlap
(30-95:199-262)

10 20 30 40 50

SYHTOH M1 11ARPATGFNLKKLYCQMFERSGKFGDLELDSYLGNWPNWPWR-SWQ--LK IPLPKT

ALLERG KIVFHVEKGSNPNYLAMLVKFVADDGD IVLMELKEKSSDWK--PMKLSWGA IWRMDTPKA
170 180 190 200 210 220

60 70 80 90 100 110

230 240 250 260

>>ALLERGEN_2012_2]gi]3319897]emb]CAA76841.1] albumin [Ca (585 aa)

initn: 65 initl: 65 opt: 65 Z-score: 90.9 bits: 24.4 EQ): 4.7
Smith-Waterman score: 65; 47.059% identity (47.059% ungapped) in 17 aa overlap
(12-28:387-403)

10 20 30 40

SYHTOH M1 1 1ARPATGENLKKLYCQMFERSGKFGDLELDSYLGNWPN

ALLERG TLEKCCATDDPPTCYAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQONALLVRYTKKA
360 370 380 390 400 410

50 60 70 80 90 100

SYHTOH WPWRSWQLKIPLPKTNIMPSTMLVSSCAQCTPGCVSQSLMQPNRWIVWKAYNSNHRLKTL

ALLERG PQVSTPTLVEVSRKLGKVGTKCCKKPESERMSCADDFLSVVLNRLCVLHEKTPVSERVTK
420 430 440 450 460 470

>>ALLERGEN_2012_2]gi|6687188]emb|CAB64867.1] albumin [Ca (608 aa)

initn: 65 initl: 65 opt: 65 Z-score: 90.7 bits: 24.5 E(): 4.8
Smith-Waterman score: 65; 47.059% identity (47.059% ungapped) in 17 aa overlap
(12-28:410-426)

10 20 30 40

SYHTOH M1 1 1 ARPATGFNLKKLYCQMFERSGKFGDLELDSYLGNWPN

ALLERG TLEKCCATDDPPTCYAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFONALLVRYTKKA
380 390 400 410 420 430

50 60 70 80 90 100

SYHTOH WPWRSWQLKIPLPKTNIMPSTMLVSSCAQCTPGCVSQSLMQPNRWIVWKAYNSNHRLKTL

ALLERG PQVSTPTLVEVSRKLGKVGTKCCKKPESERMSCAEDFLSVVLNRLCVLHEKTPVSERVTK
440 450 460 470 480 490

>>ALLERGEN_2012_2]gi]1351908]sp|P49064.1]ALBU_FELCA RecN (608 aa)

initn: 65 initl: 65 opt: 65 Z-score: 90.7 bits: 24.5 E(): 4.8
Smith-Waterman score: 65; 47.059% identity (47.059% ungapped) in 17 aa overlap
(12-28:410-426)

10 20 30 40

SYHTOH M1 1 1ARPATGENLKKLYCQMFERSGKFGDLELDSYLGNWPN

ALLERG TLEKCCATDDPPACYAHVFDEFKPLVEEPHNLVKTNCELFEKLGEYGFONALLVRYTKKY
380 390 400 410 420 430
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50 60 70 80 90 100
SYHTOH WPWRSWQLKIPLPKTNIMPSTMLVSSCAQCTPGCVSQSLMQPNRWIVWKAYNSNHRLKTL

ALLERG PQVSTPTLVEVSRSLGKVGSKCCTHPEAERLSCAEDYLSVVLNRLCVLHEKTPVSERVTK
440 450 460 470 480 490

>>ALLERGEN_2012_2]gi]100834]pir]|S16031 alpha-amylase in (168 aa)

initn: 38 initl: 38 opt: 59 Z-score: 89.2 bits: 22.3 E(Q: 5.9
Smith-Waterman score: 59; 24.286% identity (31.481% ungapped) in 70
(55-115:36-98)

30 40 50 60 70
SYHTOH GKFGDLELDSYLGNWPNWPWRSWQLKIPLPKTNIMPST---MLVSSCAQCTPGC-—----

ALLERG SCSLLLLAAVLLSVLAAASASGSCVPGVAFRTNLLPHCRDYVLQQTCGTFTPGSKLPEWM

10 20 30 40 50 60
80 90 100 110

SYHTOH VSQSLMQPNRWIVWKAYNSNHRLKTLRLHRLKQMCVQCRS

ALLERG TSASI1YSPGKPYLAKLYCCQE------ LAE1SQQC-RCEALRYFIALPVPSQPVDPRSGN
70 80 90 100 110

ALLERG VGESGL IDLPGCPREMQWDFVRLLVAPGQCNLAT IHNVRYCPAVEQPLWI
120 130 140 150 160

>>ALLERGEN_2012 2]gi]21713]emb|CAA35597.1] unnamed prote (168 aa)

initn: 38 initl: 38 opt: 59 Z-score: 89.2 bits: 22.3 E(Q: 5.9
Smith-Waterman score: 59; 24.286% identity (31.481% ungapped) in 70
(55-115:36-98)

30 40 50 60 70
SYHTOH GKFGDLELDSYLGNWPNWPWRSWQLKIPLPKTNIMPST---MLVSSCAQCTPGC-—----

ALLERG SCSLLLLAAVLLSVLAAASASGSCVPGVAFRTNLLPHCRDYVLQQTCGTFTPGSKLPEWM

10 20 30 40 50 60
80 90 100 110

SYHTOH VSQSLMQPNRWIVWKAYNSNHRLKTLRLHRLKQMCVQCRS

ALLERG TSASIYSPGKPYLAKLYCCQE-———~-— LAE 1SOQC-RCEALRYF IALPVPSQPVDPRSGN
70 80 90 100 110

ALLERG VGESGL IDLPGCPREMQWDFVRLLVAPGQCNLAT IHNVRYCPAVEQPLWI
120 130 140 150 160

>>ALLERGEN_2012_2]gi]2497701]sp|Q28133.1]ALL2_BOVIN RecN (172 aa)

initn: 29 initl: 29 opt: 58 Z-score: 87.8 bits: 22.1 EQQ: 7.1
Smith-Waterman score: 58; 27.778% identity (31.915% ungapped) in 54
(68-115:14-66)

40 50 60 70 80 90
SYHTOH NWPNWPWRSWOQLK I PLPKTN IMPSTMLVSSC-AQCTPGCVSOSLMQPNRW- 1VWKAYNSN
ALLERG MKAVFLTLLFGLVCTAQETPAE IDPSK I -PGEWR I 1 YAAADNK
10 20 30 40
100 110

SYHTOH HRL---KTLRLHRLKQMCVQ-CRS

ALLERG DKIVEGGPLRNYYRRIECINDCESLSITFYLKDQGTCLLLTEVAKRQEGYVYVLEFYGTN
50 60 70 80 90 100
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>>ALLERGEN_2012_2|gi|244610]gb|AAB21323.1] tetrameric al (18 aa)

initn: 34 initl: 34 opt: 49 Z-score: 87.2 bits: 18.7 EQ: 7.7
Smith-Waterman score: 49; 47.368% identity (50.000% ungapped) in 19 aa overlap
(36-54:1-18)

10 20 30 40 50 60
SYHTOH RPATGFNLKKLYCQMFERSGKFGDLELDSYLGNWPNWPWRSWQLK I PLPKTN IMPSTMLY
ALLERG IGNEDCTPWS-TLITPLP
10
70 80 90 100 110

SYHTOH SSCAQCTPGCVSQSLMQPNRWIVWKAYNSNHRLKTLRLHRLKQMCVQCRS

>>ALLERGEN_2012_2]gi]335331566]gb]AEH31546.1] low molecu (369 aa)

initn: 44 initl: 44 opt: 60 Z-score: 86.5 bits: 23.0 E(Q: 8.3
Smith-Waterman score: 63; 24.051% identity (32.759% ungapped) in 79 aa overlap
(43-112:183-249)

20 30 40 50 60
SYHTOH LKKLYCQMFERSGKFGDLELDSYLGNWPNWPWRSWQLKIPLPKTNI---MPSTML-VSSC

ALLERG QSPFSQQQQIVLQQQPPFLQQQQPSLPQQPPFSQQQQOLVLPQQQIPFVHPSILQQLNPC

160 170 180 190 200 210
70 80 90 100 110

SYHTOH A--—m- QCTPGCVSQSLMQPNRWIVWKAYNSNHRLKTLRLHRLKQMCVQCRS

ALLERG KVFLQQOCSPVAMPQSLAR~~—————————— SQMLQQSSCHVMQQOCCOQLPQIPQQSRY
220 230 240 250 260

ALLERG EAIRATIIYSIILQEQQQVQGSIQTPQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGT
270 280 290 300 310 320

>>ALLERGEN_2012_2|gi|2506771]sp|P16968.2] 1AA1_HORVU RecN (146 aa)

initn: 37 initl: 37 opt: 56 Z-score: 85.9 bits: 21.5 EQ): 9
Smith-Waterman score: 57; 30.435% identity (37.838% ungapped) in 46 aa overlap
(37-82:17-53)

10 20 30 40 50 60
SYHTOH PATGFNLKKLYCQMFERSGKFGDLELDSYLGNWPNWPWRSWQLK IPLPKTNIMPSTMLVS
ALLERG PTSVAVDOGSMVSNSPGEW-CWPGMGYPV—-YPFPRCRA-———— LVK
10 20 30
70 80 90 100 110

SYHTOH SCAQCTPGCVSQSLMQPNRWIVWKAYNSNHRLKTLRLHRLKQMCVQCRS

40 50 60 70 80 90

>>ALLERGEN_2012_2]gi|18641]emb|CAA37044.1] glycinin [Gly (562 aa)

initn: 50 initl: 50 opt: 61 Z-score: 85.7 bits: 23.4 E(QQ: 9.2
Smith-Waterman score: 61; 26.471% identity (30.000% ungapped) in 34 aa overlap
(53-83:82-114)

30 40 50 60 70
SYHTOH RSGKFGDLELDSYLGNWPNWPWRSWQLKIPLPKTNIMPSTMLVSS---CAQCTPGCVSQS

60 70 80 90 100 110
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80 90 100 110
SYHTOH LMQPNRWIVWKAYNSNHRLKTLRLHRLKQMCVQCRS

ALLERG FEEPQEQSNRRGSRSQKQQLQDSHQKIRHFNEGDVLVIPPGVPYWTYNTGDEPVVAISLL

120 130 140 150 160

170

>>ALLERGEN_2012_2|gi | 1170095 |sp|P46419.1|GSTM1_DERPT Rec (219 aa)

initn: 32 initl: 32 opt: 57 Z-score: 85.2 bits: 22.0 EQ):

9.9

Smith-Waterman score: 57; 29.508% identity (30.508% ungapped) in 61 aa overlap

(11-69:159-219)

10 20 30
SYHTOH M1 1T TARPATGFNLKKLYCQMFERSGK-FGDLE-LDSYLGN
ALLERG LKSLPDCLKLMSKFVGEHAFIAGANISYVD&NLYéYLéAQKVMVPéVEééﬁéNLKRQQER
130 140 150 160 170 180
40 50 60 70 80 90

SYHTOH WPNWPWRSWQLKIPLPKTNIMPSTMLVSSCAQCTPGCVSQSLMQPNRWIVWKAYNSNHRL

ALLERG MESLPRVSDY IKKQQPKTFNAPTSKWNASYA
190 200 210

100 110
SYHTOH KTLRLHRLKQMCVQCRS

115 residues in 1 query sequences
367796 residues in 1603 library sequences
Scomplib [34tl11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012

Scan time: 0.040 Display time: 0.010

Function used was FASTA [version 3.4tll Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl1ll1 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 31 aa
>SYHTOH2_1_2

vs /data/fasta/ALLERGEN_2012_2 library

searching /data/fasta/ALLERGEN_2012 2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 4.1921+/-0.00334; mu= 1.0916+/- 0.174

mean_var=39.8651+/- 8.917, 0"s: 22 Z-trim: 22 B-trim: 0 in 0/41

Lambda= 0.2031

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2

join: 36, opt: 24, gap-pen: -12/-2, width: 16
Scan time: 0.010

The best scores are:
ALLERGEN_2012_2]gi | 23894244 |emb]|CAD23614.1] tri m
ALLERGEN_2012_2]gi | 74663809 |sp]Q8J077.1]SUB6_TRIS
ALLERGEN_2012_ 2]gi]6136163]sp|P35779.2]VA3_SOLRI 211)
ALLERGEN_2012_2]gi 291482306 |emb]|CBK62693.1] ragw 111)

( 404)
(
%
ALLERGEN_2012_2|gi | 14424466 |sp|P35778.2]VA3_SOLIN ( 234)
(
(
(
(

405)

ALLERGEN_2012_2|gi | 291482308 emb |CBK62694.1] ragw ( 140)
ALLERGEN_2012_2|gi | 285005079 |emb|CBJ24286.1] ragw ( 164)
ALLERGEN_2012_2|gi | 313118253 sp|POCH89.1|HUGA VES 31)
ALLERGEN_2012 2|gi|11514279]pdb]1QNX]A Chain A, V ( 209)
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ALLERGEN_2012_2]gi]162551]gb|AAA30333.1] allergen ( 227) 46 20 10

>>ALLERGEN_2012 2]gi]23894244|emb|CAD23614.1] tri m 2 al (404 aa)

initn: 35 initl: 35 opt: 51 Z-score: 89.2 bits: 21.7 EQQ: 5.9
Smith-Waterman score: 51; 30.000% identity (32.143% ungapped) in 30 aa overlap (1-
28:39-68)

10 20
SYHTOH MVND I TNRGH 1 SCCSW--PNLNWSPLRRHG
ALLERG VLAALSAVNGAK ILEAGPHAET IPNKY IVVMKKDVSDEAFSTHTTWLSQNLNRRLMRRSG
10 20 30 40 50 60
30
SYHTOH GIL

ALLERG SSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKD ISNHDDVDY IEPDFVVRTSTNGTNLTRQ
70 80 90 100 110 120

>>ALLERGEN_2012_2]gi | 74663809 |sp]Q8J077.1]SUB6_TRISH Rec (405 aa)

initn: 35 initl: 35 opt: 51 Z-score: 89.2 bits: 21.7 E(QQ: 5.9
Smith-Waterman score: 51; 30.000% identity (32.143% ungapped) in 30 aa overlap (1-
28:39-68)

10 20
SYHTOH MVND I TNRGH 1 SCCSW——-PNLNWSPLRRHG
ALLERG VLAALSAVNGAK I LEAGPHAET IPNKY IVVMKKDVSDEAFSTHTTWLSONLNRRLMRRSG
10 20 30 40 50 60
30
SYHTOH GIL

ALLERG éSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKDISNHDDVDYIEPDFVVRTSTNGTNLTRQ
70 80 90 100 110 120

>>ALLERGEN_2012_2]gi|6136163]sp|P35779.2]VA3_SOLRI RecNa (211 aa)

initn: 48 initl: 48 opt: 48 Z-score: 88.8 bits: 20.7 EQQ: 6.2
Smith-Waterman score: 48; 38.889% identity (38.889% ungapped) in 18 aa overlap (6-
23:66-83)

10 20 30
SYHTOH MVNDITNRGH I SCCSWPNLNWSPLRRHGGIL

40 50 60 70 80 90

ALLERG CTFEHDACRNVERFAVGQNIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGN
100 110 120 130 140 150

>>ALLERGEN_2012_2]gi]291482306]emb|CBK62693.1] ragweed h (111 aa)

initn: 45 initl: 45 opt: 45 Z-score: 88.3 bits: 19.7 E(QQ: 6.6
Smith-Waterman score: 45; 55.556% identity (565.556% ungapped) in 9 aa overlap (14-
22:23-31)

10 20 30
SYHTOH MVND ITNRGH I SCCSWPNLNWSPLRRHGGIL

10 20 30 40 50 60

ALLERG DSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPPSGGGAPPPSGGEGGER
70 80 90 100 110
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>>ALLERGEN_2012_2]gi]14424466]sp|P35778.2]VA3_SOLIN RecN (234 aa)

initn: 48 initl: 48 opt: 48 Z-score: 88.1 bits: 20.7 E(Q: 6.8
Smith-Waterman score: 48; 38.889% identity (38.889% ungapped) in 18 aa overlap (6-
23:88-105)

10 20 30
SYHTOH MVND ITNRGH I SCCSWPNLNWSPLRRHGGIL

60 70 80 90 100 110

ALLERG CTFEHDACRNVERFAVGQNIAATSSSGKNKSTPNEMILLWYNEVKDFDNRWISSFPSDDN
120 130 140 150 160 170

>>ALLERGEN_2012_2]gi]291482308]emb|CBK62694.1] ragweed h (140 aa)
initn: 45 initl: 45 opt: 45 Z-score: 86.7 bits: 19.7 E(QQ: 8.1
Smith-Waterman score: 45; 55.556% identity (565.556% ungapped) in 9 aa overlap (14-

22:3-11)
10 20 30
SYHTOH MVND ITNRGH I SCCSWPNLNWSPLRRHGG L
ALLERG KLCEKPSL TWSGKCKVKQTDKCDKRC I EWEGAKHGACHKRDSKATCECY
10 20 30 40

>>ALLERGEN_2012 2] gi]285005079]|emb]CBJ24286.1] ragweed h (164 aa)

initn: 45 initl: 45 opt: 45 Z-score: 85.7 bits: 19.7 EQQ: 9.3
Smith-Waterman score: 45; 55.556% identity (55.556% ungapped) in 9 aa overlap (14-
22:23-31)

10 20 30
SYHTOH MVND ITNRGHISCCSWPNLNWSPLRRHGG I L

10 20 30 40 50 60

ALLERG DSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPPSGGGAPPPSGGEGGDGPPPPEGGEG
70 80 90 100 110 120

>>ALLERGEN_2012_2]gi]313118253]sp|POCH89.1]HUGA_VESMC Re (31 aa)
initn: 28 initl: 28 opt: 38 Z-score: 85.7 bits: 17.3 EQQ: 9.3
Smith-Waterman score: 38; 44_.444% identity (44.444% ungapped) in 9 aa overlap (14-

22:3-11)
10 20 30
SYHTOH MVNDITNRGHISCCSWPNLNWSPLRRHGGIL
ALLERG DRC IWPKEGFS I'YWN I PTHFCHNFGVYFKEL
10 20 30

>>ALLERGEN_2012_2]gi 11514279 pdb] 1QNX]A Chain A, Ves V (209 aa)

initn: 32 initl: 32 opt: 46 Z-score: 85.7 bits: 20.1 EQQ: 9.3
Smith-Waterman score: 46; 37.500% identity (37.500% ungapped) in 16 aa overlap (3-
18:154-169)

10 20 30
SYHTOH MVND I TNRGHISCCSWPNLNWSPLRRHGGI L

ALLERG TAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWANTKEVGCGS IKY 1QE
130 140 150 160 170 180

ALLERG KWHKHYLVCNYGPSGNFKNEELYQTK
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190 200

>>ALLERGEN_2012 2]gi]162551|gb|AAA30333.1] allergen 5 [V (227 aa)

initn: 32 initl: 32 opt: 46 Z-score: 85.1 bits: 20.1 EQ): 10
Smith-Waterman score: 46; 37.500% identity (37.500% ungapped) in 16 aa overlap (3-
18:172-187)

10 20 30
SYHTOH MVND I TNRGH1 SCCSWPNLNWSPLRRHGG 1L
ALLERG TAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWANTKEVGCGS IKY 1QE

150 160 170 180 190 200

ALLERG KWHKHYLVCNYGPSGNFMNEELYQTK
210 220

31 residues in 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34t11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.010 Display time: 0.000

Function used was FASTA [version 3.4tl11 Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 31 aa
>SYHTOH2_1_3

vs /data/fasta/ALLERGEN_2012 2 library

searching /data/fasta/ALLERGEN_2012_2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 2.3220+/-0.00343; mu= 14.9746+/- 0.181
mean_var=42.6403+/-11.992, 0"s: 18 Z-trim: 18 B-trim: 0 in 0/42
Lambda= 0.1964

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16

Scan time: 0.010
The best scores are: opt bits E(1603)

ALLERGEN_2012_2|gi |291482314]emb|CBK62697.1] ragw ( 96) 57 21 1.9
ALLERGEN_2012_2|gi | 291482306 |emb|CBK62693.1] ragw ( 111) 57 21 2
ALLERGEN_2012_2|gi |291482310|emb|CBK62695.1] ragw ( 134) 57 22 2.2
ALLERGEN_2012_2|gi |291482308|emb|CBK62694.1] ragw ( 140) 57 22 2.2
ALLERGEN_2012_2|gi | 285005079 |emb|CBJ24286.1] ragw ( 164) 57 22 2.4
ALLERGEN_2012_2|gi | 291197394 |emb|CBK52317.1] ragw ( 164) 57 22 2.4
ALLERGEN_2012_2|gi |14422361]emb|CAC41634.1] plant ( 131) 50 20 8.6
ALLERGEN_2012_2|gi | 14422359 |emb|CAC41633.1] plant ( 131) 50 20 8.6
ALLERGEN_2012_2|gi |27818335|gb|AA024900.1] major ( 132) 50 20 8.6

>>ALLERGEN_2012_2]gi]291482314]emb]CBK62697.1] ragweed h (96 aa)

initn: 74 initl: 48 opt: 57 Z-score: 98.1 bits: 21.3 EQQ: 1.9
Smith-Waterman score: 57; 69.231% identity (75.000% ungapped) in 13 aa overlap (2-
13:74-86)
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10 20 30
SYHTOH MPSHGG-PPPVGHESYLFVRKSQTDCTVFPS

ALLERG SCFCYEDCDPTKNPGPPPGAPKGKAPAPSPPSGGGAPPPSGGEGGGDGGGGRR
50 60 70 80 90

SYHTOH W

>>ALLERGEN_2012_2]gi]291482306]emb|CBK62693.1] ragweed h (111 aa)

initn: 74 initl: 48 opt: 57 Z-score: 97.6 bits: 21.4 EQ): 2
Smith-Waterman score: 57; 69.231% identity (75.000% ungapped) in 13 aa overlap (2-
13:95-107)

10 20 30
SYHTOH MPSHGG-PPPVGHESYLFVRKSQTDCTVFPS

ALLERG TCFCYEDCDPTKNPGPPPGAPKGKAPAPSPPSGGGAPPPSGGEGGER
70 80 90 100 110

SYHTOH W

>>ALLERGEN_2012_2]gi]291482310]|emb|CBK62695.1] ragweed h (134 aa)

initn: 74 initl: 48 opt: 57 Z-score: 96.9 bits: 21.5 EQ: 2.2
Smith-Waterman score: 57; 69.231% identity (75.000% ungapped) in 13 aa overlap (2-
13:75-87)

10 20 30
SYHTOH MPSHGG-PPPVGHESYLFVRKSQTDCTVFPS

ALLERG SCFCYFDCDPTKNPGPPPGAPKGKAPAPSPPSGGGAPPPSGGEGGGDGGGEGGGEGGGEG
50 60 70 80 90 100

SYHTOH W

ALLERG EGGGEGGGGGEGGGEGGGGGEGGGEGGGER
110 120 130

>>ALLERGEN_2012_2]gi]291482308]emb|CBK62694.1] ragweed h (140 aa)

initn: 99 initl: 48 opt: 57 Z-score: 96.8 bits: 21.6 EQQ: 2.2
Smith-Waterman score: 57; 69.231% identity (75.000% ungapped) in 13 aa overlap (2-
13:75-87)

10 20 30
SYHTOH MPSHGG-PPPVGHESYLFVRKSQTDCTVFPS

ALLERG TCFCYFDCDPTKNPGPPPGAPKGKAPAPSPPSGGGAPPPSGGEGGDGPPPPEGGEGGGDG
50 60 70 80 90 100

SYHTOH W

ALLERG GGEGGGDGGGEGGGEGGGDGGGDGGGEGGGEGGGER
110 120 130 140

>>ALLERGEN_2012_2]gi|285005079]|emb|CBJ24286.1] ragweed h (164 aa)

initn: 99 initl: 48 opt: 57 Z-score: 96.2 bits: 21.7 EQQ: 2.4
Smith-Waterman score: 57; 69.231% identity (75.000% ungapped) in 13 aa overlap (2-
13:95-107)
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10 20 30
SYHTOH MPSHGG-PPPVGHESYLFVRKSQTDCTVFPS

ALLERG TCFCYEDCDPTKNPGPPPGAPKGKAPAPSPPSGGGAPPPSGGEGGDGPPPPEGGEGGGDG
70 80 90 100 110 120

SYHTOH W

ALLERG GGEGGGEGGGDGGGEGGGEGGGDGGGDGGGEGGGEGGGER
130 140 150 160

>>ALLERGEN_2012_2]gi 291197394 |emb|CBK52317.1] ragweed h (164 aa)

initn: 99 initl: 48 opt: 57 Z-score: 96.2 bits: 21.7 EQ: 2.4
Smith-Waterman score: 57; 69.231% identity (75.000% ungapped) in 13 aa overlap (2-
13:95-107)

10 20 30
SYHTOH MPSHGG-PPPVGHESYLFVRKSQTDCTVFPS

ALLERG TCFCYFDCDPTKNPGPPPGAPKGKAPAPSPPSGGGAPPPSGGEGGDGPPPPEGGEGGGDG
70 80 90 100 110 120

SYHTOH W

ALLERG GGEGGGEGGGDGGGEGGGEGGGDGGGDGGGEGGGEGGGER
130 140 150 160

>>ALLERGEN_2012_2]gi|14422361]emb]|CAC41634.1] plantain p (131 aa)

initn: 30 initl: 30 opt: 50 Z-score: 86.3 bits: 19.5 E(Q: 8.6
Smith-Waterman score: 50; 40.000% identity (45.455% ungapped) in 25 aa overlap (8-
29:66-90)

10 20 30
SYHTOH MPSHGGPPPVG-HES--YLFVRKSQTDCTVFPSW

ALLERG AQVQLDCKDDSKKVIYSIGGETGQDGVYRL&VQéYHEDCEIKLVKSSRPDCSEIPKLAKG
40 50 60 70 80 90

ALLERG TIQTSKVDLSKNTTITEKTRHVKPLSFRAKTDAPGC
100 110 120 130

>>ALLERGEN_2012 2]gi]14422359|emb|CAC41633.1] plantain p (131 aa)

initn: 30 initl: 30 opt: 50 Z-score: 86.3 bits: 19.5 E(): 8.6
Smith-Waterman score: 50; 40.000% identity (45.455% ungapped) in 25 aa overlap (8-
29:66-90)

10 20 30
SYHTOH MPSHGGPPPVG-HES--YLFVRKSQTDCTVFPSW

ALLERG AQVQLDCKDDSKKVIYSIGGETDQDGVYRL&VQéYHEDCEIKLVKSSRPDCSEIPKLAKG
40 50 60 70 80 90

ALLERG TIQTSKVDLSKNTTITEKTRHVKPLSFRAKTDAPGC
100 110 120 130

>>ALLERGEN_2012_2]gi|27818335]gb|AA024900.1] major polle (132 aa)

initn: 72 initl: 50 opt: 50 Z-score: 86.3 bits: 19.5 E(): 8.6
Smith-Waterman score: 50; 66.667% identity (66.667% ungapped) in 9 aa overlap (2-
10:113-121)
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10 20 30
SYHTOH MPSHGGPPPVGHESYLFVRKSQTDCTVFPSW

ALLERG GATPAPPGAAPPPAAGGSPSPPADGGSPPPﬁADGGSPPVDGGSPPPPSTH
90 100 110 120 130

31 residues in 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34t11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.010 Display time: 0.010

Function used was FASTA [version 3.4tl1ll1 Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 121 aa
>SYHTOH2_1_4

vs /data/fasta/ALLERGEN_2012_2 library

searching /data/fasta/ALLERGEN_2012_2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 4.0029+/-0.00408; mu= 13.2344+/- 0.212
mean_var=74.1704+/-20.031, 0"s: 2 Z-trim: 2 B-trim: O in 0/44
Lambda= 0.1489

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16
Scan time: 0.040

The best scores are: opt bits E(1603)
ALLERGEN_2012_2]gi | 7638030]|gb|AAF65313.1]AF230384 ( 137) 73 23 2.3
ALLERGEN_2012_2|gi | 7638028 | gb | AAF65312.1]AF230383 ( 137) 73 23 2.3
ALLERGEN_2012_2|gi |4038411|gb|AAC97370.1] venom a ( 137) 71 23 3.1
ALLERGEN_2012_2|gi | 14424465|sp|P35777.2|VA4_SOLIN ( 137) 67 22 5.6
ALLERGEN_2012_2|gi |291092710|gb|ADD74392.1] Sol s ( 137) 67 22 5.6

>>ALLERGEN_2012_2]gi]7638030]gb]AAF65313.1]AF230384_1 ve (137 aa)

initn: 46 initl: 46 opt: 73 Z-score: 96.5 bits: 23.5 E(QQ: 2.3
Smith-Waterman score: 73; 30.435% identity (34.146% ungapped) in 46 aa overlap
(74-119:68-108)

50 60 70 80 90 100

SYHTOH GLGGAGNSKSLCQKPTSCHPPCLYPAARNVPRAVYPKASCNLTDGSFGRPITATTDLKPC

ALLERG TVPKGENDP INPLKNVNVLYCAFSKRG I FTPKGVNTKQY INYCEKT I INP----ADIKQC
40 50 60 70 80 90

110 120
SYHTOH ASIDLSKCVYNVDPRPNL

ALLERG KKL—ISKCIKKVYDRPGPIIERSKNLLSCVRKKGVLELTVYGKKK
100 110 120 130

>>ALLERGEN_2012_2]gi ] 7638028 gb]AAF65312_.1]AF230383_1 ve (137 aa)

initn: 46 initl: 46 opt: 73 Z-score: 96.5 bits: 23.5 E(Q)Q: 2.3
Smith-Waterman score: 73; 30.435% identity (34.146% ungapped) in 46 aa overlap
(74-119:68-108)
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50 60 70 80 90 100
SYHTOH GLGGAGNSKSLCQKPTSCHPPCLYPAARNVPRAVYPKASCNL TDGSFGRP I TATTDLKPC
ALLERG TVPKGENDP INPLKNVNVLYCAFSKRG I FTPKGVNTKQY INYCEKT I INP----ADIKQC
40 50 60 70 80 90

110 120
SYHTOH ASIDLSKCVYNVDPRPNL

ALLERG KKL—ISKCIKKVYDRPGPIIERSKNLLSCVLKKGVLELTVYGKKK
100 110 120 130

>>ALLERGEN_2012_2]gi|4038411]gb]AAC97370.1] venom allerg (137 aa)

initn: 45 initl: 45 opt: 71 Z-score: 94.2 bits: 23.0 EQQ: 3.1
Smith-Waterman score: 71; 34.783% identity (39.024% ungapped) in 46 aa overlap
(74-119:68-108)

50 60 70 80 90 100
SYHTOH GLGGAGNSKSLCQKPTSCHPPCLYPAARNVPRAVYPKASCNLTDGSFGRPITATTDLKPC
ALLERG TVPKRENDP INPLKNVNVLYCAFTKRGIFTPKGVNTKQY INYCE----KT11SPADIKLC
40 50 60 70 80 90

110 120
SYHTOH ASIDLSKCVYNVDPRPNL

ALLERG KkiA—SKCVKkQYDRPGPIIERSKNLLSCVLKKGLLELTVYGKKK
100 110 120 130

>>ALLERGEN_2012_2]gi |14424465|sp|P35777.2]VA4_SOLIN RecN (137 aa)

initn: 45 initl: 45 opt: 67 Z-score: 89.6 bits: 22.2 E(Q: 5.6
Smith-Waterman score: 67; 34.783% identity (39.024% ungapped) in 46 aa overlap
(74-119:68-108)

50 60 70 80 90 100
SYHTOH GLGGAGNSKSLCQKPTSCHPPCLYPAARNVPRAVYPKASCNL TDGSFGRP I TATTDLKPC
ALLERG TVPKRENDP INPLRNVNVWYCAFTKRG I FTPKGVNTKQY INYCEKTAISP--—-ADIKLC
40 50 60 70 80 90

110 120
SYHTOH ASIDLSKCVYNVDPRPNL

ALLERG KkiA—SKCVKkQYDRPGPIIERSKNLLSCVLKKGLLELTVYGKKK
100 110 120 130

>>ALLERGEN_2012_2]gi]291092710]gb]ADD74392.1] Sol s 2 al (137 aa)

initn: 45 initl: 45 opt: 67 Z-score: 89.6 bits: 22.2 E(QQ: 5.6
Smith-Waterman score: 67; 34.783% identity (39.024% ungapped) in 46 aa overlap
(74-119:68-108)

50 60 70 80 90 100
SYHTOH GLGGAGNSKSLCQKPTSCHPPCLYPAARNVPRAVYPKASCNLTDGSFGRPITATTDLKPC
ALLERG TVPKHENDP INPLRNVNVWYCAFTKRG I FTPKGVNTKQY INYCEKTAISP-—---ADIKLC
40 50 60 70 80 90

110 120
SYHTOH ASIDLSKCVYNVDPRPNL

ALLERG KKIA-SKCVKKVYDRPGP I ERSKNLLSCVLKKGLLELTVYGKKK
100 110 120 130
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121 residues iIn 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34t11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.040 Display time: 0.000

Function used was FASTA [version 3.4tl1l1 Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 71 aa
>SYHTOH2_1_5

vs /data/fasta/ALLERGEN_2012_2 library

searching /data/fasta/ALLERGEN_2012_2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 3.4962+/-0.0031; mu= 7.8021+/- 0.162
mean_var=39.9531+/-10.614, 0"s: 13 Z-trim: 13 B-trim: 0 in 0/42
Lambda= 0.2029

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16
Scan time: 0.020
The best scores are: opt bits E(1603)
ALLERGEN_2012_2]|gi]|1364213|emb|CAA44344.1] fel d C 92) 57 23
ALLERGEN_2012_2]gi]194350815]|gb]ACF53836.1] Bla g 191) 51 22
ALLERGEN_2012_2]gi | 105969545|gb|ABF81662.1] EXPB1 269) 51 22
ALLERGEN_2012_2]gi]115502168]sp|POC1Y5.1]EXB11_MA 269) 51 22
ALLERGEN_2012_2]gi | 14285595|sp| 004004 .1|NLTP6_AMB 118) 48 21
ALLERGEN_2012_2]gi]190613907 |gb|ACE80957.1] putat 246) 50 22
ALLERGEN_2012_2]gi | 19009 |emb|CAA46705.1] CMe [Hor 148) 48 21
ALLERGEN_2012_2]gi|170712|gb]AAA34276.1] pre-alph 291) 50 22

NN
O©OO~N~N~NO
o0 h~phoOR

>>ALLERGEN_2012_2|gi |1364213]emb|CAA44344.1] fel d I cha (92 aa)

initn: 57 initl: 57 opt: 57 Z-score: 102.8 bits: 23.3 EQ: 1
Smith-Waterman score: 57; 45.000% identity (45.000% ungapped) in 20 aa overlap (6-
25:9-28)

10 20 30 40 50
SYHTOH MLQGHSLELFALTLGLTDSLFCPSIMWSFGVLMQLVLLVVSALHLEHHLLQDLICLQ
ALLERG EGGLCSRASLGCLALDLGWKDCEICPAVKRDVDLFLTGTPDEYVEQVAQYNALPVVLENA
10 20 30 40 50 60

>>ALLERGEN_2012_2]gi]194350815]gb]ACF53836.1] Bla g 4 is (191 aa)

initn: 33 initl: 33 opt: 51 Z-score: 89.3 bits: 21.8 E(): 5.8
Smith-Waterman score: 51; 30.189% identity (32.653% ungapped) in 53 aa overlap
(22-71:127-178)

10 20 30 40
SYHTOH MLQGHSLELFALTLGLTDSLFCPSIMWSFGVLMQLVLLVVSALHLEH---H
ALLERG TIDYDDEGKAFSAPYSVLATDYDNYAIVEGCPAAANGHVIYVQLRLTLRS-FHPEQGDKE
100 110 120 130 140 150
50 60 70

SYHTOH LLQDLICLQGTQHMLLSYFDLEH

ALLERG ALQHYTVHQVNQHKKAIEEDLKHFNLKYEDLHSTCH
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160 170 180 190

>>ALLERGEN_2012_2]gi]|105969545|gb|ABF81662.1] EXPB10 [Ze (269 aa)

initn: 46 initl: 46 opt: 51 Z-score: 87.4 bits: 22.0 EQQ: 7.4
Smith-Waterman score: 51; 55.000% identity (64.706% ungapped) in 20 aa overlap
(24-43:5-21)

10 20 30 40 50 60
SYHTOH MLQGHSLELFALTLGLTDSLFCPS IMWSFGVLMQLVLLVVSALHLEHHLLQDL ICLQGTQ
ALLERG MTVVS IMWS---LVQVQVLVAVALSFLVGGAWCGPPKVPPG
10 20 30
70

SYHTOH HMLLSYFDLEH

ALLERG KNITANYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVP I FKDGL
40 50 60 70 80 90

>>ALLERGEN_2012_2]gi]115502168]sp|POC1Y5.1|EXB11_MAIZE R (269 aa)

initn: 42 initl: 42 opt: 51 Z-score: 87.4 bits: 22.0 EQQ: 7.4
Smith-Waterman score: 51; 55.000% identity (64.706% ungapped) in 20 aa overlap
(24-43:5-21)

10 20 30 40 50 60
SYHTOH MLOGHSLELFALTLGLTDSLFCPS IMWSFGVLMOLVLLVVSALHLEHHLLQDL ICLQGTQ
ALLERG MTVVS IMWS—-——LVOVQVLVAVALAFLVGGAWCGPPKVPPG
10 20 30
70

SYHTOH HMLLSYFDLEH

ALLERG KNITAKYGSDWLDAKATWYGKPTGAGPDDNGGGCGYKDVNKAPFNSMGACGNVP IFKDGL
40 50 60 70 80 90

>>ALLERGEN_2012_2]gi|14285595]sp|004004.1|NLTP6_AMBAR Re (118 aa)

initn: 48 initl: 48 opt: 48 Z-score: 87.2 bits: 20.7 EQQ: 7.6
Smith-Waterman score: 48; 46.667% identity (46.667% ungapped) in 15 aa overlap
(22-36:3-17)

10 20 30 40 50 60
SYHTOH MLQGHSLELFALTLGLTDSLFCPS IMVSEGVLMQLVLLVVSALHLEHHLLQDLICLQGTQ
ALLERG MDCIR I LWSVAVGLLLVSWRPTMFAASPTCDTVONILAPCA
10 20 30 40

70

SYHTOH HMLLSYFDLEH

ALLERG GFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIKELTKSIAYDPKRMPLLSTKCGVK
50 60 70 80 90 100

>>ALLERGEN_2012_2]gi 190613907 |gb|ACE80957.1] putative a (246 aa)

initn: 45 initl: 45 opt: 50 Z-score: 86.3 bits: 21.6 E(Q: 8.5
Smith-Waterman score: 50; 43.478% identity (45.455% ungapped) in 23 aa overlap (6-
28:51-72)

10 20 30
SYHTOH MLQGHSLELFALTLGLTDSLFCPS IMWSFGVLMQL

30 40 50 60 70
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40 50 60 70
SYHTOH VLLVVSALHLEHHLLQDL ICLQGTQHMLLSYFDLEH

ALLERG RCSTDASGKFTCATADCGSGQVSCNGNGAVPPATLVEITIAENGGQDFYDVSLVDGFNLP
80 90 100 110 120 130

>>ALLERGEN_2012_2]gi]19009]emb]CAA46705.1] CMe [Hordeum (148 aa)

initn: 41 initl: 41 opt: 48 Z-score: 86.0 bits: 20.8 E(QQ: 8.9
Smith-Waterman score: 48; 33.333% identity (33.333% ungapped) in 15 aa overlap
(19-33:134-148)

10 20 30 40
SYHTOH MLQGHSLELFALTLGLTDSLFCPS IMWSFGVLMQLVLLVVSALHLEHH
ALLERG DSPNCPRERQTSYAANLVTPQECNLGT IHGSAYCPELQPGYGVVL
110 120 130 140
50 60 70

SYHTOH LLQDLICLQGTQHMLLSYFDLEH

>>ALLERGEN_2012_2]gi]170712]gb]AAA34276.1] pre-alpha-/be (291 aa)

initn: 35 initl: 35 opt: 50 Z-score: 85.4 bits: 21.7 E(QQ: 9.6
Smith-Waterman score: 50; 29.688% identity (32.203% ungapped) in 64 aa overlap (3-
62:155-217)

10 20 30
SYHTOH MLQGHSLELFALTLGLTDSLFCPS IMWSFGVL
ALLERG QQQQQQILQQILQQQL IPCRDVVLQQHN I AHGSSQVLOESTYQLVQQLCCQQ-LWQIPEQ
130 140 150 160 170 180
40 50 60 70

SYHTOH --MQLVLLVVSA--LHLEHHLLQDLICLQGTQHMLLSYFDLEH

ALLERG SRCQAIHNVVHA I 1LHQQHHHHOQQQQ0Q0QQPL SQVSFQQPQOQYPSGQGFFQPSQONP
190 200 210 220 230 240

ALLERG QAQGSFQPQQLPQFEE IRNLALQTLPAMCNVY IPPYCTIAPFGIFGTN
250 260 270 280 290

71 residues in 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34t11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.020 Display time: 0.000

Function used was FASTA [version 3.4tl1l1 Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 82 aa
>SYHTOH2_1_6

vs /data/fasta/ALLERGEN_2012_2 library

searching /data/fasta/ALLERGEN_2012_2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 4.3795+/-0.00353; mu= 4.7410+/- 0.183
mean_var=49.6123+/-14.903, 0"s: 13 Z-trim: 14 B-trim: 79 in 1/42
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Lambda= 0.1821

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16
Scan time: 0.030
The best scores are: opt bits E(1603)
ALLERGEN_2012_2]gi]62550933|emb]CAI179052.1] putat ( 326) 76 28 0.21
ALLERGEN_2012_2]gi|886965]emb | CAA59339.1] low mol ( 261) 66 25
ALLERGEN_2012_2|gi|170732|gb|AAA34286.1] gamma-gl ( 323) 66 25
ALLERGEN_2012_2]gi|62484809]|emb|CAI78902.1] putat
ALLERGEN_2012_2]gi]886963]emb]|CAA59338.1] low mol (
ALLERGEN_2012_2]gi]160285626 |pdb]|2JMH]A Chain A, (
ALLERGEN_2012_2]gi]4538529|emb|CAB39376.1] Cop c1 (
ALLERGEN_2012_2]gi]111120450|gb]ABH06359.1] Blo t ( 134) 57 22

(

(

(

~
N

(o8]

(6]
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'_\

N

N
NN P

ALLERGEN_2012_2|gi |4204917|gb]AAD10850.1] major I
ALLERGEN_2012_2|gi |111120436]gb|ABH06352.1] Blo t
ALLERGEN_2012_2|gi | 335331566 | gb | AEH31546.1] low m
ALLERGEN_2012_2|gi |170734|gb|AAA34287.1] gamma gl ( 244) 59 23
ALLERGEN_2012 2|gi|112754|sp|P04403.2]2SS1_BEREX ( 146) 55 22
ALLERGEN_2012_2]gi | 21926 |emb|CAA36063.1] unnamed ( 295) 58 23
ALLERGEN_2012 2|gi|112745|sp|P23110.1]2SS8_HELAN  ( 141) 54 22
ALLERGEN_2012_2|gi | 75219081 |sp|022108]022108 WHEA ( 285) 57 23
ALLERGEN_2012_2|gi|170730]|gb]AAA34285.1] gamma-gl ( 304) 57 23
ALLERGEN_2012_2|gi |21773]emb|CAA31685.1] unnamed  (
ALLERGEN_2012_2|gi |21755]emb]CAA25593.1] unnamed  (
ALLERGEN_2012_2|gi|21761]emb|CAA26384.1] unnamed ( 286) 56 22

(

(

w
(o))
©
~
(e}
'_\
N
N
GQOTOTWWwWwwww

OQONNNPWOONEPNODWWWNWOOWR

ALLERGEN_2012_2|gi|170720]|gb]AAA34280.1] alpha/be
ALLERGEN_2012_2|gi | 21757 |emb|CAA26383.1] unnamed
ALLERGEN_2012_2|gi|170740]|gb]AAA34290.1] gliadin ( 296) 55 22

WONNNOO

>>ALLERGEN_2012 2] gi]|62550933]emb]|CA179052.1] putative L (326 aa)

initn: 75 initl: 51 opt: 76 Z-score: 115.2 bits: 27.6 EQ: 0.21
Smith-Waterman score: 86; 30.137% identity (33.333% ungapped) in 73 aa overlap
(12-80:117-186)

10 20 30

SYHTOH MLHLHKKLQLLOLLPF----PPFQOMLQEPLLLHVDLLSDL

ALLERG QLPPFSQQQQPPFSQQQQPVLPQQPSFSQQQLPPFSQQLﬁﬁEééé ééﬁQLLéééi—-PF
90 100 120 140

40 50 60 70 80
SYHTOH LELGLLMQLKHFALVLLEEQDLLLLQQILVTDLDLLKWSCMEMWF
ALLERG VHPSILQéLNPCKVFLQQQCSPVAMPQSLARSQMLQQSSCHVMQQQCCQQLPQIPQQSRY
150 160 170 180 190 200

ALLERG EAIRAIVYSIILQEQQQVQGSI1QTQQQQPQQLGQCYSQPQQQSQQQLGQCSFQQPQQLQQ
210 220 230 240 250 260

>>ALLERGEN_2012_2]gi]886965]emb]|CAA59339.1] low molecula (261 aa)

initn: 95 initl: 65 opt: 66 Z-score: 102.4 bits: 24.9 EQ: 1.1
Smith-Waterman score: 76; 29.412% identity (30.769% ungapped) in 68 aa overlap
(13-80:124-188)

10 20 30 40
SYHTOH MLHLHKKLQLLQLLPFPPFQQMLQEPLLLHMDLLSDLLELGL
ALLERG PQQPPFSQQQPPFSQQQQQPPFSQQQQQPILLQQﬁﬁﬁééH ééﬁvLPQQQIPS——VQPSI
100 110 120 130 140 150
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50 60 70 80
SYHTOH LMQLKHFALVLLEEQDLLLLQQILVTDLDLLKWSCMEMWF
ALLERG LQQLNPCKVFLQQQCSPVAMPQSLARSQMLWQSSCHVMQQQCCRQLPQIPEQSRYDAIRA
160 170 180 190 200 210

ALLERG 11YS1VLQEQQHGQGLNQPQQQQPQQSVQGYSQPQQQQKQLGQCSFQQPQQ
220 230 240 250 260

>>ALLERGEN_2012_2]gi]170732|ghb|AAA34286.1] gamma-gliadin (323 aa)

initn: 100 initl: 50 opt: 66 Z-score: 101.0 bits: 25.0 EQ: 1.3

Smith-Waterman score: 66; 25.862% identity (26.786% ungapped) in 58
(17-74:93-148)

10 20 30 40
SYHTOH MLHLHKKLOQLLQLLPFPPFQOMLOEPLLLHMDLLSDLLELGLLMQL
ALLERG NNSPNNNFQYHTHPSNHKNLPHTNN|QQQQﬁﬁﬁédéQQPPFSQQQQPV--LPQQSPFSQQ
70 80 90 100 110 120

50 60 70 80

SYHTOH KHFALVLLEEQDLLLLQQILVTDLDLLKWSCMEMWF
ALLERG ééLQLPPQQQQQQLVQQQlP|VQPSVLQQLNPcKVFLQQQCSPVAMPQRLARSQMWQQSS
130 140 150 160 170 180

>>ALLERGEN_2012_ 2]gi|62484809]|emb|CA178902.1] putative g (285 aa)

initn: 121 initl: 61 opt: 61 Z-score: 94.7 bits: 23.6 EQQ: 2.9
Smith-Waterman score: 61; 60.000% identity (60.000% ungapped) in 15
(12-26:87-101)

10 20 30 40
SYHTOH MLHLHKKLQLLQLLPFPPFQQMLQEPLLLHMDLLSDLLELG

ALLERG QPQHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPP
60 70 80 20 100 110

50 60 70 80
SYHTOH LLMQLKHFALVLLEEQDLLLLQQILVTDLDLLKWSCMEMWF

ALLERG QQKYPEQPQQPFPWQQPT IQLYLQQQLNPCKEFLLQQCRPVSLLSYLWSK IVQQSSCRVM
120 130 140 150 160 170

>>ALLERGEN_2012 2]gi]886963]emb]CAA59338.1] low molecula (229 aa)

initn: 70 initl: 44 opt: 60 Z-score: 94.7 bits: 23.3 EQQ: 2.9
Smith-Waterman score: 60; 26.027% identity (30.159% ungapped) in 73
77:68-134)

10 20 30
SYHTOH MLHLHKKLQLLQLLPFPPFQQMLQEPLLLHMDLLSDLL
ALLERG LFPQQQPFPQQQPPFSQQQPSFSQQQPPFSQQQPILPEPPFS LQééﬁQLPQQSPFSQQ-
40 50 70 80
40 50 60 70 80

SYHTOH ELGLLMQLKHFALVLLEEQDLLLLQQILVTDLD-~--LLKWSCMEMWF
ALLERG QLVLPPQQQQ----QLPQQQIS IVQPSVLQQLNPCKVFLQOQCSPVAMPQRLARSQMIQQ
100 110 120 130 140 150

ALLERG SRCHVMQQQCCQQLSQIPEQSRYDAICAITYSIILQEQQQGFVQAQQQQPQQSGQGVSQS
160 170 180 190 200 210
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>>ALLERGEN_2012_2]gi]160285626|pdb]2IMH]A Chain A, Nmr S (119 aa)

initn: 39 initl: 39 opt: 57 Z-score: 94.5 bits: 22.3 EQ): 3
Smith-Waterman score: 57; 31.481% identity (35.417% ungapped) in 54 aa overlap
(23-70:53-106)

10 20 30 40
SYHTOH MLHLHKKLQLLQLLPFPPFQQMLQEPLLLHMDLLSDLLE--LGLLM-QLKHF
ALLERG QANHAIEKGEHQLLYLQHQLDELNENKSKELQEKI IRELDVVCAMIEGAQGALERELKRT
30 40 50 60 70 80
50 60 70 80

SYHTOH ALVLLEE---QDLLLLQQILVTDLDLLKWSCMEMWF
ALLERG DLNILERFNYEEAQTLSKILLKDLKETEQKVKDIQTQ
90 100 110

>>ALLERGEN_2012_2]gi|4538529]emb|CAB39376.1] Cop cl alle (81 aa)

initn: 50 initl: 50 opt: 55 Z-score: 94.0 bits: 21.7 EQQ: 3.2
Smith-Waterman score: 55; 38.889% identity (41.176% ungapped) in 36 aa overlap
(13-47:25-59)

10 20 30 40
SYHTOH MLHLHKKLOQLLQLLPFPPFQOMLQEPLLLHMDLLSDLLELG-LLMQLK
ALLERG RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPLLL-LPLDTTTLHMPPLLLQLQ
10 20 30 40 50
50 60 70 80

SYHTOH HFALVLLEEQDLLLLQQILVTDLDLLKWSCMEMWF

ALLERG LPPLLSQGNPACSPKWLQLLVP
60 70 80

>>ALLERGEN_2012_2]gi]111120450|gb]ABH06359.1] Blo t 5 al (134 aa)

initn: 39 initl: 39 opt: 57 Z-score: 93.7 bits: 22.3 E(Q: 3.3
Smith-Waterman score: 57; 31.481% identity (35.417% ungapped) in 54 aa overlap
(23-70:68-121)

10 20 30 40
SYHTOH MLHLHKKLQLLQLLPFPPFQQMLQEPLLLHMDLLSDLLE--LGLLM-QLKHF
ALLERG QANHAIEKGEHQLLYLQHOLDELNENKSKELQEK I IRELDVVCAMIEGAQGALERELKRT
40 50 60 70 80 90
50 60 70 80

SYHTOH ALVLLEE---QDLLLLQQILVTDLDLLKWSCMEMWF
ALLERG DLNILERFNYEEAQTLSK ILLKDLKETEQKVKDIQTQ
100 110 120 130

>>ALLERGEN_2012_2]gi|4204917]gb]AAD10850.1] major IgE-bi (134 aa)

initn: 39 initl: 39 opt: 57 Z-score: 93.7 bits: 22.3 E()Q: 3.3
Smith-Waterman score: 57; 31.481% identity (35.417% ungapped) in 54 aa overlap
(23-70:68-121)

10 20 30 40
SYHTOH MLHLHKKLOLLQLLPFPPFQOMLQEPLLLHMDLLSDLLE--LGLLM-QLKHF
ALLERG QANHAIEKGEHQLLYLQHQLDELNENKSKELQEK I IRELDVVCAMIEGAQGALERELKRT
40 50 60 70 80 90
50 60 70 80
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SYHTOH ALVLLEE---QDLLLLQQILVTDLDLLKWSCMEMWF

100 110 120 130

>>ALLERGEN_2012_2]gi]111120436]gb]ABH06352.1] Blo t 5 al (134 aa)

initn: 39 initl: 39 opt: 57 Z-score: 93.7 bits: 22.3 E(QQ: 3.3
Smith-Waterman score: 57; 31.481% identity (35.417% ungapped) in 54
(23-70:68-121)

10 20 30 40
SYHTOH MLHLHKKLQLLOLLPFPPFQQMLQEPLLLHMDLLSDLLE--LGLLM-QLKHF
ALLERG QANHAIEKGEHQLLYLQHQLDELNENKSKELQEK I IRELDVVCAMIEGAQGALERELKRT
40 50 60 70 80 90
50 60 70 80

SYHTOH ALVLLEE---QDLLLLQQILVTDLDLLKWSCMEMWF

100 110 120 130

>>ALLERGEN_2012_2]gi | 335331566 | gb|AEH31546.1] low molecu (369 aa)

initn: 57 initl: 57 opt: 61 Z-score: 93.1 bits: 23.7 E(QQ: 3.6
Smith-Waterman score: 65; 25.000% identity (25.806% ungapped) in 64
(17-80:182-243)

10 20 30 40
SYHTOH MLHLHKKLOQL LOLLPFPPFQQMLQEPLLLHMDLLSDLLELGLLMQL
ALLERG QQSPFS0QQQIVLQQQPPFLOQQOPSLPQOPPFSOQQOQLVLPQOQQI -~PFVHPSILOQL
160 170 180 190 200
50 60 70 80

SYHTOH KHFALVLLEEQDLLLLQQILVTDLDLLKWSCMEMWF

ALLERG NPCKVFLQQQCSPVAMPOSLARSOMLQQSSCHVMOQQCCQOLPQIPQQSRYEAIRATIYS
210 220 230 240 250 260

ALLERG 11LQEQQQVQGSIQTPQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQIAQ
270 280 290 300 310 320

>>ALLERGEN_2012 2]|gi]170734|gb|AAA34287.1] gamma gliadin (244 aa)

initn: 43 initl: 43 opt: 59 Z-score: 92.9 bits: 23.1 EQQ: 3.7
Smith-Waterman score: 59; 25.758% identity (27.419% ungapped) in 66
(15-80:57-118)

10 20 30 40
SYHTOH MLHLHKKLQLLQLLPFPPFQQMLQEPLLLHMDLLSDLLELGLLM

ALLERG QPSPQPQQVVQI ISPATPTTIPSAGKPTSAPFP--QQ0QQHQQLAQQQ K ——PVWOPSILQ
30 40 50 60 70 80

50 60 70 80
SYHTOH QLKHFALVLLEEQDLLLLQQILVTDLDLLKWSCMEMWF

ALLERG QLNPCKVFLQQQCSPVAMPORLARSQMLQQSSCHVMQOQCCQQLPQIPQQSRYQAIRAT I
90 100 110 120 130 140

ALLERG YSII1LQEQQQVQGSIQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQPHQI
150 160 170 180 190 200

>>ALLERGEN_2012_2|gi|112754]sp|P04403.2]2SS1_BEREX RecNa (146 aa)
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initn: 29 initl: 29 opt: 55 Z-score: 90.4 bits: 21.8 E(Q: 5.1
Smith-Waterman score: 55; 25.714% identity (25.714% ungapped) in 35 aa overlap (6-
39:52-86)

10 20 30
SYHTOH MLHLHKKLQLLQLLPFPPFQQMLQEPLLLHMDLL
ALLERG AFRATVTTTVVEEENQEECREQMQRQQMLSHCRMYMRQQMEESPYQTMPRRGMEPHMSEC
30 40 50 60 70 80
40 50 60 70 80

SYHTOH SDLLELGLLMQLKHFALVLLEEQDLLLLQQILVTDLDLLKWSCMEMWF

ALLERG CéQLéGMDESCRCEGLRMMMMRMQQEEMQPRGEQMRRMMRLAENIPSRCNLSPMRCPMGG
90 100 110 120 130 140

>>ALLERGEN_2012_2]gi]21926|emb|CAA36063.1] unnamed prote (295 aa)

initn: 70 initl: 47 opt: 58 Z-score: 90.3 bits: 22.8 E(Q: 5.2
Smith-Waterman score: 61; 26.087% identity (28.125% ungapped) in 69 aa overlap
(12-80:95-158)

10 20 30 40
SYHTOH MLHLHKKLQLLQLLPFPPFQQMLQEPLLLHMDLLSDLLELG

ALLERG SFLQQQPILPQLPFSQQQQPVLPQQSPFSQQQLVLPP-QQQYQQVLQQQIPIVQP-——-S
70 80 90 100 110

50 60 70 80
SYHTOH LLMQLKHFALVLLEEQDLLLLQQILVTDLDLLKWSCHEMNF
ALLERG QiééLNPCKVFLQQQCNPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPEQSRYDVIR
120 130 140 150 160 170

ALLERG AITYSIILQEQQQGFVQAQQQQPQQLGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQ
180 190 200 210

>>ALLERGEN_2012_2|gi|112745]sp|P23110.1]2SS8 _HELAN RecNa (141 aa)

initn: 38 initl: 38 opt: 54 Z-score: 89.2 bits: 21.6 E(QQ: 5.9
Smith-Waterman score: 54; 33.333% identity (40.741% ungapped) in 33 aa overlap (6-
31:85-117)

10 20
SYHTOH MLHLHKKLQLLQLLPF-==——- PPFQOMLQEPLL
ALLERG EAEMLNHCGMYLMKNLGERSQVSPRMREEDHKQLCCMQLKNLDEKCMCPAIMMMLNE#MW
60 70 80 90 100 110
30 40 50 60 70 80

SYHTOH LHMDLLSDLLELGLLMQLKHFALVLLEEQDLLLLQQILVTDLDLLKWSCMEMWF

ALLERG IRMRDQVMSMAHNLPIECNLMSQPCQM
120 130 140

>>ALLERGEN_2012_2]gi]75219081]sp]022108]022108 WHEAT LMM (285 aa)

initn: 43 initl: 43 opt: 57 Z-score: 89.0 bits: 22.6 EQ): 6
Smith-Waterman score: 64; 31.944% identity (38.333% ungapped) in 72 aa overlap
(12-74:45-113)

10 20 30

SYHTOH MLHLHKKLQLLQLLPF----PPFQQMLQEPLLLHMDLLSDL

ALLERG LPPQQTFPOQPLFSQQQ00QLFPOQPSFSQQQPPRIQOQPPESY--00P L POGPPESA0
20 30 40 50 60 70
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40 50 60 70 80
SYHTOH LELGLLMQLKHFA————LVLL—EEQDLLLLQQILVTDLDLLKWSCMEMWF

ALLERG QQL-VLPQQSPFSQQQQL ILPPQQQQQLPQQQ IS 1VQPSVLQQLNPCKVFLQQQCSPVAM
80 90 100 110 120 130

ALLERG PQRLARSQMWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSI ILQEQQQGFVQAQQQ
140 150 160 170 180 190

>>ALLERGEN_2012_2]gi|170730]gb|AAA34285.1] gamma-gliadin (304 aa)

initn: 57 initl: 57 opt: 57 Z-score: 88.6 bits: 22.6 E(Q: 6.3
Smith-Waterman score: 64; 27.692% identity (31.579% ungapped) in 65 aa overlap
(17-77:82-142)

10 20 30 40
SYHTOH MLHLHKKLQLLQLLPFPPFQQMLQEPLLLHMDLLSDLLELGLLMQL
ALLERG QQQQQPLPQQPSFSQQQPPFSQQQPILSQQﬁﬁ#ééé ééﬁvLPQQSPFSQQQQLVLPPQQ
60 70 80 90 100 110

50 60 70 80
SYHTOH KHFALVLLEEQDLLLLQQILVTDLD----LLKWSCMEMWF

ALLERG 0QQOLV---0QQ1P IVQPSVLQQLNPCKVFLOQQCSPVAMPQRLARSQMWQOSSCHVMQQ
120 130 140 150 160

ALLERG QCCQQLQQIPEQSRYEAIRAIYSI ILQEQQQGFVQPQQQQPQQSGQGYSQSQQQSQQQL
170 180 190 200 210 220

>>ALLERGEN_2012_ 2|gi]21773]emb|CAA31685.1] unnamed prote (307 aa)

initn: 43 initl: 43 opt: 57 Z-score: 88.6 bits: 22.6 E(QQ: 6.4
Smith-Waterman score: 64; 26.087% identity (27.692% ungapped) in 69 aa overlap
(12-80:117-181)

10 20 30 40

SYHTOH MLHLHKKLQLLOLLPFPPFQOMLQEPLLLHVDLLSDLLELG

ALLERG PQQPPFSQQQQLVLPQQPPFSQQQQPVLPPQQSPFP—-QQQQQHQQLQéééi—-PVVQPS
100 110 140

50 60 70 80

SYHTOH LLMQLKHFALVLLEEQDLLLLQQILVTDLDLLKWSCMEMWF

ALLERG ILQéLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPQQSRYEAIR
150 160 170 180 190 200

ALLERG AIIYSIILQEQQQVQGSIQSQQQQPQQLGQCVSQPQQQSQQQLGQQPQQQQLAQGTFLQP
230 240 250

>>ALLERGEN_2012_2]gi]21755]emb|CAA25593.1] unnamed prote (286 aa)

initn: 88 initl: 56 opt: 56 Z-score: 87.6 bits: 22.3 EQ: 7.2
Smith-Waterman score: 56; 45.000% identity (45.000% ungapped) in 20 aa overlap (7-
26:72-91)

10 20 30
SYHTOH MLHLHKKLQLLQLLPFPPFQQMLQEPLLLHMDLLSD

ALLERG VPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPYP
50 60 70 80 90 100
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40 50 60 70 80
SYHTOH LLELGLLMQLKHFALVLLEEQDLLLLQQILVTDLDLLKWSCMEMWF

ALLERG QPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRS
110 140 150 160

>>ALLERGEN_2012_2|gi]21761]emb|CAA26384.1] unnamed prote (286 aa)

initn: 88 initl: 56 opt: 56 Z-score: 87.6 bits: 22.3 EQQ: 7.2
Smith-Waterman score: 56; 45.000% identity (45.000% ungapped) in 20 aa overlap (7-
26:72-91)

10 20 30
SYHTOH MLHLHKKLQLLQLLPFPPFQQMLQEPLLLHMDLLSD
ALLERG VPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQQFRPQQPYP
50 60 70 80 90 100
40 50 60 70 80

SYHTOH LLELGLLMQLKHFALVLLEEQDLLLLQQILVTDLDLLKWSCMEMWF

ALLERG QPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRS
110 140 150 160

>>ALLERGEN_2012_2]gi|170720|gb]AAA34280.1] alpha/beta-gl (286 aa)

initn: 88 initl: 56 opt: 56 Z-score: 87.6 bits: 22.3 EQ: 7.2
Smith-Waterman score: 56; 45.000% identity (45.000% ungapped) in 20 aa overlap (7-
26:72-91)

10 20 30
SYHTOH MLHLHKKLQLLQLLPFPPFQQMLQEPLLLHMDLLSD
ALLERG VPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPYP
50 60 70 80 90 100
40 50 60 70 80

SYHTOH LLELGLLMQLKHFALVLLEEQDLLLLQQILVTDLDLLKWSCMEMWF

ALLERG QPQPQYSQPQQP1SQQQQQQQQQQQQQQQQQQTLQQILQQQL IPCMDVVLQQHNIAHGRS
110 120 130 140 150 160

>>ALLERGEN_2012 2]gi]21757|emb|CAA26383.1] unnamed prote (296 aa)

initn: 45 initl: 45 opt: 55 Z-score: 86.0 bits: 22.1 E(QQ: 8.9
Smith-Waterman score: 55; 52.632% identity (62.500% ungapped) in 19 aa overlap
(11-26:76-94)

10 20 30
SYHTOH MLHLHKKLQLLQLLPFP———PFQQMLQEPLLLHMDLLSDL

ALLERG QQQQFPGQQQQFPPQQPYPQPQPFPSQQPYLQLQPFPQPQPFPPQLPYPQPPPFSPQQPY
50 60 70 80 90 100

40 50 60 70 80
SYHTOH LELGLLMQLKHFALVLLEEQDLLLLQQILVTDLDLLKWSCMEMWF

ALLERG PQPQPQYPQPQQPI SQQQAQQQQQQQQQQQQQQQQQQl LQQILQQQLIPCRDVVLQQHNI
110 120 150 160

>>ALLERGEN_2012_2]gi]170740]gb]AAA34290.1] gliadin [Trit (296 aa)

initn: 45 initl: 45 opt: 55 Z-score: 86.0 bits: 22.1 E(): 8.9
Smith-Waterman score: 55; 52.632% identity (62.500% ungapped) in 19 aa overlap
(11-26:76-94)
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10 20 30
SYHTOH MLHLHKKLQLLQLLPFP———PFQQMLQEPLLLHMDLLSDL

ALLERG QQQQFPGQQQQFPPQQPYPQPQPFPSQQPYLQLQPFPQPQPFPPQLPYPQPPPFSPQQPY
50 60 70 80 90 100

40 50 60 70 80
SYHTOH LELGLLMQLKHFALVLLEEQDLLLLQQILVTDLDLLKWSCMEMWF

ALLERG PQPQPQYPQPQQP;SQQQAQQQQQQQQQQQQQQQQQQ| LPQI &ggQLl PCRD\lf\éléQQHN 1

82 residues iIn 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34t11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.030 Display time: 0.010

Function used was FASTA [version 3.4tl1ll1 Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 37 aa
>SYHTOH2_1_7

vs /data/fasta/ALLERGEN_2012 2 library

searching /data/fasta/ALLERGEN_2012_2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 4.1229+/-0.00258; mu= 0.9804+/- 0.134
mean_var=26.4253+/- 6.997, 0"s: 19 Z-trim: 22 B-trim: O in 0/43
Lambda= 0.2495

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16
Scan time: 0.010
The best scores are: opt bits E(1603)
ALLERGEN_2012_2]gi|664852]gb|AAB07620.1] Asp FI1 ( 250) 67 30 0.019
ALLERGEN_2012_2]gi | 66849502 |gb|EAL89830.1] major ( 304) 67 30 0.023
ALLERGEN_2012_2]gi | 83300352 |sp|P79017.2]ALL2_ASPF ( 310) 67 30 0.023
ALLERGEN_2012_2]gi 20387027 |emb]CAC84590.2| tropo ( 284) 46 22 4
ALLERGEN_2012_2]gi]|62484809]|emb]CAI178902.1] putat ( 285) 43 21 8.4

>>ALLERGEN_2012_2]gi]664852]gb]AAB07620.1] Asp FI1 [Aspe (250 aa)

initn: 61 initl: 61 opt: 67 Z-score: 134.1 bits: 29.6 E(QQ: 0.019
Smith-Waterman score: 67; 42.857% identity (45.000% ungapped) in 21 aa overlap
(12-31:85-105)

10 20 30
SYHTOH MEPRDDLRSKPTSNTMV-DQEFNTSHILLTMCFELSGK
ALLERG DKANVLFRCDNPDGNCALEGWGGHWRGANA'[’éE'i’VICDRSYTTRR\;\II-_VSI\-/I(-ZSQGYTVAGS
60 70 80 90 100 110

ALLERG ETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEV IALAKSNGTESTHDSEAFEYFALEA
120 130 140 150 160 170

>>ALLERGEN_2012_2]gi | 66849502 gb|EAL89830.1] major aller (304 aa)
initn: 61 initl: 61 opt: 67 Z-score: 132.6 bits: 29.6 E(Q: 0.023
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Smith-Waterman score: 67; 42.857% identity (45.000% ungapped) in 21 aa overlap
(12-31:145-165)

10 20 30
SYHTOH MEPRDDLRSKPTSNTMV-DQEFNTSHWLLTMCFELSGK

120 130 140 150 160 170

ALLERG ETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEV IALAKSNGTESTHDSEALQYFALEA
180 190 200 210 220 230

>>ALLERGEN_2012_2]gi|83300352|sp|P79017.2]ALL2_ASPFU Rec (310 aa)

initn: 61 initl: 61 opt: 67 Z-score: 132.4 bits: 29.6 E(Q: 0.023
Smith-Waterman score: 67; 42.857% identity (45.000% ungapped) in 21 aa overlap
(12-31:145-165)

10 20 30
SYHTOH MEPRDDLRSKPTSNTMV-DQEFNTSHWLLTMCFELSGK

120 130 140 150 160 170

ALLERG ETNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEV IALAKSNGTESTHDSEALQYFALEA
180 190 200 210 220 230

>>ALLERGEN_2012_2]gi 20387027 emb]|CAC84590.2| tropomyosi (284 aa)

initn: 34 initl: 34 opt: 46 Z-score: 92.3 bits: 22.0 EQ): 4
Smith-Waterman score: 46; 33.333% identity (38.095% ungapped) in 24 aa overlap (1-
24:40-60)

10 20 30
SYHTOH MEPRDDLRSKPTSNTMVDQEFNTSHWLLTM

10 20 30 40 50 60

SYHTOH CFELSGK

ALLERG ANKNLEDKEKTLTNTESEVASLNRKVQMIEENLERSEERLGTALTKLGEASHAADEASRM
70 80 90 100 110 120

>>ALLERGEN_2012 2]gi]62484809|emb|CAI178902.1] putative g (285 aa)

initn: 29 initl: 29 opt: 43 Z-score: 86.4 bits: 20.9 E(QQ: 8.4
Smith-Waterman score: 43; 29.630% identity (30.769% ungapped) in 27 aa overlap
(10-35:132-158)

10 20 30
SYHTOH MEPRDDLRSKPTSNTMVDQEFNT-SHWLLTMCFELSGK

110 120 130 140 150 160

ALLERG YLWSK I1VQQSSCRVMQQQCCLQLAQIPEQYKCTAIDSIVHAIFMQQGQRQGVQIVQQQPQ
170 180 190 200 210 220

37 residues in 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34t11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
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Scan time: 0.010 Display time: 0.000

Function used was FASTA [version 3.4tll Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 52 aa
>SYHTOH2_1_8

vs /data/fasta/ALLERGEN_2012_2 library

searching /data/fasta/ALLERGEN_2012_2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 5.6255+/-0.00284; mu= -4.7927+/- 0.147
mean_var=31.6374+/- 8.245, 0"s: 9 Z-trim: 9 B-trim: 132 in 1/42
Lambda= 0.2280

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16
Scan time: 0.020
The best scores are: opt bits E(1603)
ALLERGEN_2012_2]gi]|154101366]|gb]|ABS58503.1] serin ( 84) 45 21 3.1
ALLERGEN_2012_2]gi]29163773]|emb]CAD80019.1] unnam ( 65) 41 20
ALLERGEN_2012_2]gi | 3668408 ]|gb|AAC61869.1] tropomy ( 160) 4 21
ALLERGEN_2012_2]gi]42559558|sp|097192_1|TPM_HELAS ( 284) 47 21

© 00 01
OO

>>ALLERGEN_2012_2]gi]154101366|gb]ABS58503.1] serine pro (84 aa)

initn: 40 initl: 40 opt: 45 Z-score: 94.2 bits: 21.1 EQ: 3.1
Smith-Waterman score: 45; 34.783% identity (34.783% ungapped) in 23 aa overlap
(26-48:32-54)

10 20 30 40 50
SYHTOH MKESVESLEMSCQRNRSRSVKNWVFSLIETIKVCYSRSSPNQLVIVPLFSSK

10 20 30 40 50 60

ALLERG YRIDRVRLFVDSLDKIAQVPRVG
70 80

>>ALLERGEN_2012_2]gi]29163773]emb]|CAD80019.1] unnamed pr (65 aa)

initn: 33 initl: 33 opt: 41 Z-score: 89.7 bits: 19.9 E(Q: 5.6
Smith-Waterman score: 41; 54.545% identity (54.545% ungapped) in 11 aa overlap
(33-43:44-54)

10 20 30 40 50
SYHTOH ESVESLEMSCQRNRSRSVKNWVFSLIETIKVCYSRSSPNQLVIVPLFSSK

20 30 40 50 60

>>ALLERGEN_2012_2]gi]3668408]|gb]AAC61869.1] tropomyosin (160 aa)

initn: 32 initl: 32 opt: 44 Z-score: 86.0 bits: 20.5 E(QQ: 8.9
Smith-Waterman score: 44; 23.404% identity (24.444% ungapped) in 47 aa overlap (4-
48:79-125)

10 20 30
SYHTOH MKESVESLEMSCQRNRSR--SVKNWVFSLIETI

50 60 70 80 90 100
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40 50
SYHTOH KVCYSRSSPNQLVIVPLFSSK
ALLERG kDAENéATEAERTVSKLQKEVDRLEDELLAEKERYKAISDELDQTFAELAGY
110 120 130 140 150 160

>>ALLERGEN_2012_2]gi 42559558 sp|097192. 1| TPM_HELAS RecN (284 aa)

initn: 32 initl: 32 opt: 47 Z-score: 85.6 bits: 21.3 EQQ: 9.4
Smith-Waterman score: 47; 25.532% identity (26.667% ungapped) in 47 aa overlap (4-
48:203-249)

10 20 30
SYHTOH MKESVESLEMSCQRNRSR--SVKNWVFSLIETI
ALLERG EVDLERAEARLEAAEAKILELEEELKVVGNNMKSLEISEQEASQREDSYEETIRDLTQRL
180 190 200 210 220 230
40 50

SYHTOH KVCYSRSSPNQLVIVPLFSSK
ALLERG KDAENRASEAERTVSKLQKEVDRLEDELLAEKERYKATSDELDSTFAELAGY
240 250 260 270 280

52 residues in 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34t11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.020 Display time: 0.000

Function used was FASTA [version 3.4tl1l1l Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/._qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 79 aa
>SYHTOH2_1_9

vs /data/fasta/ALLERGEN_2012_2 library

searching /data/fasta/ALLERGEN_2012_2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 5.1484+/-0.00358; mu= 1.8745+/- 0.184
mean_var=50.0852+/-12.821, 0"s: 6 Z-trim: 6 B-trim: O in 0/43
Lambda= 0.1812

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16
Scan time: 0.030
The best scores are: opt bits E(1603)
ALLERGEN_2012_2]gi]162929]|gb]AAA30479.1] alpha-s2 222) 57 22 6.4
ALLERGEN_2012_2]gi|4138175]emb|CAA09885.1] allerg 187) 56 22 6.5
ALLERGEN_2012_2|gi | 18479082 ] gb|AAL73404.1|AF44942 515) 60 23 8.1
ALLERGEN_2012_2]gi |21666498]|gb | AAM73729.1]|AF39589 536) 60 23 8.4
ALLERGEN_2012_2]gi]21914823|gb]|AAM73730.2]AF39589 538) 60 23 8.5
ALLERGEN_2012_2]gi]|315190620]|gb|ADT89774.1] phosp 302) 57 22 8.5

laYeYaYeaYate)

>>ALLERGEN_2012_2]gi]162929]gb]AAA30479.1] alpha-s2-like (222 aa)

initn: 30 initl: 30 opt: 57 Z-score: 88.6 bits: 22.1 E(QQ: 6.4
Smith-Waterman score: 57; 20.548% identity (21.127% ungapped) in 73 aa overlap (1-
72:138-209)
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10 20 30

SYHTOH MTRRKSSSTWWSTTRLSTPK I SK 1QSQKTK
ALLERG PQYLQYLYQGPIVLNPWDQVKRNAVPITPTLNéEQLéTSEENSKKTVDMESTEVFTKk%k
110 120 130 140 150 160

40 50 60 70

SYHTOH GQLRLFNKDDFSTKGNIRKPPRIPLPSYL-SLYCEDSGKGRWLLOMPSLR
ALLERG LTEEEKNRLNFLKKISQRYQ- KFAL&QQLKTV?QHQKAMKPW|QPKTKV|PYVRYL
170 180 190 200 210 220

>>ALLERGEN_2012_2]gi|4138175]emb|CAA09885.1] allergen [M (187 aa)

initn: 56 initl: 56 opt: 56 Z-score: 88.4 bits: 21.8 E(Q: 6.5
Smith-Waterman score: 56; 53.333% identity (53.333% ungapped) in 15 aa overlap
(54-68:6-20)

30 40 50 60 70
SYHTOH IQSQKTKGQLRLFNKDDFSTKGNIRKPPRIPLPSYLSLYCEDSGKGRWLLQMPSLR
ALLERG AVSASPTPSKHNLYCYAQGKDLFEFHINDTVTKDV
10 20 30

ALLERG CKSLNSGKYHNMNNEKYCSVADYDVKWFKERCQSHPTDVKTTKWIAGTDLKIEMDPKEPY
40 50 60 70 80 90

>>ALLERGEN_2012_2]gi |18479082|gb|AAL73404.1|AF449424 1 1 (515 aa)

initn: 48 initl: 48 opt: 60 Z-score: 86.7 bits: 22.9 E(Q: 8.1
Smith-Waterman score: 60; 24.000% identity (24.490% ungapped) in 50 aa overlap
(19-67:121-170)

10 20 30 40
SYHTOH MTRRKSSSTUWSTTRLSTPKISKIQSQKT-KGQLRLFNKDDFSTKGNI
ALLERG YSNAPELIYIERGRGITGVLFPGCPETFEDPQQQSQQGQRQGQGQSQRSEQDRHQKIRHF
100 110 120 130 140 150
50 60 70

SYHTOH RKPPRIPLPSYLSLYCEDSGKGRWLLQMPSLR
ALLERG REGDIIAL&AGVAHWCYNDéDSPVVTVSLLHTNNYANQLDENPRHFYLAGNPDDEHQRQG
160 170 180 190 200 210

>>ALLERGEN_2012_2]gi 21666498 gb|AAM73729.1]AF395893 1 v (536 aa)

initn: 45 initl: 45 opt: 60 Z-score: 86.4 bits: 22.9 E(Q: 8.4
Smith-Waterman score: 60; 28.261% identity (30.233% ungapped) in 46 aa overlap
(13-56:332-376)

10 20 30 40
SYHTOH MTRRKSSSTWWSTTRLSTPKISK1QSQKTKGQLRLFNKDDFS
ALLERG KTSKDTLEKLFEKQDQGT INKASKEQURAVSRRGEGPK IWPF—TEESTGSFKLFKKDPSO
310 320 330 340 350 360
50 60 70

SYHTOH TK——GNIRKPPRIPLPSYLSLYCEDSGKGRWLLQMPSLR

ALLERG SNKYGQLFEAERIDYPPLEKLDMVVSYANITKGGMSVPFYNSRATKIAIVVSGEGCVEIA
370 380 390 400 410 420

>>ALLERGEN_2012_2]gi | 21914823 gb|AAM73730.2|AF395894 1 v (538 aa)
initn: 45 initl: 45 opt: 60 Z-score: 86.4 bits: 22.9 E(Q: 8.5
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Smith-Waterman score: 60; 28.261% identity (30.233% ungapped) in 46
(13-56:334-378)

10 20 30 40
SYHTOH MTRRKSSSTWWSTTRLSTPKISK 1QSQKTKGQLRLFNKDDFS
ALLERG KTSKDTLEKLFEKQDQGT IMKASKEQIRAMSRRGEGPK IWPF-TEESTGSFKLFKKDPSQ
310 320 330 340 350 360
50 60 70

SYHTOH TK--GNIRKPPRIPLPSYLSLYCEDSGKGRWLLQMPSLR

ALLERG SNKYGQLFEAER IDYPPLEKLDMVVSYAN I TKGGMSVPEYNSRATK 1AIVVSGEGCVE 1A
370 380 390 400 410 420

>>ALLERGEN_2012_2]gi 315190620 gb]ADT89774.1] phospholip (302 aa)

initn: 30 initl: 30 opt: 57 Z-score: 86.4 bits: 22.1 E(): 8.5
Smith-Waterman score: 57; 28.333% identity (32.075% ungapped) in 60
67:246-299)

10 20 30
SYHTOH MTRRKSSSTWWSTTRLSTPK 1 SK1QSQKTKGQLRL-FN
ALLERG QPGCLVRTCSHTKAVLYMTECIKRECCL 1GTPWSSTG-SSPKPKP 1 SACKRD ICVCVGLN

220 230 240 250 260 270

40 50 60 70
SYHTOH KDDFSTKGNIRKPPRIPLPSYLSLYCEDSGKGRWLLQMPSLR
ALLERG AKSYPAKGSFYVPVEKNSP--—--- YCHNEGIKL

280 290 300

79 residues in 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34tl11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.030 Display time: 0.000

Function used was FASTA [version 3.4tl1l1 Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 183 aa
>SYHTOH2_1_10

vs /data/fasta/ALLERGEN_2012_2 library

searching /data/fasta/ALLERGEN_2012 2 library

367796 residues in 1603 sequences

aa overlap

aa overlap (9-

Expectation_n fit: rho(In(x))= 4.0748+/-0.00364; mu= 12.2148+/- 0.190

mean_var=60.0372+/-15.922, 0"s: 3 Z-trim: 4 B-trim: O in 0/44
Lambda= 0.1655

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16

Scan time: 0.050

The best scores are: opt bits E(1603)
ALLERGEN_2012_2]gi|5059162]|gb|AAD38942.1]AF144060 ( 496) 87 29 0.25
ALLERGEN_2012_2]gi]21748153|emb]CAD38167.1] putat ( 124) 73 25 0.99
ALLERGEN_2012_2]gi]|89892723|gb|ABD79095.1] Zea m ( 252) 71 25 2.2
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ALLERGEN_2012_2|gi|89892721|gb|ABD79094.1] Zea m ( 263) 71 25 2.3
ALLERGEN_2012_2|gi|115502167|sp|Q1ZYQ8.2|EXB1O_MA ( 270) 71 25 2.3
ALLERGEN_2012_2|gi|105969545|gb|ABF81662.1] EXPB1 ( 269) 69 25 3.2
ALLERGEN_2012_2|gi|115502168|sp|POC1Y5.1]EXB11 MA ( 269) 69 25 3.2
ALLERGEN_2012_2|gi|18615]emb|CAA26723.1] unnamed ( 495) 71 25 3.5
ALLERGEN_2012_2|gi|18635]emb|CAA33215.1] glycinin ( 495) 69 25 4.9
ALLERGEN_2012_2|gi | 18652047 |gb|AAL76932.1|AF45648 ( 154) 64 23 5.1
ALLERGEN_2012_2|gi |2266625]emb|CAB10765.1] group ( 264) 63 23 8.6

>>ALLERGEN_2012_2]gi 5059162 gb]AAD38942_1]|AF144060_1 al (496 aa)

initn: 50 initl: 50 opt: 87 Z-score: 113.9 bits: 29.1 EQQ: 0.25
Smith-Waterman score: 92; 26.364% identity (31.868% ungapped) in 110 aa overlap
(23-132:178-268)

10 20 30 40 50
SYHTOH MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLER

150 160 170 180 190 200

60 70 80 90 100 110

SYHTOH LQDRYPWLVAEVEGVVAG I AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK

ALLERG 1YSRLHNLNKEFF----mmme e P———~ENSQPFIYHETI1YYGGN----GINSNEYTSLGR
210 220 230 240

120 130 140 150 160 170

SYHTOH SMEAQGFKSVVAV IGLPNDPSVRLHEAL GYTARGTLRAAGYKHGGWHDVGFWQRDFEL PA

ALLERG 1 1EFREYKE ITNVER-GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGEN
250 260 270 280 290 300

>>ALLERGEN_2012_2]gi]21748153]emb|CAD38167.1] putative n (124 aa)

initn: 70 initl: 70 opt: 73 Z-score: 103.1 bits: 25.1 EQQ: 0.99
Smith-Waterman score: 73; 33.333% identity (34.146% ungapped) in 42 aa overlap
(92-132:16-57)

70 80 90 100 110 120
SYHTOH AEVEGVVAG IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS
ALLERG MSDFNA IAQOFVEFYYKTFDGNRAGLGAL YKEHSMLTFEAQGTQ
10 20 30 40
130 140 150 160 170 180

SYHTOH VVAVI-GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV
ALLERG SAAIVEKLQNLPFQEIQHRTDTVDAQPSADDG I LVLVTGALLLGGESKPMSFTQAFQLKN
50 60 70 80 90 100

>>ALLERGEN_2012_2]gi 89892723 gb|ABD79095.1] Zea m 1 all (252 aa)

initn: 71 initl: 71 opt: 71 Z-score: 96.8 bits: 25.0 EQQ: 2.2
Smith-Waterman score: 71; 30.189% identity (30.189% ungapped) in 53 aa overlap
(100-152:81-133)

70 80 90 100 110 120
SYHTOH GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP

ALLERG NGGGCGYKDVNKPPFENSMGACGN IP I FKDGLGCGSCFE IKCDKPVECSGKPVVVH I TDMN
60 70 80 90 100 110
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130 140 150 160 170 180
SYHTOH NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWORDFEL PAPPRPVRPVTOI
ALLERG YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAG I IDMQFRRVKCKYDSKVTFHLEKGCGPN
120 130 140 150 160 170

>>ALLERGEN_2012_2]|gi|89892721|gb|ABD79094.1] Zea m 1 all (263 aa)

initn: 71 initl: 71 opt: 71 Z-score: 96.6 bits: 25.0 EQQ: 2.3
Smith-Waterman score: 71; 30.189% identity (30.189% ungapped) in 53 aa overlap
(100-152:92-144)

70 80 90 100 110 120
SYHTOH GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP

ALLERG NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFE IKCDKPVECSGKPVVVHITDMN
70 80 90 100 110 120

130 140 150 160 170 180
SYHTOH NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI

ALLERG YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAG I IDMQFRRVKCKFGSKVSFHLEKGCGPN
130 140 150 160 170 180

>>ALLERGEN_2012_2]gi 115502167 |sp|Q1ZYQ8.2|EXB10_MAIZE R (270 aa)

initn: 71 initl: 71 opt: 71 Z-score: 96.4 bits: 25.0 EQQ: 2.3
Smith-Waterman score: 71; 30.189% identity (30.189% ungapped) in 53 aa overlap
(100-152:99-151)

70 80 90 100 110 120
SYHTOH GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP

ALLERG NGGGCGYKDVNKPPFENSMGACGN IP I FKDGLGCGSCFE IKCDKPVECSGKPVVVH I TDMN
70 80 90 100 110 120

130 140 150 160 170 180
SYHTOH NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI

ALLERG YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAG I IDMQFRRVKCKYDSKVTFHLEKGCGPN
130 140 150 160 170 180

>>ALLERGEN_2012_2]gi]105969545]gb]ABF81662.1] EXPB10 [Ze (269 aa)

initn: 94 initl: 69 opt: 69 Z-score: 93.9 bits: 24.5 E(QQ: 3.2
Smith-Waterman score: 69; 30.189% identity (30.189% ungapped) in 53 aa overlap
(100-152:98-150)

70 80 90 100 110 120
SYHTOH GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP
ALLERG NGGGCGYKDVNKAPFNSMGACGNVP I FKDGLGCGSCFE IKCDKPAECSGKPVVVY ITDMN
70 80 90 100 110 120

130 140 150 160 170 180
SYHTOH NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI

ALLERG YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAG I IDMQFRRVKCKYGSKVTFHLEKGCNPN
130 140 150 160 170 180

>>ALLERGEN_2012_2]gi]115502168]sp|POC1Y5.1|EXB11_MAIZE R (269 aa)

initn: 94 initl: 69 opt: 69 Z-score: 93.9 bits: 24.5 E(): 3.2
Smith-Waterman score: 69; 30.189% identity (30.189% ungapped) in 53 aa overlap
(100-152:-98-150)
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70 80 90 100 110 120
SYHTOH GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP
ALLERG NGGGCGYKDVNKAPFNSMGACGNVP I FKDGLGCGSCFE IKCDKPAECSGKPVVVY I TDMN
70 80 90 100 110 120

130 140 150 160 170 180
SYHTOH NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI

ALLERG YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAG I IDMQFRRVKCKYGSKVTFHLEKGCNPN
130 140 150 160 170 180

>>ALLERGEN_2012_2]gi|18615]emb|CAA26723.1] unnamed prote (495 aa)

initn: 41 initl: 41 opt: 71 Z-score: 93.2 bits: 25.3 E(QQ: 3.5
Smith-Waterman score: 71; 25.843% identity (29.114% ungapped) in 89 aa overlap
(39-118:113-200)

10 20 30 40 50 60
SYHTOH EIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV

ALLERG SYTNGPQEI1Y IQQGKGIFGMIYPGCSSTFEEPQQPQQRGQS-SRPQDRHQKIYNSREGDL

90 100 110 120 130 140

70 80 90 100 110
SYHTOH AGIAYAGPWKARNAYDWTVESTVYV---SHRHQ------ RLGLGSTLYTHLLKSMEAQGF
ALLERG TAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG
150 160 170 180 190 200

120 130 140 150 160 170

SYHTOH KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP

ALLERG HQSQKGKHQQEEENEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGG
210 220 230 240 250 260

>>ALLERGEN_2012 2]gi]18635]emb|CAA33215.1] glycinin subu (495 aa)

initn: 41 initl: 41 opt: 69 Z-score: 90.7 bits: 24.8 E(QQ: 4.9
Smith-Waterman score: 69; 25.843% identity (29.114% ungapped) in 89 aa overlap
(39-118:113-200)

10 20 30 40 50 60
SYHTOH EIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV

ALLERG SYTNGPQE I 1QQGKG I FGMIYPGCPSTFEEPQQPQQRGQS-SRPODRHQK I YNFREGDL

90 100 110 120 130 140

70 80 90 100 110
SYHTOH AGIAYAGPWKARNAYDWTVESTVYV---SHRHQ-----~- RLGLGSTLYTHLLKSMEAQGF
ALLERG 1AVPTGVAWWMYNNEDTPVVAVS I 1DTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG
150 160 170 180 190 200

120 130 140 150 160 170

SYHTOH KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP

ALLERG HQSQKGKHQQEEENEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGG
210 220 230 240 250 260

>>ALLERGEN_2012_2]gi]18652047|gb]AAL76932_.1]AF456481_1 m (154 aa)

initn: 33 initl: 33 opt: 64 Z-score: 90.3 bits: 23.1 E(Q: 5.1
Smith-Waterman score: 64; 22.727% identity (25.773% ungapped) in 110 aa overlap
(44-146:21-124)
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20 30 40 50 60 70
SYHTOH TAADMAAVCDIVNHY I ETSTVNFRTEPQTPQEW I DDLERLQDRY-PWLVAEVEGVVAGIA
ALLERG MGVQKTEVEAPSTVSAEKMYQGFLLDMDTVFPKVLPQL IKSVE- I LEGDG
10 20 30 40

80 90 100 110 120
SYHTOH YAGPWKARNAYDWTVESTVYVSHRHQ----- RLGLGSTLYTHLLKSMEAQGFKSVVA-VI

ALLERG GVéTVRLVHLG————EATEYTTMKQKVDVIDKAGLGY%—Q%TIGGDILVEGLESVVNQFV
50 60 70 80 90 100

130 140 150 160 170 180
SYHTOH GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDEEL PAPPRPVRPVTQI
ALLERG VVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEAYLLAN
110 120 130 140 150

>>ALLERGEN_2012_2]gi]2266625]emb]CAB10765.1] group V all (264 aa)

initn: 34 initl: 34 opt: 63 Z-score: 86.2 bits: 23.1 E(): 8.6
Smith-Waterman score: 63; 28.814% identity (30.357% ungapped) in 59 aa overlap
(101-157:17-74)

80 90 100 110 120
SYHTOH 1AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL - -
ALLERG ADAGYTPAAPAAAGAGGKATTDEQKL LEDVNA-GFKTAVAAAANVP
10 20 30 40
130 140 150 160 170 180

SYHTOH PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI

ALLERG PADKYKTFEAAFTASSKASIAAAATKAPGL IPQLNAATNTAYAAAQGATPEAKYDAFVTT
50 60 70 80 90 100

183 residues In 1 query sequences
367796 residues in 1603 library sequences

Scomplib [34tl11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.050 Display time: 0.010

Function used was FASTA [version 3.4tll Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl1l1 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 79 aa
>SYHTOH2_1_11

vs /data/fasta/ALLERGEN_2012_2 library

searching /data/fasta/ALLERGEN_2012_2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 2.8002+/-0.00316; mu= 11.3231+/- 0.164
mean_var=37.6476+/- 8.777, 0"s: 4 Z-trim: 4 B-trim: O in 0/43

Lambda= 0.2090

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16

Scan time: 0.020
The best scores are: opt bits E(1603)
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ALLERGEN_2012_2|gi | 16580747 |dbj |[BAB71741.1] glyox ( 291) 51 22
ALLERGEN_2012_2|gi | 84029333 |sp|Q948T6.2|LGUL_ORYS ( 291) 51 22
ALLERGEN_2012_2|gi | 74664773 sp|Q96X46 .3 | ENO_PENCI 438) 52 23

gi|
gil
gil
ALLERGEN_2012_2]gi]127533|sp|P02761.1|MUP_RAT Rec 181) 49 22

gil
gil
gil

I

NNNNNO OO
©OO~NNANN

ALLERGEN_2012_2|gi |323575367|dbj |[BAJ78223.1] Ani 295) 50 22
ALLERGEN_2012_2|gi |11991229]gb|AAG42255.1|AF30670 ( 296) 50 22
ALLERGEN_2012_2|gi |510515]emb|CAA56343.1] Kunitz 208) 49 22
ALLERGEN_2012_2|gi |11991227|gb|AAG42254.1|AF30670 ( 303) 50 22

AN

>>ALLERGEN_2012_2]gi]16580747]dbj|BAB71741.1] glyoxalase (291 aa)

initn: 48 initl: 48 opt: 51 Z-score: 88.8 bits: 22.5 E()Q: 6.2
Smith-Waterman score: 51; 35.714% identity (40.000% ungapped) in 28 aa overlap (2-
26:146-173)

10 20
SYHTOH MFLQTTPTKY---QVLFKQNDTDLNIGFYTN
ALLERG CCKITREPGPVKGGSTVIAFAQDPDGYMFEL 1QRGPTPEPLCQVMLRVGDLDRS IKFYEK
120 130 140 150 160 170
30 40 50 60 70

SYHTOH HMIFINSVILYGRWRQKSSRI IFEMRKLSSYLFSSSWLFFFLATCLNTSPP

ALLERG ALGMKLLRKKDVPDYKYTIAMLGYADEDKTTVIELTYNYGVTEYTKGNAYAQVAIGTEDV
180 190 200 210 220 230

>>ALLERGEN_2012_ 2]gi|84029333|sp|Q948T6.2|LGUL_ORYSJ Rec (291 aa)

initn: 48 initl: 48 opt: 51 Z-score: 88.8 bits: 22.5 E(): 6.2
Smith-Waterman score: 51; 35.714% identity (40.000% ungapped) in 28 aa overlap (2-
26:146-173)

10 20
SYHTOH MFLQTTPTKY---QVLFKQNDTDLNIGFYTN
ALLERG CCKITREPGPVKGGSTVIAFAQDPDGYMFEL I1QRGPTPEPLCQVMLRVGDLDRSIKFYEK
120 130 140 150 160 170
30 40 50 60 70

SYHTOH HMIFINSVILYGRWRQKSSRIIFEMRKLSSYLFSSSWLFFFLATCLNTSPP

ALLERG ALGMKLLRKKDVPDYKYTIAMLGYADEDKTTVIELTYNYGVTEYTKGNAYAQVAIGTEDV
180 190 200 210 220 230

>>ALLERGEN_2012_2|gi | 74664773 sp|Q96X46.3|ENO_PENCI RecN (438 aa)

initn: 41 initl: 41 opt: 52 Z-score: 88.5 bits: 23.0 E(QQ: 6.4
Smith-Waterman score: 52; 42.105% identity (42.105% ungapped) in 19 aa overlap (2-
20:252-270)

10 20 30
SYHTOH MFLQTTPTKYQVLFKQNDTDLNIGFYTNHMI
ALLERG EEALDLITEAIEQAGYTGKISIAMDVASSEFYKTDAKKYDLDFKNPDSDPTKWLTYEQLA
230 240 250 260 270 280
40 50 60 70

SYHTOH FINSVILYGRWRQKSSRIIFEMRKLSSYLFSSSWLFFFLATCLNTSPP

ALLERG DLYKSLAAKYPI1VSIEDPFAEDDWEAWSYFYKTSDFQIVGDDLTVTNPLRIKKAIELKSC
290 300 310 320 330 340

>>ALLERGEN_2012_2]gi]127533]sp|P02761.1|MUP_RAT RecName: (181 aa)
initn: 47 initl: 47 opt: 49 Z-score: 87.7 bits: 21.6 EQ: 7.2
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Smith-Waterman score: 49; 34.043% identity (42.105% ungapped) in 47 aa overlap
(16-56:113-156)

10 20 30
SYHTOH MFLQTTPTKYQVLFKQNDTDLNIGFYTNHMI-FINS-----VILY
ALLERG CRELYLVAYKTPEDGEYFVEYDGGNTFT ILKTDYDRYVMF---HL INFKNGETFQLMVLY
90 100 110 120 130
40 50 60 70

SYHTOH GRWRQKSSRI I FEMRKLSSYLFSSSWLEFFLATCLNTSPP
ALLERG GRTKDLSSDIKEKFAKLCEAHG ITRDNIIDLTKTDRCLQARG
140 150 160 170 180

>>ALLERGEN_2012_2]gi]323575367]dbj|BAJ78223.1] Ani s 12 (295 aa)

initn: 44 initl: 44 opt: 50 Z-score: 87.1 bits: 22.2 EQ: 7.7
Smith-Waterman score: 50; 37.037% identity (38.462% ungapped) in 27 aa overlap
(22-48:198-223)

10 20 30 40 50
SYHTOH MFLQTTPTKYQVLFKQNDTDLNIGFYTNHMIFINSVILYGRWRQKSSRI IF
ALLERG ECVDALGTPPVTTAANGAYQMAAPLHRC IENGGWMKMCSTWINAT I CE-RWKQECSRDKD
170 180 190 200 210 220
60 70

SYHTOH EMRKLSSYLFSSSWLFFFLATCLNTSPP

ALLERG AEPPTNFSQCIQTQTVMLQCKLEFGDKCKALQEECVAATYAPTAYVDANPPIFTSETIRC
230 240 250 260 270 280

>>ALLERGEN_2012_2]gi]11991229]gb|AAG42255.1]AF306708_1 p (296 aa)

initn: 37 initl: 37 opt: 50 Z-score: 87.1 bits: 22.2 E(): 7.8
Smith-Waterman score: 50; 40.909% identity (50.000% ungapped) in 22 aa overlap (4-
25:44-61)

10 20 30
SYHTOH MFLQTTPTKYQVLFKQNDTDLNIGFYTNHMIF1
ALLERG VALVAGPAASYAADAGYAPTTPAAAGAAAGK I TPTQEQKLME--—--D INVGFKAAVAAAA
20 30 40 50 60
40 50 60 70

SYHTOH NSVILYGRWRQKSSRIIFEMRKLSSYLFSSSWLFFFLATCLNTSPP

ALLERG GAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAATSDATYKAAVGATPEAKFDS
70 80 90 100 110 120

>>ALLERGEN_2012_2]gi|510515]emb|CAA56343.1] Kunitz tryps (208 aa)

initn: 49 initl: 49 opt: 49 Z-score: 87.0 bits: 21.7 E(QQ: 7.8
Smith-Waterman score: 49; 41.176% identity (41.176% ungapped) in 17 aa overlap
(42-58:134-150)

20 30 40 50 60 70
SYHTOH VLFKQNDTDLNIGFYTNHMIFINSVILYGRWRQKSSRI IFEMRKLSSYLFSSSWLFFFLA

110 120 130 140 150 160
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SYHTOH TCLNTSPP

ALLERG DDSSCGDIVAPIDREGNRPLIVTHDQNHPLLVQFQKVEAYESSTA
170 180 190 200

>>ALLERGEN_2012_2]gi]11991227]|gb]AAG42254_1]AF306707_1 p (303 aa)

initn: 37 initl: 37 opt: 50 Z-score: 87.0 bits: 22.2 EQQ: 7.9
Smith-Waterman score: 50; 40.909% identity (50.000% ungapped) in 22 aa overlap (4-
25:44-61)

10 20 30
SYHTOH MFLQTTPTKYQVLFKQNDTDLNIGFYTNHMIF1
ALLERG VALVAGPAASYAADAGYAPATPAAAGAAAGK I TPTQEQKLME-—--D INVGFKAAVAAAA
20 30 40 50 60
40 50 60 70

SYHTOH NSVILYGRWRQKSSRIIFEMRKLSSYLFSSSWLFFFLATCLNTSPP

ALLERG GAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAATSDATYKAAVGATPEAKFDS
70 80 90 100 110 120

79 residues in 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34tl11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.020 Display time: 0.000

Function used was FASTA [version 3.4tll Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl1ll1 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 35 aa
>SYHTOH2_1_12

vs /data/fasta/ALLERGEN_2012_ 2 library

searching /data/fasta/ALLERGEN_2012 2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 2.9169+/-0.00319; mu= 9.8082+/- 0.166
mean_var=28.8941+/- 7.269, 0"s: 14 Z-trim: 14 B-trim: 23 in 1/41
Lambda= 0.2386

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16
Scan time: 0.020
The best scores are: opt bits E(1603)
ALLERGEN_2012_2]gi]22135348|gb]AAM93157.1] trypsi 219) 49 22 3.3
ALLERGEN_2012_2]|gi | 3703107 | gb]AAC63045.1] glycini 507) 49 22
ALLERGEN_2012_2]gi]224036293|pdb]3C3V]|A Chain A, 510) 49 22
ALLERGEN_2012_2|gi |5712199]|gb]AAD47382.1] glycini 530) 49 22 6
ALLERGEN_2012_2]gi 199732457 |gb]ACH91862.1] arach 530) 49 22 6.
ALLERGEN_2012_2]gi|21314465]gb]|AAM46958.1]|AF51085 538) 49 22 6

AAAAAAAAAA
NNNO O

>>ALLERGEN_2012_2]gi]22135348]gb|AAM93157.1] trypsin inh (219 aa)

initn: 34 initl: 34 opt: 49 Z-score: 93.7 bits: 21.8 E(Q: 3.3
Smith-Waterman score: 49; 40.000% identity (40.000% ungapped) in 15 aa overlap
(20-34:91-105)
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10 20 30
SYHTOH MVDPHLSATNL I CSSEKAKPTAQFFHRGRDHFG 1D
ALLERG NNQEFECAGVALSRLVLRRNALRRPFYSNAPQE I F10QGRGYFGL I FPGCPSTYEEPAQQ
70 80 90 100 110 120

ALLERG GRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDL IAVPTGVAFWMYNDHDTDVVAVS
130 140 150 160 170 180

>>ALLERGEN_2012_2]gi 3703107 gb]AAC63045.1] glycinin [Ar (507 aa)

initn: 34 initl: 34 opt: 49 Z-score: 89.1 bits: 22.2 EQ): 6
Smith-Waterman score: 49; 40.000% identity (40.000% ungapped) in 15 aa overlap
(20-34:66-80)

10 20 30
SYHTOH MVDPHLSATNL I CSSEKAKPTAQFFHRGRDHFG 1D
ALLERG NNQEFECAGVALSRLVLRRNALRRPFYSNAPQE I F1QQGRGYFGL I FPGCPRHYEEPHTQ
40 50 60 70 80 90

ALLERG GRRSQSQRPPRRLQGEDQSQQQRDSHQKVHRFDEGDLIAVPTGVAFWLYNDHDTDVVAVS
100 110 120 130 140 150

>>ALLERGEN_2012_2]gi 224036293 | pdb]3C3V]A Chain A, Cryst (510 aa)

initn: 34 initl: 34 opt: 49 Z-score: 89.1 bits: 22.2 E(): 6
Smith-Waterman score: 49; 40.000% identity (40.000% ungapped) in 15 aa overlap
(20-34:69-83)

10 20 30
SYHTOH MVDPHLSATNL I CSSEKAKPTAQFFHRGRDHFG 1D
ALLERG NNQEFECAGVALSRLVLRRNALRRPFYSNAPQE IF1QQGRGYFGL I FPGCPSTYEEPAQQ
40 50 60 70 80 90

ALLERG GRRYQSQRPPRRLQEEDQSQQQQDSHQKVHRFNEGDL IAVPTGVAFWLYNDHDTDVVAVS
100 110 120 130 140 150

>>ALLERGEN_2012_2]gi |5712199]gb|AAD47382.1] glycinin [Ar (530 aa)

initn: 34 initl: 34 opt: 49 Z-score: 88.9 bits: 22.2 E(Q: 6.2
Smith-Waterman score: 49; 40.000% identity (40.000% ungapped) in 15 aa overlap
(20-34:89-103)

10 20 30
SYHTOH MVDPHLSATNL ICSSEKAKPTAQFFHRGRDHFGID
ALLERG NNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGL IFPGCPSTYEEPAQQ
60 70 80 90 100 110

ALLERG GRRYQSQRPPRRLQEEDQSQQQQDSHQKVHRFNEGDLIAVPTGVAFWLYNDHDTDVVAVS
120 130 140 150 160 170

>>ALLERGEN_2012_2]gi 199732457 |gb|ACH91862.1] arachin Ar (530 aa)

initn: 34 initl: 34 opt: 49 Z-score: 88.9 bits: 22.2 E(): 6.2
Smith-Waterman score: 49; 40.000% identity (40.000% ungapped) in 15 aa overlap
(20-34:89-103)

10 20 30
SYHTOH MVDPHLSATNL I CSSEKAKPTAQFFHRGRDHFG 1D
ALLERG NNQEFECAGVALSRLVLRRNALRRPFYSNAPQE IF1QQGRGYFGL I FPGCPSTYEEPAQQ
60 70 80 90 100 110
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ALLERG GRRYQSQRPPRRLQEEDQSQQQQDSHQKVHRFNEGDL IAVPTGVAFWLYNDHDTDVVAVS
120 130 140 150 160 170

>>ALLERGEN_2012_2]gi]21314465]gb]AAM46958_1]AF510854_1 a (538 aa)

initn: 34 initl: 34 opt: 49 Z-score: 88.8 bits: 22.2 E(Q: 6.2
Smith-Waterman score: 49; 40.000% identity (40.000% ungapped) in 15 aa overlap
(20-34:89-103)

10 20 30
SYHTOH MVDPHLSATNL ICSSEKAKPTAQFFHRGRDHFGID

60 70 80 90 100 110

ALLERG GRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAVPTGVAFWMYNDHDTDVVAVS
120 130 140 150 160 170

35 residues in 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34t11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.020 Display time: 0.000

Function used was FASTA [version 3.4tl1ll1l Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/._qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 40 aa
>SYHTOH2_1_13

vs /data/fasta/ALLERGEN_2012_2 library
searching /data/fasta/ALLERGEN_2012 2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 3.4130+/-0.00286; mu= 9.5190+/- 0.150
mean_var=41.7198+/-10.742, 0"s: 9 Z-trim: 9 B-trim: 0 in 0/43
Lambda= 0.1986

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16

Scan time: 0.020

The best scores are: opt bits E(1603
ALLERGEN_2012_2]gi]170722]gb]AAA34281.1] pre-alph ( 262) 56 22

ALLERGEN_2012_2]gi|473876]|gb]|AAAL17741.1] alpha-gl ( 287) 56 22
ALLERGEN_2012_2]gi|5381323|gb|AAD42943.1]AF091841 ( 148) 52 21
ALLERGEN_2012_2]gi]1170095|sp|P46419.1|GSTM1_DERP ( 219) 52 21
ALLERGEN_2012_2]gi|60920878]|gb]AAX37326.1] glutat ( 219) 52 21
ALLERGEN_2012_2]gi|105969543|gb|ABF81661.1] EXPB1 ( 99) 48 19

O~N~NOP_W
N1 0

>>ALLERGEN_2012_2]gi]170722]gb]AAA34281.1] pre-alpha-/be (262 aa)

initn: 28 initl: 28 opt: 56 Z-score: 92.5 bits: 22.1 E(Q: 3.8
Smith-Waterman score: 56; 30.000% identity (30.000% ungapped) in 30 aa overlap (2-
31:56-85)

10 20 30
SYHTOH MPLPTVVPKMDPHPRGASWKKKTFQPRLQSK

ALLERG PQLQPQNPSQQQPQEQVPLVQQQQFLGQQQ&%ﬁPQQ&YPéﬁéﬁFPééQPYLQLéﬁFLéPé
30 40 50 60 70 80
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40
SYHTOH WIDVISPLT

ALLERG LPYSQPQPFRPQQPYPQPQPQYSQPQQP 1SQQQRQQAQQQQRRQQQQQQQQTTQQTLQQQLI
90 100 110 120 130 140

>>ALLERGEN_2012_2|gi|473876]gb|AAAL17741.1] alpha-gliadin (287 aa)

initn: 28 initl: 28 opt: 56 Z-score: 92.1 bits: 22.1 EQ): 4.1
Smith-Waterman score: 56; 30.000% identity (30.000% ungapped) in 30 aa overlap (2-
31:56-85)

10 20 30
SYHTOH MPLPTVVPKMDPHPRGASWKKKTFQPRLQSK

ALLERG PQLQPQNPSQQQPQEQVPLVQQQQFLGQQQ&%ﬁPQQ&YPéﬁéﬁFPééQPYLQLéﬁFLéPé
30 40 50 60 70 80

40
SYHTOH WIDVISPLT

ALLERG LPYSQPQPFRPQQPYPQPQPQYSQPQQP 1SQQQRQQAQQQQRRQQQQQQQQTTQQTLQQQLI
90 100 110 120 130 140

>>ALLERGEN_2012_2]gi |5381323]gb]AAD42943.1]AF091841 1 2S (148 aa)

initn: 40 initl: 40 opt: 52 Z-score: 89.4 bits: 20.6 EQQ: 5.8
Smith-Waterman score: 52; 26.087% identity (26.087% ungapped) in 23 aa overlap
(11-33:36-58)

10 20 30 40
SYHTOH MPLPTVVPKMDPHPRGASWKKKTFQPRLQSKWIDVISPLT

ALLERG 1VLAVLFAAALVSASAHKTVVTTSVAEEGEEENQRGCEWESRQCQMRHCMOWMRSMRGQY
10 20 30 40 50 60

ALLERG EESFLRSAEANQGQFEHFRECCNELRDVKSHCRCEALRCMMRQMQQEYGMEQEMQQMQQM
70 80 90 100 110 120

>>ALLERGEN_2012_2]gi |1170095]|sp|P46419_1|GSTM1_DERPT Rec (219 aa)

initn: 39 initl: 39 opt: 52 Z-score: 87.3 bits: 20.8 E(QQ: 7.5
Smith-Waterman score: 52; 35.294% identity (41.379% ungapped) in 34 aa overlap (3-
32:182-214)

10 20
SYHTOH MPLPTVVPKMDPHPRGASWKKKTFQPRL----
ALLERG ANISYVDFNLYEYLCHVKVMVPEVFGQFENLKRYVERMESLPRVSDY IKKQ-QPKTFNAP
160 170 180 190 200 210
30 40

SYHTOH QSKWIDVISPLT

ALLERG TékWNASYA

>>ALLERGEN_2012_2]gi | 60920878 gb|AAX37326.1] glutathione (219 aa)
initn: 39 initl: 39 opt: 52 Z-score: 87.3 bits: 20.8 EQQ: 7.5

Smith-Waterman score: 52; 35.294% identity (41.379% ungapped) in 34 aa overlap (3-
32:182-214)
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10 20
SYHTOH MPLPTVVPKMDPHPRGASWKKKTFQPRL -~~~
ALLERG ANISYVDFYLYEYLCRVKVMVPEVFGQFENLKRYVERMESLPRVSDY IKKQ-QPKTFNAP
160 170 180 190 200 210
30 40
SYHTOH QSKWIDVISPLT
ALLERG TSKWNASYA
>>ALLERGEN_ 2012 2|gi | 105969543 gb|ABF81661.1] EXPB1O [Ze (99 aa)
initn: 35 initl: 35 opt: 48 Z-score: 85.3 bits: 19.3 EQQ: 9.7

Smith-Waterman score: 48; 42.857% identity (42.857% ungapped) in 14 aa overlap

(13-26:51-64)

10 20

SYHTOH MPLPTVVPKMDPHPRGASWKKKTFQPRLQSKWIDVISPLT

30

ALLERG ALLVKYVDGDGDIVAVDIKEKGSDTYEPLKHSWGAIWRKDSDKP IKGPITVRLTTEGGTK

30 40 50 60

ALLERG TVYDDVIPAEWKPNTAYTT
90

40 residues in 1 query sequences
367796 residues in 1603 library sequences
Scomplib [34tl11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012

Scan time: 0.020 Display time: 0.000

70

Function used was FASTA [version 3.4tll Apr 17, 2002]

FASTA searches a protein or DNA sequence data bank
version 3.4tl1ll1 Apr 17, 2002
Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 51 aa

>SYHTOH2_1_14
vs /data/fasta/ALLERGEN_2012_2 library
searching /data/fasta/ALLERGEN_2012 2 library

367796 residues in 1603 sequences

80

Expectation_n fit: rho(In(x))= 4.2069+/-0.00333; mu= 3.5577+/- 0.174

mean_var=45.1697+/-12.375, 0"s: 9 Z-trim: 9 B-trim: 49 in 1/42

Lambda= 0.1908

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2

join: 36, opt: 24, gap-pen: -12/-2, width: 16
Scan time: 0.020

The best scores are:

ALLERGEN_2012_2]gi|5381323|gb|AAD42943_1]AF091841
ALLERGEN_2012_2]gi 1405736 emb]CAA35188.1] trypsi
ALLERGEN_2012_2]gi]112754]sp|P04403.2]|2SS1_BEREX
ALLERGEN_2012_2]gi]19009]emb|CAA46705.1] CMe [Hor
ALLERGEN_2012_2]gi|549186]sp|P10737.3]VA53_DOLMA
ALLERGEN_2012_2]gi|6136165]|sp|P81657.1]VA5_VESMA
ALLERGEN_2012_ 2]gi]13183177|gb]AAK15089.1]AF24000
ALLERGEN_2012_2]gi|3287877|sp|P81402.1|NLTP1_PRUP
ALLERGEN_2012_2]gi|83754241|pdb]2B5S|B Chain B, C

Report Number: SSB-165-12
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585)
(¢ 91)
C 92)

AAAAAAAAAA

55
54
54
54
55
54
57
49
49

opt bits E(1603)

2.7
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ALLERGEN_2012_2|gi |54793477|gb|AAV40850.1] lipid ( 117) 49 20
ALLERGEN_2012_2|gi |313575718]gb]ADR66939.1] non-s ( 117) 49 20

il 7.1
il 7.1
ALLERGEN_2012_2|gi |1398916]dbj |BAA07712.1] allerg ( 157) 50 21 7.4
il 8.5

| 9.2

Q@ Q@

ALLERGEN_2012_2|gi|156778059|gb|ABU95411.1] Sin a ( 92) 47 20
ALLERGEN_2012_2|gi|119524036|gb|ABL77410.1] UA3-r (1096) 57 23

>>ALLERGEN_2012_2]gi | 5381323 gb|AAD42943.1|AF091841_1 2S (148 aa)

initn: 33 initl: 33 opt: 55 Z-score: 95.3 bits: 22.1 EQ): 2.7
Smith-Waterman score: 55; 37.931% identity (44.000% ungapped) in 29 aa overlap
(19-47:90-114)

10 20 30 40
SYHTOH MWWVWKGELFRVVQVHRGLREVTGSQAVCRCSEELRALHMT IVQTFGN
ALLERG SMRGQYEESFLRSAEANQGQFEHFRECCNELRDV---KSHCRC-EALRCMMRQMQQEYGM
60 70 80 90 100 110
50
SYHTOH KVS

ALLERG EQEMQQMQQMMQYLPRMCGMSYPTECRMRPIFA
120 130 140

>>ALLERGEN_2012_2]gi|1405736]emb|CAA35188.1] trypsin inh (144 aa)

initn: 42 initl: 42 opt: 54 Z-score: 93.9 bits: 21.8 EQQ: 3.2
Smith-Waterman score: 54; 39.130% identity (40.909% ungapped) in 23 aa overlap
(21-43:70-91)

10 20 30 40 50
SYHTOH MWWVWKGEL FRVVQVHRGLREVTGSQAVCRCSEELRALHMT IVQTFGNKY
ALLERG LRACRTYVWVSQICHQGPRLLTSDMKRRCCDELSAIPAYCRC-EALRI IMQGVVTWQGAFE
40 50 60 70 80 90
SYHTOH S

ALLERG GAYFKDSPNCPRERQTSYAANLVTPQECNLGTIHGSAYCPELQPAY
100 110 120 130 140

>>ALLERGEN_2012_2]gi]112754]sp|P04403.2]2SS1_BEREX RecNa (146 aa)

initn: 33 initl: 33 opt: 54 Z-score: 93.9 bits: 21.8 E(QQ: 3.2
Smith-Waterman score: 54; 37.500% identity (39.130% ungapped) in 24 aa overlap
(21-44:84-106)

10 20 30 40 50
SYHTOH MWWVYWKGELFRVVQVHRGLREVTGSQAVCRCSEELRALHMT IVQTFGNKV

ALLERG RMYMRQOMEESPYQTMPRRGMEPHMSECCEQLEGMDESCRC~EGLRMMMMRMQQEEMQPR
60 70 80 90 100 110

SYHTOH S

ALLERG GEQMRRMMRLAENIPSRCNLSPMRCPMGGSIAGF
120 130 140

>>ALLERGEN_2012_2]gi]19009]emb]CAA46705.1] CMe [Hordeum (148 aa)

initn: 42 initl: 42 opt: 54 Z-score: 93.8 bits: 21.8 E(Q: 3.3
Smith-Waterman score: 54; 39.130% identity (40.909% ungapped) in 23 aa overlap
(21-43:70-91)
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10 20 30 40 50

SYHTOH MWWVWKGEL FRVVQVHRGLREVTGSQAVCRCSEELRALHMT IVQTFGNKV

ALLERG LRACRTYVVSQICHQGPRLLTSDMKRRCCDELSAIPAYCRC—-EALR I IMQGVVTWQGAFE
40 50 60 70 80 90

SYHTOH S

ALLERG GAYFKDSPNCPRERQTSYAANLVTPQECNLGTIHGSAYCPELQPGYGVVL
100 110 120 130 140

>>ALLERGEN_2012_2]gi|549186]sp|P10737.3|VA53_DOLMA RecNa (215 aa)

initn: 41 initl: 41 opt: 55 Z-score: 92.9 bits: 22.2 EQQ: 3.7
Smith-Waterman score: 55; 28.261% identity (30.233% ungapped) in 46 aa overlap (4-
48:88-131)

10 20 30
SYHTOH MWWVWKGELFRVVQVHRGLREVTGSQAVCRCSE
ALLERG HNQFRQKVAKGLETRGNPGPQPPAKNMNVLVWNDELAKTAQTWANQCSFGHDQ--CRNTE
60 70 80 90 100 110
40 50

SYHTOH ELRA-LHMTIVQTFGNKVS
ALLERG KYQVGQNVAIASTTGNSYATMSKL IEMWENEVKDFNPKKGTMGDNNFSKVGHYTQMVWGK
120 130 140 150 160 170

>>ALLERGEN_2012_2]gi |6136165]sp|P81657.1]VA5_VESMA RecNa (202 aa)

initn: 44 initl: 44 opt: 54 Z-score: 91.8 bits: 21.9 EQQ: 4.2
Smith-Waterman score: 54; 37.037% identity (40.000% ungapped) in 27 aa overlap (4-
30:78-102)

10 20 30
SYHTOH MWW\VWKGEL FRVVQVHRGLREVTGSQAVCRCSE
ALLERG HNEFRQKVARGLETRGKPGPQPPAKSMNTLVWNDELAQ I AQVWAG—-—-QCDYGHDVCRNTA
50 60 70 80 90 100
40 50

SYHTOH ELRALHMTIVQTFGNKVS

ALLERG KYSVGQNIAENGSTAASFASVSNMVQMWADEVKNYQYGSTKNKLIEVGHYTQMVWAKTKE
110 120 130 140 150 160

>>ALLERGEN_2012_2]gi]13183177]gb]AAK15089.1]AF240006_1 7 (585 aa)

initn: 32 initl: 32 opt: 57 Z-score: 89.6 bits: 23.0 E(QQ: 5.6
Smith-Waterman score: 57; 34.286% identity (37.500% ungapped) in 35 aa overlap (3-
34:80-114)

10 20
SYHTOH MWWVWKGEL FRVVQVHRGLREVTGSQ-AVC——
ALLERG ACIQACKEY IRQKHQGEHGRGGGD I LEEEVWNRKSP I ERLRECSRGCEQQHGEQREECLR
50 60 70 80 90 100
30 40 50

SYHTOH RCSEELRALHMTIVQTFGNKVS

ALLERG RCQEEYQREKGRQDDDNPTDPEKQYQQCRLQCRRQGEGGGFSREHCERRREEKYREQQGR
110 120 130 140 150 160
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>>ALLERGEN_2012_2|gi|3287877]sp|P81402.1|NLTP1_PRUPE Rec (91 aa)

initn: 46 initl: 46 opt: 49 Z-score: 89.4 bits: 20.3 E(): 5.8
Smith-Waterman score: 49; 38.889% identity (38.889% ungapped) in 18 aa overlap
(20-37:39-56)

10 20 30 40
SYHTOH MWWVWKGEL FRVVQVHRGLREVTGSQAVCRCSEELRALHMT IVQTFGNK
ALLERG ALAPCIPYVRGGGAVPPACCNG IRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAA
10 20 30 40 50 60
50
SYHTOH VS

ALLERG LPGKCGVHIPYKISASTNCATVK
70 80 90

>>ALLERGEN_2012_2]gi|83754241]pdb]2B5S]B Chain B, Crysta (92 aa)

initn: 46 initl: 46 opt: 49 Z-score: 89.3 bits: 20.3 E(): 5.8
Smith-Waterman score: 49; 38.889% identity (38.889% ungapped) in 18 aa overlap
(20-37:40-57)

10 20 30 40
SYHTOH MWWVWKGELFRVVQVHRGLREVTGSQAVCRCSEELRALHMT IVQTFGNK
ALLERG SLAPCIPYVRGGGAVPPACCNG IRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAA
10 20 30 40 50 60
50
SYHTOH VS

ALLERG LPGKCGVSIPYKISASTNCATVK
70 80 90

>>ALLERGEN_2012_2|gi|54793477]|gb|AAV40850.1] lipid trans (117 aa)

initn: 46 initl: 46 opt: 49 Z-score: 87.8 bits: 20.4 EQQ: 7.1
Smith-Waterman score: 49; 38.889% identity (38.889% ungapped) in 18 aa overlap
(20-37:65-82)

10 20 30 40
SYHTOH MWWVWKGELFRVVQVHRGLREVTGSQAVCRCSEELRALHMT IVQTFGNK
ALLERG SLAPCIPYVRGGGAVPPACCNG I RNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAA
40 50 60 70 80 90
50
SYHTOH VS

ALLERG LPGKCGVSIPYKISASTNCATVK
100 110

>>ALLERGEN_2012_2]gi 313575718 gb|ADR66939.1] non-specif (117 aa)

initn: 46 initl: 46 opt: 49 Z-score: 87.8 bits: 20.4 EQQ: 7.1
Smith-Waterman score: 49; 38.889% identity (38.889% ungapped) in 18 aa overlap
(20-37:65-82)

10 20 30 40

SYHTOH MWWVWKGELFRVVQVHRGLREVTGSQAVCRCSEELRALHMT IVQTFGNK

ALLERG SLAPCIPYVRGGGAVPPACCNG IRNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAA
40 50 60 70 80 90
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50
SYHTOH VS

ALLERG LPGKCGVSIPYKISASTNCATVK
100 110

>>ALLERGEN_2012_2]gi]1398916]dbj |BAA07712.1] allergenic (157 aa)

initn: 33 initl: 33 opt: 50 Z-score: 87.5 bits: 20.7 EQQ: 7.4
Smith-Waterman score: 50; 45.000% identity (50.000% ungapped) in 20 aa overlap
(14-31:72-91)

10 20 30 40
SYHTOH MWWVWKGELFRVVQVHRGL-REVTG-SQAVCRCSEELRALHMT
ALLERG QPGIGYPTYPLPRCRAFVKRQCVAPGTLDEQVRRGCCRQLAGIDSSWCRCDALNHMLRI I
50 60 70 80 90 100
50

SYHTOH 1VQTFGNKVS

ALLERG YREERAADAGHPMAEVFRGCRRGD IERAAASLPAFCNVDIPNGVGGVCYWLPGTGY
110 120 130 140 150

>>ALLERGEN_2012_2]gi |156778059|gb|ABU95411.1] Sin a 3 al (92 aa)

initn: 47 initl: 47 opt: 47 Z-score: 86.3 bits: 19.8 E(QQ: 8.5
Smith-Waterman score: 47; 30.769% identity (30.769% ungapped) in 26 aa overlap (6-
31:26-51)

10 20 30 40
SYHTOH MWWVWKGEL FRVVQVHRGLREVTGSQAVCRCSEELRALHM
ALLERG ALSCGTVNSNLAACIGYLTQNAPLPKGCCTGVTNLNNMARTTPDRQQACRCLVGAANSFP

10 20 30 40 50 60
50

SYHTOH TIVQTFGNKVS

ALLERG SLNAARAAALPKACGVNIPYKISKSTNCNSVR
70 80 90

>>ALLERGEN_2012_2]gi]119524036]gb]ABL77410.1] UA3-recogn (1096 aa)

initn: 53 initl: 53 opt: 57 Z-score: 85.7 bits: 23.2 E(QQ: 9.2
Smith-Waterman score: 57; 37.931% identity (37.931% ungapped) in 29 aa overlap
(13-41:1019-1047)

10 20 30 40
SYHTOH MWWVWKGEL FRVVQVHRGLREVTGSQAVCRCSEELRALHMT I
ALLERG VIGSCVLYHPPSQCDOWVQQCATALQTSAGVTVAGGYRQLSPPMAVCVASODLMTRCMTR
990 1000 1010 1020 1030 1040
50

SYHTOH VQTFGNKVS

ALLERG LGQGTCQQAVKNCKRRFNTPSSRLPGRLWSLSSEL INCLYRPVNRASN
1050 1060 1070 1080 1090

51 residues in 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34t11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
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Scan time: 0.020 Display time: 0.010

Function used was FASTA [version 3.4tll Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 81 aa
>SYHTOH2_1_15

vs /data/fasta/ALLERGEN_2012_2 library

searching /data/fasta/ALLERGEN_2012_2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 4.2668+/-0.00397; mu= 8.6816+/- 0.211
mean_var=62.5117+/-17.766, 0"s: 3 Z-trim: 3 B-trim: 200 in 1/43
Lambda= 0.1622

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16

Scan time: 0.040

The best scores are: opt bits E(1603)

ALLERGEN_2012_2|gi |22684]emb|CAA50325.1] major al ( 160) 74 25  0.76
ALLERGEN_2012_2|gi | 584968|sp|Q08407.3|MPAC1_CORAV ( 160) 74 25  0.76
ALLERGEN_2012_2|gi |1346568|sp|P49372.1]ALL1_APIGR ( 154) 70 24 1.4
ALLERGEN_2012_2|gi | 291482314 |emb|CBK62697.1] ragw ( 96) 64 22 2.7
ALLERGEN_2012_2|gi |291482316]emb|CBK62698.1] ragw ( 110) 64 22 3
ALLERGEN_2012_2|gi |291482318|emb|CBK62699.1] ragw ( 116) 64 22 3.1
ALLERGEN_2012_2|gi|291482310|emb|CBK62695.1] ragw ( 134) 64 22 3.4
ALLERGEN_2012_2|gi | 291482306 |emb |CBK62693.1] ragw ( 111) 63 22 3.5
ALLERGEN_2012_2|gi |291482308|emb|CBK62694.1] ragw ( 140) 63 22 4.1
ALLERGEN_2012_2|gi | 8928058 sp]004298.1]DAUL_DAUCA ( 154) 63 22 4.4
ALLERGEN_2012_2|gi|2154734|emb|CABO3716.1] major ( 154) 63 22 4.4
ALLERGEN_2012_2|gi |291197394]emb|CBK52317.1] ragw ( 164) 63 22 4.6
ALLERGEN_2012_2|gi | 285005079 |emb|CBJ24286.1] ragw ( 164) 63 22 4.6
ALLERGEN_2012_2|gi |30316292|sp|Q9FSG7.1]TP1A MALD ( 246) 63 22 6.1
ALLERGEN_2012_2|gi |1545895|emb|CAB02216.1] pollen ( 161) 61 22 6.2
ALLERGEN_2012_2|gi | 14422361]emb|CAC41634.1] plant ( 131) 58 21 8.8
ALLERGEN_2012_2|gi |14422363|emb|CAC41635.1] plant ( 131) 58 21 8.8
ALLERGEN_2012_2|gi|190613903|gb|ACE80955.1] putat ( 242) 60 22 9.7

>>ALLERGEN_2012_2]gi|22684]emb|CAA50325.1] major allerge (160 aa)

initn: 71 initl: 71 opt: 74 Z-score: 105.2 bits: 24.7 E(QQ: 0.76
Smith-Waterman score: 74; 40.625% identity (41.935% ungapped) in 32 aa overlap (2-
33:81-111)

10 20 30
SYHTOH MTFQQRV I SGNLLGFHCPAICHF IVKIVEKE
ALLERG PGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTVI EGOVLGDKLEKVCHEL K1 VAAP
60 70 80 90 100
40 50 60 70 80

SYHTOH GGSYKCHHCDKGKAIVEDASADSGPKDGPPPTRSIVEKEDVPTTSSKQVD

ALLERG éééSlLKISSKFHAKGDHEINAEEIKGAKEMAEKLLRAVETYLLAHSAEYN
110 120 130 140 150 160

>>ALLERGEN_2012_2]gi |584968]sp| Q08407 .3|MPAC1_CORAV RecN (160 aa)

initn: 71 initl: 71 opt: 74 Z-score: 105.2 bits: 24.7 EQQ: 0.76
Smith-Waterman score: 74; 40.625% identity (41.935% ungapped) in 32 aa overlap (2-
33:81-111)
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10 20 30

SYHTOH MTEQQRV I SGNLLGFHCPA I CHF IVK I VEKE
ALLERG PGTIKNITFGEGSRYKYVKERVDEVDNTNFTYSYTV IEGDVLGDKLEKVCHEL —K IVAAP
60 70 80 90 100
40 50 60 70 80

SYHTOH GGSYKCHHCDKGKAIVEDASADSGPKDGPPPTRSIVEKEDVPTTSSKQVD

ALLERG GGGSILKISSKFHAKGDHE INAEEMKGAKEMAEKLLRAVETYLLAHSAEYN
110 120 130 140 150 160

>>ALLERGEN_2012_2]gi 1346568 sp|P49372.1|ALL1_APIGR RecN (154 aa)

initn: 60 initl: 60 opt: 70 Z-score: 100.4 bits: 23.8 EQ: 1.4
Smith-Waterman score: 70; 35.185% identity (40.426% ungapped) in 54 aa overlap (1-
49:79-130)

10 20
SYHTOH MTFQQRVISGN-LLGFHCPAICHFIVKIVE
ALLERG GPGTLKIITLPDGGPITTMTLRIDGVNKEAL%#bYSQibébILLéﬁ—lEéiENHQQLQPT
50 60 70 80 90 100
30 40 50 60 70 80

SYHTOH KEGGSYKCHHC----DKGKAIVEDASADSGPKDGPPPTRSIVEKEDVPTTSSKQVD

ALLERG ADGGSI—ékTTAIFHTkéDAVVPéENIKYANEQNTALFKALEAYLIAN
110 120 130 140 150

>>ALLERGEN_2012_2]gi]291482314|emb|CBK62697.1] ragweed h (96 aa)

initn: 53 initl: 53 opt: 64 Z-score: 95.3 bits: 22.1 EQQ: 2.7
Smith-Waterman score: 64; 28.947% identity (29.730% ungapped) in 38 aa overlap
(26-62:24-61)

10 20 30 40 50
SYHTOH MTFQQRVISGNLLGFHCPAICHFIVKIVEKEGGSY-KCHHCDKGKAIVEDASADSGPKDG

ALLERG KLCEKPSVTWSGNKVKQTDKCDKRCIéWEGAKHGACHKRbSKASCFCYFDCbPTKNPé
10 20 30 40 50

60 70 80
SYHTOH PPPTRSIVEKEDVPTTSSKQVD

ALLERG PPPGAPKGKAPAPSPPSGGGAPPPSGGEGGGDGGGGRR
60 70 80 90

>>ALLERGEN_2012_2]gi]291482316]emb|CBK62698.1] ragweed h (110 aa)

initn: 53 initl: 53 opt: 64 Z-score: 94.6 bits: 22.2 EQ): 3
Smith-Waterman score: 64; 28.947% identity (29.730% ungapped) in 38 aa overlap
(26-62:45-82)

10 20 30 40 50
SYHTOH MTFQQRV I SGNLLGFHCPA I CHF IVK I VEKEGGSY ~KCHHCDKGKAI VEDASADS
ALLERG 1ASVKGKLCEKPSVTWSGKCKVKQTDKCDKRC I EWEGAKHGACHKRDSKASCFCYFDCDP
20 30 40 50 60 70
60 70 80

SYHTOH GPKDGPPPTRSIVEKEDVPTTSSKQVD

ALLERG TKNPGPPPGAPKGKAPAPSPPSGGGGEGGGEGGGER
80 90 100 110
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>>ALLERGEN_2012_2]gi 291482318 emb|CBK62699.1] ragweed h (116 aa)

initn: 53 initl: 53 opt: 64 Z-score: 94.3 bits: 22.2 E(): 3.1
Smith-Waterman score: 64; 28.947% identity (29.730% ungapped) in 38 aa overlap
(26-62:45-82)

10 20 30 40 50
SYHTOH MTEQQRV 1 SGNLLGFHCPAICHF IVK 1 VEKEGGSY~KCHHCDKGKA I VEDASADS
ALLERG 1ASVKGKLCEKPSVTWSGKCKVKQTDKCDKRC I EWEGAKHGACHKRDSKASCFCYFDCDP
20 30 40 50 60 70
60 70 80

SYHTOH GPKDGPPPTRSIVEKEDVPTTSSKQVD

ALLERG TKNPGPPPGAPKGKVVKEVVVEGGGEGGGGGEGGGGEGGGER
80 90 100 110

>>ALLERGEN_2012_2]gi]291482310]|emb|CBK62695.1] ragweed h (134 aa)

initn: 53 initl: 53 opt: 64 Z-score: 93.5 bits: 22.3 E(): 3.4
Smith-Waterman score: 64; 28.947% identity (29.730% ungapped) in 38 aa overlap
(26-62:25-62)

10 20 30 40 50
SYHTOH MTFQQRVISGNLLGFHCPAICHFIVKIVEKEGGSY-KCHHCDKGKAIVEDASADSGPKDG

ALLERG KLCEKPSVTWSGKCKVKQTDKCDKRC I EWEGAKHGACHKRDSKASCECYFDCDPTKNPG
10 20 30 40 50

60 70 80
SYHTOH PPPTRSIVEKEDVPTTSSKQVD

ALLERG PPPGAPKGKAPAPSPPSGGGAPPPSGGEGGGDGGGEGGGEGGGGGEGGGEGGGGGEGGGE
60 70 80 90 100 110

>>ALLERGEN_2012_2]gi 291482306 emb]|CBK62693.1] ragweed h (111 aa)

initn: 52 initl: 52 opt: 63 Z-score: 93.3 bits: 22.0 E(QQ: 3.5
Smith-Waterman score: 63; 28.947% identity (29.730% ungapped) in 38 aa overlap
(26-62:45-82)

10 20 30 40 50
SYHTOH MTEQQRV I SGNLLGFHCPA I CHE IVK I VEKEGGSY ~KCHHCDKGKA I VEDASADS
ALLERG 1ASVKGKLCEKPSLTWSGKCKVKQTDKCDKRC I EWEGAKHGACHKRDSKATCFCYFDCDP
20 30 40 50 60 70
60 70 80

SYHTOH GPKDGPPPTRSIVEKEDVPTTSSKQVD

ALLERG TKNPGPPPGAPKGKAPAPSPPSGGGAPPPSGGEGGER
80 90 100 110

>>ALLERGEN_2012_2]gi 291482308 emb|CBK62694.1] ragweed h (140 aa)

initn: 52 initl: 52 opt: 63 Z-score: 92.0 bits: 22.1 EQ: 4.1
Smith-Waterman score: 63; 28.947% identity (29.730% ungapped) in 38 aa overlap
(26-62:25-62)

10 20 30 40 50
SYHTOH MTFQQRVISGNLLGFHCPAICHF IVK IVEKEGGSY-KCHHCDKGKA IVEDASADSGPKDG
ALLERG KLCEKPSLTWSGKCKVKQTDKCDKRC I EWEGAKHGACHKRDSKATCECYFDCDPTKNPG
10 20 30 40 50
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60 70 80
SYHTOH PPPTRSIVEKEDVPTTSSKQVD

ALLERG PPPGAPKGKAPAPSPPSGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGDGGGEGGGE
60 70 80 90 100 110

>>ALLERGEN_2012_2]gi | 8928058 sp]004298.1]DAU1_DAUCA RecN (154 aa)

initn: 26 initl: 26 opt: 63 Z-score: 91.5 bits: 22.1 EQ): 4.4
Smith-Waterman score: 63; 33.333% identity (38.298% ungapped) in 54 aa overlap (1-
49:79-130)

10 20
SYHTOH MTFQQRVISGN-LLGFHCPAICHFIVKIVE
ALLERG GAGTVRIITLPEGSPITSMTVRTDAVNKEAL%QbéTQi6é6|LLé&IESIETALQQ—QPT
50 60 70 80 90 100
30 40 50 60 70 80

SYHTOH KEGGSY----KCHHCDKGKAT1VEDASADSGPKDGPPPTRSIVEKEDVPTTSSKQVD

ALLERG ADGGSITKTTAIFHT-KGDAVVPEENIKFADAQNTALFKATEAYLIAN
110 120 130 140 150

>>ALLERGEN_2012_2]gi|2154734]emb|CABO3716.1] major aller (154 aa)

initn: 26 initl: 26 opt: 63 Z-score: 91.5 bits: 22.1 EQ: 4.4
Smith-Waterman score: 63; 33.333% identity (38.298% ungapped) in 54 aa overlap (1-
49:79-130)

10 20
SYHTOH MTFQQRV 1 SGN-LLGFHCPA I CHFIVK IVE
ALLERG GAGTVRIITLPEGSP ITSMTVRTDAVNKEALTYDSTVIDGDILLGEIESIETHLVW-VPT
50 60 70 80 90 100
30 40 50 60 70 80

SYHTOH KEGGSY----KCHHCDKGKA1VEDASADSGPKDGPPPTRSIVEKEDVPTTSSKQVD

ALLERG ADGGSITKTTAIFAT—kéDAVVPEENIKFADEQNTALFKAIEAYLIAN
110 120 130 140 150

>>ALLERGEN_2012_2]gi]291197394]emb|CBK52317.1] ragweed h (164 aa)

initn: 52 initl: 52 opt: 63 Z-score: 91.2 bits: 22.1 EQQ: 4.6
Smith-Waterman score: 63; 28.947% identity (29.730% ungapped) in 38 aa overlap
(26-62:45-82)

10 20 30 40 50
SYHTOH MTEQQRV I SGNLLGFHCPA I CHE IVK I VEKEGGSY ~KCHHCDKGKAI VEDASADS
ALLERG 1ASVKGKLCEKPSVTWSGKCKVKQTDKCDKRC I EWEGAKHGACHKRDSKATCFCYFDCDP

20 30 40 50 60 70
60 70 80

SYHTOH GPKDGPPPTRSIVEKEDVPTTSSKQVD

ALLERG TKNPGPPPGAPKGKAPAPSPPSGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGG
80 90 100 110 120 130

>>ALLERGEN_2012_2]gi|285005079]|emb|CBJ24286.1] ragweed h (164 aa)

initn: 52 initl: 52 opt: 63 Z-score: 91.2 bits: 22.1 E(): 4.6
Smith-Waterman score: 63; 28.947% identity (29.730% ungapped) in 38 aa overlap
(26-62:45-82)

10 20 30 40 50
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SYHTOH MTFQQRV I SGNLLGFHCPAICHF 1VK IVEKEGGSY~KCHHCDKGKATVEDASADS
ALLERG 1ASVKGKLCEKPSLTWSGKCKVKQTDKCDKRC I EWEGAKHGACHKRDSKATCFCYFDCDP
20 30 40 50 60 70

60 70 80
SYHTOH GPKDGPPPTRSIVEKEDVPTTSSKQVD

ALLERG TKNPGPPPGAPKGKAPAPSPPSGGGAPPPSGGEGGDGPPPPEGGEGGGDGGGEGGGEGGG
80 90 100 110 120 130

>>ALLERGEN_2012_2]gi |30316292|sp|Q9FSG7.1|TP1A_MALDO Rec (246 aa)

initn: 36 initl: 36 opt: 63 Z-score: 89.0 bits: 22.3 E(Q: 6.1
Smith-Waterman score: 63; 21.127% identity (23.077% ungapped) in 71 aa overlap
(17-81:156-226)

10 20 30 40
SYHTOH MTEQQRV I SGNLLGFHCPA———~— I CHF 1VK I VEKEGGSYKCHH—-CD
ALLERG DYYDVSLVDGFNLPMSVAPQGGTGECKPSSCPANVNKVCPAPLOVKAADGSVY ISCKSACL
130 140 150 160 170 180
50 60 70 80

SYHTOH K-GKAIVEDASADSGPKDGPPPTRSIVEKEDVPTTSSKQVD

ALLERG AFGDSKYCCTPPNNTPETCPPTEYSE IFEKQCPQAYSYAYDDKNSTFTCSGGPDYVITFC
190 200 210 220 230 240

ALLERG P

>>ALLERGEN_2012_2]gi |1545895]emb|CAB02216.1] pollen alle (161 aa)

initn: 61 initl: 61 opt: 61 Z-score: 88.7 bits: 21.7 E(QQ: 6.2
Smith-Waterman score: 61; 31.250% identity (31.250% ungapped) in 32 aa overlap (3-
34:82-113)

10 20 30

SYHTOH MTEQQRV I SGNLLGFHCPA I CHE IVK IVEKEG

ALLERG GTIKKITESEGSPVKYVKERVEEVDHTNFKYSYTV1EGGFVGDKVEK ICNE 1K 1VAAPDG
60 70 80 90 100 110
40 50 60 70 80

SYHTOH GSYKCHHCDKGKAIVEDASADSGPKDGPPPTRSIVEKEDVPTTSSKQVD
ALLERG éélLKITSKYHTKGDHEVPAEHIKGGKERVEGLLKPVEAYLLAHTAEYNN
120 130 140 150 160

>>ALLERGEN_2012_2]gi]14422361]emb]CAC41634.1] plantain p (131 aa)

initn: 27 initl: 27 opt: 58 Z-score: 86.1 bits: 20.9 E(Q: 8.8
Smith-Waterman score: 58; 25.000% identity (28.571% ungapped) in 48 aa overlap
(16-59:16-61)

10 20 30 40 50
SYHTOH MTFQQRVISGNLLGFHCPAICH---FIVKIVEKEGGSYKCHHC-DKGKAIVEDASADSGP
ALLERG TQTSHPAKFHVEGEVYC-NVCHSRNL INELSERMAGAQVQLDCKDDSKKVIYSIGGETG-
10 20 30 40 50
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60 70 80
SYHTOH KDGPPPTRSIVEKEDVPTTSSKQVD
ALLERG QbéVYRLPVVGYHEDCEIKLVKSSRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKTRHVK
60 70 80 90 100 110

>>ALLERGEN_2012_2|gi 14422363 emb]|CAC41635.1] plantain p (131 aa)

initn: 27 initl: 27 opt: 58 Z-score: 86.1 bits: 20.9 E(): 8.8
Smith-Waterman score: 58; 25.000% identity (28.571% ungapped) in 48 aa overlap
(16-59:16-61)

10 20 30 40 50
SYHTOH MTFQQRVISGNLLGFHCPAICH---FIVKIVEKEGGSYKCHHC-DKGKAITVEDASADSGP

ALLERG TQTSHPAKFHVEGEVYC-NVCHSRNL INELSERMAGAQVQLDCKDDSKKVIYSIGGETG-
10 20 30 40 50

60 70 80
SYHTOH KDGPPPTRSIVEKEDVPTTSSKQVD

ALLERG QDGVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGT IQTSKVDLSKNTTITEKTRHVK
60 70 80 90 100 110

>>ALLERGEN_2012_2]gi 190613903 gb|ACE80955.1] putative a (242 aa)

initn: 44 initl: 44 opt: 60 Z-score: 85.3 bits: 21.6 EQQ: 9.7
Smith-Waterman score: 60; 37.500% identity (44.444% ungapped) in 32 aa overlap
(36-62:76-107)

10 20 30 40 50 60
SYHTOH RVISGNLLGFHCPAICHFIVKIVEKEGGSYKCHHCDKGKAIVEDASADSGP----- KDGP

ALLERG LSTTGFELASQASFQLDTPVPWSGRFWARTRCSTDASGKFVCETADCDSGQLMCNGKTGI
50 60 70 80 90 100

70 80
SYHTOH PPTRSIVEKEDVPTTSSKQVD

ALLERG PPATLAEFTIAAGGGQDFYDVSLVDGFNLPMSVTPQGGTGTCKMGSCAANVNLVCPSELQ
110 120 130 140 150 160

81 residues iIn 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34t11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.040 Display time: 0.010

Function used was FASTA [version 3.4tl1l1 Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 183 aa
>SYHTOH2_1_16

vs /data/fasta/ALLERGEN_2012_2 library

searching /data/fasta/ALLERGEN_2012_2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 4.0748+/-0.00364; mu= 12.2148+/- 0.190
mean_var=60.0372+/-15.922, 0"s: 3 Z-trim: 4 B-trim: O in 0/44
Lambda= 0.1655
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FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16
Scan time: 0.070
The best scores are: opt bits E(1603)
ALLERGEN_2012_2]gi 5059162 gb]|AAD38942_1]AF144060 496) 87 29 0.25
ALLERGEN_2012_2|gi|21748153]emb|CAD38167.1] putat 124) 73 25
ALLERGEN_2012_2]gi|89892723|gb]ABD79095.1] Zea m 252) 71 25
ALLERGEN_2012_2]gi|89892721|gb]ABD79094.1] Zea m 263) 71 25
ALLERGEN_2012_2]gi 115502167 |sp]Q1ZYQ8.2]EXB10_MA 270) 71 25
ALLERGEN_2012_2|gi | 105969545|gb|ABF81662.1] EXPB1 269) 69 25
ALLERGEN_2012_2]gi]115502168|sp|POC1Y5.1]EXB11_MA 269) 69 25
ALLERGEN_2012_2]gi]|18615]emb]|CAA26723.1] unnamed 495) 71 25
ALLERGEN_2012_2]gi]18635]emb]CAA33215.1] glycinin ( 495) 69 25
ALLERGEN_2012_ 2]gi 18652047 |gb]AAL76932_1]|AF45648 ( 154) 64 23
ALLERGEN_2012_2]gi |2266625]emb]|CAB10765.1] group ( 264) 63 23

o
O
©

AAAAAAAAAA
oo P

AR WWWNNN
OFRP OUONNWWN

>>ALLERGEN_2012_2]gi 5059162 gb]AAD38942_.1]AF144060_1 al (496 aa)

initn: 50 initl: 50 opt: 87 Z-score: 113.9 bits: 29.1 E(QQ: 0.25
Smith-Waterman score: 92; 26.364% identity (31.868% ungapped) in 110 aa overlap
(23-132:178-268)

10 20 30 40 50
SYHTOH MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLER

150 160 170 180 190 200

60 70 80 90 100 110
SYHTOH LQDRYPWLVAEVEGVVAG I AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK
ALLERG 1YSRLHNLNKEFF----m e P———~ENSQPFIYHETIYYGGN----GINSNEYTSLGR
210 220 230 240

120 130 140 150 160 170
SYHTOH SMEAQGEKSVVAV IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPA
ALLERG 1 1EFREYKEITNVFR-GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGEN
250 260 270 280 290 300

>>ALLERGEN_2012_2]gi]21748153]emb]CAD38167.1] putative n (124 aa)

initn: 70 initl: 70 opt: 73 Z-score: 103.1 bits: 25.1 EQQ: 0.99
Smith-Waterman score: 73; 33.333% identity (34.146% ungapped) in 42 aa overlap
(92-132:16-57)

70 80 90 100 110 120

SYHTOH AEVEGVVAG IAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS

ALLERG MSDFNA IAQOFVEFYYKTFDGNRAGLGAL YKEHSMLTFEAQGTQ
10 20 30 40

130 140 150 160 170 180

SYHTOH VVAVI-GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV
ALLERG SAAIVEKLQNLPFQEIQHRTDTVDAQPSADDG I LVLVTGALLLGGESKPMSFTQAFQLKN
50 60 70 80 90 100

>>ALLERGEN_2012_2]gi]89892723]|gb]ABD79095.1] Zea m 1 all (252 aa)

initn: 71 initl: 71 opt: 71 Z-score: 96.8 bits: 25.0 EQQ: 2.2
Smith-Waterman score: 71; 30.189% identity (30.189% ungapped) in 53 aa overlap
(100-152:81-133)
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70 80 90 100 110 120
SYHTOH GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP
ALLERG NGGGCGYKDVNKPPFNSMGACGN IP I FKDGLGCGSCFE IKCDKPVECSGKPVVVH I TDMN
60 70 80 90 100 110

130 140 150 160 170 180
SYHTOH NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI

ALLERG YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAG I IDMQFRRVKCKYDSKVTFHLEKGCGPN
120 130 140 150 160 170

>>ALLERGEN_2012_2]gi|89892721|gb|ABD79094.1] Zea m 1 all (263 aa)

initn: 71 initl: 71 opt: 71 Z-score: 96.6 bits: 25.0 EQQ: 2.3
Smith-Waterman score: 71; 30.189% identity (30.189% ungapped) in 53 aa overlap
(100-152:92-144)

70 80 90 100 110 120
SYHTOH GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP

ALLERG NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFE IKCDKPVECSGKPVVVHITDMN
70 80 90 100 110 120

130 140 150 160 170 180
SYHTOH NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI

ALLERG YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAG I 1DMQFRRVKCKFGSKVSFHLEKGCGPN
130 140 150 160 170 180

>>ALLERGEN_2012_2]gi |115502167|sp|Q1ZYQ8.2|EXB10_MAIZE R (270 aa)

initn: 71 initl: 71 opt: 71 Z-score: 96.4 bits: 25.0 EQQ: 2.3
Smith-Waterman score: 71; 30.189% identity (30.189% ungapped) in 53 aa overlap
(100-152:99-151)

70 80 90 100 110 120
SYHTOH GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP

ALLERG NGGGCGYKDVNKPPFENSMGACGN IP I FKDGLGCGSCFE IKCDKPVECSGKPVVVH I TDMN
70 80 90 100 110 120

130 140 150 160 170 180
SYHTOH NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI
ALLERG YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGI IDMQFRRVKCKYDSKVTFHLEKGCGPN
130 140 150 160 170 180

>>ALLERGEN_2012_2]gi]105969545]gb]ABF81662.1] EXPB10 [Ze (269 aa)

initn: 94 initl: 69 opt: 69 Z-score: 93.9 bits: 24.5 E(QQ: 3.2
Smith-Waterman score: 69; 30.189% identity (30.189% ungapped) in 53 aa overlap
(100-152:98-150)

70 80 90 100 110 120
SYHTOH GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP
ALLERG NGGGCGYKDVNKAPFNSMGACGNVP I FKDGLGCGSCFE IKCDKPAECSGKPVVVY ITDMN

70 80 90 100 110 120

130 140 150 160 170 180
SYHTOH NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI
ALLERG YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAG I IDMQFRRVKCKYGSKVTFHLEKGCNPN
130 140 150 160 170 180
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>>ALLERGEN_2012_2]gi]115502168|sp|POC1Y5.1]EXB11_MAIZE R (269 aa)

initn: 94 initl: 69 opt: 69 Z-score: 93.9 bits: 24.5 E(): 3.2
Smith-Waterman score: 69; 30.189% identity (30.189% ungapped) in 53
(100-152:98-150)

70 80 90 100 110 120
SYHTOH GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP

ALLERG NGGGCGYKDVNKAPFNSMGACGNVP I FKDGLGCGSCFE IKCDKPAECSGKPVVVY ITDMN
70 80 90 100 110 120

130 140 150 160 170 180
SYHTOH NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI

ALLERG YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAG I IDMQFRRVKCKYGSKVTFHLEKGCNPN
130 140 150 160 170 180

>>ALLERGEN_2012_2]gi|18615]emb|CAA26723.1] unnamed prote (495 aa)

initn: 41 initl: 41 opt: 71 Z-score: 93.2 bits: 25.3 E()Q: 3.5
Smith-Waterman score: 71; 25.843% identity (29.114% ungapped) in 89
(39-118:113-200)

10 20 30 40 50 60
SYHTOH EIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV

ALLERG SYTNGPOQE 1Y 1QQGKGIFGMIYPGCSSTFEEPQQPQORGQS-SRPODRHQK I YNSREGDL

90 100 110 120 130 140
70 80 90 100 110
SYHTOH AGIAYAGPWKARNAYDWTVESTVYV---SHRHQ-~~~-~— RLGLGSTLYTHLLKSMEAQGF
ALLERG IAVPTGVAWWMYNNEDTPVVAVS I IDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG
150 160 170 180 190 200
120 130 140 150 160 170

SYHTOH KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP

ALLERG HQSQKGKHQQEEENEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGG
210 220 230 240 250 260

>>ALLERGEN_2012 2]gi]18635]emb|CAA33215.1] glycinin subu (495 aa)

initn: 41 initl: 41 opt: 69 Z-score: 90.7 bits: 24.8 EQQ: 4.9
Smith-Waterman score: 69; 25.843% identity (29.114% ungapped) in 89
(39-118:113-200)

10 20 30 40 50 60
SYHTOH EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV

ALLERG SYTNGPQEIY 1QQGKG I FGMIYPGCPSTFEEPQQPQQRGQS-SRPQDRHQK 1 YNFREGDL

90 100 110 120 130 140
70 80 90 100 110
SYHTOH AGIAYAGPWKARNAYDWTVESTVYV -~ -SHRHQ-~ - RLGLGSTLYTHLLKSMEAQGF
ALLERG TAVPTGVAWWMYNNEDTPVVAVS I IDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG
150 160 170 180 190 200
120 130 140 150 160 170

SYHTOH KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP

ALLERG HQSQKGKHQQEEENEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGG
210 220 230 240 250 260
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>>ALLERGEN_2012_2]gi 18652047 gb|AAL76932.1]AF456481_1 m (154 aa)

initn: 33 initl: 33 opt: 64 Z-score: 90.3 bits: 23.1 E(): 5.1
Smith-Waterman score: 64; 22.727% identity (25.773% ungapped) in 110 aa overlap
(44-146:21-124)

20 30 40 50 60 70
SYHTOH TAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRY-PWLVAEVEGVVAGIA
ALLERG MGVQKTEVEAPSTVSAEKMYQGFLLDMDTVFPKVLPQL IKSVE-ILEGDG
10 20 30 40

80 90 100 110 120
SYHTOH YAGPWKARNAYDWTVESTVYVSHRHQ----- RLGLGSTLYTHLLKSMEAQGFKSVVA-VI

ALLERG GVGTVRLVHLG----EATEYTTMKQKVDVIDKAGLGYT-YTTIGGDILVEGLESVVNQFV
50 60 70 80 90 100

130 140 150 160 170 180
SYHTOH GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI
ALLERG VVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEAYLLAN
110 120 130 140 150

>>ALLERGEN_2012_2]gi | 2266625]emb|CAB10765.1] group V all (264 aa)

initn: 34 initl: 34 opt: 63 Z-score: 86.2 bits: 23.1 EQQ: 8.6
Smith-Waterman score: 63; 28.814% identity (30.357% ungapped) in 59 aa overlap
(101-157:17-74)

80 90 100 110 120
SYHTOH IAYAGPWKARNAYDWTVESTVYVSHRHORLGLGSTLYTHLLKSMEAQGFKSVVAV IGL -~
ALLERG ADAGYTPAAPAAAGAGGKATTDEQKL LEDVNA-GFKTAVAAAANVP
10 20 30 40
130 140 150 160 170 180

SYHTOH PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI

ALLERG PADKYKTFEAAFTASSKAS I AAAATKAPGL IPQLNAATNTAYAAAQGATPEAKYDAFVTT
50 60 70 80 90 100

183 residues In 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34t11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.070 Display time: 0.010

Function used was FASTA [version 3.4tl1l1 Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 35 aa
>SYHTOH2_1_17

vs /data/fasta/ALLERGEN_2012_2 library

searching /data/fasta/ALLERGEN_2012_2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 3.8679+/-0.00302; mu= 3.9405+/- 0.158
mean_var=35.9280+/-10.523, 0"s: 13 Z-trim: 13 B-trim: O in 0/43
Lambda= 0.2140
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FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16
Scan time: 0.010
The best scores are: opt bits E(1603)
ALLERGEN_2012_2]gi 3021324 |emb]CAA06305.1] Aspfl ( 125) 51 22 2.1
ALLERGEN_2012_2]gi]9280360]|gb|AAF86369.1] major a ( 150) 51 22 2
ALLERGEN_2012_2]gi]10189811|emb]CAC09234.1] unnam 215) 52 22 2
ALLERGEN_2012_2|gi|1352240]|sp|P49273.1|ALL7_DERPT 215) 52 22 2
ALLERGEN_2012_2]gi|54039254|sp|P67875.1]RNMG_ASPF 176) 51 22 2.

5

6

AAAAAA

ALLERGEN_2012_2|gi | 171464770 gb]ACB45874.1] patho ( 151) 47 21
ALLERGEN_2012_2|gi |46410859|gb|AAR98518.1] major ( 366) 50 22

>>ALLERGEN_2012_2]gi]3021324]emb]CAA06305.1] Aspfl aller (125 aa)

initn: 51 initl: 51 opt: 51 Z-score: 97.4 bits: 21.7 EQQ: 2.1
Smith-Waterman score: 51; 33.333% identity (33.333% ungapped) in 33 aa overlap (2-
34:1-33)

10 20 30
SYHTOH MRLTKVRSAAFNQYQSGPYHDGKTVQSVWLFLTNK

ALLERG RLVYNQAKAESNSHHAPLSDGKTGSSYPHWFTNGYDGDGKL I KGRMP I KFGKADCDRPP
10 20 30 40 50

ALLERG KHGKDGMGKDDHYLLEFPTFPDGHDYKFDSKKPKEDPGPARV IYTYPNKVFCGIVAHERG
60 70 80 90 100 110

>>ALLERGEN_2012_2]gi]9280360]gb|AAF86369.1] major allerg (150 aa)

initn: 51 initl: 51 opt: 51 Z-score: 96.2 bits: 21.7 EQ: 2.4
Smith-Waterman score: 51; 33.333% identity (33.333% ungapped) in 33 aa overlap (2-
34:21-53)

10 20 30
SYHTOH MRLTKVRSAAFNQYQSGPYHDGKTVQSVWLFLTNK
ALLERG MTWTC INQQLNPKTNKWEDKRLLYNQAKAESNSHHAPL SDGKTGSSYAHWFTNGYDGNGK
10 20 30 40 50 60

ALLERG LIKGRTPIKFGKADCDRPPKHSQNGMGKDDHYLLEFPTFPDGHDYKFDSKNKPKEDPGPA
70 80 90 100 110 120

>>ALLERGEN_2012_2]gi]10189811]emb]|CAC09234.1] unnamed pr (215 aa)

initn: 32 initl: 32 opt: 52 Z-score: 95.5 bits: 22.1 EQQ: 2.6
Smith-Waterman score: 52; 28.571% identity (28.571% ungapped) in 28 aa overlap (1-
28:2-29)

10 20 30
SYHTOH MRLTKVRSAAFNQYQSGPYHDGKTVQSVWLFLTNK

ALLERG MMKLLLIAAAAFVAVSADPIHYDKITEEINKAVDEAVAAIEKSETFDPMKVPDHSDKFER
10 20 30 40 50 60

>>ALLERGEN_2012_2]gi]1352240]sp|P49273.1]ALL7_DERPT RecN (215 aa)

initn: 32 initl: 32 opt: 52 Z-score: 95.5 bits: 22.1 EQQ: 2.6
Smith-Waterman score: 52; 28.571% identity (28.571% ungapped) in 28 aa overlap (1-
28:2-29)

10 20 30
SYHTOH MRLTKVRSAAFNQYQSGPYHDGKTVQSVWLFLTNK

ALLERG MMKLLL IAAAAFVAVSADPIHYDKITEEINKAVDEAVAAIEKSETFDPMKVPDHSDKFER
10 20 30 40 50 60
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>>ALLERGEN_2012_2]gi |54039254|sp|P67875.1]RNMG_ASPFU Rec (176 aa)

initn: 51 initl: 51 opt: 51 Z-score: 95.1 bits: 21.8 E(Q: 2.8
Smith-Waterman score: 51; 33.333% identity (33.333% ungapped) in 33 aa overlap (2-
34:48-80)

10 20 30
SYHTOH MRLTKVRSAAFNQYQSGPYHDGKTVQSVWLF

ALLERG LAAPSPLDARATWTCINQQLNPKTNKWEDKRLLYSQAKAESNSHHAPLSDGKTGSSYPHW
20 30 40 50 60 70

SYHTOH LTNK

ALLERG FTNGYDGNGKLIKGRTP IKFGKADCDRPPKHSQNGMGKDDHYLLEFPTFPDGHDYKFDSK
80 90 100 110 120 130

>>ALLERGEN_2012_2]gi|171464770]gb]ACB45874.1] pathogen-r (151 aa)

initn: 47 initl: 47 opt: 47 Z-score: 89.5 bits: 20.5 E(QQ: 5.7
Smith-Waterman score: 47; 50.000% identity (50.000% ungapped) in 18 aa overlap (8-
25:19-36)

10 20 30
SYHTOH MRLTKVRSAAFNQYQSGPYHDGKTVQSVWLFLTNK

ALLERG MLPFSFAQDSIKDFVDAHNAARAéVGVéﬁVHWNKTVADYAHQYANKRIKDCNLVHSKGPY
10 20 30 40 50 60

ALLERG GENITAWGSRNLAGTVAVRMWVSEKQFYNYDTNSCVRGKMCGHYTQVVWRNSVRIGCAKVR
70 80 90 100 110 120

>>ALLERGEN_2012_2]gi 46410859 gb|AAR98518.1] major latex (366 aa)

initn: 50 initl: 50 opt: 50 Z-score: 88.8 bits: 21.6 E(Q: 6.2
Smith-Waterman score: 50; 46.667% identity (46.667% ungapped) in 15 aa overlap
(11-25:63-77)

10 20 30
SYHTOH MRLTKVRSAAFNQYQSGPYHDGKTVQSVWLFLTNK

40 50 60 70 80 90

ALLERG FKNKEANFTYGANFASEGATASDSNPLIDFRSQIRDFGELKLEWAVQLVNVTELARRLKK
100 110 120 130 140 150

35 residues in 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34t11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.010 Display time: 0.010

Function used was FASTA [version 3.4tl1ll1l Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 64 aa
>SYHTOH2_1_18

vs /data/fasta/ALLERGEN_2012_2 library

searching /data/fasta/ALLERGEN_2012_2 library
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367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 4.5451+/-0.00322; mu= 4.1974+/- 0.167
mean_var=55.6035+/-16.017, O0"s: 7 Z-trim: 7 B-trim: 7 in 1/41
Lambda= 0.1720

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16
Scan time: 0.020
The best scores are: opt bits E(1603)
ALLERGEN_2012_2]gi ] 71360928 emb]CAJ19705.1] non-s ( 114) 59 22
ALLERGEN_2012_2]gi]|21743]emb]|CAA43331.1] high mol ( 830) 64 24
ALLERGEN_2012_2]gi]13183175]|gb]AAK15088.1]AF24000 ( 153) 5 21
ALLERGEN_2012_2]gi]209165427|gb]ACI141244_.1] 2S al ( 153) 55 21
ALLERGEN_2012_2]gi]|166235350|pdb]2JONJA Chain A, ( 101) 53 20
ALLERGEN_2012_2]gi|886967]emb|CAA59340.1] low mol ( 276) 57 22
ALLERGEN_2012_2]gi|736319]emb|CAA27052.1] gluteni ( 838) 62 23
ALLERGEN_2012_2]gi|170743]gb|AABO2788.1] HMW glut ( 815) 61 23

O©COOoONN~NON
NhwWohrb~oOoO

>>ALLERGEN_2012_2]gi|71360928]emb]|CAJ19705.1] non-specif (114 aa)

initn: 38 initl: 38 opt: 59 Z-score: 94.6 bits: 21.9 EQQ: 2.9
Smith-Waterman score: 59; 26.471% identity (28.125% ungapped) in 34 aa overlap
(12-43:27-60)

10 20 30 40
SYHTOH MRLWDTQPGVHCAQLDTSMVDGMMLVFGKG I L--SCQLLQGQLGQ
ALLERG MEMVNK I1ACFVLLCMVVVAPHAEAL TCGQVTSTLAPCLPYLMNRGPLRNCCDGVKGLLGQ
10 20 30 40 50 60
50 60

SYHTOH LPRYESSSRSPNFPDRSNIWQ

ALLERG AKTTVDRQAACTCLKSAASSFTGLNLGKAAALPNTCSVNIPYKISPSTDCSKVQ
70 80 90 100 110

>>ALLERGEN_2012_2]gi|21743]emb|CAA43331.1] high molecula (830 aa)

initn: 261 initl: 57 opt: 64 Z-score: 89.2 bits: 23.8 E(Q: 5.9
Smith-Waterman score: 64; 35.135% identity (35.135% ungapped) in 37 aa overlap
(28-64:435-471)

10 20 30 40 50
SYHTOH MRLWDTQPGVHCAQLDTSMVDGMMLVFGKG I LSCQLLQGQLGQLPRYESSSRSPNFP

ALLERG GQEQQPRQLQQPEQGQQGQQPEQGQQGQQPGQGEQGQQPGQGQQGQQPGAGOPGYYPTSP
410 420 430 440 450 460

60
SYHTOH DRSNIWQ

ALLERG ééééQGéPGYYPTSPQQSGQLQQPAQGQQPGQEQQGQQPGQGQQGQQPGQGQQPGQGQPG
470 480 490 500 510 520

>>ALLERGEN_2012_2]gi]13183175]gbh]AAK15088.1]AF240005_1 2 (153 aa)

initn: 46 initl: 46 opt: 55 Z-score: 87.5 bits: 21.0 EQQ: 7.4
Smith-Waterman score: 55; 52.174% identity (57.143% ungapped) in 23 aa overlap
(34-54:44-66)

10 20 30 40 50 60
SYHTOH WDTQPGVHCAQLDTSMVDGMMLVFGKGILSC-QLLQG-QLGQLPRYESSSRSPNFPDRSN

20 30 40 50 60 70
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SYHTOH 1WQ

ALLERG VLEMSTGNQQSEQSLRDCCQQLRNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQVYQRAR
80 90 100 110 120 130

>>ALLERGEN_2012_2]gi]209165427|gb]AC141244._.1] 2S albumin (153 aa)

initn: 46 initl: 46 opt: 55 Z-score: 87.5 bits: 21.0 EQ: 7.4
Smith-Waterman score: 55; 52.174% identity (57.143% ungapped) in 23 aa overlap
(34-54:44-66)

10 20 30 40 50 60

SYHTOH WDTQPGVHCAQLDTSMVDGMMLVFGKG I LSC-QLLQG-QLGOLPRYESSSRSPNFPDRSN

ALLERG AMVALASATTYTTTVTTTAIDDEANQQSQQCRQQLQGRQFRSCQRYLéééééﬁYGGEEDE
20 30 40 50 60 70

SYHTOH 1WQ

ALLERG VLEMSTGNQQSEQSLRDCCQQLGNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQVYQRAR
80 90 100 110 120 130

>>ALLERGEN_2012_2]gi | 166235350 pdb]2JON]JA Chain A, Solut (101 aa)

initn: 34 initl: 34 opt: 53 Z-score: 87.3 bits: 20.4 EQQ: 7.5
Smith-Waterman score: 53; 27.869% identity (32.075% ungapped) in 61 aa overlap (7-
61:43-101)

10 20 30
SYHTOH MRLWDTQPGVHCAQLDTSMVDG---MMLVF---GKG
ALLERG WCVPKPGVSDDQLTGNINYACSQGIDCGP IQPGGACFEPNTVKAHAAYVMNLYYQHAGRN
20 30 40 50 60 70
40 50 60

SYHTOH 1LSCQLLQGQLGQLPRYESSSRSPNFPDRSNIWQ
ALLERG SWNCDF--SQTATLTNTNPSYGACNFPSGSN
80 90 100
>>ALLERGEN_2012_2]gi|886967|emb|CAA59340.1] low molecula (276 aa)
initn: 38 initl: 38 opt: 57 Z-score: 86.6 bits: 21.7 E(Q: 8.3

Smith-Waterman score: 57; 47.619% identity (50.000% ungapped) in 21 aa overlap
(33-52:199-219)

10 20 30 40 50 60

SYHTOH LWDTQPGVHCAQLDTSHVDGNHLVFGKGILSCOLLQGQL-GQLPRYESSSRSPNFPDRSN

ALLERG LNPCKVFLQQQCSPVAMPQSLARSQMLWQsééQQMéQQCCQQLPR|PEQSRYDAlRAl|Y
170 180 190 200 210 220

SYHTOH IWQ

ALLERG SI1VLQEQQHGQGFNQPQQQQPQQSVQGVSQPQQQQKQLGQCSFQQPQQ
230 240 250 260 270

>>ALLERGEN_2012_2]gi]736319]emb]CAA27052.1] glutenin [Tr (838 aa)

initn: 245 initl: 53 opt: 62 Z-score: 86.5 bits: 23.3 E(QQ: 8.4
Smith-Waterman score: 72; 31.667% identity (32.759% ungapped) in 60 aa overlap (7-
64:454-513)

Report Number: SSB-165-12 Page 204 of 417



10 20 30

SYHTOH MRLWDTQPG--VHCAQLDTSMVDGMMLVFGKG 1LSC

ALLERG PGYYPTSPLOSGQGOPGYYLTSPOQSGQGOQPGALQQSAQGOKGQOPGOGQOPGOGQQGO
430 440 450 460 470 480
40 50 60

SYHTOH QLLQGQLGQLPRYESSSRSPNFPDRSNIWQ

490 500 510 520 530 540

>>ALLERGEN_2012_2]gi|170743]gb|AAB02788.1] HMW glutenin (815 aa)

initn: 241 initl: 57 opt: 61 Z-score: 85.3 bits: 23.0 EQQ: 9.7
Smith-Waterman score: 61; 26.562% identity (29.310% ungapped) in 64
64:609-672)

10 20 30
SYHTOH MRLWDTQPGVHCAQLDTS---MVDGMMLVFGKG--—
ALLERG QQPGQGQQGQQPGEGQQGQQPGQGQQPGQGOPGYYPTSLQOSGGQQPGQWQQPGQGQPG
580 590 600 610 620 630
40 50 60

SYHTOH 1LSCQLLQGQLGQLPRYESSSRSPNFPDRSNIWQ

640 650 660 670 680 690

ALLERG LQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYY
700 710 720 730 740 750

64 residues in 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34tl11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.020 Display time: 0.010

Function used was FASTA [version 3.4tl1l1 Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 57 aa
>SYHTOH2_1_19

vs /data/fasta/ALLERGEN_2012_2 library

searching /data/fasta/ALLERGEN_2012 2 library

367796 residues in 1603 sequences

aa overlap (7-

Expectation_n fit: rho(In(x))= 3.5776+/-0.00299; mu= 8.1422+/- 0.157

mean_var=41.7344+/-11.088, 0"s: 12 Z-trim: 13 B-trim: O in 0/43
Lambda= 0.1985

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2

join: 36, opt: 24, gap-pen: -12/-2, width: 16
Scan time: 0.020

The best scores are: opt bits E(1603)

ALLERGEN_2012_2|gi|6136162|sp|P35776.2]VA2_SOLRI  ( 119) 60 24
ALLERGEN_2012_2|gi | 2497701 |sp|Q28133.1]ALL2_BOVIN ( 172) 55 22
ALLERGEN_2012_2|gi |886965|emb|CAA59339.1] low mol ( 261) 56 23
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ALLERGEN_2012_2]gi | 94400907 |ref|NP_001035360.1] a ( 92) 52 21
ALLERGEN_2012_2|gi | 88770352|gb]ABD51779.1] allerg ( 94) 52 21

il 3.7
il 3.8
ALLERGEN_2012_2|gi|170730|gb]AAA34285.1] gamma-gl ( 304) 55 22 4.8
il 9.2

I 9.8

Q@ Q@

ALLERGEN_2012_2|gi | 194350817 |gb]ACF53837.1] Bla g ( 190) 50 21
ALLERGEN_2012_2]gi | 886967 |emb|CAA59340.1] low mol ( 276) 51 21

>>ALLERGEN_2012_2]gi|6136162]sp|P35776.2]VA2_SOLRlI RecNa (119 aa)

initn: 60 initl: 60 opt: 60 Z-score: 103.8 bits: 23.5 E(Q: 0.91
Smith-Waterman score: 60; 36.000% identity (36.000% ungapped) in 25 aa overlap (7-
31:12-36)

10 20 30 40 50
SYHTOH MPSTMLVSSCAQCTPGCVSQSLMQPNRW I VWKAYNSNHRLKTLRLHRLKQMCVQC
ALLERG DIEAQRVLRKDIAECARTLPKCVNQPDDPLARVDVWHCAMSKRGVYDNPDPAVVKEKNSK
10 20 30 40 50 60

SYHTOH GS

ALLERG MCPKI11TDPADVENCKKVVSRCVDRETQRPRSNRQKAINITGCILRAGVVEATVLAREK
70 80 90 100 110

>>ALLERGEN_2012_2]gi |2497701]sp]Q28133.1]ALL2_BOVIN RecN (172 aa)

initn: 29 initl: 29 opt: 55 Z-score: 94.0 bits: 22.2 EQ: 3.2
Smith-Waterman score: 55; 27.778% identity (31.915% ungapped) in 54 aa overlap
(10-57:14-66)

10 20 30 40 50

SYHTOH MPSTMLVSSC-AQCTPGCVSQSLMQPNRW~ IVWKAYNSNHRL -~ ~KTLRLHRLKQM

ALLERG MKAVFLTLLFGLVCTAQETPAE IDPSKI-PGEWRI 1 YAAADNKDK IVEGGPLRNYYRRIE
10 20 30 40 50

SYHTOH CVQ-CGS
ALLERG élNDéEéLSITFYLKDQGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVE
60 70 80 90 100 110

>>ALLERGEN_2012_ 2]gi]886965]emb]|CAA59339.1] low molecula (261 aa)

initn: 44 initl: 44 opt: 56 Z-score: 93.3 bits: 22.7 E(QQ: 3.5
Smith-Waterman score: 56; 27.500% identity (30.556% ungapped) in 40 aa overlap
(12-51:164-199)

10 20 30 40
SYHTOH MPSTMLVSSCAQCTPGCVSQSLMQPNRWIVWKAYNSNHRLK
ALLERG QQPVLPQQQIPSVOPSILQQLNPCKVFLQQOQCSPVAMPQSLARSQ--MLWQS--SCHVMQ
140 150 160 170 180
50

SYHTOH TLRLHRLKQMCVQCGS
ALLERG QQCCROLPQIPEQSRYDAIRAI 1YS IVLQEQQHGQGLNQPQQQQPQQSVQGYSQPQQQOK
190 200 210 220 230 240

>>ALLERGEN_2012_2]gi 94400907 ref|NP_001035360.1] allerg (92 aa)

initn: 49 initl: 49 opt: 52 Z-score: 92.8 bits: 21.1 EQ): 3.7
Smith-Waterman score: 52; 38.889% identity (41.176% ungapped) in 18 aa overlap (2-
18:55-72)
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10 20 30

SYHTOH MPSTMLVSSCAQ-CTPGCVSQSLMQPNRWIV
ALLERG FGGFGGLGGRGKCPSNE I FSRCDGRCQRFCPNVVPKPLC 1K ICAPGCVCRLGYLRNKKKY
30 40 50 60 70 80
40 50

SYHTOH WKAYNSNHRLKTLRLHRLKQMCVQCGS

ALLERG CVPRSKCG
90

>>ALLERGEN_2012_2]gi|88770352]|gb|ABD51779.1] allergen Ap (94 aa)

initn: 49 initl: 49 opt: 52 Z-score: 92.7 bits: 21.1 E(Q: 3.8
Smith-Waterman score: 52; 38.889% identity (41.176% ungapped) in 18
18:55-72)

10 20 30
SYHTOH MPSTMLVSSCAQ-CTPGCVSQSLMQPNRWIV
ALLERG FGGFGGLGGRGKCPSNEIFSRCDGRCQRFCPNVVPKPLCIKICAPGCVCRLGYLRNKKKYV
30 40 50 60 70 80
40 50

SYHTOH WKAYNSNHRLKTLRLHRLKQMCVQCGS

ALLERG CVPRSKCLPG
90

>>ALLERGEN_2012_2]gi|170730]gb|AAA34285.1] gamma-gliadin (304 aa)

initn: 32 initl: 32 opt: 55 Z-score: 90.9 bits: 22.5 E(Q: 4.8
Smith-Waterman score: 55; 25.000% identity (27.778% ungapped) in 40
(12-51:141-176)

10 20 30 40
SYHTOH MPSTMLVSSCAQCTPGCVSQSLMQPNRWIVWKAYNSNHRLK
ALLERG QQQQLVOQQIP 1VOPSVLQQLNPCKVFLQOQCSPVAMPQRLARSQMW-—-—-QQSSCHVMQ
120 130 140 150 160
50

SYHTOH TLRLHRLKQMCVQCGS
ALLERG QQCCQQLQQIPEQSRYEAIRAI IYSI 1LQEQQQGFVQPQQOQPOQSGQGYSOSQ0QSQQ
170 180 190 200 210 220

>>ALLERGEN_2012_2]gi]194350817]gb]ACF53837.1] Bla g 4 is (190 aa)

initn: 38 initl: 38 opt: 50 Z-score: 85.7 bits: 20.8 EQQ: 9.2
Smith-Waterman score: 50; 41.176% identity (41.176% ungapped) in 17
(19-35:51-67)

10 20 30 40
SYHTOH MPSTMLVSSCAQCTPGCVSQSLMOPNRW IVWKAYNSNHRLKTLRLHRL
ALLERG ADEDCFRHESLVPNLDYERFRGMWY IVAGTSEALTQYKCW I DWFSYDDALVSKYTDSKQG
30 40 50 60 70 80

50
SYHTOH KQMCVQCGS

ALLERG NKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAIVEGCPAAANGHVIYVQLR
90 100 110 120 130 140
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>>ALLERGEN_2012_2]gi|886967]emb|CAA59340.1] low molecula (276 aa)
initn: 44 initl: 44 opt: 51 Z-score: 85.2 bits: 21.3 EQ):
Smith-Waterman score: 55; 25.581% identity (35.484% ungapped) in 43 aa overlap

(12-54:179-209)

9.8

10 20 30 40
SYHTOH MPSTMLVSSCAQCTPGCVSQSLMQPNRWIVWKAYNSNHRLK
ALLERG QQPVLPQQQIPYVQPS ILQQLNPCKVFLQQQCSPVAMPQSLARSQ-~MLWQS-——-——~-—
150 160 170 180 190
50

SYHTOH TLRLHRLKQMCVQCGS

200 210 220 230 240

57 residues in 1 query sequences
367796 residues in 1603 library sequences
Scomplib [34t11]

250

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012

Scan time: 0.020 Display time: 0.000

Function used was FASTA [version 3.4tl1ll1l Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank

version 3.4tl11 Apr 17, 2002
Please cite:

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

/grid/._qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 40 aa

>SYHTOH2_1_20
vs /data/fasta/ALLERGEN_2012_2 library
searching /data/fasta/ALLERGEN_2012 2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 3.9573+/-0.00339; mu=

mean_var=42.0783+/-10.208, 0"s: 12 Z-trim: 12 B-trim: 68 in 2/40

Lambda= 0.1977

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix

join: 36, opt: 24, gap-pen: -12/-2, width: 16
Scan time: 0.010

The best scores are:

ALLERGEN_2012_2]gi]3287877|sp|P81402.1|NLTP1_PRUP
ALLERGEN_2012_2]gi | 83754241 |pdb]2B5S|B Chain B, C
ALLERGEN_2012_ 2]gi]1311510]gb]AAB36009.1] mAb 8C7
ALLERGEN_2012_2]gi|2506771|sp|P16968.2] 1AA1_HORVU
ALLERGEN_2012_2|gi|313575718|gb|ADR66939.1] non-s
ALLERGEN_2012_2]gi ] 288561913 |sp|P85894_1]LTP1_MOR
ALLERGEN_2012_2|gi |5777414]emb|CAB53458.1] MnSOD
ALLERGEN_2012_2]gi]10862818|emb]CAC13961.1] IgE-b
ALLERGEN_2012_2|gi |348137|gb|AAA16792.1] superoxi
ALLERGEN_2012_2]gi 313575726 |gb]ADR66943.1] non-s
ALLERGEN_2012_2]gi]23894244|emb|CAD23614.1] tri m
ALLERGEN_2012_2]gi|74663809|sp]Q8J077.1]SUB6_TRIS
ALLERGEN_2012_2]gi1]9929163]emb|CAC05258.1] Cup a

ANAAAAAAAAAAAAAAAAA

>>ALLERGEN_2012_2|gi|3287877|sp|P81402.1|NLTP1_PRUPE

initn: 44 initl: 44 opt: 48 Z-score: 90.1 bits:

Smith-Waterman score: 48; 37.037% identity (41.667%

35:4-27)

Report Number: SSB-165-12

91) 48
92) 48
15) 40
146) 49
117) 48
91) 47
205) 50
205) 50
233) 50
117) 47
404) 51
405) 51
199) 48
Rec (91 aa)
20.1 EQ:

opt bits E(1603
20

20
17
21
20
20
21
21
21
20
21
21
20

5.2

4.1111+/- 0.177

(15:-5)] ktup: 2

OCOON~NOODOODOOOO O OO
DWWOWOOOORRANNWN

ungapped) in 27 aa overlap (9-
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10 20 30 40
SYHTOH MVNDITNRGHISCCSWPNLNWSPLRRHGGLV ISACPLQMK
ALLERG ITCGQVSSALAPCI ---PYVRGGGAVPPACCNG IRNVNNLARTTPDRQAACNCLK
10 20 30 40 50

ALLERG QLSASVPGVNPNNAAALPGKCGVHIPYKISASTNCATVK
60 70 80 90

>>ALLERGEN_2012_2]gi 83754241 pdb]|2B5S|B Chain B, Crysta (92 aa)

initn: 44 initl: 44 opt: 48 Z-score: 90.1 bits: 20.1 E(Q: 5.3
Smith-Waterman score: 48; 37.037% identity (41.667% ungapped) in 27 aa overlap (9-
35:5-28)

10 20 30 40
SYHTOH MVNDITNRGHISCCSWPNLNWSPLRRHGGLVISACPLQMK
ALLERG MITCGQVSSSLAPCI ---PYVRGGGAVPPACCNG IRNVNNLARTTPDRQAACNCLK
10 20 30 40 50

ALLERG QLSASVPGVNPNNAAALPGKCGVSIPYKISASTNCATVK
60 70 80 90

>>ALLERGEN_2012_2]gi|1311510]gb]AAB36009.1] mAb 8C7-reac (15 aa)
initn: 40 initl: 40 opt: 40 Z-score: 88.8 bits: 17.2 E(Q: 6.2
Smith-Waterman score: 40; 55.556% identity (55.556% ungapped) in 9 aa overlap (28-

36:4-12)
10 20 30 40
SYHTOH MVNDITNRGH I SCCSWPNLNWSPLRRHGGLY 1 SACPLQMK
ALLERG APAGGVVVAAMPPPL
10

>>ALLERGEN_2012_2]gi]2506771]sp|P16968.2] 1AA1_HORVU RecN (146 aa)

initn: 30 initl: 30 opt: 49 Z-score: 88.8 bits: 20.5 E(Q: 6.2
Smith-Waterman score: 49; 37.500% identity (42.857% ungapped) in 24 aa overlap
(14-35:20-42)

10 20 30 40
SYHTOH MVND I TNRGH I SCCSWPNLNWS--PLRRHGGLV ISACPLQMK
ALLERG PTSVAVDQGSMVSNSPGEWC-WPGMGYPVYPFPRCRALVKSQCAGGQVVESIQKDCCRQI
10 20 30 40 50

ALLERG AAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTEVMDRAVASLPAVCNQ
60 70 80 90 100 110

>>ALLERGEN_2012_2]gi|313575718|gb]|ADR66939.1] non-specif (117 aa)

initn: 44 initl: 44 opt: 48 Z-score: 88.6 bits: 20.2 E(Q: 6.4
Smith-Waterman score: 48; 37.037% identity (41.667% ungapped) in 27 aa overlap (9-
35:30-53)

10 20 30

SYHTOH MVND I TNRGH I SCCSWPNLNWSPLRRHGGLV 1 SACPLOM

ALLERG MAYSAMTKLALVVALCMVVSVP I AQAITCGQVSSSLAPC I ---PYVRGGGAVPPACCNG
10 20 30 40 50
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40
SYHTOH K

ALLERG RNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVSIPYKISASTNCATVK
60 70 80 90 100 110

>>ALLERGEN_2012_2|gi|288561913|sp|P85894.1|LTP1_MORNI Re (91 aa)

initn: 32 initl: 32 opt: 47 Z-score: 88.6 bits: 19.8 E(Q: 6.4
Smith-Waterman score: 47; 33.333% identity (37.500% ungapped) in 27 aa overlap (9-
35:4-27)

10 20 30 40
SYHTOH MVNDITNRGHISCCSWPNLNWSPLRRHGGLV ISACPLQMK
ALLERG ITCGQVSSSLAPCINYL---RAGGVVPANCCNGVRSLNNAAKTTADRQAACNCLK
10 20 30 40 50

ALLERG SAFNSIKGLNLNLAAGLPGKCGVSVPYKISPSTDCKSVK
60 70 80 90

>>ALLERGEN_2012_2]gi|5777414]emb]CAB53458.1] MnSOD [Heve (205 aa)

initn: 38 initl: 38 opt: 50 Z-score: 88.3 bits: 20.9 E(Q: 6.6
Smith-Waterman score: 50; 40.909% identity (47.368% ungapped) in 22 aa overlap (9-
29:71-90)

10 20 30
SYHTOH MVND I TNRGH I S-CCSWPNLNWSPLRRHGGLV I SACPL
ALLERG KALEQLNDAIEKGDSAAVVKLQSAIKFNGGGHVNHS I FWKNL -~APVREGGGELPHGSLG
50 60 70 80 90
40
SYHTOH QMK

ALLERG WAIDADFGSLEKL IQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLV
100 110 120 130 140 150

>>ALLERGEN_2012_2]gi | 10862818 emb|CAC13961.1] IgE-bindin (205 aa)

initn: 38 initl: 38 opt: 50 Z-score: 88.3 bits: 20.9 E(Q: 6.6
Smith-Waterman score: 50; 40.909% identity (47.368% ungapped) in 22 aa overlap (9-
29:71-90)

10 20 30
SYHTOH MVND I TNRGH I S-CCSWPNLNWSPLRRHGGLV I SACPL
ALLERG KALEQLNDAIEKGDSAAVVKLQSAIKFNGGGHVNHS I FWKNL--APVREGGGELPHGSLG
50 60 70 80 90
40
SYHTOH QMK

ALLERG WAIDADFGSLEKL IQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLV
100 110 120 130 140 150

>>ALLERGEN_2012_2]gi]348137|gb|AAA16792.1] superoxide di (233 aa)

initn: 38 initl: 38 opt: 50 Z-score: 87.5 bits: 21.0 EQQ: 7.3
Smith-Waterman score: 50; 40.909% identity (47.368% ungapped) in 22 aa overlap (9-
29:99-118)
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10 20 30

SYHTOH MVND I TNRGH I S—-CCSWPNLNWSPLRRHGGLV 1 SACPL
ALLERG KALEQLNDAIEKGDSAAVVKLQSAIKFNGGGHVNHS I FWKNL -~APVREGGGELPHGSLG
70 80 90 100 110 120

40
SYHTOH QMK

ALLERG WAIDADFGSLEKL IQLMNAEGAALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLV
130 140 150 160 170 180

>>ALLERGEN_2012_2]gi 313575726 | gb|ADR66943.1] non-specif (117 aa)

initn: 44 initl: 44 opt: 47 Z-score: 87.1 bits: 19.9 EQQ: 7.8
Smith-Waterman score: 47; 37.037% identity (41.667% ungapped) in 27 aa overlap (9-
35:30-53)

10 20 30
SYHTOH MVND ITNRGH I SCCSWPNLNWSPLRRHGGLV 1 SACPLQM
ALLERG MACSAMTKLALVVALCMVVSVPIAQALTCGQVSSNLAPCI---PYVRGGGAVPPACCNGI
10 20 30 40 50
40
SYHTOH K

ALLERG RNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISPSTNCATVK
60 70 80 90 100 110

>>ALLERGEN_2012_2]gi | 23894244 |emb|CAD23614.1] tri m 2 al (404 aa)

initn: 35 initl: 35 opt: 51 Z-score: 85.7 bits: 21.4 EQQ: 9.3
Smith-Waterman score: 51; 30.000% identity (32.143% ungapped) in 30 aa overlap (1-
28:39-68)

10 20
SYHTOH MVND ITNRGH I SCCSW--PNLNWSPLRRHG
ALLERG VLAALSAVNGAK I LEAGPHAET IPNKY IVVMKKDVSDEAFSTHTTWLSONLNRRLMRRSG
10 20 30 40 50 60
30 40

SYHTOH GLVISACPLQMK

ALLERG SSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKD ISNHDDVDY IEPDFVVRTSTNGTNLTRQ
70 80 90 100 110 120

>>ALLERGEN_2012_2]gi]74663809]sp|Q8J077.1]SUB6_TRISH Rec (405 aa)

initn: 35 initl: 35 opt: 51 Z-score: 85.7 bits: 21.4 EQQ: 9.3
Smith-Waterman score: 51; 30.000% identity (32.143% ungapped) in 30 aa overlap (1-
28:39-68)

10 20
SYHTOH MVND I TNRGH I SCCSW--PNLNWSPLRRHG
ALLERG VLAALSAVNGAK I LEAGPHAET IPNKY IVVMKKDVSDEAFSTHTTWLSONLNRRLMRRSG
10 20 30 40 50 60
30 40

SYHTOH GLVISACPLQMK

ALLERG SSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKD ISNHDDVDY IEPDFVVRTSTNGTNLTRQ
70 80 90 100 110 120
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>>ALLERGEN_2012_2]gi]9929163]emb|CAC05258.1] Cup a 3 pro (199 aa)

initn: 48 initl: 48 opt: 48 Z-score: 85.4 bits: 20.3 EQQ: 9.6
Smith-Waterman score: 48; 25.000% identity (25.000% ungapped) in 24 aa overlap
(13-36:149-172)

10 20 30 40
SYHTOH MVNDITNRGH I SCCSWPNLNWSPLRRHGGLV ISACPLQMK

ALLERG KADINAVCPSELKVDGGCNSACNVLQTDQYCCRNAYVNNCPATNYSK IFKNQCPQAYSYA
120 130 140 150 160 170

ALLERG KDDTATFACASGTDYSIVFCP
180 190

40 residues in 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34t11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.010 Display time: 0.010

Function used was FASTA [version 3.4tl1l1 Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 74 aa
>SYHTOH2_1_21

vs /data/fasta/ALLERGEN_2012 2 library

searching /data/fasta/ALLERGEN_2012_2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 5.3613+/-0.00335; mu= -1.3370+/- 0.174
mean_var=42.4208+/-11.959, 0"s: 6 Z-trim: 6 B-trim: 66 in 2/40
Lambda= 0.1969

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16

Scan time: 0.020
The best scores are: opt bits E(1603)

ALLERGEN_2012_2|gi | 208605344 |emb|CAR82265.1] D-ty ( 359) 63 25 1.4
ALLERGEN_2012_2|gi |303387468|gb|ADM15668.1] lipid ( 228) 60 24 1.6
ALLERGEN_2012 2|gi|25361513|gb|AAN73248.1] helix- ( 450) 61 24 2.7
ALLERGEN_2012_2|gi|4138175]emb|CAA09885.1| allerg ( 187) 56 23 2.8
ALLERGEN_2012_2|gi | 7638028 |gb|AAF65312_1]AF230383 ( 137) 52 22 4.5
ALLERGEN_2012_2|gi|4038411|gb]AAC97370.1] venom a ( 137) 49 21 8
ALLERGEN_2012 2|gi|631911|pir||S43242 allergen-1i ( 145) 49 21 8.5

>>ALLERGEN_2012_2]gi]208605344]emb]|CAR82265.1] D-type LM (359 aa)

initn: 51 initl: 51 opt: 63 Z-score: 100.4 bits: 24.8 EQ: 1.4
Smith-Waterman score: 63; 37.037% identity (37.037% ungapped) in 27 aa overlap
(25-51:307-333)

10 20 30 40 50
SYHTOH MMAFVGATFLFHYLHNKVTDSWAMEPLLLHMDLLSDLLELNIRKPPRIPLPSYL

ALLERG PFSQQPQQSQQSFPQPQPQQPQQPSILQPQéﬁ#LQPQéQLééQLéinSéQﬁéQﬁ#ﬁéQP
280 290 300 310 320 330
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60 70
SYHTOH SLYCEDSGKGRWLLQMPSLR

ALLERG HQPQQPYPQQQPYGSSLTSIDGQ
340 350

>>ALLERGEN_2012_2]gi | 303387468 gb|ADM15668.1] lipid bind (228 aa)

initn: 39 initl: 39 opt: 60 Z-score: 99.5 bits: 24.0 EQQ: 1.6
Smith-Waterman score: 60; 21.622% identity (22.535% ungapped) in 74 aa overlap (1-
74:14-84)

10 20 30 40
SYHTOH MMAFVGATFLFHYLHNKVTDSWAMEPLLLHMDLLSDLLELNIRKPPR
ALLERG MLKVSSLFILLCGLLASSSTQEVLSRVSSHITD--ALTQGLLGMNFLPTLQTIDFQGPLK
10 20 30 40 50
50 60 70

SYHTOH IPLPSYLSLYCEDSGKGRWLLQMPSLR
ALLERG -DIFSLVLGHQLTNGEANFMVQMKDLRLFQVFIETSPDFKGIDLRMPLAFSIQIKFPALN
60 70 80 90 100 110

>>ALLERGEN_2012_2]gi | 25361513 gb|AAN73248.1] helix-loop- (450 aa)

initn: 48 initl: 48 opt: 61 Z-score: 95.4 bits: 24.3 EQ: 2.7
Smith-Waterman score: 61; 45.455% identity (47.619% ungapped) in 22 aa overlap
(11-32:201-221)

10 20 30 40
SYHTOH MMAFVGATFLFHYLHNKVTDSWAMEPLLLHMDLLSDLLEL
ALLERG ANQFNFEVPGHMNVSGHPTHLEHSSTNPNSFHYEHN 1VSPS-S 1HPSTAHFDGEVPSQWD

180 190 200 210 220
50 60 70

SYHTOH NIRKPPRIPLPSYLSLYCEDSGKGRWLLQMPSLR

ALLERG DSLGHGASTPKVRTPSHHVSSNPWAE INEPTGGDNDNLAPVTRPRKPARARRQKKEPRKL
230 240 250 260 270 280

>>ALLERGEN_2012_2]gi]4138175]emb]CAA09885.1] allergen [M (187 aa)

initn: 56 initl: 56 opt: 56 Z-score: 95.0 bits: 22.9 E(QQ: 2.8
Smith-Waterman score: 56; 53.333% identity (53.333% ungapped) in 15 aa overlap
(49-63:6-20)

20 30 40 50 60 70
SYHTOH TDSWAMEPLLLHMDLLSDLLELNIRKPPRIPLPSYLSLYCEDSGKGRWLLQMPSLR
ALLERG AVSASPTPSKHNLYCYAQGKDLFEFH INDTVTKDV
10 20 30

ALLERG CKSLNSGKYHNMNNEKYCSVADYDVKWFKERCQSHPTDVKTTKWIAGTDLKIEMDPKEPY
40 50 60 70 80 90

>>ALLERGEN_2012_2]gi] 7638028 gb]AAF65312_.1]AF230383_1 ve (137 aa)

initn: 34 initl: 34 opt: 52 Z-score: 91.4 bits: 21.8 E(QQ: 4.5
Smith-Waterman score: 52; 30.000% identity (35.294% ungapped) in 40 aa overlap
(31-64:25-64)
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10 20 30 40 50

SYHTOH MMAFVGATFLFHYLHNKVTDSWAMEPLLLHMDLLSDLLELNIRKPPR=————— IPLPSYL
ALLERG MKTFVLVSCLLVFTOI I'YAVDIKELK INMNR I LEKC IRTVPKGENDP INPLKNVN
10 20 30 40 50
60 70

SYHTOH SLYCEDSGKGRWLLQMPSLR

ALLERG VLYCAFéKRéIFTPKGVNTKQYINYCEKTIINPADIKQCKKLISKCIKKVYDRPGPIIER
60 70 80 90 100 110

>>ALLERGEN_2012_2]gi|4038411]gb]AAC97370.1] venom allerg (137 aa)

initn: 34 initl: 34 opt: 49 Z-score: 86.8 bits: 20.9 EQ): 8
Smith-Waterman score: 49; 27.500% identity (32.353% ungapped) in 40 aa overlap
(31-64:25-64)

10 20 30 40 50
SYHTOH MMAFVGATFLFHYLHNKVTDSWAMEPLLLHMDLLSDLLELNIRKPPR-==-—- IPLPSYL
ALLERG MKTFVLVSCLLVFTQII'YALDIKEISIMNRILEKCIRTVPKRENDP INPLKNVN
10 20 30 40 50
60 70

SYHTOH SLYCEDSGKGRWLLQMPSLR

ALLERG VLYCAF%KééIFTPKGVNTKQYINYCEKTIISPADIKLCKKIASKCVKKVYDRPGPIIER
60 70 80 90 100 110

>>ALLERGEN_2012_2]gi|631911]pir]|S43242 allergen-like pr (145 aa)

initn: 27 initl: 27 opt: 49 Z-score: 86.3 bits: 20.9 E(Q: 8.5
Smith-Waterman score: 49; 25.000% identity (29.167% ungapped) in 28 aa overlap
(46-70:4-30)

20 30 40 50 60 70
SYHTOH NKVTDSWAMEPLLLHMDLLSDLLELNIRKPPRIPLPSYL -—-SLYCEDSGKGRWLLQMPS
ALLERG EDVPQPP I PQFHIQGQVYC-DTCRARFI TELSE
10 20 30
SYHTOH LR

ALLERG FIPGASIRLQCKDRENGKITFTEIGYTRAEGLYSMLVEGDHKNEFCEITL ISSGREDCDE
40 50 60 70 80 90

74 residues iIn 1 query  sequences

367796 residues in 1603 library sequences

Scomplib [34t11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.020 Display time: 0.000

Function used was FASTA [version 3.4tl1l1 Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 439 aa

>SYHTOH2_1_22
vs /data/fasta/ALLERGEN_2012_2 library
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searching /data/fasta/ALLERGEN_2012 2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 4.1238+/-0.00439; mu= 19.1602+/- 0.227

mean_var=69.4357+/-17.631, 0"s: 2 Z-trim: 2 B-trim: 79 in 1/43
Lambda= 0.1539

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2

join: 37, opt: 25, gap-pen: -12/-2, width: 16
Scan time: 0.080

The best scores are: opt bits E(1603)

ALLERGEN_2012_2|gi | 46410859 gb|AAR98518.1] major
ALLERGEN_2012_2|gi | 2266625 |emb|CAB10765.1]| group
ALLERGEN_2012_2|gi | 1092249 |prf| |2023228A major al
ALLERGEN_2012_2|gi | 2398757 |emb|CAA50281.1] Major
ALLERGEN_2012_2|gi | 21725630 emb|CAD38396.1] unnam
ALLERGEN_2012_2|gi |21725612]emb|CAD38387.1] unnam
ALLERGEN_2012_2|gi | 21725614 |emb|CAD38388.1| unnam
ALLERGEN_2012 2|gi|21725616]emb|CAD38389.1] unnam ( 287) 76 25
ALLERGEN_2012_2|gi |21725618|emb|CAD38390.1] unnam ( 287) 76 25

(366) 87 28
(
(
(
(
(
(
%
ALLERGEN_2012_2|gi |21725620|emb|CAD38391.1] unnam ( 287) 76 25
(
(
(
(
(
(
(
(

264) 80 26
285) 76 25
286) 76 25
287) 76 25
287) 76 25
287) 76 25

ALLERGEN_2012_2|gi |21725622|emb|CAD38392.1] unnam ( 287) 76 25
ALLERGEN_2012_2|gi | 21725624 |emb|CAD38393.1] unnam ( 287) 76 25
ALLERGEN_2012_2|gi | 21725626 |emb|CAD38394.1] unnam ( 287) 76 25
ALLERGEN_2012_2|gi | 21725632 |emb|CAD38397.1] unnam ( 287) 76 25
ALLERGEN_2012_2|gi | 21725606 |emb|CAD38384.1] unnam ( 287) 76 25
ALLERGEN_2012_2|gi | 21725610 |emb|CAD38386.1] unnam ( 287) 76 25
ALLERGEN_2012_2|gi | 21725608 |emb|CAD38385.1] unnam ( 287) 76 25
ALLERGEN_2012_2|gi | 21725628 |emb|CAD38395.1] unnam ( 287) 76 25
ALLERGEN_2012_2|gi | 3309039 gb]AAC25994 1] group V. ( 312) 76 25
ALLERGEN_2012_2]gi | 398830]emb|CAA52753.1] Phlp5 [ ( 312) 76 25
ALLERGEN_2012_2|gi | 13430402|gb|AAK25823.1] group ( 275) 74 25
ALLERGEN_2012_2]gi | 29500897 |emb|CAD87529.1] phl p ( 284) 73 25

>>ALLERGEN_2012_2]gi|46410859]gb|AAR98518.1] major latex (366 aa)

1.1

[ NONONONONONONONONOEONO RO RO RO RO RO RO NN N\
NOOGOOAONNNNNNNNNNNNNNNNDN

initn: 40 initl: 40 opt: 87 Z-score: 102.2 bits: 27.8 EQ: 1.1
Smith-Waterman score: 117; 22.881% identity (26.087% ungapped) in 236 aa overlap

(175-404:37-249)

150 160 170 180 190 200
SYHTOH EAFRVSVAGGARPAFAPADLGHGFGLAEVELYGDVVLRFVSYPDETDLPFLPGFERVSSP

ALLERG SLFILSLFTFTLLNPVCTELDEYLFSFGDGLQDAGNAKFI—YPDK————YLPSYHH———#

10 20 30 40 50
210 220 230 240 250 260
SYHTOH GAVDYGLTRFDHVVGNVPEMAPV I DYMKGFLGFHEFAEFTAEDVGTTESGLNSVVLANNS
ALLERG ---—YGTTFFDYPTGRFSDGRTVVDFVAENVSLPR IPPEKNKEANETY-GANFA-———— s
60 70 80 90 100
270 280 290 300 310 320

SYHTOH EAVLLPLNEPVHGTKRRSQIQTYLEYHGGPGVQH I ALASNDVLRTLREMRARTPMGGFEF
ALLERG EGATASDSNPL-- 1DFRSQIRDFGELKLEWAVOLVNVT-~ELARRLKKAVYL I SFGADDY
110 120 130 140 150 160

330 340 350 360 370
SYHTOH MA--PPQAKYYEGVRRIAGDVLSE--EQIKECQELGV--LVDRDDQGVLLQIFTKPVGDR
ALLERG LNYEIPSEASREQLESIVDVVLGNISDRIKELYDFGARKFVVENVAPLGL IPFIKQTSDN
170 180 190 200 210 220
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380 390 400 410 420 430
SYHTOH PTFELEMIQRIGCMEKDEVGQEYQKGGCGGFGKGNFSELFKS IEDYEKSLEVKQSVVAQK
ALLERG STLFYELAS-LHAMKLPQILEKIQDGYLFPEFNYTVFNYFG I IKE I 1DAPGEHGFKYGDI
230 240 250 260 270 280

>>ALLERGEN_2012_2]gi]2266625]emb|CAB10765.1] group V all (264 aa)

initn: 68 initl: 68 opt: 80 Z-score: 95.4 bits: 26.1 EQQ: 2.7
Smith-Waterman score: 80; 34.286% identity (35.821% ungapped) in 70 aa overlap
(95-162:57-125)

70 80 90 100 110 120
SYHTOH GAPLAARSDLSTGNSAHASLLLRSGALAFLFTAPYAPPPQEAATAATASIPSFSADAART

ALLERG LEDVNAGFKTAVAAAANVPPADKYKTFEAAFTASSKASIAAAATKAPGLIPQLNAATNTA
30 40 50 60 70 80

130 140 150 160 170 180
SYHTOH FAAAHGLAVRS-VGVRVADAAEAFRVSVAGGAR-PAFAPADLGHGFGLAEVELYGDVVLR

90 100 110 120 130 140

190 200 210 220 230 240
SYHTOH FVSYPDETDLPFLPGFERVSSPGAVDYGLTRFDHVVGNVPEMAPY IDYMKGFLGFHEFAE

ALLERG DAAFRIAATAANAAPVNDKFTVFEGAFNKAIKESTGGAYEAYKFIPSLETAVKQAYAATV
150 160 170 180 190 200

>>ALLERGEN_2012_2]gi 1092249 prf|]2023228A major allerge (285 aa)

initn: 122 initl: 57 opt: 76 Z-score: 90.2 bits: 25.2 E(Q: 5.2
Smith-Waterman score: 77; 28.713% identity (31.522% ungapped) in 101 aa overlap
(72-172:1-92)

50 60 70 80 90 100
SYHTOH SFHHVELWCADAASAAGRFSFALGAPLAARSDLSTGNSAHASLLLRSGALAFLETAPYAP
ALLERG ADLGYGPATPAA————~— PAAGYTPATPAAP
10 20
110 120 130 140 150 160

SYHTOH PPQEAATAATASIPSFSADAARTFAAAHGLAVRSVGVRVADAAEAFRVSVAGGARPAFAP

ALLERG AGADAAGKATTEEQKL IEKINAGFKAA--LA--GAGVQPADKYRTFVATFGPASNKAFAE
30 40 50 60 70 80

170 180 190 200 210 220
SYHTOH ADLGHGFGLAEVELYGDVVLRFVSYPDETDLPFLPGFERVSSPGAVDYGLTRFDHVVGNV

ALLERG GLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRI IAGTL
90 100 110 120 130 140

>>ALLERGEN_2012_2]gi]2398757]emb]CAA50281.1] Major Polle (286 aa)

initn: 111 initl: 57 opt: 76 Z-score: 90.2 bits: 25.2 E(Q: 5.2
Smith-Waterman score: 77; 28.713% identity (31.522% ungapped) in 101 aa overlap
(72-172:1-92)

50 60 70 80 90 100
SYHTOH SFHHVELWCADAASAAGRFSFALGAPLAARSDLSTGNSAHASLLLRSGALAFLFTAPYAP
ALLERG ADLGYGPATPAA-——-- PAAGYTPATPAAP
10 20
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110 120 130 140 150 160
SYHTOH PPQEAATAATASIPSFSADAARTFAAAHGLAVRSVGVRVADAAEAFRVSVAGGARPAFAP

ALLERG AGADAAGKATTEEQKL IEK INAGFKAA—-LA--GAGVQPADKYRTFVATFGPASNKAFAE
30 40 50 60 70 80

170 180 190 200 210 220
SYHTOH ADLGHGFGLAEVELYGDVVLRFVSYPDETDLPFLPGFERVSSPGAVDYGLTRFDHVVGNV
ALLERG GLSéEPKéAAéSSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTL

90 100 110 120 130 140

>>ALLERGEN_2012_2]gi 21725630 emb|CAD38396.1] unnamed pr (287 aa)

initn: 52 initl: 52 opt: 76 Z-score: 90.2 bits: 25.2 E(Q: 5.2
Smith-Waterman score: 76; 28.713% identity (31.183% ungapped) in 101 aa overlap
(72-172:1-93)

50 60 70 80 90 100
SYHTOH SFHHVELWCADAASAAGRFSFALGAPLAARSDLSTGNSAHASLLLRSGALAFLFTAPYAP
ALLERG ADLGYGPATPAA-—---PAAGYTPATPAAP
10 20
110 120 130 140 150 160

SYHTOH PPQEAATAATASIPSFSADAARTFAAAHGLAVRSVGVRVADAAEAFRVSVAGGARPAFAP

ALLERG AGAEPAGKATTEEQKL IEKKNAGFKAA--L AA-AAGVPPADKYRTFVATFGAASNKAFAE
30 40 50 60 70 80

170 180 190 200 210 220
SYHTOH ADLGHGFGLAEVELYGDVVLRFVSYPDETDLPFLPGFERVSSPGAVDYGLTRFDHVVGNV
ALLERG éLSééPKéAAéSSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSALRIIAGTL

90 100 110 120 130 140

>>ALLERGEN_2012_2]gi]21725612]emb]CAD38387.1] unnamed pr (287 aa)

initn: 52 initl: 52 opt: 76 Z-score: 90.2 bits: 25.2 E(Q: 5.2
Smith-Waterman score: 76; 28.713% identity (31.183% ungapped) in 101 aa overlap
(72-172:1-93)

50 60 70 80 90 100
SYHTOH SFHHVELWCADAASAAGRFSFALGAPLAARSDLSTGNSAHASLLLRSGALAFLFTAPYAP
ALLERG ADLGYGPATPAA-—----PAAGYTPATPAAP
10 20
110 120 130 140 150 160

SYHTOH PPQEAATAATASIPSFSADAARTFAAAHGLAVRSVGVRVADAAEAFRVSVAGGARPAFAP

ALLERG AGAEPAGKATTEEQKLIEKKNAGFKAA--LAA-AAGVPPADKYRTFVATFGAASNKAFAE
30 40 50 60 70 80

170 180 190 200 210 220
SYHTOH ADLGHGFGLAEVELYGDVVLRFVSYPDETDLPFLPGFERVSSPGAVDYGLTRFDHVVGNV

ALLERG GLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRKIAGTL
90 100 110 120 130 140

>>ALLERGEN_2012_2]gi]21725614]emb]CAD38388.1] unnamed pr (287 aa)

initn: 52 initl: 52 opt: 76 Z-score: 90.2 bits: 25.2 E(): 5.2
Smith-Waterman score: 76; 28.713% identity (31.183% ungapped) in 101 aa overlap
(72-172:1-93)
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50 60 70 80 90 100
SYHTOH SFHHVELWCADAASAAGRFSFALGAPLAARSDLSTGNSAHASLLLRSGALAFLFTAPYAP

ALLERG ADLGYGPATPAA————~— PAAGYTPATPAAP

10 20
110 120 130 140 150 160

SYHTOH PPQEAATAATASIPSFSADAARTFAAAHGLAVRSVGVRVADAAEAFRVSVAGGARPAFAP

ALLERG AGAEPAGKATTEEQKL I EKKNAGFKAA--LAA-AAGVPPADKYRTFVATFGAASNKAFAE
30 20 50 60 70 80

170 180 190 200 210 220
SYHTOH ADLGHGFGLAEVELYGDVVLRFVSYPDETDLPFLPGFERVSSPGAVDYGLTRFDHVVGNV

ALLERG GLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSALRIIAGTL
90 100 110 120 130 140

>>ALLERGEN_2012_2]gi | 21725616 |emb]CAD38389.1] unnamed pr (287 aa)
initn: 52 initl: 52 opt: 76 Z-score: 90.2 bits: 25.2 E(): 5.2

Smith-Waterman score: 76; 28.713% identity (31.183% ungapped) in 101 aa overlap

(72-172:1-93)

50 60 70 80 90 100
SYHTOH SFHHVELWCADAASAAGRFSFALGAPLAARSDLSTGNSAHASLLLRSGALAFLFTAPYAP
ALLERG ADLGYGPATPAA-----PAAGYTPATPAAP
10 20
110 120 130 140 150 160

SYHTOH PPQEAATAATASIPSFSADAARTFAAAHGLAVRSVGVRVADAAEAFRVSVAGGARPAFAP

ALLERG AGAEPAGKATTEEQKL IEKKNAGFKAA--L AA-AAGVPPADKYRTFVATFGAASNKAFAE
30 40 50 60 70 80

170 180 190 200 210 220
SYHTOH ADLGHGFGLAEVELYGDVVLRFVSYPDETDLPFLPGFERVSSPGAVDYGLTRFDHVVGNV
ALLERG éLSééPKéAAéSSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSALRIIAGTL

90 100 110 120 130 140

>>ALLERGEN_2012_2]gi]21725618]emb]|CAD38390.1] unnamed pr (287 aa)
initn: 52 initl: 52 opt: 76 Z-score: 90.2 bits: 25.2 E(): 5.2

Smith-Waterman score: 76; 28.713% identity (31.183% ungapped) in 101 aa overlap

(72-172:1-93)

50 60 70 80 90 100
SYHTOH SFHHVELWCADAASAAGRFSFALGAPLAARSDLSTGNSAHASLLLRSGALAFLFTAPYAP
ALLERG ADLGYGPATPAA----—PAAGYTPATPAAP
10 20
110 120 130 140 150 160

SYHTOH PPQEAATAATASIPSFSADAARTFAAAHGLAVRSVGVRVADAAEAFRVSVAGGARPAFAP

ALLERG AGAEPAGKATTEEQKL IEKKNAGFKAA--LAA-AAGVPPADKYRTFVATFGAASNKAFAE
30 40 50 60 70 80

170 180 190 200 210 220
SYHTOH ADLGHGFGLAEVELYGDVVLRFVSYPDETDLPFLPGFERVSSPGAVDYGLTRFDHVVGNV

ALLERG GLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSALRIIAGTL
90 100 110 120 130 140
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>>ALLERGEN_2012_2]gi | 21725620 emb|CAD38391.1] unnamed pr (287 aa)
initn: 52 initl: 52 opt: 76 Z-score: 90.2 bits: 25.2 E(Q: 5.2

Smith-Waterman score: 76; 28.713% identity (31.183% ungapped) in 101 aa overlap

(72-172:1-93)

50 60 70 80 90 100
SYHTOH SFHHVELWCADAASAAGRFSFALGAPLAARSDLSTGNSAHASLLLRSGALAFLETAPYAP
ALLERG ADLGYGPATPAA————— PAAGYTPATPAAP
10 20
110 120 130 140 150 160

SYHTOH PPQEAATAATASIPSFSADAARTFAAAHGLAVRSVGVRVADAAEAFRVSVAGGARPAFAP

ALLERG AGAEPAGKATTEEQKL IEKKNAGFKAA--LAA-AAGVPPADKYRTFVATFGAASNKAFAE
30 40 50 60 70 80

170 180 190 200 210 220
SYHTOH ADLGHGFGLAEVELYGDVVLRFVSYPDETDLPFLPGFERVSSPGAVDYGLTRFDHVVGNV

ALLERG GLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSALRIIAGTL
90 100 110 120 130 140

>>ALLERGEN_2012 2|gi]21725622]emb]|CAD38392.1] unnamed pr (287 aa)
initn: 52 initl: 52 opt: 76 Z-score: 90.2 bits: 25.2 E(): 5.2

Smith-Waterman score: 76; 28.713% identity (31.183% ungapped) in 101 aa overlap

(72-172:1-93)

50 60 70 80 90 100

SYHTOH SFHHVELWCADAASAAGRFSFALGAPLAARSDLSTGNSAHASLLLRSGALAFLFTAPYAP

ALLERG ADLGYGPATPAA-—----PAAGYTPATPAAP
10 20

110 120 130 140 150 160

SYHTOH PPQEAATAATASIPSFSADAARTFAAAHGLAVRSVGVRVADAAEAFRVSVAGGARPAFAP

ALLERG AGAéPAGKATTEEQkLIEKINAG%KAA——LAA—AAGVPPAbKYNTFVA%FGAASNKAFAE
30 40 50 60 70 80

170 180 190 200 210 220
SYHTOH ADLGHGFGLAEVELYGDVVLRFVSYPDETDLPFLPGFERVSSPGAVDYGLTRFDHVVGNV
ALLERG GLSéEPKéAAéSSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALSIIAGTL

90 100 110 120 130 140

>>ALLERGEN_2012 2]gi]21725624|emb]|CAD38393.1] unnamed pr (287 aa)
initn: 52 initl: 52 opt: 76 Z-score: 90.2 bits: 25.2 E(): 5.2

Smith-Waterman score: 76; 28.713% identity (31.183% ungapped) in 101 aa overlap

(72-172:1-93)

50 60 70 80 90 100
SYHTOH SFHHVELWCADAASAAGRESFALGAPLAARSDLSTGNSAHASLLLRSGALAFLFTAPYAP
ALLERG ADLGYGPATPAA————~— PAAGYTPATPAAP
10 20
110 120 130 140 150 160

SYHTOH PPQEAATAATASIPSFSADAARTFAAAHGLAVRSVGVRVADAAEAFRVSVAGGARPAFAP

ALLERG AGAEPAGKATTEEQKL IEKINAGFKAA--LAA-AAGVPPADKYNTFVATFGAASNKAFAE
30 40 50 60 70 80
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170 180 190 200 210 220
SYHTOH ADLGHGFGLAEVELYGDVVLRFVSYPDETDLPFLPGFERVSSPGAVDYGLTRFDHVVGNV

ALLERG éLSééPKéAAéSSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRKIAGTL
90 100 110 120 130 140

>>ALLERGEN_2012_2]gi]21725626]emb]CAD38394.1] unnamed pr (287 aa)

initn: 52 initl: 52 opt: 76 Z-score: 90.2 bits: 25.2 E(Q: 5.2
Smith-Waterman score: 76; 28.713% identity (31.183% ungapped) in 101 aa overlap
(72-172:1-93)

50 60 70 80 90 100
SYHTOH SFHHVELWCADAASAAGRESFALGAPLAARSDLSTGNSAHASLLLRSGALAFLFTAPYAP
ALLERG ADLGYGPATPAA————~— PAAGYTPATPAAP
10 20
110 120 130 140 150 160

SYHTOH PPQEAATAATASIPSFSADAARTFAAAHGLAVRSVGVRVADAAEAFRVSVAGGARPAFAP

ALLERG AGAEPAGKATTEEQKL IEKKNAGFKAA--LAA-AAGVPPADKYRTFVATFGAASNKAFAE
30 40 50 60 70 80

170 180 190 200 210 220
SYHTOH ADLGHGFGLAEVELYGDVVLRFVSYPDETDLPFLPGFERVSSPGAVDYGLTRFDHVVGNV

ALLERG GLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSALRIIAGTL
90 100 110 120 130 140

>>ALLERGEN_2012_ 2]gi]21725632]emb|CAD38397.1] unnamed pr (287 aa)

initn: 52 initl: 52 opt: 76 Z-score: 90.2 bits: 25.2 E(): 5.2
Smith-Waterman score: 76; 28.713% identity (31.183% ungapped) in 101 aa overlap
(72-172:1-93)

50 60 70 80 90 100

SYHTOH SFHHVELWCADAASAAGRFSFALGAPLAARSDLSTGNSAHASLLLRSGALAFLFTAPYAP

ALLERG ADLGYGPATPAA-—----PAAGYTPATPAAP
10 20

110 120 130 140 150 160

SYHTOH PPQEAATAATASIPSFSADAARTFAAAHGLAVRSVGVRVADAAEAFRVSVAGGARPAFAP

ALLERG AGAEPAGKATTEEOKL I EKKNAGFKAA--LAA-AAGVPPADKYRTFVATFGAASNKAFAE
30 40 50 60 70 80

170 180 190 200 210 220
SYHTOH ADLGHGFGLAEVELYGDVVLRFVSYPDETDLPFLPGFERVSSPGAVDYGLTRFDHVVGNV
ALLERG GLSéEPKéAAéSSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSALRIIAGTL

90 100 110 120 130 140

>>ALLERGEN_2012_2]gi|21725606]emb]|CAD38384.1] unnamed pr (287 aa)

initn: 52 initl: 52 opt: 76 Z-score: 90.2 bits: 25.2 E(): 5.2
Smith-Waterman score: 76; 28.713% identity (31.183% ungapped) in 101 aa overlap
(72-172:1-93)

50 60 70 80 90 100

SYHTOH SFHHVELWCADAASAAGRESFALGAPLAARSDLSTGNSAHASLLLRSGALAFLFTAPYAP

ALLERG ADLGYGPATPAA————~— PAAGYTPATPAAP
10 20

Report Number: SSB-165-12 Page 220 of 417



110 120 130 140 150 160
SYHTOH PPQEAATAATASIPSFSADAARTFAAAHGLAVRSVGVRVADAAEAFRVSVAGGARPAFAP

ALLERG AGAEPAGKATTEEQKL IEKKNAGFKAA--LAA-AAGVPPADKYRTFVATFGAASNKAFAE
30 40 50 60 70 80

170 180 190 200 210 220
SYHTOH ADLGHGFGLAEVELYGDVVLRFVSYPDETDLPFLPGFERVSSPGAVDYGLTRFDHVVGNV

ALLERG GLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSALRI IAGTL
90 100 110 120 130 140

>>ALLERGEN_2012_2]gi]21725610]emb]|CAD38386.1] unnamed pr (287 aa)

initn: 52 initl: 52 opt: 76 Z-score: 90.2 bits: 25.2 E(): 5.2
Smith-Waterman score: 76; 28.713% identity (31.183% ungapped) in 101 aa overlap
(72-172:1-93)

50 60 70 80 90 100

SYHTOH SFHHVELWCADAASAAGRESFALGAPLAARSDLSTGNSAHASLLLRSGALAFLFTAPYAP

ALLERG ADLGYGPATPAA————~— PAAGYTPATPAAP
10 20

110 120 130 140 150 160

SYHTOH PPQEAATAATASIPSFSADAARTFAAAHGLAVRSVGVRVADAAEAFRVSVAGGARPAFAP

ALLERG AGAEPAGKATTEEQKL IEKKNAGFKAA--LAA-AAGVPPADKYRTFVATFGAASNKAFAE
30 40 50 60 70 80

170 180 190 200 210 220
SYHTOH ADLGHGFGLAEVELYGDVVLRFVSYPDETDLPFLPGFERVSSPGAVDYGLTRFDHVVGNV

ALLERG GLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALSIIAGTL
90 100 110 120 130 140

>>ALLERGEN_2012_2]gi 21725608 ] emb]|CAD38385.1] unnamed pr (287 aa)

initn: 52 initl: 52 opt: 76 Z-score: 90.2 bits: 25.2 E(): 5.2
Smith-Waterman score: 76; 28.713% identity (31.183% ungapped) in 101 aa overlap
(72-172:1-93)

50 60 70 80 90 100

SYHTOH SFHHVELWCADAASAAGRFSFALGAPLAARSDLSTGNSAHASLLLRSGALAFLETAPYAP

ALLERG ADLGYGPATPAA————— PAAGYTPATPAAP
10 20

110 120 130 140 150 160

SYHTOH PPQEAATAATASIPSFSADAARTFAAAHGLAVRSVGVRVADAAEAFRVSVAGGARPAFAP

ALLERG AGAEPAGKATTEEQKL IEK INAGFKAA—-LAA-AAGVPPADKYNTFVATFGAASNKAFAE
30 40 50 60 70 80

170 180 190 200 210 220
SYHTOH ADLGHGFGLAEVELYGDVVLRFVSYPDETDLPFLPGFERVSSPGAVDYGLTRFDHVVGNV

ALLERG GLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSALRIITAGTL
90 100 110 120 130 140

>>ALLERGEN_2012_2|gi|21725628]emb]|CAD38395.1] unnamed pr (287 aa)

initn: 52 initl: 52 opt: 76 Z-score: 90.2 bits: 25.2 E(): 5.2
Smith-Waterman score: 76; 28.713% identity (31.183% ungapped) in 101 aa overlap
(72-172:1-93)
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50 60 70 80 90 100
SYHTOH SFHHVELWCADAASAAGRFSFALGAPLAARSDLSTGNSAHASLLLRSGALAFLFTAPYAP

ALLERG ADLGYéPA%PAA ————— PAAéQTPATPAAﬁ

10 20
110 120 130 140 150 160

SYHTOH PPQEAATAATASIPSFSADAARTFAAAHGLAVRSVGVRVADAAEAFRVSVAGGARPAFAP

ALLERG AGAEPAGKATTEEQKLIEKKNAGFKAA--LAA-AAGVPPADKYRTFVATFGAASNKAFAE
30 40 50 60 70 80

170 180 190 200 210 220
SYHTOH ADLGHGFGLAEVELYGDVVLRFVSYPDETDLPFLPGFERVSSPGAVDYGLTRFDHVVGNV

ALLERG GLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSSALRIITAGTL
90 100 110 120 130 140

>>ALLERGEN_2012_2]gi|3309039]gb]AAC25994.1] group V alle (312 aa)

initn: 52 initl: 52 opt: 76 Z-score: 89.8 bits: 25.3 E(): 5.5
Smith-Waterman score: 76; 28.713% identity (31.183% ungapped) in 101 aa overlap
(72-172:26-118)

50 60 70 80 90 100

SYHTOH SFHHVELWCADAASAAGRFSFALGAPLAARSDLSTGNSAHASLLLRSGALAFLFTAPYAP
ALLERG MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAA-~——— PAAGYTPATPAAP
10 20 30 40 50

110 120 130 140 150 160

SYHTOH PPQEAATAATASIPSFSADAARTFAAAHGLAVRSVGVRVADAAEAFRVSVAGGARPAFAP

ALLERG AGAEPAGKATTEEQKL IEKINAGFKAA--LAA-AAGVPPADKYRTFVATFGAASNKAFAE
60 70 80 90 100

170 180 190 200 210 220
SYHTOH ADLGHGFGLAEVELYGDVVLRFVSYPDETDLPFLPGFERVSSPGAVDYGLTRFDHVVGNV

ALLERG GLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRI IAGTL
110 120 130 140 150 160

>>ALLERGEN_2012_2]gi]398830]emb]CAA52753.1] Phlp5 [Phleu (312 aa)

initn: 97 initl: 56 opt: 76 Z-score: 89.8 bits: 25.3 E(Q: 5.5
Smith-Waterman score: 76; 27.273% identity (29.703% ungapped) in 110 aa overlap
(64-172:17-118)

40 50 60 70 80 90
SYHTOH RSDRFPVLSFHHVELWCADAASAAGRFSFALGAPLAARS-DLSTGNSAHASLLLRSGALA
ALLERG MAVHQYTVALFLAVALVAGPAASYAADL GYGPATPAA-———— PAAG
10 20 30 40

100 110 120 130 140 150

SYHTOH FLFTAPYAPPPQEAATAATASIPSFSADAARTFAAAHGLAVRSVGVRVADAAEAFRVSVA

ALLERG YTPATPAAPAEAAPAGKATTEEQKLIEKINAGFKAA--LAA-AAGVQPADKYRTFVATFG
50 60 70 80 90
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160 170 180 190 200 210
SYHTOH GGARPAFAPADLGHGFGLAEVELYGDVVLRFVSYPDETDLPFLPGFERVSSPGAVDYGLT

ALLERG AASNKAFAEGLSéEPKéAAéSSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSE
100 110 120 130 140 150

>>ALLERGEN_2012_2]gi 13430402 gb|AAK25823.1] group V all (275 aa)

initn: 70 initl: 70 opt: 74 Z-score: 88.0 bits: 24.7 E(Q: 6.9
Smith-Waterman score: 77; 25.301% identity (28.966% ungapped) in 166 aa overlap
(2-158:19-172)

10 20 30 40
SYHTOH MPPTPATATGAAAAAVTPEHAARSF-PRVVRVNPRSDRFPVLS
ALLERG PISVTAPPPQLPRPPATPPPPPPPQLGASPYKLGPSPKARSERPAIV---PPADKY----
10 20 30 40 50
50 60 70 80 90 100
SYHTOH FHHVELWCADAASAAGRFSFALGAPLAARSDL-STGNSAHASLLLRSGALAFLFTAPYAP
ALLERG ----RTFVATFGAASNK-AFAEGLSGEPKGGAESSSKAALTSKLDAAYKLAYKTAEGATP
60 70 80 90 100
110 120 130 140 150

SYHTOH PPQEAATAATAS----1PSFSADAARTFAAAHGLAVRSVG-VRVADAAEA-FRVSV-AGG

ALLERG EAKYDAYVATLSEALRIITAGTLEVHAVKPAAEEVKV IPAGELQVIEKVDAAFKVAATAAN
110 120 130 140 150 160

160 170 180 190 200 210
SYHTOH ARPAFAPADLGHGFGLAEVELYGDVVLRFVSYPDETDLPFLPGFERVSSPGAVDYGLTRF
ALLERG AA&ANDKFTVFEAAFNNAIKAGTGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFE
170 180 190 200 210 220

>>ALLERGEN_2012_2]gi]29500897]emb]CAD87529.1] phl p5a al (284 aa)

initn: 52 initl: 52 opt: 73 Z-score: 86.7 bits: 24.5 E(Q: 8.2
Smith-Waterman score: 73; 32.000% identity (33.333% ungapped) in 75 aa overlap
(98-172:19-90)

70 80 90 100 110 120
SYHTOH LAARSDLSTGNSAHASLLLRSGALAFLFTAPYAPPPQEAATAATASIPSFSADAARTFAA
ALLERG ADLGYGPATPAAPAAGYTPAAPAGAEPAGKATTEEQKL IEKINAGFKA
10 20 30 40
130 140 150 160 170 180

SYHTOH AHGLAVRSVGVRVADAAEAFRVSVAGGARPAFAPADLGHGFGLAEVELYGDVVLRFVSYP

ALLERG A--LAA-AAGVPPADKYRTFVATFGAASNKAFAEGL SGEPKGAAESSSKAAL TSKLDAAY
50 60 70 80 90 100

190 200 210 220 230 240
SYHTOH DETDLPFLPGFERVSSPGAVDYGLTRFDHVVGNVPEMAPV IDYMKGFLGFHEFAEFTAED

ALLERG KLAYKTAEGATPEAKYDAYVATLSEALRITAGTLEVHAVKPAAEEVKVIPAGELQVIEKV
110 120 130 140 150 160

439 residues in 1 query sequences
367796 residues in 1603 library sequences
Scomplib [34t11]
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start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.080 Display time: 0.050

Function used was FASTA [version 3.4tl1l1 Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 30 aa
>SYHTOH2_1_23

vs /data/fasta/ALLERGEN_2012_2 library

searching /data/fasta/ALLERGEN_2012_2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 4.7147+/-0.00291; mu= -0.9595+/- 0.152
mean_var=35.3312+/- 9.607, 0"s: 27 Z-trim: 27 B-trim: 23 in 1/40
Lambda= 0.2158

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)]1 ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16

Scan time: 0.010
The best scores are: opt bits E(1603)

ALLERGEN_2012_2|gi |22135348|gb|AAM93157.1] trypsi ( 219) 51 22 2.9
ALLERGEN_2012_2|gi|162927|gb]AAA30478.1] alpha-s1 ( 76) 45 20 3.6
ALLERGEN_2012_2|gi | 291482314 |emb|CBK62697.1] ragw ( 96) 45 20 4.6
ALLERGEN_2012_2|gi |3703107|gb]AAC63045.1] glycini ( 507) 51 22 6.9
ALLERGEN_2012_2|gi | 224036293 |pdb|3C3V]A Chain A, ( 510) 51 22 6.9
ALLERGEN_2012_2|gi|5712199|gb]AAD47382.1] glycini ( 530) 51 22 7.2
ALLERGEN_2012_2|gi | 199732457 |gb|ACH91862.1] arach ( 530) 51 22 7.2
ALLERGEN_2012_2|gi |21314465]gb|AAM46958.1|AF51085 ( 538) 51 22 7.3
ALLERGEN_2012_2|gi | 159793201 |gb|ABW98945.1] alpha ( 172) 45 20 8.3
ALLERGEN_2012_2|gi|159793197|gb|ABW98943.1] alpha ( 205) 45 20 10

>>ALLERGEN_2012_2]gi]22135348]gb|AAM93157.1] trypsin inh (219 aa)

initn: 43 initl: 43 opt: 51 Z-score: 94.7 bits: 21.8 EQQ: 2.9
Smith-Waterman score: 51; 32.143% identity (33.333% ungapped) in 28 aa overlap (3-
30:171-197)

10 20 30
SYHTOH MVEHDTLVYSKNIKDTVSEDQRAIETFQQR

150 160 170 180 190

ALLERG LAGNHEQEFLRYQQQSRRRS
200 210

>>ALLERGEN_2012_2]gi]162927|gb|AAA30478.1] alpha-sl-case (76 aa)

initn: 36 initl: 36 opt: 45 Z-score: 93.0 bits: 19.9 E(QQ: 3.6
Smith-Waterman score: 45; 45.000% identity (47.368% ungapped) in 20 aa overlap
(10-29:2-20)

10 20 30
SYHTOH MVEHDTLVYSKNIKDTVSEDQRAIETFQQR
ALLERG LSKDIGSESTEDQ-AMED IKQMEAES I SSSEE 1VPNSVEQKQ IQKEDVPSER
10 20 30 40 50

>>ALLERGEN_2012_2]gi]291482314|emb|CBK62697.1] ragweed h (96 aa)

initn: 27 initl: 27 opt: 45 Z-score: 91.1 bits: 19.9 E(Q: 4.6
Smith-Waterman score: 45; 34.615% identity (36.000% ungapped) in 26 aa overlap (1-
25:2-27)
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10 20 30

SYHTOH MVEHDTLVYSKN-1KDTVSEDQRAIETFQQR

ALLERG KLCEKPSVTWSGNKVKQTDKCDKRCIEWEGAKHGACHKRDSKASCFCYFDCDPTKNPGPP
10 20 30 40 50 60

>>ALLERGEN_2012_2]gi 3703107 gb]AAC63045.1] glycinin [Ar (507 aa)

initn: 43 initl: 43 opt: 51 Z-score: 88.0 bits: 21.8 E(QQ: 6.9
Smith-Waterman score: 51; 32.143% identity (33.333% ungapped) in 28 aa overlap (3-
30:146-172)

10 20 30
SYHTOH MVEHDTLVYSKNIKDTVSEDQRAIETFQQR

ALLERG QQRDSHQKVHRFDEGDL I AVPTGVAFWLYNDHDTDVVAVSL TDTNNNDNQ-LDQFPRRFN
120 130 140 150 160 170

ALLERG LAGNTEQEFLRYQQQSRQSRRRSLPYSPYSPQSQPRQEEREFSPRGQHSRRERAGQEEEN
180 190 200 210 220 230

>>ALLERGEN_2012_2]gi]224036293|pdb]3C3V]A Chain A, Cryst (510 aa)

initn: 43 initl: 43 opt: 51 Z-score: 88.0 bits: 21.8 E(Q: 6.9
Smith-Waterman score: 51; 32.143% identity (33.333% ungapped) in 28 aa overlap (3-
30:149-175)

10 20 30
SYHTOH MVEHDTLVYSKNIKDTVSEDQRAIETFQQR

ALLERG QQQDSHQKVHRFNEGDL I AVPTGVAFWLYNDHDTDVVAVSL TDTNNNDNQ-LDQFPRRFN
120 130 140 150 160 170

ALLERG LAGNHEQEFLRYQQQSRQSRRRSLPYSPYSPQSQPRQEEREFSPRGQHSRRERAGQEEEH
180 190 200 210 220 230

>>ALLERGEN_2012_2]gi]5712199]gb]AAD47382.1] glycinin [Ar (530 aa)

initn: 43 initl: 43 opt: 51 Z-score: 87.7 bits: 21.8 EQQ: 7.2
Smith-Waterman score: 51; 32.143% identity (33.333% ungapped) in 28 aa overlap (3-
30:169-195)

10 20 30
SYHTOH MVEHDTLVYSKNIKDTVSEDQRAIETFQQR

ALLERG QQQDSHQKVHRFNEGDL IAVPTGVAFWLYNDHDTDVVAVSLTDTNNNDNQ-LDQFPRRFN
140 150 160 170 180 190

ALLERG LAGNHEQEFLRYQQQSRQSRRRSLPYSPYSPHSRPRREEREFRPRGQHSRRERAGQEEED
200 210 220 230 240 250

>>ALLERGEN_2012_2]gi 199732457 |gb]|ACH91862.1] arachin Ar (530 aa)

initn: 43 initl: 43 opt: 51 Z-score: 87.7 bits: 21.8 EQQ: 7.2
Smith-Waterman score: 51; 32.143% identity (33.333% ungapped) in 28 aa overlap (3-
30:169-195)

10 20 30
SYHTOH MVEHDTLVYSKN 1KDTVSEDQRAIETFQOR
ALLERG QQQDSHOKVHRFNEGDL IAVPTGVAFWLYNDHDTDVVAVSLTDTNNNDNQ-LDQFPRREN
140 150 160 170 180 190

ALLERG LAGNHEQEFLRYQQQSRQSRRRSLPYSPYSPQSQPRQEEREFSPRGQHSRRERAGQEEEN
200 210 220 230 240 250
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>>ALLERGEN_2012_2]gi]21314465]gb|AAM46958.1]AF510854_1 a (538 aa)

initn: 43 initl: 43 opt: 51 Z-score: 87.5 bits: 21.8 E(QQ: 7.3
Smith-Waterman score: 51; 32.143% identity (33.333% ungapped) in 28
30:169-195)

10 20 30
SYHTOH MVEHDTLVYSKNIKDTVSEDQRAIETFQQR

ALLERG QQQDSHQKVHRFDEGDL IAVPTGVAFWMYNDHDTDVVAVSLTDTNNNDNQ-LDQFPRRFN
140 150 160 170 180 190

ALLERG LAGNHEQEFLRYQQQSRRRSLPYSPYSPQTQPKQEDREFSPRGQHGRRERAGQEQENEGG
200 210 220 230 240 250

>>ALLERGEN_2012_2]gi]159793201]gb]ABW98945.1] alpha S1 ¢ (172 aa)

initn: 36 initl: 36 opt: 45 Z-score: 86.5 bits: 19.9 E(Q: 8.3
Smith-Waterman score: 45; 45.000% identity (47.368% ungapped) in 20
(10-29:14-32)

10 20 30
SYHTOH MVEHDTLVYSKNIKDTVSEDQRAIETFQQR

ALLERG FSEVFGKEKVNELSKDIGSESTEDQ-AMED IKQMEAESISSSEE1VPNSVEQKHIQKEDV
10 20 30 40 50

ALLERG PSERYLGYLEQLLRLKKYKVPQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFY
60 70 80 90 100 110

>>ALLERGEN_2012_2]gi |159793197 |gb|ABW98943.1] alpha S1 ¢ (205 aa)

initn: 36 initl: 36 opt: 45 Z-score: 85.1 bits: 19.9 EQ): 10
Smith-Waterman score: 45; 45.000% identity (47.368% ungapped) in 20
(10-29:47-65)

10 20 30
SYHTOH MVEHDTLVYSKNIKDTVSEDQRAIETFQQR

ALLERG LPQEVLNENLLRFFVAPFPEVFGKEKVNELSKDIGSESTEDQ-AMEDIKQMEAESISSSE
20 30 40 50 60 70

ALLERG EIVPNSVEQKHIQKEDVPSERYLGYLEQLLRLKKYKVPQLE IVPNSAEERLHSMKEG IHA
80 90 100 110 120 130

30 residues iIn 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34t11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.010 Display time: 0.000

Function used was FASTA [version 3.4tl1l1 Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 40 aa
>SYHTOH2_1_24

vs /data/fasta/ALLERGEN_2012_2 library

searching /data/fasta/ALLERGEN_2012_2 library

367796 residues in 1603 sequences

aa overlap (3-

aa overlap

aa overlap

Expectation_n fit: rho(In(x))= 3.4130+/-0.00286; mu= 9.5190+/- 0.150
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mean_var=41.7198+/-10.742, 0"s: 9 Z-trim: 9 B-trim: 0 in 0/43
Lambda= 0.1986

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16
Scan time: 0.020
The best scores are: opt bits E(1603
ALLERGEN_2012_ 2]gi]170722]gb|AAA34281.1] pre-alph ( 262) 56 22
ALLERGEN_2012_2|gi |473876|gb|AAA17741.1] alpha-gl ( 287) 56 22
ALLERGEN_2012 2]gi|5381323|gb|AAD42943_.1]AF091841 ( 148) 52 21
ALLERGEN_2012_2|gi|1170095|sp|P46419.1|GSTM1_DERP ( 219) 52 21
ALLERGEN_2012_2]gi 60920878 gb]AAX37326.1] glutat ( 219) 52 21
ALLERGEN_2012_2]gi]105969543|gb|ABF81661.1] EXPB1 ( 99) 48 19

O~N~NOPA~W
~N o101 -

>>ALLERGEN_2012_2]gi|170722]gb]AAA34281.1] pre-alpha-/be (262 aa)

initn: 28 initl: 28 opt: 56 Z-score: 92.5 bits: 22.1 E(): 3.8
Smith-Waterman score: 56; 30.000% identity (30.000% ungapped) in 30 aa overlap (2-
31:56-85)

10 20 30
SYHTOH MPLPTVVPKMDPHPRGASWKKKTFQPRLQSK

ALLERG PQLQPQNPSQQQPQEQVPLVQQQQFLGQQQ&%ﬁPQQ&YPéﬁéﬁFPééQPYLQLéﬁFLéPé
30 40 50 60 70 80

40
SYHTOH WIDVISPLT

ALLERG LPYSQPQPFRPQQPYPQPQPQYSQPQQP ISQQQQQQQQQQQQQQQQQQQT TQQTLQQQL I
90 100 110 120 130 140

>>ALLERGEN_2012_2|gi|473876]gb|AAAL17741.1] alpha-gliadin (287 aa)

initn: 28 initl: 28 opt: 56 Z-score: 92.1 bits: 22.1 EQQ: 4.1
Smith-Waterman score: 56; 30.000% identity (30.000% ungapped) in 30 aa overlap (2-
31:56-85)

10 20 30

SYHTOH MPLPTVVPKMDPHPRGASWKKKTEQPRLOSK

ALLERG PQLOPQNPSQQQPQEQVPLVOQQOFLGQQQPFPPOQPYPQPQPFPSQQPYLOLQPFLOPQ
30 20 50 60 70 80

40
SYHTOH WIDVISPLT

ALLERG LPYSQPQPFRPQQPYPQPQPQYSQPQQP 1SQQQQQQQQQQRAQRAQQQQTTQRQILQQQL I
90 100 110 120 130 140

>>ALLERGEN_2012_2]gi 5381323 gb]AAD42943_1]AF091841_1 2S (148 aa)

initn: 40 initl: 40 opt: 52 Z-score: 89.4 bits: 20.6 E(Q: 5.8
Smith-Waterman score: 52; 26.087% identity (26.087% ungapped) in 23 aa overlap
(11-33:36-58)

10 20 30 40
SYHTOH MPLPTVVPKMDPHPRGASWKKKTFQPRLQSKWIDVISPLT

ALLERG IVLAVLFAAALVSASAHKTVVTTSVAEEGEEENQRGCEWESRQCQMRHCMQWMRSMRGQY
10 20 30 40 50 60

ALLERG EESFLRSAEANQGQFEHFRECCNELRDVKSHCRCEALRCMMRQMQQEYGMEQEMQQMQQM
70 80 90 100 110 120

>>ALLERGEN_2012_2|gi|1170095|sp|P46419.1]|GSTM1_DERPT Rec (219 aa)
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initn: 39 initl: 39 opt: 52 Z-score: 87.3 bits: 20.8 E(QQ: 7.5
Smith-Waterman score: 52; 35.294% identity (41.379% ungapped) in 34 aa overlap (3-
32:182-214)

10 20
SYHTOH MPLPTVVPKMDPHPRGASWKKKTFQPRL - ———
ALLERG ANISYVDFNLYEYLCHVKVMVPEVFGQFENLKRYVERMESLPRVSDY IKKQ-QPKTFNAP
160 170 180 190 200 210

30 40

SYHTOH QSKWIDVISPLT

ALLERG TSKWNASYA

>>ALLERGEN_2012_2]gi 60920878 gb]AAX37326.1] glutathione (219 aa)

initn: 39 initl: 39 opt: 52 Z-score: 87.3 bits: 20.8 EQQ: 7.5
Smith-Waterman score: 52; 35.294% identity (41.379% ungapped) in 34 aa overlap (3-
32:182-214)

10 20
SYHTOH MPLPTVVPKMDPHPRGASWKKKTFQPRL----
ALLERG ANISYVDFYLYEYLCRVKVMVPEVFGQFENLKRYVERMESLPRVSDY IKKQ-QPKTFNAP
160 170 180 190 200 210
30 40

SYHTOH QSKWIDVISPLT

ALLERG TSKWNASYA

>>ALLERGEN_2012_2]gi 105969543 |gb|ABF81661.1] EXPB10 [Ze (99 aa)

initn: 35 initl: 35 opt: 48 Z-score: 85.3 bits: 19.3 EQQ: 9.7
Smith-Waterman score: 48; 42.857% identity (42.857% ungapped) in 14 aa overlap
(13-26:51-64)

10 20 30 40

SYHTOH MPLPTVVPKMDPHPRGASWKKKTFQPRLQSKWIDVISPLT
ALLERG ALLVKYVDGDGDIVAVDIKEKGSDTYEPLKASWéAIWékDéDkﬁIKGPITVRLTTEGGTK
30 40 50 60 70 80

ALLERG TVYDDVIPAEWKPNTAYTT
90

40 residues in 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34t11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.020 Display time: 0.000

Function used was FASTA [version 3.4tl1ll1l Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 65 aa
>SYHTOH2_1_25
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vs /data/fasta/ALLERGEN_2012_ 2 library
searching /data/fasta/ALLERGEN_2012_2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 4.8252+/-0.00351; mu= 0.8977+/- 0.184
mean_var=42.9082+/-11.183, 0"s: 7 Z-trim: 7 B-trim: O in 0/42
Lambda= 0.1958

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)]1 ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16

Scan time: 0.020

The best scores are: opt bits E(1603
ALLERGEN_2012_2]gi]23616947|dbj |BAC20650.1] putat 160) 56 23

ALLERGEN_2012_2]gi]114152864|sp]Q01883.2]RAG1_ORY 163) 55 23
ALLERGEN_2012_2]gi]|1304217|dbj |BAA07773.1] allerg 109) 52 22
ALLERGEN_2012_2]gi|1304216|dbj |BAAO7772.1] allerg 111) 52 22
ALLERGEN_2012_2]gi]|1304218|dbj |BAAO7774.1] allerg 113) 52 22
ALLERGEN_2012_2]gi]1703445|sp|P54958.1]|ASP2_BLAGE 352) 57 23
ALLERGEN_2012_2]gi|145105726|gb|ABP35603.1] Bla g 352) 57 23
ALLERGEN_2012_2]gi|1398915|dbj |BAAO7711.1] allerg 160) 52 22
ALLERGEN_2012_2|gi|47117012]|sp|Q7M415.1|PA2_APIDO 134) 51 21
ALLERGEN_2012_2]gi]218193]dbj |BAA01998.1] allerge 165) 52 22
ALLERGEN_2012_2]gi]|1398913|dbj |BAAO7710.1] allerg 166) 52 22
ALLERGEN_2012_2]gi]114152865]|sp]Q01882.2]RAG2_ORY 166) 52 22
ALLERGEN_2012_2]gi|897811]emb]CAA24933.1] unnamed 101) 49 21
ALLERGEN_2012_2]gi | 7435005 pir] |A59055 phospholip 134) 50 21
ALLERGEN_2012_2]gi | 24638082 |sp|Q9BMK4.1|PA2_APICC 134) 50 21
ALLERGEN_2012_2]gi]163825]gb]AAC37318.1] major al 92) 47 20

NN\
NOOUUOUuhrWWWWWNN
OFRPRFPNRPRPRPPOOOOIOTAON

>>ALLERGEN_2012_2]gi]23616947]dbj |BAC20650.1] putative a (160 aa)

initn: 48 initl: 48 opt: 56 Z-score: 96.7 bits: 22.8 E(QQ: 2.2
Smith-Waterman score: 56; 30.769% identity (32.432% ungapped) in 39 aa overlap (6-
42:90-127)

10 20 30
SYHTOH MTHNPT ILRKTLPLYKEVHF IWRGHA—E I TSPPC
ALLERG RQCAGGAVDEQVRODCCRQLAAIDDSFCRCPAL SHMLVGMYKELGAPAKGOPMDEVFPGC
60 70 80 90 100 110
40 50 60

SYHTOH LRRGDQLRLGQLQQL IWPRFVISLTITLRRLQ

120 130 140 150 160

>>ALLERGEN_2012_2]gi]114152864]sp|Q01883.2|RAG1_ORYSJ Re (163 aa)

initn: 42 initl: 42 opt: 55 Z-score: 95.1 bits: 22.5 E(QQ: 2.8
Smith-Waterman score: 55; 43.333% identity (50.000% ungapped) in 30 aa overlap
(14-41:102-129)

10 20 30 40
SYHTOH MTHNPT ILRKTLPLYKEVHF IWRGH--AE I TSPPCLRRGDQLR
ALLERG EQVWQDCCRQLAAVDDGWCRCGALDHMLSG I YRELGATEAGHPMAEVF-PGC-RRGDLER
80 90 100 110 120
50 60

SYHTOH LGQLQQLIWPRFVISLTITLRRLQ

ALLERG AAASLPAFCNVDIPNGPGGVCYWLGYPRTPRTGH
130 140 150 160
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>>ALLERGEN_2012_2]gi]1304217]dbj |BAA07773.1] allergenic (109 aa)

initn: 42 initl: 42 opt: 52 Z-score: 93.5 bits: 21.7 EQQ: 3.4
Smith-Waterman score: 52; 43.333% identity (50.000% ungapped) in 30 aa overlap
(14-41:48-75)

10 20 30 40
SYHTOH MTHNPT ILRKTLPLYKEVHF IWRGH--AE I TSPPCLRRGDQLR
ALLERG EQLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVF-PGC-RRGDLER
20 30 40 50 60 70
50 60

SYHTOH LGQLQQLIWPRFVISLTITLRRLQ

ALLERG ARATLPAFCNVDIPNGTGGVCYWLGYPRTPRTGH
80 90 100

>>ALLERGEN_2012_2]gi]1304216]dbj |BAAO7772.1] allergenic (111 aa)

initn: 42 initl: 42 opt: 52 Z-score: 93.3 bits: 21.7 E(QQ: 3.5
Smith-Waterman score: 52; 43.333% identity (50.000% ungapped) in 30 aa overlap
(14-41:50-77)

10 20 30 40
SYHTOH MTHNPT I LRKTLPLYKEVHF IWRGH-—~AE I TSPPCLRRGDQLR
ALLERG EQLRQDCCRQLAAVDDSWCRCSALNHMVGG I YRELGATDVGHPMAEVE-PGC-RRGDLER
20 30 40 50 60 70
50 60

SYHTOH LGQLQQLIWPRFVISLTITLRRLQ

ALLERG RRRSLPAFCNVDIPNGTGGVCYWLGYPRTPRTGH
80 90 100 110

>>ALLERGEN_2012_2]gi]1304218]dbj |BAA07774.1] allergenic (113 aa)

initn: 42 initl: 42 opt: 52 Z-score: 93.2 bits: 21.7 E(QQ: 3.5
Smith-Waterman score: 52; 43.333% identity (50.000% ungapped) in 30 aa overlap
(14-41:52-79)

10 20 30 40
SYHTOH MTHNPT ILRKTLPLYKEVHF IWRGH--AE I TSPPCLRRGDQLR
ALLERG QOLRQDCCRQLAAVDDSWCRCSALNHMVGG I YRELGATDVGHPMAEVF-PGC-RRGDLER
30 40 50 60 70
50 60

SYHTOH LGQLQQLIWPRFVISLTITLRRLQ

ALLERG AAASLPAFCNVDIPNGTGGVCYWLGYPRTPRTGH
80 90 100 110

>>ALLERGEN_2012_2]gi|1703445]sp|P54958.1]|ASP2_BLAGE RecN (352 aa)

initn: 43 initl: 43 opt: 57 Z-score: 92.5 bits: 23.2 E(Q: 3.9
Smith-Waterman score: 57; 46.667% identity (51.852% ungapped) in 30 aa overlap (1-
29:16-43)

10 20 30 40

SYHTOH MTHNPT I LRKTLPLYKEVH-F IWRGHAE 1 TSPPCLRRGDQLRLGQ

ALLERG MIGLKLVTVLFAVATITHAAELQR--VPLYKLVHVF INTQYAGITKIGNQNFLTVFDSTS
10 20 30 40 50
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50 60
SYHTOH LQQLIWPRFVISLTITLRRLQ

ALLERG CNVVVASQECVGGACVCPNLQKYEKLKPKY ISDGNVQVKFFDTGSAVGRGIEDSLTISNL
60 70 80 90 100 110

>>ALLERGEN_2012_2]gi 145105726 gb]ABP35603.1] Bla g 2 al (352 aa)

initn: 43 initl: 43 opt: 57 Z-score: 92.5 bits: 23.2 E(Q: 3.9
Smith-Waterman score: 57; 46.667% identity (51.852% ungapped) in 30 aa overlap (1-
29:16-43)

10 20 30 40
SYHTOH MTHNPT I LRKTLPLYKEVH-FIWRGHAE I TSPPCLRRGDQLRLGQ
ALLERG MIGLKIVTVLFAVAT ITHAAELQR--VPLYKLVHVFINTQYAGITKIGNQNFLTVFDSTS
10 20 30 40 50
50 60

SYHTOH LQQLIWPRFVISLTITLRRLQ

ALLERG CNVVVASQECVGGACVCPNLQKYEKLKPRY ISDGNVQVKFFDTGSAVGRGIEDSLTIFNL
60 70 80 90 100 110

>>ALLERGEN_2012_2]gi|1398915]dbj |BAAO7711.1] allergenic (160 aa)

initn: 42 initl: 42 opt: 52 Z-score: 90.6 bits: 21.7 EQ: 4.9
Smith-Waterman score: 52; 43.333% identity (50.000% ungapped) in 30 aa overlap
(14-41-98-125)

10 20 30 40
SYHTOH MTHNPT I LRKTLPLYKEVHF IWRGH-—~AE I TSPPCLRRGDQLR
ALLERG EQLRQDCCRQLAAVDDSWCRCSALNHMVGG I YRELGATDVGHPMAEVF-PGC—-RRGDLER
70 80 90 100 110 120
50 60

SYHTOH LGQLQQLIWPRFVISLTITLRRLQ

ALLERG AAASLPAFCNVDIPNGTGGVCYWLGYTPRTPRTGH
130 140 150 160

>>ALLERGEN_2012_2]gi|47117012]sp|Q7M415_.1]PA2_APIDO RecN (134 aa)

initn: 38 initl: 38 opt: 51 Z-score: 90.4 bits: 21.4 E(QQ: 5.1
Smith-Waterman score: 51; 41.667% identity (41.667% ungapped) in 12 aa overlap
(21-32:7-18)

10 20 30 40 50 60

SYHTOH MTHNPT ILRKTLPLYKEVHF IWRGHAE I TSPPCLRRGDQLRLGOLQOL IWPRFVISLTIT

ALLERG 1 1YPGTLWCGHGNVSSSPDEL GRFKHTDSCCRSHDMCPDVMSAGES
10 20 30 40

SYHTOH LRRLQ

ALLERG KHGLTNTASHTRLSCDCDDKFYDCLKNSSDTISSYFVGEMYFNILDTKCYKLEHPVTGCG
50 60 70 80 90 100

>>ALLERGEN_2012_2]gi]218193]dbj |BAA01998.1] allergenic p (165 aa)

initn: 42 initl: 42 opt: 52 Z-score: 90.4 bits: 21.7 E(Q: 5.1
Smith-Waterman score: 52; 43.333% identity (50.000% ungapped) in 30 aa overlap
(14-41:104-131)

Report Number: SSB-165-12 Page 231 of 417



10 20 30 40

SYHTOH MTHNPT I LRKTLPLYKEVHF IWRGH--AE I TSPPCLRRGDQLR
ALLERG EQLAQDCCRELAAVDDSWCRCSALNHMVGG I YRELGATDVGHPMAEVF-PGC-RRGDLER
80 90 100 110 120 130

50 60

SYHTOH LGQLQQLIWPRFVISLTITLRRLQ

ALLERG AAASLPAFCNVDIPNGTGGVCYWLGYPRTPRTGH
140 150 160

>>ALLERGEN_2012_2]gi]1398913]dbj |BAA07710.1] allergenic (166 aa)

initn: 42 initl: 42 opt: 52 Z-score: 90.4 bits: 21.7 EQQ: 5.1
Smith-Waterman score: 52; 43.333% identity (50.000% ungapped) in 30 aa overlap
(14-41:105-132)

10 20 30 40
SYHTOH MTHNPT ILRKTLPLYKEVHF IWRGH--AEITSPPCLRRGDQLR
ALLERG EQLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVF-PGC-RRGDLER
80 90 100 110 120 130
50 60

SYHTOH LGQLQQLIWPRFVISLTITLRRLQ

ALLERG AAASLPAFCNVDIPNGTGGVCYWLGYPRTPRTGH
140 150 160

>>ALLERGEN_2012_2]gi |114152865|sp|Q01882.2|RAG2_ORYSJ Re (166 aa)

initn: 42 initl: 42 opt: 52 Z-score: 90.4 bits: 21.7 E(QQ: 5.1
Smith-Waterman score: 52; 43.333% identity (50.000% ungapped) in 30 aa overlap
(14-41:105-132)

10 20 30 40
SYHTOH MTHNPT ILRKTLPLYKEVHF IWRGH--AE I TSPPCLRRGDQLR
ALLERG EQLRQDCCRQLAAVDDSWCRCSALNHMVGG I YRELGATDVGHPMAEVF-PGC-RRGDLER
80 90 100 110 120 130
50 60

SYHTOH LGQLQQLIWPRFVISLTITLRRLQ

ALLERG AAASLPAFCNVDIPNGTGGVCYWLGYPRTPRTGH
140 150 160

>>ALLERGEN_2012_ 2]gi]897811]emb]|CAA24933.1] unnamed prot (101 aa)

initn: 41 initl: 41 opt: 49 Z-score: 89.4 bits: 20.8 E(QQ: 5.7
Smith-Waterman score: 49; 47.826% identity (52.381% ungapped) in 23 aa overlap
(29-51:25-45)

10 20 30 40 50 60

SYHTOH MTHNPT ILRKTLPLYKEVHF IWRGHAE I TSPPCLRRGDQLRLGOLQOL IWPRFVISLTIT

ALLERG EKLGQGQOPRQWLQPRQGQOGYYPTSPQOSGOGOQL --GQGQQGYYPTSPQQSGAG
10 20 30 40 50

SYHTOH LRRLQ

ALLERG QQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ
60 70 80 90 100

Report Number: SSB-165-12 Page 232 of 417



>>ALLERGEN_2012_2]gi | 7435005]pir| |A59055 phospholipase A (134 aa)

initn: 37 initl: 37 opt: 50 Z-score: 88.9 bits: 21.1 E(): 6.1
Smith-Waterman score: 50; 41.667% identity (41.667% ungapped) in 12
(21-32:7-18)

10 20 30 40 50 60

SYHTOH MTHNPT ILRKTLPLYKEVHF IWRGHAE I TSPPCLRRGDQLRLGQLQQL IWPRFVISLTIT

ALLERG I 1YPGTLWCGHGNVSSGPNEL GRFKHTDACCRTHDMCPDVMSAGES
10 20 30 40

SYHTOH LRRLQ

ALLERG KHGLTNTASHTRLSCDCDDTFYDCLKNSGEKISSYFVGKMYFNLIDTKCYKLEHPVTGCG
50 60 70 80 90 100

>>ALLERGEN_2012_2]gi 24638082 sp|Q9BMK4_1]PA2_APICC RecN (134 aa)

initn: 37 initl: 37 opt: 50 Z-score: 88.9 bits: 21.1 E(): 6.1
Smith-Waterman score: 50; 41.667% identity (41.667% ungapped) in 12
(21-32:7-18)

10 20 30 40 50 60

SYHTOH MTHNPT ILRKTLPLYKEVHF IWRGHAE I TSPPCLRRGDQLRLGQLQQL IWPRFVISLTIT

ALLERG I 1YPGTLWCGHGNVSSGPNELGRFKHTDACCRTHDMCPDVMSAGES
10 20 30 40

SYHTOH LRRLQ

ALLERG KHGLTNTASHTRLSCDCDDTFYDCLKNSGDKISSYFVGKMYFNLIDTKCYKLEHPVTGCG
50 60 70 80 90 100

>>ALLERGEN_2012_2]gi|163825]gb|AAC37318.1] major allerge (92 aa)

initn: 40 initl: 40 opt: 47 Z-score: 87.1 bits: 20.2 E(Q: 7.8
Smith-Waterman score: 47; 34.483% identity (37.037% ungapped) in 29
(14-42:10-36)

10 20 30 40 50 60

SYHTOH MTHNPT ILRKTLPLYKEVHF IWRGHAE I TSPPCLRRGDOLRLGOLQOL IWPRFVISLTIT

ALLERG MKGARVLVLLWAALLL IWGGNCE I C—-PAVKRDVDLFLTGTPDEYVEQVAQYKALP
10 20 30 40 50

SYHTOH LRRLQ

ALLERG VVLENARILKNCVDAKMTEEDKENALSLLDKIYTSPLC
60 70 80 90

65 residues in 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34t11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.020 Display time: 0.000

Function used was FASTA [version 3.4tl1l1l Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 69 aa
>SYHTOH2_1_26

vs /data/fasta/ALLERGEN_2012_2 library

searching /data/fasta/ALLERGEN_2012_2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 4.3276+/-0.00324; mu= 5.1316+/- 0.168
mean_var=49.9800+/-13.628, 0"s: 3 Z-trim: 3 B-trim: O in 0/43
Lambda= 0.1814

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)71 ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16
Scan time: 0.020

The best scores are: opt bits E(1603)
ALLERGEN_2012_2]gi | 71360928 emb|CAJ19705.1] non-s ( 114) 59 23 2.1
ALLERGEN_2012_2]gi | 21926 |emb|CAA36063.1] unnamed ( 295) 56 22 7.7
ALLERGEN_2012_2|gi | 262232390 |gb|ACY38525.1] aller ( 174) 53 21 8.7

>>ALLERGEN_2012_2]gi]71360928]emb]CAJ19705.1] non-specif (114 aa)

initn: 38 initl: 38 opt: 59 Z-score: 97.2 bits: 22.5 EQ: 2.1
Smith-Waterman score: 59; 26.471% identity (28.125% ungapped) in 34 aa overlap
(12-43:27-60)

10 20 30 40
SYHTOH MRLWDTQPGVHCAQLDTSMVDGMMLVFGKG I L--SCQLLQGQLGQ
ALLERG MEMVNKIACFVLLCMVVVAPHAEALTCGQVTSTLAPCLPYLMNééPLRNCCDGVKGLLGQ
10 20 30 40 50 60
50 60

SYHTOH LPRSELVISAPWVDLQIVQTFGNKVS

ALLERG AKTTVDRQAACTCLKSAASSFTGLNLGKAAALPNTCSVNIPYKISPSTDCSKVQ
70 80 90 100 110

>>ALLERGEN_2012 2]gi]21926|emb]|CAA36063.1] unnamed prote (295 aa)

initn: 69 initl: 44 opt: 56 Z-score: 87.1 bits: 22.0 EQ: 7.7
Smith-Waterman score: 56; 37.037% identity (37.037% ungapped) in 27 aa overlap
(30-56:221-247)

10 20 30 40 50
SYHTOH MRLWDTQPGVHCAQLDTSMVDGMMLVFGKGILSCQLLQGQLGQLPRSELVISAPWVDLQ

ALLERG QQGFVQAQQQQPQQLGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVLQGTFLQPH
210 220 230 240 250

60
SYHTOH 1VQTFGNKVS

ALLERG QIAHLEVMTSIALRTLPTMCSVNVPLYSSTTSVPFSVGTGVGAYL
260 270 280 290

>>ALLERGEN_2012_2]gi]262232390]gb]ACY38525.1] allergen C (174 aa)

initn: 44 initl: 44 opt: 53 Z-score: 86.1 bits: 21.1 EQQ: 8.7
Smith-Waterman score: 53; 30.233% identity (32.500% ungapped) in 43 aa overlap
(29-68:2-44)
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10 20 30 40 50
SYHTOH MRLWDTQPGVHCAQLDTSMVDGMMLVFGKGILSC-QLLQGQLGQLPRSELV--1SAPWVD

ALLERG MK I LLLCLALVLASDAQLPLPNVLTQVSGPWKT
10 20 30

60
SYHTOH LQIVQTFGNKVS
ALLERG LYiSSNNLDkIGDNGPFRIYMRGINVDIPRLKMSFNFYVKVDGECVENSVGASIGRDNLI
40 50 60 70 80 90

69 residues iIn 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34t11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.020 Display time: 0.000

Function used was FASTA [version 3.4tl1ll1 Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 35 aa
>SYHTOH2_1_27

vs /data/fasta/ALLERGEN_2012 2 library

searching /data/fasta/ALLERGEN_2012_2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 4.4141+/-0.0033; mu= 1.1420+/- 0.172
mean_var=31.1013+/- 7.648, 0"s: 21 Z-trim: 22 B-trim: O in 0/40
Lambda= 0.2300

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16
Scan time: 0.010
The best scores are: opt bits E(1603)
ALLERGEN_2012_2]gi|21783]emb]|CAA30570.1] unnamed ( 356) 57 24 0.92
ALLERGEN_2012_2]gi]75317968|sp]022116]022116_WHEA ( 373) 55 24
ALLERGEN_2012_2]gi]21314465|gb]AAM46958.1]AF51085 ( 538) 53 23
ALLERGEN_2012_2]gi|112754]sp|P04403.2]2SS1_BEREX ( 146) 47 21
(
(
(

ALLERGEN_2012_2|gi | 56788031 |gb]AAW29810.1] seed s ( 507) 52 23
ALLERGEN_2012_2]gi | 62550933 |emb|CAI79052.1] putat ( 326) 50 22
ALLERGEN_2012_2|gi | 149208403 |gb|ABR21772.1] congl 455) 51 22
ALLERGEN_2012_2|gi | 335331566 |gb|AEH31546.1] low m ( 369) 50 22
ALLERGEN_2012_2|gi | 169950562 |gb|ACB05815.1] congl ( 611) 51 22

OB WWER
WOoONNNNOIO

>>ALLERGEN_2012_2]gi]21783|emb|CAA30570.1] unnamed prote (356 aa)

initn: 44 initl: 44 opt: 57 Z-score: 103.7 bits: 24.4 E(QQ: 0.92
Smith-Waterman score: 57; 30.769% identity (30.769% ungapped) in 26 aa overlap (4-
29:187-212)

10 20 30
SYHTOH MSTHPSVYKYLAPPSLLREQNLREIVLEREREQ

ALLERG QQPPISQQQQPPFLQQQRPPFSRQQQ PV IHPSVLQQLNPCKVFLQQQCIPVAMQRCLAR
160 170 180 190 200 210
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SYHTOH VA

ALLERG SQMLQQS ICHVMQQQCCQQLRQIPEQSRHES IRAT IYST 1LQQQQQQQQQQQQQQGQSH 1
220 230 240 250 260 270

>>ALLERGEN_2012_2]gi]75317968]sp]022116]022116_WHEAT LMM (373 aa)

initn: 44 initl: 44 opt: 55 Z-score: 99.7 bits: 23.7 E(QQ: 1.5
Smith-Waterman score: 55; 30.769% identity (30.769% ungapped) in 26 aa overlap (4-
29:197-222)

10 20 30
SYHTOH MSTHPSVYKYLAPPSLLREQNLRE I VLEREREQ
ALLERG QQPP|SQQQQPPFSQQQQPPFSQQQQ|PV|Hﬁé&LQQLNPCMVFLédéClPQAMééCLAR
170 180 190 200 210 220
SYHTOH VA

ALLERG SQMLQQSICHVMQRQCCQQLRQIPEQSRHESIRATTYSII1LQQQQQQQQQQQQQQGQSII
230 240 250 260 270 280

>>ALLERGEN_2012_2]gi |21314465|gb|AAM46958 . 1|AF510854 1 a (538 aa)

initn: 40 initl: 40 opt: 53 Z-score: 93.2 bits: 23.0 E(QQ: 3.5
Smith-Waterman score: 53; 44.444% identity (53.333% ungapped) in 18 aa overlap (8-
25:523-537)

10 20 30
SYHTOH MSTHPSVYKYLAPPSLLREQNLREIVLEREREQVA
ALLERG SFIDNLPEEVVANSYGLPREQARQLKNNNPFKFFVPPS———EQSLRAVA
500 510 520 530

>>ALLERGEN_2012_2]gi|112754]sp|P04403.2]2SS1_BEREX RecNa (146 aa)

initn: 31 initl: 31 opt: 47 Z-score: 92.8 bits: 21.1 EQQ: 3.7
Smith-Waterman score: 47; 19.355% identity (19.355% ungapped) in 31 aa overlap (4-
34:19-49)

10 20 30
SYHTOH MSTHPSVYKYLAPPSLLREQNLREIVLEREREQVA
ALLERG MAKISVAAAALLVLMALGHATAFRATVTTTVVEEENQEECREQMQRQQMLSHCRMYMRQQ
10 20 30 40 50 60

ALLERG MEESPYQTMPRRGMEPHMSECCEQLEGMDESCRCEGLRMMMMRMQQEEMQPRGEQMRRMM
70 80 90 100 110 120

>>ALLERGEN_2012 2]gi|56788031|gbh]AAW29810.1] seed storag (507 aa)

initn: 48 initl: 48 opt: 52 Z-score: 91.9 bits: 22.7 EQQ: 4.2
Smith-Waterman score: 52; 50.000% identity (50.000% ungapped) in 20 aa overlap
(14-33:279-298)

10 20 30
SYHTOH MSTHPSVYKYLAPPSLLREQNLREIVLEREREQVA

ALLERG DTETARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSR
250 260 270 280 290 300

ALLERG RGGRDDNGLEETICTLRLRENIGDPSRADIYTEEAGRISTVNSHTLPVLRWLQLSAERGA
310 320 330 340 350 360

>>ALLERGEN_2012_2]gi 62550933 emb|CA179052.1] putative L (326 aa)
initn: 43 initl: 43 opt: 50 Z-score: 91.8 bits: 22.0 EQ): 4.2
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Smith-Waterman score: 50; 25.000% identity (25.000% ungapped) in 24 aa overlap (4-
27:145-168)

10 20 30
SYHTOH MSTHPSVYKYLAPPSLLREQNLRE IVLEREREQ

ALLERG QQQLPPFSQQLPPFSQQQQPVLLQQQIPFVHPS I LQQLNPCKVFLQQQCSPVAMPQSLAR
120 130 140 150 160 170

SYHTOH VA

ALLERG SQMLQQSSCHVMQQQCCQQLPQIPQQSRYEAIRAIVYSIILQEQQQVQGSIQTQQQQPQQ
180 190 200 210 220 230

>>ALLERGEN_2012_2]gi]149208403]gb]ABR21772.1] conglutin (455 aa)

initn: 47 initl: 47 opt: 51 Z-score: 91.0 bits: 22.4 EQ: 4.7
Smith-Waterman score: 51; 50.000% identity (50.000% ungapped) in 20 aa overlap
(14-33:123-142)

10 20 30
SYHTOH MSTHPSVYKYLAPPSLLREQNLREIVLEREREQVA

100 110 120 130 140 150

ALLERG GDERRQHRERRVHREEREQEQDSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQ
160 170 180 190 200 210

>>ALLERGEN_2012_2]gi 335331566 gb|AEH31546.1] low molecu (369 aa)

initn: 43 initl: 43 opt: 50 Z-score: 90.8 bits: 22.0 E(QQ: 4.8
Smith-Waterman score: 50; 25.000% identity (25.000% ungapped) in 24 aa overlap (4-
27:202-225)

10 20 30
SYHTOH MSTHPSVYKYLAPPSLLREQNLREIVLEREREQ

ALLERG QQQQPSLPQOPPFSQQQQQLVLPOQQIPEVHPS ILQQLNPCKVFLOQQCSPVAMPQSLAR
180 190 200 210 220 230
SYHTOH VA

ALLERG SQMLQQSSCHVMQQQCCQQLPQIPQQSRYEAIRAT IYSI ILQEQQQVQGS IQTPQQQPQQ
240 250 260 270 280 290

>>ALLERGEN_2012_2]gi]169950562]gb]ACB05815.1] conglutin (611 aa)

initn: 47 initl: 47 opt: 51 Z-score: 88.6 bits: 22.4 E(Q: 6.3
Smith-Waterman score: 51; 50.000% identity (50.000% ungapped) in 20 aa overlap
(14-33:123-142)

10 20 30
SYHTOH MSTHPSVYKYLAPPSLLREQNLREIVLEREREQVA

100 110 120 130 140 150

ALLERG GDERRQHRERRVHREEREQEQDSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQ
160 170 180 190 200 210

35 residues in 1 query sequences
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367796 residues in 1603 library sequences

Scomplib [34t11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.010 Display time: 0.010

Function used was FASTA [version 3.4tl1ll1 Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 183 aa
>SYHTOH2_1_28

vs /data/fasta/ALLERGEN_2012_2 library

searching /data/fasta/ALLERGEN_2012_2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 4.0748+/-0.00364; mu= 12.2148+/- 0.190
mean_var=60.0372+/-15.922, 0"s: 3 Z-trim: 4 B-trim: O in 0/44

Lambda= 0.1655

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)]1 ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16
Scan time: 0.050
The best scores are: opt bits E(1603)
ALLERGEN_2012_2]gi]5059162|gb|AAD38942_1]AF144060 ( 496) 87 29 0.25
ALLERGEN_2012_2]gi]|21748153|emb|CAD38167.1] putat ( 124) 73 25
ALLERGEN_2012_2]gi|89892723|gb]ABD79095.1] Zea m ( 252) 71 25
ALLERGEN_2012_2]gi|89892721|gb|ABD79094.1] Zea m ( 263) 71 25
(
(
(
(

o
(o]
©

ALLERGEN_2012_2]gi | 115502167 | sp|Q1ZYQ8.2]|EXB10_MA 270) 71 25
ALLERGEN_2012_2]gi | 105969545 |gb|ABF81662.1] EXPB1 269) 69 25
ALLERGEN_2012_2]gi |115502168|sp|POC1Y5.1]EXB11_MA 269) 69 25
ALLERGEN_2012_2]gi|18615]emb]|CAA26723.1] unnamed 495) 71 25
ALLERGEN_2012_2|gi |18635]|emb|CAA33215.1] glycinin ( 495) 69 25
ALLERGEN_2012_2|gi | 18652047 |gb|AAL76932.1|AF45648 ( 154) 64 23
ALLERGEN_2012_2|gi | 2266625]emb|CAB10765.1] group ( 264) 63 23

AR WWWNNN
OFRP OUNNWWN

>>ALLERGEN_2012_2]gi | 5059162 gb|AAD38942 . 1|AF144060_1 al (496 aa)

initn: 50 initl: 50 opt: 87 Z-score: 113.9 bits: 29.1 EQQ: 0.25
Smith-Waterman score: 92; 26.364% identity (31.868% ungapped) in 110 aa overlap
(23-132:178-268)

10 20 30 40 50
SYHTOH MSPERRPVE IRPATAADMAAVCD IVNHY IETSTVNFRTEPQTPQEWIDDLER

150 160 170 180 190 200

60 70 80 90 100 110
SYHTOH LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK

ALLERG 1YSRLHNLNKEFF-————---—- P-——ENSQPF I YHET 1YYGGN----GINSNEYTSLGR
210 220 230 240

120 130 140 150 160 170

SYHTOH SMEAQGEKSVVAV IGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDEEL PA

ALLERG 1 1EFREYKE ITNVER-GNNPLHWLKNFGTEWGLVPSGDALVMIDSHDLRVGHTGKLGEN
250 260 270 280 290 300

>>ALLERGEN_2012_2]gi |21748153|emb|CAD38167.1] putative n (124 aa)
initn: 70 initl: 70 opt: 73 Z-score: 103.1 bits: 25.1 EQQ: 0.99
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Smith-Waterman score: 73; 33.333% identity (34.146% ungapped) in 42 aa overlap
(92-132:16-57)

70 80 90 100 110 120

SYHTOH AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS

ALLERG MSDFNA IAQQFVEFYYKTFDGNRAGLGAL YKEHSMLTFEAQGTQG
10 20 30 40

130 140 150 160 170 180

SYHTOH VVAVI-GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL PAPPRPVRPY
ALLERG SAAIVEKLQNLPFQEIQHRTDTVDAQPSADDG I LVLVTGALLLGGESKPMSFTQAFQLKN
50 60 70 80 90 100

>>ALLERGEN_2012_2]gi]89892723]|gb]ABD79095.1] Zea m 1 all (252 aa)

initn: 71 initl: 71 opt: 71 Z-score: 96.8 bits: 25.0 EQQ: 2.2
Smith-Waterman score: 71; 30.189% identity (30.189% ungapped) in 53 aa overlap
(100-152:81-133)

70 80 90 100 110 120
SYHTOH GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP

ALLERG NGGGCGYKDVNKPPFNSMGACGN IP I FKDGLGCGSCFE IKCDKPVECSGKPVVVH I TDMN
60 70 80 90 100 110

130 140 150 160 170 180
SYHTOH NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTOI
ALLERG YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAG I IDMQFRRVKCKYDSKVTFHLEKGCGPN
120 130 140 150 160 170

>>ALLERGEN_2012_2]|gi|89892721|gb|ABD79094.1] Zea m 1 all (263 aa)

initn: 71 initl: 71 opt: 71 Z-score: 96.6 bits: 25.0 E(QQ: 2.3
Smith-Waterman score: 71; 30.189% identity (30.189% ungapped) in 53 aa overlap
(100-152:92-144)

70 80 90 100 110 120
SYHTOH GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP

ALLERG NGGGCGYKDVNKPPENSMGACGN IP I FKDGLGCGSCFE IKCDKPVECSGKPVVVH I TDMN
70 80 90 100 110 120

130 140 150 160 170 180
SYHTOH NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFEL PAPPRPVRPVTOI
ALLERG YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAG I IDMQFRRVKCKFGSKVSFHLEKGCGPN
130 140 150 160 170 180

>>ALLERGEN_2012_2]gi|115502167|sp|Q1ZYQ8.2|EXB10_MAIZE R (270 aa)

initn: 71 initl: 71 opt: 71 Z-score: 96.4 bits: 25.0 EQQ: 2.3
Smith-Waterman score: 71; 30.189% identity (30.189% ungapped) in 53 aa overlap
(100-152:-99-151)

70 80 90 100 110 120
SYHTOH GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP

ALLERG NGGGCGYKDVNKPPFENSMGACGN IP I FKDGLGCGSCFE IKCDKPVECSGKPVVVH I TDMN
70 80 90 100 110 120
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130 140 150 160 170 180
SYHTOH NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWORDFEL PAPPRPVRPVTOI
ALLERG YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAG I IDMQFRRVKCKYDSKVTFHLEKGCGPN
130 140 150 160 170 180

>>ALLERGEN_2012_2]gi]105969545]gb|ABF81662.1] EXPB10 [Ze (269 aa)

initn: 94 initl: 69 opt: 69 Z-score: 93.9 bits: 24.5 E(): 3.2
Smith-Waterman score: 69; 30.189% identity (30.189% ungapped) in 53
(100-152:98-150)

70 80 90 100 110 120
SYHTOH GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP

ALLERG NGGGCGYKDVNKAPFNSMGACGNVP IFKDGLGCGSCFE IKCDKPAECSGKPVVVY 1 TDMN
70 80 90 100 110 120

130 140 150 160 170 180
SYHTOH NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI

ALLERG YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAGI IDMQFRRVKCKYGSKVTFHLEKGCNPN
130 140 150 160 170 180

>>ALLERGEN_2012_2]gi|115502168]|sp|POC1Y5.1]|EXB11_MAIZE R (269 aa)

initn: 94 initl: 69 opt: 69 Z-score: 93.9 bits: 24.5 EQQ: 3.2
Smith-Waterman score: 69; 30.189% identity (30.189% ungapped) in 53
(100-152:98-150)

70 80 90 100 110 120
SYHTOH GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP

ALLERG NGGGCGYKDVNKAPFNSMGACGNVP I FKDGLGCGSCFE IKCDKPAECSGKPVVVY I TDMN
70 80 90 100 110 120

130 140 150 160 170 180
SYHTOH NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI

ALLERG YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAG I IDMQFRRVKCKYGSKVTFHLEKGCNPN
130 140 150 160 170 180

>>ALLERGEN_2012 2]gi]18615]emb|CAA26723.1] unnamed prote (495 aa)

initn: 41 initl: 41 opt: 71 Z-score: 93.2 bits: 25.3 E(QQ: 3.5
Smith-Waterman score: 71; 25.843% identity (29.114% ungapped) in 89
(39-118:113-200)

10 20 30 40 50 60
SYHTOH EIRPATAADMAAVCDIVNHYIETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV

ALLERG SYTNGPQE Y 1QQGKG I FGMIYPGCSSTFEEPQQPQQRGQS-SRPQDRHQK 1 YNSREGDL

90 100 110 120 130 140

70 80 90 100 110
SYHTOH AGIAYAGPWKARNAYDWTVESTVYV -~ -SHRHQ-~ - RLGLGSTLYTHLLKSMEAQGF
ALLERG TAVPTGVAWWMYNNEDTPVVAVS I IDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG
150 160 170 180 190 200

120 130 140 150 160 170

SYHTOH KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP

ALLERG HQSQKGKHQQEEENEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGG
210 220 230 240 250 260
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>>ALLERGEN_2012_2]gi]18635]emb|CAA33215.1] glycinin subu (495 aa)

initn: 41 initl: 41 opt: 69 Z-score: 90.7 bits: 24.8 E(Q: 4.9
Smith-Waterman score: 69; 25.843% identity (29.114% ungapped) in 89 aa overlap
(39-118:113-200)

10 20 30 40 50 60
SYHTOH EIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV

ALLERG SYTNGPQE 1Y 1QQGKG I FGM1YPGCPSTFEEPQQPQQRGQS-SRPQDRHQK I YNFREGDL

90 100 110 120 130 140

70 80 90 100 110
SYHTOH AGIAYAGPWKARNAYDWTVESTVYV---SHRHQ------ RLGLGSTLYTHLLKSMEAQGF
ALLERG TAVPTGVAWWMYNNEDTPVVAVSI IDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG
150 160 170 180 190 200

120 130 140 150 160 170

SYHTOH KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP

ALLERG HQSQKGKHQQEEENEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGG
210 220 230 240 250 260

>>ALLERGEN_2012_2]gi 18652047 gb|AAL76932.1]AF456481_1 m (154 aa)

initn: 33 initl: 33 opt: 64 Z-score: 90.3 bits: 23.1 EQ: 5.1
Smith-Waterman score: 64; 22.727% identity (25.773% ungapped) in 110 aa overlap
(44-146:21-124)

20 30 40 50 60 70
SYHTOH TAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRY-PWLVAEVEGVVAGIA
ALLERG MGVQKTEVEAPSTVSAEKMYQGFLLDMDTVFPKVLPQL IKSVE- ILEGDG
10 20 30 40

80 90 100 110 120
SYHTOH YAGPWKARNAYDWTVESTVYVSHRHQ----- RLGLGSTLYTHLLKSMEAQGFKSVVA-VI

ALLERG GVéTVRLVHLG————EATEYTTMKQKVDVIDKAGLGY%—Q%TIGGDILVEGLESVVNQFV
50 60 70 80 90 100

130 140 150 160 170 180
SYHTOH GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI
ALLERG VvﬁibGéCIQRN%TI9N+kéDAVLPEDKVKEATEKSALAFKAVEAYLLAN
110 120 130 140 150

>>ALLERGEN_2012_2]gi]2266625]emb]CAB10765.1] group V all (264 aa)

initn: 34 initl: 34 opt: 63 Z-score: 86.2 bits: 23.1 E(Q: 8.6
Smith-Waterman score: 63; 28.814% identity (30.357% ungapped) in 59 aa overlap
(101-157:17-74)

80 90 100 110 120
SYHTOH 1AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAV IGL -~
ALLERG ADAGYTPAAPAAAGAGGKATTDEQKL LEDVNA-GFKTAVAAAANVP
10 20 30 40
130 140 150 160 170 180

SYHTOH PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI

ALLERG PADKYKTFEAAFTASSKASIAAAATKAPGLIPQLNAATNTAYAAAQGATPEAKYDAFVTT
50 60 70 80 90 100
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183 residues iIn 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34t11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.050 Display time: 0.010

Function used was FASTA [version 3.4tl1l1 Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 32 aa
>SYHTOH2_1_29

vs /data/fasta/ALLERGEN_2012_2 library

searching /data/fasta/ALLERGEN_2012_2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 3.4303+/-0.00255; mu= 4.7585+/- 0.134
mean_var=23.4858+/- 6.194, 0"s: 16 Z-trim: 16 B-trim: O in 0/42
Lambda= 0.2647

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16
Scan time: 0.010

The best scores are: opt bits E(1603)
ALLERGEN_2012_2]gi | 25361513 gb]AAN73248.1] helix- ( 450) 48 23 2.5
ALLERGEN_2012_2]|gi |322812205|pdb|2X45]A Chain A, ( 144) 40 20 7.3
ALLERGEN_2012_2|gi |462026|sp|P34071.1|ENTC2_STAAU ( 266) 42 21 7.5
ALLERGEN_2012_2|gi |58371884|emb|CAG26895.1] Arg r ( 159) 40 20 8
ALLERGEN_2012_2]gi|757851]emb]|CAA26040.1] ovotran ( 705) 45 22 8.2
ALLERGEN_2012_2|gi|1351295]sp|P02789.2|TRFE_CHICK ( 705) 45 22 8.2

>>ALLERGEN_2012_2]gi]25361513]gh]AAN73248.1] helix-loop- (450 aa)

initn: 48 initl: 48 opt: 48 Z-score: 96.0 bits: 23.2 E(QQ: 2.5
Smith-Waterman score: 48; 63.636% identity (63.636% ungapped) in 11 aa overlap
(11-21:201-211)

10 20 30
SYHTOH MMAFVGATFLFHYLHNKVTDSWAMESEEVSGY

ALLERG ANQFNFEVPGHMNVSGHPTHLEHSSTNPNSFHYEHNIVSPSS IHPSTAHFDGEVPSQWDD
180 190 200 210 220 230

ALLERG SLGHGASTPKVRTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLS
240 250 260 270 280 290

>>ALLERGEN_2012_2]gi 322812205 pdb]2X45]A Chain A, Cryst (144 aa)

initn: 36 initl: 36 opt: 40 Z-score: 87.5 bits: 19.9 EQQ: 7.3
Smith-Waterman score: 40; 33.333% identity (33.333% ungapped) in 18 aa overlap
(15-32:99-116)

10 20 30
SYHTOH MMAFVGATFLFHYLHNKVTDSWAMESEEVSGY

ALLERG TATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKETETR
70 80 90 100 110 120

ALLERG GSTPANEVYKKCPGMP
130 140
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>>ALLERGEN_2012_2]gi 462026 ]sp|P34071.1|ENTC2_STAAU RecN (266 aa)

initn: 29 initl: 29 opt: 42 Z-score: 87.3 bits: 20.8 E(QQ: 7.5
Smith-Waterman score: 42; 33.333% identity (33.333% ungapped) in 24 aa overlap (4-
27:235-258)

10 20 30
SYHTOH MMAFVGATFLFHYLHNKVTDSWAMESEEVSGY
ALLERG SSPYETGY IKFIENNGNTFWYDMMPAPGDKFDQSKYLMMYNDNKTVDSKSVKIEVHLTTK
210 220 230 240 250 260

ALLERG NG

>>ALLERGEN_2012_2]gi|58371884]|emb]|CAG26895.1] Arg r 1 pr (159 aa)

initn: 36 initl: 36 opt: 40 Z-score: 86.8 bits: 20.0 EQ): 8
Smith-Waterman score: 40; 33.333% identity (33.333% ungapped) in 18 aa overlap
(15-32:114-131)

10 20 30
SYHTOH MMAFVGATFLFHYLHNKVTDSWAMESEEVSGY
ALLERG TATAKGSDIVVGSDTSTVIYTDGKTCDVVKHGGHTELWVHSSKTSGGYNNCCDKKFTETR
90 100 110 120 130 140

ALLERG GSTPANEVYKKCPGMP
150

>>ALLERGEN_2012_ 2|gi|757851]emb|CAA26040.1] ovotransferr (705 aa)

initn: 45 initl: 45 opt: 45 Z-score: 86.6 bits: 22.1 E(): 8.2
Smith-Waterman score: 45; 41.176% identity (41.176% ungapped) in 17 aa overlap
(16-32:277-293)

10 20 30
SYHTOH MMAFVGATFLFHYLHNKVTDSWAMESEEVSGY

ALLERG CLDGSRQPVDNYKTCNWARVAAHAVVARDDNKVED IWSFLSKAQSDFGVDTKSDFHLFGP
250 260 270 280 290 300

ALLERG PGKKDPVLKDFLFKDSAIMLKRVPSLMDSQLYLGFEYYSAIQSMRKDQLTPSPRENRIQW
310 320 330 340 350 360

>>ALLERGEN_2012_2]gi]1351295]sp|P02789.2] TRFE_CHICK RecN (705 aa)

initn: 45 initl: 45 opt: 45 Z-score: 86.6 bits: 22.1 E(Q: 8.2
Smith-Waterman score: 45; 41.176% identity (41.176% ungapped) in 17 aa overlap
(16-32:277-293)

10 20 30
SYHTOH MMAFVGATFLFHYLHNKVTDSWAMESEEVSGY

ALLERG CLDGSRQPVDNYKTCNWARVAAHAVVARDDNKVEbIWSFLéKAQéDFGVDTKSDFHLFGP
250 260 270 280 290 300

ALLERG PGKKDPVLKDLLFKDSAIMLKRVPSLMDSQLYLGFEYYSAIQSMRKDQLTPSPRENRIQW
310 320 330 340 350 360

32 residues in 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34t11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.010 Display time: 0.000
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Function used was FASTA [version 3.4tl1l1 Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 44 aa
>SYHTOH2_1_30

vs /data/fasta/ALLERGEN_2012_2 library

searching /data/fasta/ALLERGEN_2012_2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 5.8225+/-0.00365; mu= -5.3535+/- 0.189
mean_var=50.3779+/-14.454, 0"s: 12 Z-trim: 12 B-trim: 79 in 1/42
Lambda= 0.1807

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)71 ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16

Scan time: 0.010

The best scores are: opt bits E(1603)
ALLERGEN_2012_2]gi|170722]gb|AAA34281.1] pre-alph ( 262) 67 25 0.66
ALLERGEN_2012_2]gi|473876]|gb|AAAL17741.1] alpha-gl ( 287) 67 25 0.73

ALLERGEN_2012_2|gi |170728|gb|AAA34284_1] alpha-ty ( 186) 64 24 0.79
ALLERGEN_2012_2|gi |21755]|emb|CAA25593.1] unnamed ( 286) 63 24 1.5
ALLERGEN_2012_2|gi |21761]|emb|CAA26384.1] unnamed ( 286) 63 24 1.5
ALLERGEN_2012_2]gi|170720|gb|AAA34280.1] alpha/be ( 286) 63 24 1.5
ALLERGEN_2012_2|gi |1304264]|dbj|BAA12318.1] alpha- ( 259) 62 23 1.6
ALLERGEN_2012_2|gi|170712|gb|AAA34276.1] pre-alph ( 291) 61 23 2.2
ALLERGEN_2012_2|gi |170740|gb|AAA34290.1] gliadin ( 296) 61 23 2.2
ALLERGEN_2012_2]gi|21757]emb]|CAA26383.1] unnamed ( 296) 61 23 2.2
ALLERGEN_2012_2]|gi |155676690|dbj |BAF75708.1] SXP/ ( 150) 57 22 2.2
ALLERGEN_2012_2]gi|21673|emb]CAA35238.1] unnamed ( 307) 60 23 2.8
ALLERGEN_2012_2]|gi |155676692|dbj |BAF75709.1] SXP/ ( 150) 55 22 3.2
ALLERGEN_2012_2]gi|21926]|emb]CAA36063.1] unnamed ( 295) 58 22 3.8
ALLERGEN_2012_2]gi|170718|gb|AAA34279.1| alphas/be ( 313) 58 22 4.1
ALLERGEN_2012_2|gi | 155676684 |dbj |BAF75705.1] SXP/ ( 150) 53 21 4.6
ALLERGEN_2012_2|gi | 155676696 |dbj |[BAF75711.1] SXP/ ( 150) 53 21 4.6
ALLERGEN_2012_2|gi | 155676688|dbj |BAF75707.1] SXP/ ( 150) 53 21 4.6
ALLERGEN_2012_2]|gi | 155676636 |dbj |BAF75681.1] SXP/ ( 150) 53 21 4.6
ALLERGEN_2012_2|gi | 155676682 |dbj |[BAF75704.1] SXP/ ( 150) 53 21 4.6
ALLERGEN_2012_2|gi | 155676698|dbj |BAF75712.1] SXP/ ( 150) 53 21 4.6
ALLERGEN_2012_2|gi | 155676694 |dbj |BAF75710.1] SXP/ ( 150) 53 21 4.6
ALLERGEN_2012_2|gi | 155676686 |dbj | BAF75706.1] SXP/ ( 150) 53 21 4.6
ALLERGEN_2012_2|gi | 30794292 ref|NP_851341.1] lact ( 708) 62 23 4.6
ALLERGEN_2012_2]gi | 55859456 ] emb | CAH92630.1] polle ( 520) 59 23 5.8
ALLERGEN_2012_2|gi |21765]|emb|CAA26385.1] unnamed ( 313) 56 22 5.8
ALLERGEN_2012_2]gi|886967|emb]CAA59340.1] low mol ( 276) 55 22 6.1
ALLERGEN_2012_2|gi |170738|gb|AAA34289_1] gamma-gl ( 327) 55 22 7.3

>>ALLERGEN_2012_2]gi]170722]gb]AAA34281.1] pre-alpha-/be (262 aa)

initn: 39 initl: 39 opt: 67 Z-score: 106.3 bits: 24.7 E(QQ: 0.66
Smith-Waterman score: 67; 28.205% identity (28.205% ungapped) in 39 aa overlap (6-
43:100-138)

10 20 30
SYHTOH MVGQFRQDSSRISEPHLHTAPLQQVQIRDQDLLE

ALLERG PSQQPYLQLQPFLQPQLPYSQPQPFRPQQPQPéPéPéYééﬁéQPIéQQééQéQééééQQé
70 80 90 100 110 120
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40
SYHTOH QKQVLLLQQH

ALLERG QQQQQT 1QQ1LQQQL IPCMDVVLOQHN 1VHGKSQVLQQSTYQLLOELCCQHLWQIPEQSQ
130 140 150 160 170 180

>>ALLERGEN_2012_2|gi|473876]gb|AAAL17741.1] alpha-gliadin (287 aa)

initn: 39 initl: 39 opt: 67 Z-score: 105.5 bits: 24.7 E(Q: 0.73
Smith-Waterman score: 67; 28.205% identity (28.205% ungapped) in 39 aa overlap (6-
43:100-138)

10 20 30
SYHTOH MVGQFRQDSSRISEPHLHTAPLQQVQIRDQDLLE
ALLERG PSQQPYLQLQPFLQPQLPYSQPQPFRPQQPYPQPQPQYSQPQQPISQQQQQQQQQQQQQQ
70 90 100
40

SYHTOH QKQVLLLQQH

ALLERG QQQQQT 1QQ1LQQQL IPCMDVVLOQHN 1VHGKSQVLQQSTYQLLOELCCQHLWQIPEQSQ
130 140 150 160 170 180

>>ALLERGEN_2012_2]gi|170728]gb|AAA34284.1] alpha-type gl (186 aa)

initn: 73 initl: 48 opt: 64 Z-score: 104.8 bits: 24.0 EQ: 0.79
Smith-Waterman score: 66; 30.612% identity (36.585% ungapped) in 49 aa overlap (4-
44:6-54)

10 20 30 40
SYHTOH MVGQFRQDSSRISEPHLHTAPLQQVQIRDQDLLEQ———KQVL ————— LLQQH

ALLERG PQPQPQYSQPQQPISQQQQQQQQQQQQQQQEQQILQQILQQQLIPCMDVVLQQHNIAHGR
10 50 60

ALLERG SQVLQQSTYQLLQELCCQHLWQIPEQSQCQAIHNVVHAIT ILHQQQQKQQQQPSSQFSFQQ
70 80 90 100 110 120

>>ALLERGEN_2012 2]gi]21755]emb|CAA25593.1] unnamed prote (286 aa)

initn: 79 initl: 53 opt: 63 Z-score: 99.9 bits: 23.7 EQQ: 1.5
Smith-Waterman score: 64; 30.612% identity (36.585% ungapped) in 49 aa overlap (4-
44:106-154)

10 20 30
SYHTOH MVGQFRQDSSRISEPHLHTAPLQQVQIRDQDLL
ALLERG LQLQPFF’QF’QLPYSQPQPFRPQQPYPQPQPQYSQPQQPISQQQQQQQQQQQQQQééééiL
100
40
SYHTOH EQ---KQVL----~ LLQQH

ALLERG QQILQQQL IPCMDVVLQQHN 1 AHGRSQVLQQSTYQLLQELCCQHLWQIPEQSQCQAILKY
140 150 160 170 180 190

>>ALLERGEN_2012_2]gi]21761|emb|CAA26384._.1] unnamed prote (286 aa)

initn: 82 initl: 56 opt: 63 Z-score: 99.9 bits: 23.7 EQQ: 1.5
Smith-Waterman score: 64; 30.612% identity (36.585% ungapped) in 49 aa overlap (4-
44:106-154)

10 20 30
SYHTOH MVGQFRQDSSRISEPHLHTAPLQQVQIRDQDLL

ALLERG LQLQPFPQPQLPYSQPQQFRPQQPYPQPQPQYSQPQQPISQQQQQQQQQQQQQQQQQQIL
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80 90 100 110 120 130

40
SYHTOH EQ---KQVL-——-- LLQQH
ALLERG QQILQQQLIPCMDVQL@@QNIAHGRSQVLQQSTYQLLQELCCQHLWQIPEQSQCQAIHNV
140 150 160 170 180 190

>>ALLERGEN_2012_2]gi|170720]gb|AAA34280.1] alphasbeta-gl (286 aa)

initn: 79 initl: 53 opt: 63 Z-score: 99.9 bits: 23.7 E(QQ: 1.5
Smith-Waterman score: 64; 30.612% identity (36.585% ungapped) in 49 aa overlap (4-
44:106-154)

10 20 30
SYHTOH MVGQFRQDSSRISEPHLHTAPLQQVQIRDQDLL
ALLERG LQLQ"FPQPQLPYSQPQPFRPQQPYPQPQPQYSQPQQPlSQQQQQQQQQQQQQQééééiL
80 90 100
40
SYHTOH EQ---KQVL----- LLQQH

ALLERG QQILQQQL IPCMDVVLQQHN 1 AHGRSQVLQQSTYQLLQELCCQHLWQIPEQSQCOATHNY
140 150 160 170 180 190

>>ALLERGEN_2012_2]gi |1304264]dbj |BAA12318.1] alpha-gliad (259 aa)

initn: 35 initl: 35 opt: 62 Z-score: 99.3 bits: 23.4 EQ: 1.6
Smith-Waterman score: 62; 34.884% identity (37.500% ungapped) in 43 aa overlap (4-
44:86-127)

10 20 30
SYHTOH MVGQFRQDSSRISEPHLHTAPLQQV——QIRDQD
ALLERG LQLQPFPQPQLPYSQPQPFRPQQPYPQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQ
60 100
40

SYHTOH LLEQKQVLLLQQH

ALLERG L IPCMDVVL-QQHN I AHGRSQVLQQSTYQLLQELCCOHLWQIPEQSQCOAIQNVVHAT IL
120 130 140 150 160 170

>>ALLERGEN_2012_2]gi]170712]gb]AAA34276.1] pre-alpha-/be (291 aa)

initn: 40 initl: 40 opt: 61 Z-score: 96.9 bits: 23.2 EQQ: 2.2
Smith-Waterman score: 61; 30.952% identity (34.211% ungapped) in 42 aa overlap (6-
44:100-139)

10 20 30
SYHTOH MVGQFRQDSSRISEPHLHTAPLQQVQIRDQDLLE
ALLERG PSQQPYLQLQPFPQPQLPYPQPQPFRPQQPYPQPQPQYSQPQQPISQQQQQQQQQQQ——Q
70 90 100 110 120
40

SYHTOH QKQVL--LLQQH
ALLERG QQOILQQILOQQL IPCRDVVLQQHN I AHGSSQVLOESTYQLVQQLCCQOLWQIPEQSRCQ
130 140 150 160 170 180

>>ALLERGEN_2012_2]gi]170740]gb]AAA34290.1] gliadin [Trit (296 aa)

initn: 46 initl: 46 opt: 61 Z-score: 96.8 bits: 23.2 EQQ: 2.2
Smith-Waterman score: 61; 32.558% identity (35.897% ungapped) in 43 aa overlap (4-
44:111-151)
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10 20 30
SYHTOH MVGQFRQDSSRISEPHLHTAPLQQVQIRDQDLL

ALLERG FPQPQPFPPQLPYPQPPPFSPQQPYPQPQPQYPQPQQPISQQQAQQQQQQQQQQQQQQ——
100

40
SYHTOH EQKQVL--LLQQH
ALLERG QOQQILPQILQQQL IPCRDVVLOQHN IAHARSQVLQOSTYQPLOQLCCOQLWQIPEQSRC
140 150 160 170 180 190

>>ALLERGEN_2012_2]gi|21757|emb|CAA26383.1] unnamed prote (296 aa)

initn: 85 initl: 53 opt: 61 Z-score: 96.8 bits: 23.2 E(): 2.2
Smith-Waterman score: 61; 32.558% identity (35.897% ungapped) in 43 aa overlap (4-
44:111-151)

10 20 30
SYHTOH MVGQFRQDSSRISEPHLHTAPLQQVQIRDQDLL

ALLERG FPQPQPFPPQLPYPQPPPFSPQQPYPQPQPQYPQPQQPISQQQAQQQQQQQQQQQQQQ——
100 110

40
SYHTOH EQKQVL--LLQQH
ALLERG 0QQQILQQILQQQL IPCRDVVLQQHN 1AHARSQVLQQSTYQPLQQLCCOQLWQIPEQSRC
140 150 160 170 180 190

>>ALLERGEN_2012_ 2|gi]155676690]|dbj |BAF75708.1] SXP/RAL-2 (150 aa)

initn: 36 initl: 36 opt: 57 Z-score: 96.7 bits: 22.2 EQ: 2.2
Smith-Waterman score: 57; 30.769% identity (30.769% ungapped) in 39 aa overlap (56-
43:46-84)

10 20 30
SYHTOH MVGQFRQDSSRISEPHLHTAPLQQVQIRDQDLLE
ALLERG AQDQGPPPLPKFLDGADQATKDAFAALAQTFRDDTDKQVEDAVQQFVNDHPAIKDAYEAE
20 30 40 50 60 70
40

SYHTOH QKQVLLLQQH
ALLERG KkEQLAAQQAAEEEHKKLVAALPPDAQKADAELTAIADDASLTLAAKHDKIVQTFESLPP
80 90 100 110 120 130

>>ALLERGEN_2012 2]gi]21673|emb|CAA35238.1] unnamed prote (307 aa)

initn: 52 initl: 52 opt: 60 Z-score: 95.1 bits: 22.9 E(Q: 2.8
Smith-Waterman score: 60; 30.000% identity (32.432% ungapped) in 40 aa overlap (6-
44:114-150)

10 20 30
SYHTOH MVGQFRQDSSRISEPHLHTAPLQQVQIRDQDLLE
ALLERG PQLPYPQPQLPYPQPQLPYPQPQPFRPQQPYPQSQPQYSQPQ---0P 1SQQ0QQ0Q00Q0
90 100 110 120 130 140
40

SYHTOH QKQVLLLQQH

ALLERG QKQQQQQQOQILQOILQQOL IPCRDVVLQQHS 1AYGSSQVLOQSTYQLVQQLCCQOLWO
150 160 170 180 190 200
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>>ALLERGEN_2012_2]gi]155676692]dbj |BAF75709.1] SXP/RAL-2 (150 aa)

initn: 36 initl: 36 opt: 55 Z-score: 93.9 bits: 21.6 E(QQ: 3.2
Smith-Waterman score: 55; 28.205% identity (28.205% ungapped) in 39 aa overlap (6-
43:46-84)

10 20 30
SYHTOH MVGQFRQDSSRISEPHLHTAPLQQVQIRDQDLLE
ALLERG AQDQGPPPLPKFLDGADQATKDAFAALAQT#KDbTDKQVEDAVQQFANDHPAIKDAYEAE
20 30 40 50 60 70
40

SYHTOH QKQVLLLQQH
ALLERG kké&LAAQQAAEEEHKKLVAALPPDAQKADAELTATADDASLTLAAKHDKIVQTFESLPP
80 90 100 110 120 130

>>ALLERGEN_2012_2]gi]21926|emb|CAA36063.1] unnamed prote (295 aa)

initn: 52 initl: 52 opt: 58 Z-score: 92.6 bits: 22.4 E(): 3.8
Smith-Waterman score: 58; 32.609% identity (34.884% ungapped) in 46 aa overlap (2-
44:205-250)

10 20 30
SYHTOH MVGQFRQDSSRISEPHLHTAPLQQVQIRDQD
ALLERG YDVIRAITYSIILQEQQQGFVQAQQQQPQQLGQGVéééééQSQQQLGQCSFQQPQQQLGQ
180 190 200 210 220 230
40

SYHTOH LLEQKQVL--~LLQCH
ALLERG QPééééQLQGTFLQPHQIAHLEVMTSIALRTLPTMCSVNVPLYSSTTSVPFSVGTGVGAY
240 250 260 270 280 290

>>ALLERGEN_2012_2]gi|170718]gb|AAA34279.1] alphasbeta-gl (313 aa)

initn: 79 initl: 53 opt: 58 Z-score: 92.1 bits: 22.4 EQQ: 4.1
Smith-Waterman score: 58; 32.558% identity (36.842% ungapped) in 43 aa overlap (4-
44:108-147)

10 20 30
SYHTOH MVGQFRQDSSRISEPHLHTAPLQQVQIRDQDLL

ALLERG FPQPQPFLPQLPYPQPQSFPPQQPYPQQRPKYLQPQQPISQQQ———AQQQQQQQQQQQQQ
100 110

40
SYHTOH EQKQVL--LLQQH
ALLERG ééééiLQQiLéééLlPCRDVVLQQHN|AHASSQVLQQSTYQLLQQLCCQQLLQ|PEQSRC
140 150 160 170 180 190

>>ALLERGEN_2012_2]gi]155676684]dbj |BAF75705.1] SXP/RAL-2 (150 aa)

initn: 36 initl: 36 opt: 53 Z-score: 91.1 bits: 21.1 EQQ: 4.6
Smith-Waterman score: 53; 28.205% identity (28.205% ungapped) in 39 aa overlap (6-
43:46-84)

10 20 30
SYHTOH MVGQFRQDSSRISEPHLHTAPLQQVQIRDQDLLE
ALLERG AQDQGPPPLPKFLDGADQATKDAFAALAQTFKDDTDKQVEDAVQQFVNDHPAIKDAYEAE
20 30 40 50 60 70
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40
SYHTOH QKQVLLLQQH

80 90 100 110 120 130

>>ALLERGEN_2012_2]gi |155676696|dbj | BAF75711.1] SXP/RAL-2 (150 aa)

initn: 36 initl: 36 opt: 53 Z-score: 91.1 bits: 21.1 E(Q): 4.6
Smith-Waterman score: 53; 28.205% identity (28.205% ungapped) in 39 aa overlap (6-
43:46-84)

10 20 30
SYHTOH MVGQFRQDSSR I SEPHLHTAPLQQVQIRDQDLLE
ALLERG AQDQGPPPLPKFLDGADQATKDAFAALAQTFKDDTDKQVEDAVQQFVNDHPAIKDAYEAE
20 30 40 50 60 70
40

SYHTOH QKQVLLLQQH

80 90 100 110 120 130

>>ALLERGEN_2012_2]gi |155676688|dbj | BAF75707.1] SXP/RAL-2 (150 aa)

initn: 36 initl: 36 opt: 53 Z-score: 91.1 bits: 21.1 EQ: 4.6
Smith-Waterman score: 53; 28.205% identity (28.205% ungapped) in 39 aa overlap (6-
43:46-84)

10 20 30
SYHTOH MVGQFRQDSSR I SEPHLHTAPLQQVQIRDQDLLE
ALLERG AQDQGPPPLPKFLDGADQATKDAYAALAQTFKDDTDKQVEDAVQQFVNDHPAIKDAYEAE
20 30 40 50 60 70
40

SYHTOH QKQVLLLQQH

80 90 100 110 120 130

>>ALLERGEN_2012_2]gi]155676636]dbj |BAF75681.1] SXP/RAL-2 (150 aa)

initn: 36 initl: 36 opt: 53 Z-score: 91.1 bits: 21.1 EQQ: 4.6
Smith-Waterman score: 53; 28.205% identity (28.205% ungapped) in 39 aa overlap (6-
43:46-84)

10 20 30
SYHTOH MVGQFRQDSSR 1 SEPHLHTAPLQQVQIRDQDLLE
ALLERG AQDQGPPPLPKFLDGADQATKDAFAALAQTFKDDTDKQVEDAVOQFVNDHPA IKDAYEAE
20 30 40 50 60 70
40

SYHTOH QKQVLLLQQH

80 90 100 110 120 130

>>ALLERGEN_2012_2]gi]155676682]dbj |BAF75704.1] SXP/RAL-2 (150 aa)

initn: 36 initl: 36 opt: 53 Z-score: 91.1 bits: 21.1 EQ): 4.6
Smith-Waterman score: 53; 28.205% identity (28.205% ungapped) in 39 aa overlap (6-
43:46-84)
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10 20 30

SYHTOH MVGQFRQDSSR 1 SEPHLHTAPLQQVQIRDQDLLE
ALLERG AQDQGPPPLPKFLDGADQATKDAFAALAQTFKDDTDKQVEDAVOQFVNDHPA IKDAYEAE
20 30 40 50 60 70
40

SYHTOH QKQVLLLQQH

80 90 100 110 120 130

>>ALLERGEN_2012_2|gi 155676698 |dbj |BAF75712_.1] SXP/RAL-2 (150 aa)

initn: 36 initl: 36 opt: 53 Z-score: 91.1 bits: 21.1 EQQ: 4.6
Smith-Waterman score: 53; 28.205% identity (28.205% ungapped) in 39 aa overlap (6-
43:46-84)

10 20 30
SYHTOH MVGQFRQDSSRISEPHLHTAPLQQVQIRDQDLLE
ALLERG AQDQGPPPLPKFLDGADQATKDAFAALAQTFKDDTDKQVEDAVQQFVNDHPAIKDAYEAE
20 30 40 50 60 70
40

SYHTOH QKQVLLLQQH

80 90 100 110 120 130

>>ALLERGEN_2012_2]gi | 155676694 |dbj |BAF75710.1] SXP/RAL-2 (150 aa)

initn: 36 initl: 36 opt: 53 Z-score: 91.1 bits: 21.1 EQQ: 4.6
Smith-Waterman score: 53; 28.205% identity (28.205% ungapped) in 39 aa overlap (6-
43:46-84)

10 20 30
SYHTOH MVGQFRQDSSR 1 SEPHLHTAPLQQVQIRDQDLLE
ALLERG AQDQGPPPLPKFLDGADQATKDAFAALAQTFKDDTDKQVEDAVOQFVNNHPA IKDAYEAE
20 30 40 50 60 70
40

SYHTOH QKQVLLLQQH

80 90 100 110 120 130

>>ALLERGEN_2012_2]gi]155676686]dbj | BAF75706.1] SXP/RAL-2 (150 aa)

initn: 36 initl: 36 opt: 53 Z-score: 91.1 bits: 21.1 EQQ: 4.6
Smith-Waterman score: 53; 28.205% identity (28.205% ungapped) in 39 aa overlap (6-
43:46-84)

10 20 30
SYHTOH MVGQFRQDSSR 1 SEPHLHTAPLQQVQIRDQDLLE
ALLERG AQDQGPPPLPKFLDGADQATKDAFAALAQTFKDDTDKQVEDAVOQFVNDHPA IKDAYEAE
20 30 40 50 60 70
40

SYHTOH QKQVLLLQQH

80 90 100 110 120 130
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>>ALLERGEN_2012_2]gi|30794292|ref|NP_851341.1] lactotran (708 aa)

initn: 60 initl: 60 opt: 62 Z-score: 91.1 bits: 23.4 E(): 4.6
Smith-Waterman score: 62; 36.842% identity (36.842% ungapped) in 38 aa overlap (6-
43:597-634)

10 20 30
SYHTOH MVGQFRQDSSR I SEPHLHTAPLQQVQIRDQDLLEQ
ALLERG VWENTNGESTADWAKNLNREDFRLLCLDGTRKPVTEAQSCHLAVAPNHAVVSRSDRAAHV
570 580 590 600 610 620
40

SYHTOH KQVLLLQQH

ALLERG KQVLLHQQALFGKNGKNCPDKFCLFKSETKNLLFNDNTECLAKLGGRPTYEEYLGTEYVT
630 640 650 660 670 680

>>ALLERGEN_2012_2]gi |55859456]emb ]| CAH92630.1] pollen all (520 aa)

initn: 30 initl: 30 opt: 59 Z-score: 89.4 bits: 22.6 E(): 5.8
Smith-Waterman score: 59; 36.667% identity (37.931% ungapped) in 30 aa overlap (4-
32:436-465)

10 20 30
SYHTOH MVGQFRQDSSR I SEPHLHTAPLQQ-VQ IRDQDL
ALLERG ATPFPHRKDVLFNIQYVNYWFDEAGGAAPLQWSKDMYRFMEPYVSKNPRQAYANYRD 1DL
410 420 430 440 450 460
40

SYHTOH LEQKQVLLLQQH

ALLERG GRNEVVNDISTYASGKVWGEKYFKGNFQRLAITKGKVDPQDYFRNEQSIPPLLGK
470 480 490 500 510 520

>>ALLERGEN_2012_2|gi|21765]emb|CAA26385.1] unnamed prote (313 aa)

initn: 79 initl: 53 opt: 56 Z-score: 89.3 bits: 21.9 E(): 5.8
Smith-Waterman score: 56; 40.741% identity (44.000% ungapped) in 27 aa overlap
(20-44:121-147)

10 20 30 40
SYHTOH MVGQFRQDSSR I SEPHLHTAPLQQVQIRDQDLLEQKQVL-~LLQQH

ALLERG PQPQSFPPQQPYPQQRPMYLQPQQPI SQQQAQQQQQQQQQQQQQQQQQ 1 LQQ 1 LQQQL 1P
100 110 120 150

ALLERG CRDVVLQQHNIAHASSQVLQQSTYQLLQQLCCQQLLQIPEQSRCQAIHNVVHAI IMHQQE
160 170 180 190 200 210

>>ALLERGEN_2012_2]gi]886967]|emb]|CAA59340.1] low molecula (276 aa)

initn: 51 initl: 51 opt: 55 Z-score: 88.9 bits: 21.6 E(QQ: 6.1
Smith-Waterman score: 57; 31.579% identity (32.432% ungapped) in 38 aa overlap (1-
38:230-266)

10 20 30

SYHTOH MVGQFRQDSSRISEPHLHTAPLQQVQIRDQ

ALLERG CHVMQQQCCQQLPRIPEQSRYDAIRAIIYSIVLQEQQHGQG%Néﬁé ~QQQPQQSVQGVSQ
200 210 220 230 240 250
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40
SYHTOH DLLEQKQVLLLQQH
ALLERG PQQOQKOLGOCSFQQPQQ
260 270

>>ALLERGEN_2012_2]gi|170738]gb|AAA34289.1] gamma-gliadin (327 aa)

initn: 45 initl: 45 opt: 55 Z-score: 87.5 bits: 21.6 EQQ: 7.3
Smith-Waterman score: 55; 37.500% identity (37.500% ungapped) in 32 aa overlap
(12-43:16-47)

10 20 30 40
SYHTOH MVGQFRQDSSRISEPHLHTAPLQQVQIRDQDLLEQKQVLLLQQH

10 20 30 40 50 60

ALLERG HQPQQQVPQPQQPQQPFLQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPF
70 80 90 100 110 120

44 residues in 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34tl11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.010 Display time: 0.010

Function used was FASTA [version 3.4tl11 Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 57 aa
>SYHTOH2_1_31

vs /data/fasta/ALLERGEN_2012 2 library

searching /data/fasta/ALLERGEN_2012_2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 3.9568+/-0.00352; mu= 6.1512+/- 0.183
mean_var=41.6044+/-10.677, 0"s: 13 Z-trim: 13 B-trim: 69 in 1/42
Lambda= 0.1988

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16
Scan time: 0.020

The best scores are: opt bits E(1603)
ALLERGEN_2012_2|gi |417370|sp|P24296.2|NLTP1_WHEAT ( 113) 55 22 2.2
ALLERGEN_2012_2|gi | 148887203 |emb|CAK50834.1] art ( 162) 54 22 3.6
ALLERGEN_2012_2|gi |1709545]|sp|P51528_1|PA1_VESMC ( 300) 55 22 4.8
ALLERGEN_2012_2]|gi |50659885|gb]AAT80662.1] lipid ( 115) 51 21 5
ALLERGEN_2012_2|gi | 50659891 |gb|AAT80665.1] lipid ( 115) 51 21 5
ALLERGEN_2012_2|gi | 50659879 gb]AAT80659.1] lipid ( 115) 51 21 5
ALLERGEN_2012_2|gi | 897647 |gb|AAB48072.1] allergen ( 336) 55 22 5.3
ALLERGEN_2012_2]gi | 50659889 gb]AAT80664.1] lipid ( 115) 50 21 6.2
ALLERGEN_2012_2|gi | 129614 |sp|P00784.1|PAPAL_CARPA ( 345) 53 22 8
ALLERGEN_2012_2]gi | 74035843 emb]CAJ28931.1] Ves g ( 300) 52 22 8.8
ALLERGEN_2012_2|gi |170718|gb|AAA34279._1] alphas/be ( 313) 52 22 9.1
ALLERGEN_2012_2|gi |21765]|emb|CAA26385.1] unnamed ( 313) 52 22 9.1
ALLERGEN_2012_2|gi|170710|gb|AAA34275_1] alpha-ty ( 318) 52 22 9.2
ALLERGEN_2012_2]gi |1336813|gb|AAB36121.1] Sol i 1 ( 26) 42 18 9.4
ALLERGEN_2012_2|gi |48428170|sp|QONFQ4_1]ALL22_GLY ( 125) 48 20 9.8
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ALLERGEN_2012_2|gi |61970231|gb|AAX57578.1] BW 16k ( 127) 48 20 9.9

>>ALLERGEN_2012_2|gi|417370]sp|P24296.2|NLTP1_WHEAT RecN (113 aa)

initn: 34 initl: 34 opt: 55 Z-score: 96.7 bits: 22.1 EQ): 2.2
Smith-Waterman score: 55; 45.000% identity (47.368% ungapped) in 20 aa overlap
(21-39:54-73)

10 20 30 40
SYHTOH MRCVELLVHHGIRGRFGSE IVSWFHEQARSMAEEQLHC-CWLEPHCSVQI

30 40 50 60 70 80

50
SYHTOH LWFQHPLL

ALLERG LNEDNARSIPPKCGVNLPYTISLNIDCSRV
90 100 110

>>ALLERGEN_2012_2]gi | 148887203 emb|CAK50834.1] art v 2 a (162 aa)

initn: 33 initl: 33 opt: 54 Z-score: 93.0 bits: 22.0 E(Q: 3.6
Smith-Waterman score: 54; 26.000% identity (28.261% ungapped) in 50 aa overlap (2-
51:80-125)

10 20 30
SYHTOH MRCVELLVHHG I RGRFGSE IVSWFHEQARSM
ALLERG MKPLCWDE I GKVAQAWAETRTPDCSL IHSDRCGENMAQGA INGSMAVQL -~ WLDERLDYD
50 60 70 80 90 100
40 50

SYHTOH AEEQLHCCWLEPHCSVQILWFQHPLL

ALLERG YNEN-KCIKMCGHYT-QIVWANSERVGCGRALCSNGWAY I 1VCNYDPPGNVVGQKPY
110 120 130 140 150 160

>>ALLERGEN_2012_2]gi|1709545]sp|P51528.1|PA1_VESMC RecNa (300 aa)

initn: 41 initl: 41 opt: 55 Z-score: 90.7 bits: 22.4 E(): 4.8
Smith-Waterman score: 55; 50.000% identity (58.333% ungapped) in 28 aa overlap
(14-39:220-245)

10 20 30 40
SYHTOH MRCVELLVHHG I RGRFGSE IVSWFHEQAR-SMAEEQLH-CCWL
ALLERG 1 IHTSNYLGTEK ILGTVDFYMNNGKNNPGCGRFESEVCS——HTRAVIYMAEC IKHECCL I
190 200 210 220 230 240
50

SYHTOH EPHCSVQILWFQHPLL

ALLERG GIPRSKSSQP ISRCTKQECVCVGLNAKKYPSRGSFYVPVESTAPFCNNKGKI 1
250 260 270 280 290 300

>>ALLERGEN_2012_2]gi |50659885]gb|AAT80662.1] lipid trans (115 aa)

initn: 26 initl: 26 opt: 51 Z-score: 90.4 bits: 21.0 EQ): 5
Smith-Waterman score: 51; 31.579% identity (33.333% ungapped) in 38 aa overlap (3-
39:16-52)

10 20 30 40
SYHTOH MRCVELLVHHGIR-GRFGSE 1VSWFHEQARSMAEEQLHCCWLEPHCS

10 20 30 40 50
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50
SYHTOH VQILWFQHPLL

ALLERG GLAKTTPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK
60 70 80 90 100 110

>>ALLERGEN_2012_2]gi 50659891 gb]AAT80665.1] lipid trans (115 aa)

initn: 26 initl: 26 opt: 51 Z-score: 90.4 bits: 21.0 EQ): 5
Smith-Waterman score: 51; 31.579% identity (33.333% ungapped) in 38 aa overlap (3-
39:16-52)

10 20 30 40
SYHTOH MRCVELLVHHG IR-GRFGSE 1VSWFHEQARSMAEEQLHCCWLEPHCS

10 20 30 40 50

50
SYHTOH VQILWFQHPLL

ALLERG GLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK
60 70 80 90 100 110

>>ALLERGEN_2012_2]gi | 50659879 gb|AAT80659.1] lipid trans (115 aa)

initn: 26 initl: 26 opt: 51 Z-score: 90.4 bits: 21.0 EQ): 5
Smith-Waterman score: 51; 31.579% identity (33.333% ungapped) in 38 aa overlap (3-
39:16-52)

10 20 30 40
SYHTOH MRCVELLVHHG IR-GRFGSE 1VSWFHEQARSMAEEQLHCCWLEPHCS

10 20 30 40 50

50
SYHTOH VQILWFQHPLL

ALLERG GLAKTTPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK
60 70 80 90 100 110

>>ALLERGEN_2012_2]gi|897647]|gb|AAB48072.1] allergen and (336 aa)

initn: 40 initl: 40 opt: 55 Z-score: 90.0 bits: 22.5 E(): 5.3
Smith-Waterman score: 55; 50.000% identity (58.333% ungapped) in 28 aa overlap
(14-39:256-281)

10 20 30 40
SYHTOH MRCVELLVHHG IRGRFGSE I VSWFHEQAR-SMAEEQLH-CCWL
ALLERG 1 IHTSNYLGTEKTLGTVDFYMNNGKNQPGCGRFFSEVCS-~HSRAV I YMAECIKHECCL I
230 240 250 260 270 280
50

SYHTOH EPHCSVQILWFQHPLL

ALLERG GIPKSKSSQPISSCTKQECVCVGLNAKKYPSRGSFYVPVESTAPFCNNKGKI I
290 300 310 320 330

>>ALLERGEN_2012_2]gi | 50659889 gb]AAT80664.1] lipid trans (115 aa)

initn: 26 initl: 26 opt: 50 Z-score: 88.9 bits: 20.7 E(QQ: 6.2
Smith-Waterman score: 50; 31.579% identity (33.333% ungapped) in 38 aa overlap (3-
39:16-52)
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10 20 30 40
SYHTOH MRCVELLVHHG I R-GRFGSE I VSWEHEQARSMAEEQLHCCWLEPHCS
ALLERG MASSAV INLALVVALCMAVSVAHA I TCGQVSSNLVPCF-DYVRSDGPVPPACCNG IRTIN
10 20 30 40 50

50
SYHTOH VQILWFQHPLL

ALLERG GLAKTTPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK
60 70 80 90 100 110

>>ALLERGEN_2012_2]gi]129614]sp|P00784.1]|PAPA1_CARPA RecN (345 aa)

initn: 28 initl: 28 opt: 53 Z-score: 86.8 bits: 21.9 EQ): 8
Smith-Waterman score: 53; 33.333% identity (36.364% ungapped) in 24 aa overlap
(19-40:136-159)

10 20 30 40
SYHTOH MRCVELLVHHGIRGRFGSE IVSWFHEQARSMAEEQLHC--CWLEPHCS
ALLERG EKYTGSIAGNYTTTELSYEEVLNDGDVN IPEYVDWRQKGAVTPVKNQGSCGSCWAFSAVV
110 120 130 140 150 160
50

SYHTOH VQILWFQHPLL

ALLERG TIEGIIKIRTGNLNEYSEQELLDCDRRSYGCNGGYPWSALQLVAQYGIHYRNTYPYEGVQ
170 180 190 200 210 220

>>ALLERGEN_2012_2]gi | 74035843 emb]|CAJ28931.1] Ves g 1 al (300 aa)

initn: 37 initl: 37 opt: 52 Z-score: 86.1 bits: 21.6 E(Q: 8.8
Smith-Waterman score: 52; 46.429% identity (54.167% ungapped) in 28 aa overlap
(14-39:220-245)

10 20 30 40
SYHTOH MRCVELLVHHG I RGRFGSE I VSWFHEQAR-SMAEEQL H-CCWL
ALLERG ILHTSNHLGTERILGTVDFYMNNGKNQPGCGRFETEVCS-~HSRAV 1 YMAEC IKHECCL I
190 200 210 220 230 240
50

SYHTOH EPHCSVQILWFQHPLL

ALLERG GIPKSKSSQPISSCTKQECVCVGLNAKKYPSRGSFYVPVESTAPFCNNKGKI I
250 260 270 280 290 300

>>ALLERGEN_2012_2]gi]170718]gb]AAA34279.1] alpha/beta-gl (313 aa)

initn: 42 initl: 42 opt: 52 Z-score: 85.8 bits: 21.6 EQQ: 9.1
Smith-Waterman score: 52; 34.483% identity (38.462% ungapped) in 29 aa overlap
(27-52:279-307)

10 20 30 40 50
SYHTOH MRCVELLVHHGIRGRFGSE IVSWFHEQARSMAEEQL --HC-CWLEPHCSVQILWFQ

ALLERG YPSSQGSFQPSQQNPQAQGSVQPQQLPQFAE IRNLALQTLPAMCNVY IPPHCSTT IAPFG
250 260 270 280 290 300

SYHTOH HPLL

ALLERG IFGTN
310
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>>ALLERGEN_2012_2]gi|21765]emb|CAA26385.1] unnamed prote (313 aa)

initn: 42 initl: 42 opt: 52 Z-score: 85.8 bits: 21.6 EQQ: 9.1
Smith-Waterman score: 52; 34.483% identity (38.462% ungapped) in 29 aa overlap
(27-52:279-307)

10 20 30 40 50
SYHTOH MRCVELLVHHGIRGRFGSE IVSWFHEQARSMAEEQL --HC-CWLEPHCSVQILWFQ

250 260 270 280 290 300

SYHTOH HPLL

ALLERG IFGTN
310

>>ALLERGEN_2012_2]gi|170710]gb|AAA34275.1] alpha-type gl (318 aa)

initn: 42 initl: 42 opt: 52 Z-score: 85.7 bits: 21.6 E(QQ: 9.2
Smith-Waterman score: 52; 34.483% identity (38.462% ungapped) in 29 aa overlap
(27-52:284-312)

10 20 30 40 50
SYHTOH MRCVELLVHHG IRGRFGSE I VSWFHEQARSMAEEQL --HC-CWLEPHCSVQILWFQ

260 270 280 290 300 310

SYHTOH HPLL

ALLERG ISGTN

>>ALLERGEN_2012_2]gi|1336813]gb|AAB36121.1] Sol i 1=anti (26 aa)

initn: 28 initl: 28 opt: 42 Z-score: 85.6 bits: 18.0 EQQ: 9.4
Smith-Waterman score: 42; 41.667% identity (41.667% ungapped) in 12 aa overlap
(35-46:2-13)

10 20 30 40 50
SYHTOH ELLVHHG IRGRFGSE I VSWFHEQARSMAEEQLHCCWLEPHCSVQ I LWFQHPLL
ALLERG SQPACSWYDVPCSHSEXXVYXTGVPS
10 20

>>ALLERGEN_2012_2]gi|48428170]sp|QINFQ4.1]ALL22_GLYDO Re (125 aa)

initn: 36 initl: 36 opt: 48 Z-score: 85.3 bits: 20.2 E(QQ: 9.8
Smith-Waterman score: 48; 44.444% identity (50.000% ungapped) in 18 aa overlap (6-
20:107-124)

10 20 30
SYHTOH MRCVELLVHHG IR--GRFGSE I VSWFHEQARSMA
ALLERG CPIKKGDP IDFKYTTTVPAILPKVKAEVTAELVGDHGYLACGRFGRQVE
80 90 100 110 120
40 50

SYHTOH EEQLHCCWLEPHCSVQILWFQHPLL

>>ALLERGEN_2012_2]gi]61970231]gh]AAX57578.1] BW 16kDa al (127 aa)

initn: 28 initl: 28 opt: 48 Z-score: 85.2 bits: 20.2 EQQ: 9.9
Smith-Waterman score: 48; 27.273% identity (30.000% ungapped) in 33 aa overlap
(13-45:89-118)
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10 20 30 40

SYHTOH MRCVELLVHHG IRGRFGSE I VSWFHEQARSMAEEQLHCCWLE
ALLERG ESCMRGCCVAMKEMDDECVCEWMKMMVENQKGRIGERL IK---EGVRDLKELPSKCGLSE
60 70 80 90 100 110
50

SYHTOH PHCSVQILWFQHPLL

ALLERG MECGSRGNRYFV
120

57 residues in 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34t11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.020 Display time: 0.000

Function used was FASTA [version 3.4tl1ll1l Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/._qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 121 aa
>SYHTOH2_1_32

vs /data/fasta/ALLERGEN_2012_2 library

searching /data/fasta/ALLERGEN 2012 2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 4.0029+/-0.00408; mu= 13.2344+/- 0.212
mean_var=74.1704+/-20.031, 0"s: 2 Z-trim: 2 B-trim: 0 in 0/44

Lambda= 0.1489

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16
Scan time: 0.050
The best scores are: opt bits E(1603)
ALLERGEN_2012_2]gi | 7638030]|gb | AAF65313.1]AF230384 ( 137) 73 23 2.3
ALLERGEN_2012_2]gi|7638028]|gb|AAF65312.1]AF230383 ( 137) 73 23
ALLERGEN_2012_2]gi]4038411|gb]AAC97370.1] venom a ( 137) 71 23
ALLERGEN_2012_2]gi|14424465|sp|P35777.2|VA4_SOLIN ( 137) 67 22
ALLERGEN_2012_2]gi]291092710|gb|ADD74392.1] Sol s ( 137) 67 22

GQOTWN
DO, W

>>ALLERGEN_2012_2]gi | 7638030 gb|AAF65313.1]AF230384_1 ve (137 aa)

initn: 46 initl: 46 opt: 73 Z-score: 96.5 bits: 23.5 EQQ: 2.3
Smith-Waterman score: 73; 30.435% identity (34.146% ungapped) in 46 aa overlap
(74-119:68-108)

50 60 70 80 90 100
SYHTOH GLGGAGNSKSLCQKPTSCHPPCLYPAARNVPRAVYPKASCNLTDGSFGRPITATTDLKPC

ALLERG TVPKGENDP INPLKNVNVLYCAFSKRG I FTPKGVNTKQY INYCEKT I INP----ADIKQC
40 50 60 70 80 90

110 120
SYHTOH ASIDLSKCVYNVDPRPNL

100 110 120 130
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>>ALLERGEN_2012_2]gi] 7638028 gb]AAF65312_.1]AF230383_1 ve (137 aa)

initn: 46 initl: 46 opt: 73 Z-score: 96.5 bits: 23.5 EQQ: 2.3
Smith-Waterman score: 73; 30.435% identity (34.146% ungapped) in 46 aa overlap
(74-119:68-108)

50 60 70 80 90 100
SYHTOH GLGGAGNSKSLCQKPTSCHPPCLYPAARNVPRAVYPKASCNL TDGSFGRP I TATTDLKPC
ALLERG TVPKGENDP INPLKNVNVLYCAFSKRG I FTPKGVNTKQY INYCEKT I INP----ADIKQC
40 50 60 70 80 90

110 120
SYHTOH ASIDLSKCVYNVDPRPNL
ALLERG KKL-1SKCIKKVYDRPGP I IERSKNLLSCVLKKGVLELTVYGKKK
100 110 120 130

>>ALLERGEN_2012_2]gi]4038411]gb]AAC97370.1] venom allerg (137 aa)

initn: 45 initl: 45 opt: 71 Z-score: 94.2 bits: 23.0 EQQ: 3.1
Smith-Waterman score: 71; 34.783% identity (39.024% ungapped) in 46 aa overlap
(74-119:68-108)

50 60 70 80 90 100

SYHTOH GLGGAGNSKSLCQKPTSCHPPCLYPAARNVPRAVYPKASCNLTDGSFGRP I TATTDLKPC

ALLERG TVPKRENDP INPLKNVNVLYCAFTKRGIFTPKGVNTKQY INYCE----KT 1 ISPADIKLC
40 50 60 70 80 90

110 120
SYHTOH ASIDLSKCVYNVDPRPNL

ALLERG KkiA—SKCVKkQYDRPGPIIERSKNLLSCVLKKGLLELTVYGKKK
100 110 120 130

>>ALLERGEN_2012_2]gi|14424465]sp|P35777.2]VA4_SOLIN RecN (137 aa)

initn: 45 initl: 45 opt: 67 Z-score: 89.6 bits: 22.2 E(Q: 5.6
Smith-Waterman score: 67; 34.783% identity (39.024% ungapped) in 46 aa overlap
(74-119:68-108)

50 60 70 80 90 100
SYHTOH GLGGAGNSKSLCQKPTSCHPPCLYPAARNVPRAVYPKASCNLTDGSFGRPITATTDLKPC
ALLERG TVPKRENDPINPLRNVNVWYCAFTKRGIFTékéQNTkQYINYCéK%AISﬁ————AbikLé
40 50 60 70 80 90

110 120
SYHTOH ASIDLSKCVYNVDPRPNL

ALLERG KKIA-SKCVKKVYDRPGP I IERSKNLLSCVLKKGLLELTVYGKKK
100 110 120 130

>>ALLERGEN_2012_2]gi]291092710]gb]ADD74392.1] Sol s 2 al (137 aa)

initn: 45 initl: 45 opt: 67 Z-score: 89.6 bits: 22.2 E(Q: 5.6
Smith-Waterman score: 67; 34.783% identity (39.024% ungapped) in 46 aa overlap
(74-119:68-108)

50 60 70 80 90 100
SYHTOH GLGGAGNSKSLCQKPTSCHPPCLYPAARNVPRAVYPKASCNLTDGSFGRPITATTDLKPC
ALLERG TVPKHENDP INPLRNVNVWYCAFTKRGIFTPKGVNTKQY INYCEKTAISP----ADIKLC
40 50 60 70 80 90
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110 120
SYHTOH ASIDLSKCVYNVDPRPNL

ALLERG KKiA—SKCVKKQYDRPGPIIERSKNLLSCVLKKGLLELTVYGKKK
100 110 120 130

121 residues in 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34t11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.050 Display time: 0.010

Function used was FASTA [version 3.4tl1ll1 Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 31 aa
>SYHTOH2_1_33

vs /data/fasta/ALLERGEN_2012_2 library

searching /data/fasta/ALLERGEN_2012_2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 2.3220+/-0.00343; mu= 14.9746+/- 0.181
mean_var=42_.6403+/-11.992, 0"s: 18 Z-trim: 18 B-trim: O in 0/42
Lambda= 0.1964

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16
Scan time: 0.020

The best scores are: opt bits E(1603)
ALLERGEN_2012_2]gi | 291482314 |emb|CBK62697.1] ragw ( 96) 57 21 1.9
ALLERGEN_2012_2|gi | 291482306 |emb |CBK62693.1] ragw ( 111) 57 21 2
ALLERGEN_2012_2]gi]291482310]emb|CBK62695.1] ragw ( 134) 57 22 2.2
ALLERGEN_2012_2|gi | 291482308 |emb |CBK62694.1] ragw ( 140) 57 22 2.2
ALLERGEN_2012_2]gi ]| 285005079]emb|CBJ24286.1] ragw ( 164) 57 22 2.4
ALLERGEN_2012_2|gi |291197394|emb|CBK52317.1] ragw ( 164) 57 22 2.4
ALLERGEN_2012_2|gi | 14422361]emb|CAC41634_1] plant ( 131) 50 20 8.6
ALLERGEN_2012_2]gi|14422359]|emb|CAC41633.1] plant ( 131) 50 20 8.6
ALLERGEN_2012_2|gi | 27818335]|gb]AA024900.1] major ( 132) 50 20 8.6

>>ALLERGEN_2012_2]gi]291482314]emb]CBK62697.1] ragweed h (96 aa)

initn: 74 initl: 48 opt: 57 Z-score: 98.1 bits: 21.3 EQQ: 1.9
Smith-Waterman score: 57; 69.231% identity (75.000% ungapped) in 13 aa overlap (2-
13:74-86)

10 20 30
SYHTOH MPSHGG-PPPVGHESYLFVRKSQTDCTVFPS

ALLERG SCFCYEDCDPTKNPGPPPGAPKGKAPAPSPPSGGGAPPPSGGEGGGDGGGGRR
50 60 70 80 90

SYHTOH W
>>ALLERGEN_2012_2]gi]291482306]emb|CBK62693.1] ragweed h (111 aa)
initn: 74 initl: 48 opt: 57 Z-score: 97.6 bits: 21.4 EQ): 2

Smith-Waterman score: 57; 69.231% identity (75.000% ungapped) in 13 aa overlap (2-
13:95-107)
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10 20 30
SYHTOH MPSHGG-PPPVGHESYLFVRKSQTDCTVFPS

ALLERG TCFCYEDCDPTKNPGPPPGAPKGKAPAPSPPSGGGAPPPSGGEGGER
70 80 90 100 110

SYHTOH W

>>ALLERGEN_2012_2]gi]291482310]emb|CBK62695.1] ragweed h (134 aa)

initn: 74 initl: 48 opt: 57 Z-score: 96.9 bits: 21.5 EQ: 2.2
Smith-Waterman score: 57; 69.231% identity (75.000% ungapped) in 13 aa overlap (2-
13:75-87)

10 20 30
SYHTOH MPSHGG-PPPVGHESYLFVRKSQTDCTVFPS

ALLERG SCFCYFDCDPTKNPGPPPGAPKGKAPAPSPPSGGGAPPPSGGEGGGDGGGEGGGEGGGGE
50 60 70 80 90 100
SYHTOH W

ALLERG EGGGEGGGGGEGGGEGGGGGEGGGEGGGER
110 120 130

>>ALLERGEN_2012_ 2]gi]291482308|emb]|CBK62694.1] ragweed h (140 aa)

initn: 99 initl: 48 opt: 57 Z-score: 96.8 bits: 21.6 EQ: 2.2
Smith-Waterman score: 57; 69.231% identity (75.000% ungapped) in 13 aa overlap (2-
13:75-87)

10 20 30
SYHTOH MPSHGG-PPPVGHESYLFVRKSQTDCTVFPS

ALLERG TCFCYEDCDPTKNPGPPPGAPKGKAPAPSPPSGGGAPPPSGGEGGDGPPPPEGGEGGGDG
50 60 70 80 90 100
SYHTOH W

ALLERG GGEGGGDGGGEGGGEGGGDGGGDGGGEGGGEGGGER
110 120 130 140

>>ALLERGEN_2012_ 2]gi]285005079|emb]|CBJ24286.1] ragweed h (164 aa)

initn: 99 initl: 48 opt: 57 Z-score: 96.2 bits: 21.7 EQQ: 2.4
Smith-Waterman score: 57; 69.231% identity (75.000% ungapped) in 13 aa overlap (2-
13:95-107)

10 20 30
SYHTOH MPSHGG-PPPVGHESYLFVRKSQTDCTVFPS

ALLERG TCFCYFDCDPTKNPGPPPGAPKGKAPAPSPPSGGGAPPPSGGEGGDGPPPPEGGEGGGDG
70 80 90 100 110 120
SYHTOH W

ALLERG GGEGGGEGGGDGGGEGGGEGGGDGGGDGGGEGGGEGGGER
130 140 150 160

>>ALLERGEN_2012_2]gi]291197394]emb|CBK52317.1] ragweed h (164 aa)
initn: 99 initl: 48 opt: 57 Z-score: 96.2 bits: 21.7 EQ: 2.4
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Smith-Waterman score: 57; 69.231% identity (75.000% ungapped) in 13 aa overlap (2-
13:95-107)

10 20 30
SYHTOH MPSHGG-PPPVGHESYLFVRKSQTDCTVFPS

ALLERG TCFCYFDCDPTKNPGPPPGAPKGKAPAPSPPSGGGAPPPSGGEGGDGPPPPEGGEGGGDG
70 80 90 100 110 120

SYHTOH W

ALLERG GGEGGGEGGGDGGGEGGGEGGGDGGGDGGGEGGGEGGGER
130 140 150 160

>>ALLERGEN_2012_2]gi]14422361]emb]CAC41634.1] plantain p (131 aa)

initn: 30 initl: 30 opt: 50 Z-score: 86.3 bits: 19.5 E(): 8.6
Smith-Waterman score: 50; 40.000% identity (45.455% ungapped) in 25 aa overlap (8-
29:66-90)

10 20 30
SYHTOH MPSHGGPPPVG-HES--YLFVRKSQTDCTVFPSW

40 50 60 70 80 90

ALLERG TIQTSKVDLSKNTTITEKTRHVKPLSFRAKTDAPGC
100 110 120 130

>>ALLERGEN_2012_2]gi | 14422359 emb|CAC41633.1] plantain p (131 aa)

initn: 30 initl: 30 opt: 50 Z-score: 86.3 bits: 19.5 E(Q: 8.6
Smith-Waterman score: 50; 40.000% identity (45.455% ungapped) in 25 aa overlap (8-
29:66-90)

10 20 30
SYHTOH MPSHGGPPPVG-HES--YLFVRKSQTDCTVFPSW

40 50 60 70 80 90

ALLERG TIQTSKVDLSKNTTITEKTRHVKPLSFRAKTDAPGC
100 110 120 130

>>ALLERGEN_2012 2]gi]27818335|gbh]AA024900.1] major polle (132 aa)

initn: 72 initl: 50 opt: 50 Z-score: 86.3 bits: 19.5 E()Q: 8.6
Smith-Waterman score: 50; 66.667% identity (66.667% ungapped) in 9 aa overlap (2-
10:113-121)

10 20 30
SYHTOH MPSHGGPPPVGHESYLFVRKSQTDCTVFPSW

ALLERG GATPAPPGAAPPPAAGGSPSPPADGGSPPPPADGGSPPVDGGSPPPPSTH
90 100 110 120 130

31 residues iIn 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34tl11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.020 Display time: 0.000

Function used was FASTA [version 3.4tl1ll1 Apr 17, 2002]

Report Number: SSB-165-12 Page 261 of 417



FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 31 aa
>SYHTOH2_1_34

vs /data/fasta/ALLERGEN_2012_2 library

searching /data/fasta/ALLERGEN_2012_2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 4.1921+/-0.00334; mu= 1.0916+/- 0.174
mean_var=39.8651+/- 8.917, 0"s: 22 Z-trim: 22 B-trim: 0 in 0/41
Lambda= 0.2031

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)]1 ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16
Scan time: 0.020
The best scores are: opt bits E(1603
22

ALLERGEN_2012_2]gi | 23894244]emb|CAD23614.1] tri m ( 404) 51 5.9
ALLERGEN_2012_2|gi | 74663809|sp|Q8J077.1]SUB6_TRIS ( 405) 51 22 5.9
ALLERGEN_2012_2|gi |6136163]|sp|P35779.2|VA3_SOLRI  ( 211) 48 21 6.2
ALLERGEN_2012_2|gi | 291482306 |emb |CBK62693.1] ragw ( 111) 45 20 6.6
ALLERGEN_2012_2|gi | 14424466]|sp|P35778.2|VA3_SOLIN ( 234) 48 21 6.8
ALLERGEN_2012_2]gi|291482308|emb|CBK62694.1] ragw ( 140) 45 20 8.1
ALLERGEN_2012_2]gi | 285005079 |emb |CBJ24286.1] ragw ( 164) 45 20 9.3
ALLERGEN_2012_2|gi |313118253|sp|POCH89.1]HUGA_ VES ( 31) 38 17 9.3
ALLERGEN_2012_2|gi|11514279]pdb|1QNX]A Chain A, V ( 209) 46 20 9.3
ALLERGEN_2012_2]gi]162551]gb|AAA30333.1] allergen ( 227) 46 20 10

>>ALLERGEN_2012_ 2|gi]23894244]emb|CAD23614.1] tri m 2 al (404 aa)

initn: 35 initl: 35 opt: 51 Z-score: 89.2 bits: 21.7 E(QQ: 5.9
Smith-Waterman score: 51; 30.000% identity (32.143% ungapped) in 30 aa overlap (1-
28:39-68)

10 20
SYHTOH MVND ITNRGH I SCCSW--PNLNWSPLRRHG
ALLERG VLAALSAVNGAKILEAGPHAETIPNKYIVVMKRbQébéAFSiHTfWLSQNLNRRLMééSé
10 20 30 40 50 60
30
SYHTOH GIL

ALLERG SSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKD ISNHDDVDY IEPDFVVRTSTNGTNLTRQ
70 80 90 100 110 120

>>ALLERGEN_2012_2]gi | 74663809|sp|Q8J077.1]SUB6_TRISH Rec (405 aa)

initn: 35 initl: 35 opt: 51 Z-score: 89.2 bits: 21.7 E(QQ: 5.9
Smith-Waterman score: 51; 30.000% identity (32.143% ungapped) in 30 aa overlap (1-
28:39-68)

10 20
SYHTOH MVND I TNRGH 1 SCCSW——-PNLNWSPLRRHG
ALLERG VLAALSAVNGAK I LEAGPHAET IPNKY IVVMKKDVSDEAFSTHTTWLSONLNRRLMRRSG
10 20 30 40 50 60
30
SYHTOH GIL

ALLERG éSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKDISNHDDVDYIEPDFVVRTSTNGTNLTRQ
70 80 90 100 110 120
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>>ALLERGEN_2012_2]gi]6136163]sp|P35779.2]VA3_SOLRI RecNa (211 aa)

initn: 48 initl: 48 opt: 48 Z-score: 88.8 bits: 20.7 E(QQ: 6.2
Smith-Waterman score: 48; 38.889% identity (38.889% ungapped) in 18 aa overlap (6-
23:66-83)

10 20 30
SYHTOH MVND ITNRGH I SCCSWPNLNWSPLRRHGGIL

40 50 60 70 80 90

ALLERG CTFEHDACRNVERFAVGQONIAATSSSGKNKSTLSDMILLWYNEVKDFDNRWISSFPSDGN
100 110 120 130 140 150

>>ALLERGEN_2012_2]gi 291482306 emb|CBK62693.1] ragweed h (111 aa)

initn: 45 initl: 45 opt: 45 Z-score: 88.3 bits: 19.7 E(Q: 6.6
Smith-Waterman score: 45; 55.556% identity (565.556% ungapped) in 9 aa overlap (14-
22:23-31)

10 20 30
SYHTOH MVND ITNRGHISCCSWPNLNWSPLRRHGG I L

10 20 30 40 50 60

ALLERG DSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPPSGGGAPPPSGGEGGER
70 80 90 100 110

>>ALLERGEN_2012_2]gi | 14424466 |sp|P35778.2]VA3_SOLIN RecN (234 aa)

initn: 48 initl: 48 opt: 48 Z-score: 88.1 bits: 20.7 E(Q: 6.8
Smith-Waterman score: 48; 38.889% identity (38.889% ungapped) in 18 aa overlap (6-
23:88-105)

10 20 30
SYHTOH MVND ITNRGH I SCCSWPNLNWSPLRRHGGIL

60 70 80 90 100 110

ALLERG CTFEHDACRNVERFAVGQNIAATSSSGKNKSTPNEMILLWYNEVKDFDNRWISSFPSDDN
120 130 140 150 160 170

>>ALLERGEN_2012 2]gi]291482308|emb|CBK62694.1] ragweed h (140 aa)
initn: 45 initl: 45 opt: 45 Z-score: 86.7 bits: 19.7 EQQ: 8.1
Smith-Waterman score: 45; 55.556% identity (55.556% ungapped) in 9 aa overlap (14-

22:3-11)
10 20 30
SYHTOH MVNDITNRGHISCCSWPNLNWSPLRRHGG I L
ALLERG KLCEKPSLTWSGKCKVKQTDKCDKRC I EWEGAKHGACHKRDSKATCFCY
10 20 30 40

>>ALLERGEN_2012_2]gi]285005079]emb|CBJ24286.1] ragweed h (164 aa)

initn: 45 initl: 45 opt: 45 Z-score: 85.7 bits: 19.7 EQQ: 9.3
Smith-Waterman score: 45; 55.556% identity (565.556% ungapped) in 9 aa overlap (14-
22:23-31)
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10 20 30
SYHTOH MVND ITNRGH I SCCSWPNLNWSPLRRHGGIL

10 20 30 40 50 60

ALLERG DSKATCFCYFDCDPTKNPGPPPGAPKGKAPAPSPPSGGGAPPPSGGEGGDGPPPPEGGEG
70 80 90 100 110 120

>>ALLERGEN_2012_2]gi]313118253]sp|POCH89.1]HUGA_VESMC Re (31 aa)
initn: 28 initl: 28 opt: 38 Z-score: 85.7 bits: 17.3 EQQ: 9.3
Smith-Waterman score: 38; 44.444% identity (44.444% ungapped) in 9 aa overlap (14-

22:3-11)
10 20 30
SYHTOH MVND ITNRGH I SCCSWPNLNWSPLRRHGGIL
ALLERG DRCIWPKEGFS I YWN I PTHECHNEGVYFKEL
10 20 30

>>ALLERGEN_2012_2]gi]11514279]pdb]1QNX]JA Chain A, Ves V (209 aa)

initn: 32 initl: 32 opt: 46 Z-score: 85.7 bits: 20.1 EQQ: 9.3
Smith-Waterman score: 46; 37.500% identity (37.500% ungapped) in 16 aa overlap (3-
18:154-169)

10 20 30
SYHTOH MVND I TNRGH I SCCSWPNLNWSPLRRHGG I L
ALLERG TAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWANTKEVGCGSIKY IQE
130 140 150 160 170 180

ALLERG KWHKHYLVCNYGPSGNFKNEELYQTK
190 200

>>ALLERGEN_2012_2|gi|162551]gb|AAA30333.1] allergen 5 [V (227 aa)

initn: 32 initl: 32 opt: 46 Z-score: 85.1 bits: 20.1 EQ): 10
Smith-Waterman score: 46; 37.500% identity (37.500% ungapped) in 16 aa overlap (3-
18:172-187)

10 20 30

SYHTOH MVND I TNRGH I SCCSWPNLNWSPLRRHGG I L
ALLERG TAAKYDDPVKLVKMWEDEVKDYNPKKKFSGNDFLKTGHYTQMVWANTKEVGCGS IKY 1QE
150 160 170 180 190 200

ALLERG KWHKHYLVCNYGPSGNFMNEELYQTK
210 220

31 residues in 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34t11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.020 Display time: 0.000

Function used was FASTA [version 3.4tl1ll1 Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 115 aa
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>SYHTOH2_1_35
vs /data/fasta/ALLERGEN_2012_2 library
searching /data/fasta/ALLERGEN_2012 2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 3.7938+/-0.00334; mu= 10.5821+/- 0.172
mean_var=54.5589+/-14.161, 0"s: 3 Z-trim: 3 B-trim: 20 in 2/41
Lambda= 0.1736

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16
Scan time: 0.050

The best scores are: opt bits E(1603)
ALLERGEN_2012_2]gi | 75219081|sp]022108]022108_WHEA ( 285) 71 26 1
ALLERGEN_2012_2|gi |21773]|emb|CAA31685.1] unnamed ( 307) 71 26 1.1
ALLERGEN_2012_2]gi | 886965]|emb|CAA59339.1] low mol ( 261) 67 25 2
ALLERGEN_2012_2|gi | 94400907 | ref|NP_001035360.1] a ( 92) 61 23 2.8
ALLERGEN_2012_2]|gi |633938|gb|AAB30434.1] albumin ( 265) 65 24 2.8
ALLERGEN_2012_2|gi |88770352|gb|ABD51779.1] allerg ( 94) 61 23 2.8
ALLERGEN_2012_2]gi |3021324]emb|CAA06305.1] Aspfl  ( 125) 61 23 3.4
ALLERGEN_2012_2|gi | 886967 |emb|CAA59340.1] low mol ( 276) 64 24 3.4
ALLERGEN_2012_2|gi |6136162]|sp|P35776.2|VA2_SOLRI  ( 119) 60 22 3.9
ALLERGEN_2012_2|gi | 168419914 |gb|ACA23876.1] Pas n ( 265) 63 24 4
ALLERGEN_2012_2]gi |3319897|emb|CAA76841.1] albumi ( 585) 65 24 4.7
ALLERGEN_2012_2|gi |6687188]emb|CAB64867.1] albumi ( 608) 65 24 4.8
ALLERGEN_2012_2]gi |1351908|sp|P49064.1|ALBU_FELCA ( 608) 65 24 4.8
ALLERGEN_2012_ 2]gi]100834|pir]]|S16031 alpha-amyla ( 168) 59 22 5.9
ALLERGEN_2012_2|gi|21713]|emb|CAA35597.1] unnamed ( 168) 59 22 5.9
ALLERGEN_2012_2|gi | 2497701|sp|Q28133.1|ALL2_BOVIN ( 172) 58 22 7.1
ALLERGEN_2012_2]|gi |244610]|gb|AAB21323.1] tetramer ( 18) 49 19 7.7
ALLERGEN_2012_2]gi | 335331566 |gb|AEH31546.1] low m ( 369) 60 23 8.3
ALLERGEN_2012_2|gi |2506771]sp|P16968.2| IAAL_HORVU ( 146) 56 22 9
ALLERGEN_2012_2|gi | 18641]|emb|CAA37044.1] glycinin ( 562) 61 23 9.2
ALLERGEN_2012_2|gi |1170095]sp|P46419.1|GSTM1_DERP ( 219) 57 22 9.9

>>ALLERGEN_2012_2]gi]75219081]sp]022108]022108 WHEAT LMM (285 aa)

initn: 40 initl: 40 opt: 71 Z-score: 102.8 bits: 25.6 EQ: 1
Smith-Waterman score: 71; 36.364% identity (39.024% ungapped) in 44 aa overlap
(45-86:8-50)

20 30 40 50 60 70
SYHTOH KLYCQMFERSGKFGDLELDSYLGNWPNWPWRSWQLK IPLPKTN IMPSTMLVSSCA--QCT
ALLERG RCIPGLERPWQQQ-PLPPQQTFPQQPLFSQQQQQQLF
10 20 30
80 90 100 110

SYHTOH PGCVSQSLMQPNRWIVWKAYNSNHRLKTLRLHRLKQMCVQCRS

ALLERG PQQPSFSQQOPPFWQQQPPFSQQQP I LPQQPPFSQQQOLVLPQQSPFSQQQOL ILPPQQQ
20 50 60 70 80 90

>>ALLERGEN_2012_2]gi]21773|emb|CAA31685.1] unnamed prote (307 aa)

initn: 40 initl: 40 opt: 71 Z-score: 102.4 bits: 25.6 EQQ: 1.1
Smith-Waterman score: 71; 36.364% identity (39.024% ungapped) in 44 aa overlap
(45-86:31-73)

20 30 40 50 60 70
SYHTOH KLYCQMFERSGKFGDLELDSYLGNWPNWPWRSWQLKIPLPKTNIMPSTMLVSSCA--QCT

ALLERG MKTFLVFALLAVAATSAIAQMETRCIPGLERPWQQQ-PLPPQQTFPQQPLFSQQQQQQLF
10 20 30 40 50
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80 90 100 110
SYHTOH PGCVSQSLMQPNRWIVWKAYNSNHRLKTLRLHRLKQMCVQCRS

ALLERG PQQPSFSQQOPPFWQQQPPESQQQP I LPQOPPFSOQQOLVLPQOPPFSQOQQQPVLPPQQS
60 70 80 90 100 110

>>ALLERGEN_2012_2]gi|886965]emb|CAA59339.1] low molecula (261 aa)

initn: 44 initl: 44 opt: 67 Z-score: 97.8 bits: 24.6 EQ): 2
Smith-Waterman score: 67; 25.352% identity (29.508% ungapped) in 71 aa overlap
(48-114:140-204)

20 30 40 50 60 70
SYHTOH CQMFERSGKFGDLELDSYLGNWPNWPWRSWQLKIPLPKTNIM----PSTMLVSSCAQCTP

110 120 130 140 150 160

80 90 100 110
SYHTOH GCVSQSLMQPNRWIVWKAYNSNHRLKTLRLHRLKQMCVQCRS

170 180 190 200 210 220

ALLERG QGLNQPQQQQPQQSVQGVSQPQQQQKQLGQCSFQQPQQ
230 240 250 260

>>ALLERGEN_2012_2]gi | 94400907 ref|NP_001035360.1] allerg (92 aa)

initn: 49 initl: 49 opt: 61 Z-score: 95.0 bits: 22.5 E(): 2.8
Smith-Waterman score: 61; 40.000% identity (47.059% ungapped) in 20 aa overlap
(57-76:56-72)

30 40 50 60 70 80
SYHTOH FGDLELDSYLGNWPNWPWRSWQLKIPLPKTNIMPSTMLVSSCAQCTPGCVSQSLMQPNRW

30 40 50 60 70 80

90 100 110
SYHTOH 1VWKAYNSNHRLKTLRLHRLKQMCVQCRS

ALLERG KVCVPRSKCG
90

>>ALLERGEN_2012 2]gi]633938]|gb|AAB30434.1] albumin [Cani (265 aa)

initn: 65 initl: 65 opt: 65 Z-score: 95.0 bits: 24.1 E(Q: 2.8
Smith-Waterman score: 65; 47.059% identity (47.059% ungapped) in 17 aa overlap
(12-28:196-212)

10 20 30 40
SYHTOH MITTARPATGFNLKKLYCQMFERSGKFGDLELDSYLGNWPN
ALLERG TLEKCCATDDPPTCYAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKA
170 180 190 200 210 220
50 60 70 80 90 100

SYHTOH WPWRSWQLKIPLPKTNIMPSTMLVSSCAQCTPGCVSQSLMQPNRWIVWKAYNSNHRLKTL

ALLERG PQVSTPTLVVEVSRKLGKVGTKCCKKPESERMSCADDFLS
230 240 250 260

>>ALLERGEN_2012_2]gi |88770352|gb]ABD51779.1] allergen Ap (94 aa)
initn: 49 initl: 49 opt: 61 Z-score: 94.9 bits: 22.5 E(QQ: 2.8
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Smith-Waterman score: 61; 40.000% identity (47.059% ungapped) in 20 aa overlap
(57-76:56-72)

30 40 50 60 70 80
SYHTOH FGDLELDSYLGNWPNWPWRSWQLKIPLPKTNIMPSTMLVSSCAQCTPGCVSQSLMQPNRW

30 40 50 60 70 80

90 100 110
SYHTOH 1VWKAYNSNHRLKTLRLHRLKQMCVQCRS

ALLERG KVCVPRSKCLPG
90

>>ALLERGEN_2012_2]gi]3021324]emb]CAA06305.1] Aspfl aller (125 aa)

initn: 44 initl: 44 opt: 61 Z-score: 93.5 bits: 22.7 E(QQ: 3.4
Smith-Waterman score: 61; 23.077% identity (23.438% ungapped) in 65 aa overlap
(15-78:52-116)

10 20 30 40
SYHTOH M1 I 1ARPATGFENLKKLYCQMFERSGKFGDLELDSYLGNWPNWP—
ALLERG KTGSSYPHWETNGYDGDGKL IKGRMP I KFGKADCDRPPKHGKDGMGKDDHYLLEFPTEPD
30 40 50 60 70 80
50 60 70 80 90 100

SYHTOH WRSWQLKIPLPKTNIMPSTMLVSSCAQCTPGCVSQSLMQPNRWIVWKAYNSNHRLKTLRL

90 100 110 120

110
SYHTOH HRLKQMCVQCRS

>>ALLERGEN_2012 2]gi]886967]|emb]|CAA59340.1] low molecula (276 aa)

initn: 44 initl: 44 opt: 64 Z-score: 93.5 bits: 23.8 E(QQ: 3.4
Smith-Waterman score: 68; 25.000% identity (29.577% ungapped) in 84 aa overlap
(40-114:140-219)

10 20 30 40 50 60
SYHTOH GFNLKKLYCQMFERSGKFGDLELDSYLGNWPNWPWRSWQLKIPLPKTNI---MPSTML-V

ALLERG QRPPFS0QQQQPVLPQQPPFSQQQQQQP I LPOQPPFSLHQOPVLPQQQIPYVQPSILOQL
130

110 120 140 150 160
70 80 90 100 110
SYHTOH SSCA----- QCTPGCVSQSLMQPNRWIVWKAYNSNHRLKTLRLHRLKQMCVQCRS

170 180 190 200 210 220

ALLERG 11YSI1VLQEQQHGQGFNQPQQQQPQQSVQGYSQPQQQQKQLGQCSFQQPQQ
230 240 250 260 270

>>ALLERGEN_2012_2]gi]6136162]sp|P35776.2]VA2_SOLRI RecNa (119 aa)

initn: 60 initl: 60 opt: 60 Z-score: 92.4 bits: 22.4 E(): 3.9
Smith-Waterman score: 60; 36.000% identity (36.000% ungapped) in 25 aa overlap
(65-89:12-36)
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40 50 60 70 80 90
SYHTOH YLGNWPNWPWRSWQLK IPLPKTN IMPSTMLVSSCAQCTPGCVSQSLMQPNRWIVWKAYNS
ALLERG DIEAQRVLRKD I AECARTLPKCVNOPDDPLARVDVWHCAMS
10 20 30 40

100 110
SYHTOH NHRLKTLRLHRLKQMCVQCRS

ALLERG KRGVYDNPDPAVVKEKNSKMCPKI1 ITDPADVENCKKVVSRCVDRETQRPRSNRQKAINIT
50 60 70 80 90 100

>>ALLERGEN_2012_2]gi]168419914|gb|ACA23876.1] Pas n 1 al (265 aa)

initn: 27 initl: 27 opt: 63 Z-score: 92.3 bits: 23.6 EQ): 4
Smith-Waterman score: 63; 24.638% identity (27.869% ungapped) in 69
(30-95:199-262)

10 20 30 40 50
SYHTOH MI1TARPATGFNLKKLYCQMFERSGKFGDLELDSYLGNWPNWPWR-SWQ--LKIPLPKT

ALLERG KIVFHVEKGSNPNYLAMLVKFVADDGD I VLMELKEKSSDWK--PMKLSWGATWRMDTPKA
170 180 190 200 210 220

60 70 80 90 100 110

230 240 250 260

>>ALLERGEN_2012_2]gi|3319897]emb|CAA76841.1] albumin [Ca (585 aa)

initn: 65 initl: 65 opt: 65 Z-score: 90.9 bits: 24.4 EQQ: 4.7
Smith-Waterman score: 65; 47.059% identity (47.059% ungapped) in 17
(12-28:387-403)

10 20 30 40

SYHTOH M1 1 1 ARPATGFNLKKLYCQMFERSGKFGDLELDSYLGNWPN

ALLERG TLEKCCATDDPPTCYAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFONALLVRYTKKA
360 370 380 390 400 410

50 60 70 80 90 100

SYHTOH WPWRSWQLKIPLPKTNIMPSTMLVSSCAQCTPGCVSQSLMQPNRWIVWKAYNSNHRLKTL

ALLERG PQVSTPTLVEVSRKLGKVGTKCCKKPESERMSCADDFLSVVLNRLCVLHEKTPVSERVTK
420 430 440 450 460 470

>>ALLERGEN_2012_2]gi]6687188]emb]CAB64867.1] albumin [Ca (608 aa)

initn: 65 initl: 65 opt: 65 Z-score: 90.7 bits: 24.5 E(Q: 4.8
Smith-Waterman score: 65; 47.059% identity (47.059% ungapped) in 17
(12-28:410-426)

10 20 30 40

SYHTOH M1 1 1 ARPATGFNLKKLYCQMFERSGKFGDLELDSYLGNWPN

ALLERG TLEKCCATDDPPTCYAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFONALLVRYTKKA
380 390 400 410 420 430

50 60 70 80 90 100

SYHTOH WPWRSWQLKIPLPKTNIMPSTMLVSSCAQCTPGCVSQSLMQPNRWIVWKAYNSNHRLKTL

ALLERG PQVSTPTLVEVSRKLGKVGTKCCKKPESERMSCAEDFLSVVLNRLCVLHEKTPVSERVTK
440 450 460 470 480 490
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>>ALLERGEN_2012_2]gi]1351908]sp|P49064.1|ALBU_FELCA RecN (608 aa)

initn: 65 initl: 65 opt: 65 Z-score: 90.7 bits: 24.5 E(): 4.8
Smith-Waterman score: 65; 47.059% identity (47.059% ungapped) in 17 aa overlap
(12-28:410-426)

10 20 30 40
SYHTOH M1 1 1ARPATGFNLKKLYCQMFERSGKFGDLELDSYLGNWPN
ALLERG TLEKCCATDDPPACYAHVFDEFKPLVEEPHNLVKTNCELFEKLGEYGFQNALLVRYTKKY
380 390 400 410 420 430
50 60 70 80 90 100

SYHTOH WPWRSWQLKIPLPKTNIMPSTMLVSSCAQCTPGCVSQSLMQPNRWIVWKAYNSNHRLKTL

ALLERG PQVSTPTLVEVSRSLGKVGSKCCTHPEAERLSCAEDYLSVVLNRLCVLHEKTPVSERVTK
440 450 460 470 480 490

>>ALLERGEN_2012_2]gi]100834]pir]|S16031 alpha-amylase in (168 aa)

initn: 38 initl: 38 opt: 59 Z-score: 89.2 bits: 22.3 E(Q: 5.9
Smith-Waterman score: 59; 24.286% identity (31.481% ungapped) in 70 aa overlap
(55-115:36-98)

30 40 50 60 70
SYHTOH GKFGDLELDSYLGNWPNWPWRSWQLKIPLPKTNIMPST---MLVSSCAQCTPGC-—----

ALLERG SCSLLLLAAVLLSVLAAASASGSCVPGVAFRTNLLPHCRDYQLQQTCGTFTPGSKLPEWM

10 20 30 40 50 60
80 90 100 110

SYHTOH VSQSLMQPNRWIVWKAYNSNHRLKTLRLHRLKQMCVQCRS

ALLERG TSASIYSPGKPYLAKLYCCQE--~--~ LAE 1SQQC~RCEALRYF IALPVPSQPVDPRSGN
70 80 90 100 110

ALLERG VGESGL IDLPGCPREMQWDFVRLLVAPGQCNLAT IHNVRYCPAVEQPLWI
120 130 140 150 160

>>ALLERGEN_2012 2]gi]21713|emb|CAA35597.1] unnamed prote (168 aa)

initn: 38 initl: 38 opt: 59 Z-score: 89.2 bits: 22.3 E(QQ: 5.9
Smith-Waterman score: 59; 24.286% identity (31.481% ungapped) in 70 aa overlap
(55-115:36-98)

30 40 50 60 70
SYHTOH GKFGDLELDSYLGNWPNWPWRSWQLKIPLPKTNIMPST---MLVSSCAQCTPGC——----

ALLERG SCSLLLLAAVLLSVLAAASASGSCVPGVAFRTNLLPHCRDYVLQQTCGTFTPGSKLPEWM

10 20 30 40 50 60
80 90 100 110

SYHTOH VSQSLMQPNRWIVWKAYNSNHRLKTLRLHRLKQMCVQCRS

ALLERG TSASIYSPGKPYLAKLYCCQE------ LAE 1SQQC-RCEALRYF IALPVPSQPVDPRSGN
70 80 90 100 110

ALLERG VGESGL IDLPGCPREMQWDFVRLLVAPGQCNLAT IHNVRYCPAVEQPLWI
120 130 140 150 160

>>ALLERGEN_2012_2]gi]2497701]sp|Q28133.1]ALL2_BOVIN RecN (172 aa)

initn: 29 initl: 29 opt: 58 Z-score: 87.8 bits: 22.1 EQQ: 7.1
Smith-Waterman score: 58; 27.778% identity (31.915% ungapped) in 54 aa overlap
(68-115:14-66)
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40 50 60 70 80 90
SYHTOH NWPNWPWRSWQLK IPLPKTN IMPSTMLVSSC-AQCTPGCVSQSLMQPNRW-1VWKAYNSN
ALLERG MKAVFLTLLFGLVCTAQETPAE IDPSK I -PGEWR I 1 YAAADNK
10 20 30 40

100 110
SYHTOH HRL---KTLRLHRLKOMCVQ-CRS
ALLERG DKIVEGGPLRNYYRRIECINDCESLS ITFYLKDQGTCLLLTEVAKRQEGYVYVLEFYGTN
50 60 70 80 90 100

>>ALLERGEN_2012_2]gi|244610]gb|AAB21323.1] tetrameric al (18 aa)

initn: 34 initl: 34 opt: 49 Z-score: 87.2 bits: 18.7 EQ: 7.7
Smith-Waterman score: 49; 47.368% identity (50.000% ungapped) in 19
(36-54:1-18)

10 20 30 40 50 60
SYHTOH RPATGFNLKKLYCQMFERSGKFGDLELDSYLGNWPNWPWRSWQLKIPLPKTNIMPSTMLV
ALLERG iéNEDCTﬁWMé—TLITﬁLﬁ
10
70 80 90 100 110

SYHTOH SSCAQCTPGCVSQSLMQPNRWIVWKAYNSNHRLKTLRLHRLKQMCVQCRS

>>ALLERGEN_2012_2]gi | 335331566 |gb| AEH31546.1] low molecu (369 aa)

initn: 44 initl: 44 opt: 60 Z-score: 86.5 bits: 23.0 E(Q: 8.3
Smith-Waterman score: 63; 24.051% identity (32.759% ungapped) in 79
(43-112:183-249)

20 30 40 50 60
SYHTOH LKKLYCQMFERSGKFGDLELDSYLGNWPNWPWRSWQLKIPLPKTNI---MPSTML-VSSC

ALLERG QSPFSQOQQIVLQQQPPFLQOQQPSLPQQPPFSQQQQOLVLPQQQIPFVHPSILOQLNPC

160 170 180 190 200 210
70 80 90 100 110

SYHTOH A-———- QCTPGCVSQSLMQPNRWIVWKAYNSNHRLKTLRLHRLKQMCVQCRS

ALLERG KVFLQQQCSPVAMPQSLAR=——————————— SQMLOQSSCHVMQQQOCCQQLPQ IPQQSRY
220 230 240 250 260

ALLERG EAIRAIIYSIILQEQQQVQGSIQTPQQQPQOLGQCYSQPQQQSQQQLGQQPQQQQLAQGT
270 280 290 300 310 320

>>ALLERGEN_2012_2]gi]2506771]sp|P16968.2] 1AA1_HORVU RecN (146 aa)

initn: 37 initl: 37 opt: 56 Z-score: 85.9 bits: 21.5 EQ): 9
Smith-Waterman score: 57; 30.435% identity (37.838% ungapped) in 46
(37-82:17-53)

10 20 30 40 50 60
SYHTOH PATGFNLKKLYCQMFERSGKFGDLELDSYLGNWPNWPWRSWQLK IPLPKTNIMPSTMLVS
ALLERG PTSVAVDQGSMVSNSPGEW-CWPGMGYPV-YPFPRCRA- -~ LVK
10 20 30
70 80 90 100 110

SYHTOH SCAQCTPGCVSQSLMQPNRWIVWKAYNSNHRLKTLRLHRLKQMCVQCRS

ALLERG S--QCAGGQVVESIQKDCCRQIAAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEV
40 50 60 70 80 90
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>>ALLERGEN_2012_2]gi|18641]emb|CAA37044.1] glycinin [Gly (562 aa)

initn: 50 initl: 50 opt: 61 Z-score: 85.7 bits: 23.4 E(Q: 9.2
Smith-Waterman score: 61; 26.471% identity (30.000% ungapped) in 34 aa overlap
(53-83:82-114)

30 40 50 60 70
SYHTOH RSGKFGDLELDSYLGNWPNWPWRSWQLKIPLPKTNIMPSTMLVSS---CAQCTPGCVSQS

ALLERG LIQTWNSQHPELKCAGVTVSKLTLNRNGLHLPSYSPYPRMI I IAQGKGALQCKPGC-PET
60 70 80 90 100 110

80 90 100 110
SYHTOH LMQPNRWIVWKAYNSNHRLKTLRLHRLKQMCVQCRS
ALLERG FEEPQEQSNRRGSRSQKQQLQDSHQKIRHFNEGDVLVIPPGVPYWTYNTGDEPVVAISLL
120 130 140 150 160 170

>>ALLERGEN_2012_2]gi]1170095]sp|P46419.1|GSTM1_DERPT Rec (219 aa)

initn: 32 initl: 32 opt: 57 Z-score: 85.2 bits: 22.0 EQQ: 9.9
Smith-Waterman score: 57; 29.508% identity (30.508% ungapped) in 61 aa overlap
(11-69:159-219)

10 20 30
SYHTOH M1 1 1ARPATGFNLKKLYCQMFERSGK~FGDLE-LDSYLGN
ALLERG LKSLPDCLKLMSKFVGEHAF IAGANISYVDFNLYEYLCHVKVMVPEVFGQFENLKRYVER
130 140 150 160 170 180
40 50 60 70 80 90

SYHTOH WPNWPWRSWQLKIPLPKTNIMPSTMLVSSCAQCTPGCVSQSLMQPNRWIVWKAYNSNHRL

ALLERG MESLPRVSDY IKKQQPKTFNAPTSKWNASYA
190 200 210

100 110
SYHTOH KTLRLHRLKQMCVQCRS

115 residues iIn 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34t11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.050 Display time: 0.010

Function used was FASTA [version 3.4tll1l Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 64 aa
>SYHTOH2_1_36

vs /data/fasta/ALLERGEN_2012_2 library

searching /data/fasta/ALLERGEN_2012_2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 4.5451+/-0.00322; mu= 4.1974+/- 0.167
mean_var=55.6035+/-16.017, 0"s: 7 Z-trim: 7 B-trim: 7 in 1/41
Lambda= 0.1720

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)]1 ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16
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Scan time: 0.020
The best scores are: opt bits E(1603)
ALLERGEN_2012_2]gi|71360928|emb|CAJ19705.1] non-s ( 114) 59 22
ALLERGEN_2012_2]gi|21743]emb]|CAA43331.1] high mol ( 830) 64 24
ALLERGEN_2012_2]gi]13183175]|gb]AAK15088.1]|AF24000 ( 153) 5 21
ALLERGEN_2012_2]gi]209165427|gb|ACI141244.1] 2S al ( 153) 56 21
ALLERGEN_2012_2]gi]166235350|pdb]2JON|JA Chain A, ( 101) 53 20
ALLERGEN_2012_2]gi | 886967 |emb]|CAA59340.1] low mol ( 276) 57 22
ALLERGEN_2012_2]gi]736319]emb|CAA27052.1] gluteni ( 838) 62 23
ALLERGEN_2012_2]gi|170743|gb]AAB02788.1] HMW glut ( 815) 61 23

O©CoOoO~N~N~NON
N~NhWOaOMDMOO

>>ALLERGEN_2012_2]gi | 71360928 emb|CAJ19705.1] non-specif (114 aa)

initn: 38 initl: 38 opt: 59 Z-score: 94.6 bits: 21.9 EQQ: 2.9
Smith-Waterman score: 59; 26.471% identity (28.125% ungapped) in 34 aa overlap
(12-43:27-60)

10 20 30 40
SYHTOH MRLWDTQPGVHCAQLDTSMVDGMMLVFGKG I L--SCQLLQGQLGQ
ALLERG MEMVNKIACFVLLCMVVVAPHAEALTCGQVTSTLAPCLPYLMNééPLRNCCDGVKGLLGQ
10 20 30 40 50 60

50 60

SYHTOH LPRYESSSRSPNFPDRSNIWQ

ALLERG AKTTVDRQAACTCLKSAASSFTGLNLGKAAALPNTCSVNIPYKISPSTDCSKVQ
70 80 90 100 110

>>ALLERGEN_2012_2|gi]21743]emb|CAA43331.1] high molecula (830 aa)

initn: 261 initl: 57 opt: 64 Z-score: 89.2 bits: 23.8 E(Q: 5.9
Smith-Waterman score: 64; 35.135% identity (35.135% ungapped) in 37 aa overlap
(28-64:435-471)

10 20 30 40 50
SYHTOH MRLWDTQPGVHCAQLDTSMVDGMMLVFGKGILSCQLLQGQLGQLPRYESSSRSPNFP

ALLERG GQEQQPRQLQQPEQGQQGQQPEQGQQGAQPGAGEQGQQPGAGAQGQAOPGAGARGYYPTSP
410 420 430 440 450 460

60
SYHTOH DRSNIWQ

ALLERG QQSGQGQPGYYPTSPQOSGOLQQPAQGOQPGQEQQGQOPGOGQQGQQPGQGOQPGQGQPG
470 480 490 500 510 520

>>ALLERGEN_2012_2]gi]13183175]gb|AAK15088.1]AF240005_1 2 (153 aa)

initn: 46 initl: 46 opt: 55 Z-score: 87.5 bits: 21.0 EQQ: 7.4
Smith-Waterman score: 55; 52.174% identity (57.143% ungapped) in 23 aa overlap
(34-54:44-66)

10 20 30 40 50 60
SYHTOH WDTQPGVHCAQLDTSMVDGMMLVFGKGILSC—QLLQG—QLGQLPRYESSSRSPNFPDRSN

ALLERG AMVALASATTYTTTVTTTAIDDEANQQSQQCRQQLQGRQFRSCQRYLSQGRSPYGGEEDE
20 30 40 50 60 70
SYHTOH IWQ

ALLERG VLEMSTGNQQSEQSLRDCCQQLRNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQVYQRAR
80 90 100 110 120 130

>>ALLERGEN_2012_2|gi 209165427 |gb|ACI41244_1] 2S albumin (153 aa)
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initn: 46 initl: 46 opt: 55 Z-score: 87.5 bits: 21.0 EQ: 7.4
Smith-Waterman score: 55; 52.174% identity (57.143% ungapped) in 23 aa overlap
(34-54:44-66)

10 20 30 40 50 60
SYHTOH WDTQPGVHCAQLDTSMVDGMMLVFGKG I LSC-QLLQG-QLGQLPRYESSSRSPNFPDRSN
ALLERG AMVALASATTYTTTVTTTAIDDEANQQSQQCRQQLQGRQFRSCQRYLéQGééﬁYGGEEDE
20 30 40 50 60 70

SYHTOH IWQ

ALLERG VLEMSTGNQQSEQSLRDCCQQLGNVDERCRCEAIRQAVRQQQQEGGYQEGQSQQVYQRAR
80 90 100 110 120 130

>>ALLERGEN_2012_2]gi]166235350]pdb]2JON]JA Chain A, Solut (101 aa)

initn: 34 initl: 34 opt: 53 Z-score: 87.3 bits: 20.4 EQQ: 7.5
Smith-Waterman score: 53; 27.869% identity (32.075% ungapped) in 61 aa overlap (7-
61:43-101)

10 20 30
SYHTOH MRLWDTQPGVHCAQLDTSMVDG---MMLVF---GKG
ALLERG WCVPKPGVSDDQLTGNINYACSQGIDCGP IQPGGACFEPNTVKAHAAYVMNLYYQHAGRN
20 30 40 50 60 70
40 50 60

SYHTOH ILSCQLLQGQLGQLPRYESSSRSPNFPDRSNIWQ
ALLERG SWNCDF--SQTATLTNTNPSYGACNFPSGSN
80 90 100
>>ALLERGEN_2012_2]gi 886967 ]emb]|CAA59340.1] low molecula (276 aa)
initn: 38 initl: 38 opt: 57 Z-score: 86.6 bits: 21.7 E(QQ: 8.3

Smith-Waterman score: 57; 47.619% identity (50.000% ungapped) in 21 aa overlap
(33-52:199-219)

10 20 30 40 50 60
SYHTOH LWDTQPGVHCAQLDTSMVDGMMLVFGKGILSCQLLQGQL—GQLPRYESSSRSPNFPDRSN

ALLERG LNPCKVFLQQQCSPVAMPQSLARSQMLWQSSCHVMQQQCCQQLPRIPEQSRYDAIRATIY

170 180 190 200 210 220
SYHTOH 1WQ
ALLERG SIVLQEQQHGQGFNQPQQQQPQQSVQGVSQPQQQQKQLGQCSFQQPQQ
230 240 250 260

>>ALLERGEN_2012_2]gi]736319]emb]CAA27052.1] glutenin [Tr (838 aa)

initn: 245 initl: 53 opt: 62 Z-score: 86.5 bits: 23.3 E(QQ: 8.4
Smith-Waterman score: 72; 31.667% identity (32.759% ungapped) in 60 aa overlap (7-
64:454-513)

10 20 30
SYHTOH MRLWDTQPG--VHCAQLDTSMVDGMMLVFGKGILSC

ALLERG PGYYPTSPLOSGQGQPGYYLTSPQQSGQGQOPGQLQQSAQGOKGOQPGOGQOPGAGQQGY
430 440 450 460 470 480
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40 50 60
SYHTOH QLLQGQLGQLPRYESSSRSPNFPDRSNIWQ

490 500 510 520 530 540

>>ALLERGEN_2012_2]gi|170743]|gb]AAB02788.1] HMW glutenin (815 aa)

initn: 241 initl: 57 opt: 61 Z-score: 85.3 bits: 23.0 EQQ: 9.7
Smith-Waterman score: 61; 26.562% identity (29.310% ungapped) in 64 aa overlap (7-
64:609-672)

10 20 30
SYHTOH MRLWDTQPGVHCAQLDTS-~--MVDGMMLVFGKG--—
ALLERG QQPGQGQQGOQPGEGQQGQQPGQGQQPGQGOPGYYPTSLQOSGQGQQPGQWQQPGQGQPG
580 590 600 610 620 630
40 50 60

SYHTOH 1LSCQLLQGQLGQLPRYESSSRSPNFPDRSNIWQ

640 650 660 670 680 690

ALLERG LQPGQWLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYY
700 710 720 730 740 750

64 residues in 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34tl11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.020 Display time: 0.010

Function used was FASTA [version 3.4tll Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl1ll1 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 35 aa
>SYHTOH2_1_37

vs /data/fasta/ALLERGEN_2012_2 library

searching /data/fasta/ALLERGEN_2012 2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 3.8679+/-0.00302; mu= 3.9405+/- 0.158
mean_var=35.9280+/-10.523, 0"s: 13 Z-trim: 13 B-trim: 0 in 0/43
Lambda= 0.2140

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16
Scan time: 0.010
The best scores are: opt bits E(1603)
ALLERGEN_2012_2]gi]|3021324]|emb]|CAA06305.1] Aspfl ( 125) 51 22
ALLERGEN_2012_2]gi]9280360|gb|AAF86369.1] major a ( 150) 51 22
ALLERGEN_2012_2]gi]10189811]|emb]|CAC09234.1] unnam ( 215) 52 22
ALLERGEN_2012_2]gi]|1352240]|sp|P49273.1]ALL7_DERPT ( 215) 52 22
ALLERGEN_2012_2]gi|54039254|sp|P67875.1|RNMG_ASPF ( 176) 51 22
ALLERGEN_2012_2]gi|171464770]gb]ACB45874.1] patho ( 151) 47 21
ALLERGEN_2012_2]gi|46410859]|gb]AAR98518.1] major ( 366) 50 22

DO NNNNN
N~NOOO DR

>>ALLERGEN_2012_2|gi 3021324 |emb|CAA06305.1] Aspfl aller (125 aa)
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initn: 51 initl: 51 opt: 51 Z-score: 97.4 bits: 21.7 EQQ: 2.1
Smith-Waterman score: 51; 33.333% identity (33.333% ungapped) in 33 aa overlap (2-
34:1-33)

10 20 30
SYHTOH MRLTKVRSAAFNQYQSGPYHDGKTVQSVWLFLTNK

ALLERG RLVYNQAKAESNSHHA&LSDGKTGSéYPHWFTNGYDGDGKLIKGRMPIKFGKADCDRPP
10 20 30 40 50

ALLERG KHGKDGMGKDDHYLLEFPTFPDGHDYKFDSKKPKEDPGPARV I'YTYPNKVFCGIVAHERG
60 70 80 90 100 110

>>ALLERGEN_2012_2]gi]9280360]gb|AAF86369.1] major allerg (150 aa)

initn: 51 initl: 51 opt: 51 Z-score: 96.2 bits: 21.7 EQQ: 2.4
Smith-Waterman score: 51; 33.333% identity (33.333% ungapped) in 33 aa overlap (2-
34:21-53)

10 20 30
SYHTOH MRLTKVRSAAFNQYQSGPYHDGKTVQSVWLFLTNK

ALLERG MTWTCINQQLNPKTNKWEDKRLLYNQAKAESNSHHAPLSDGKTGSSYAHWFTNGYDGNGK
10 20 30 40 50 60

ALLERG LIKGRTPIKFGKADCDRPPKHSQNGMGKDDHYLLEFPTFPDGHDYKFDSKNKPKEDPGPA
70 80 90 100 110 120

>>ALLERGEN_2012_2]gi]10189811]emb]|CAC09234.1] unnamed pr (215 aa)

initn: 32 initl: 32 opt: 52 Z-score: 95.5 bits: 22.1 EQ: 2.6
Smith-Waterman score: 52; 28.571% identity (28.571% ungapped) in 28 aa overlap (1-
28:2-29)

10 20 30
SYHTOH MRLTKVRSAAFNQYQSGPYHDGKTVQSVWLFLTNK

ALLERG MMKLLL IAAAAFVAVSADP IHYDK I TEE INKAVDEAVAA I EKSETEDPMKVPDHSDKFER
10 20 30 40 50 60

>>ALLERGEN_2012_2]gi]1352240]|sp|P49273.1|ALL7_DERPT RecN (215 aa)

initn: 32 initl: 32 opt: 52 Z-score: 95.5 bits: 22.1 EQQ: 2.6
Smith-Waterman score: 52; 28.571% identity (28.571% ungapped) in 28 aa overlap (1-
28:2-29)

10 20 30
SYHTOH MRLTKVRSAAFNQYQSGPYHDGKTVQSVWLFLTNK

ALLERG MMKLLLIAAAAFVAVSAD&IAYDkITEEINKAVDEAVAAIEKSETFDPMKVPDHSDKFER
10 20 30 40 50 60

>>ALLERGEN_2012_2]gi 54039254 |sp|P67875.1|RNMG_ASPFU Rec (176 aa)
initn: 51 initl: 51 opt: 51 Z-score: 95.1 bits: 21.8 E(Q: 2.8
Smith-Waterman score: 51; 33.333% identity (33.333% ungapped) in 33 aa overlap (2-
34:48-80)
10 20 30
SYHTOH MRLTKVRSAAFNQYQSGPYHDGKTVQSVWLF

20 30 40 50 60 70
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SYHTOH LTNK
ALLERG FTNGYDGNGKLIKGRTP IKFGKADCDRPPKHSQNGMGKDDHYLLEFPTFPDGHDYKFDSK
80 90 100 110 120 130

>>ALLERGEN_2012_2]gi|171464770]gb]ACB45874.1] pathogen-r (151 aa)

initn: 47 initl: 47 opt: 47 Z-score: 89.5 bits: 20.5 E(QQ: 5.7
Smith-Waterman score: 47; 50.000% identity (50.000% ungapped) in 18 aa overlap (8-
25:19-36)

10 20 30
SYHTOH MRLTKVRSAAFNQYQSGPYHDGKTVQSVWLFLTNK

ALLERG MLPFSFAQDSIKDFVDAHNAARAéVGVéﬁVQWNKTVADYAHQYANKRIKDCNLVHSKGPY
10 20 30 40 50 60

ALLERG GENIAWGSRNLAGTVAVRMWVSEKQFYNYDTNSCVRGKMCGHYTQVVWRNSVRIGCAKVR
70 80 90 100 110 120

>>ALLERGEN_2012_2]gi|46410859]gb|AAR98518.1] major latex (366 aa)

initn: 50 initl: 50 opt: 50 Z-score: 88.8 bits: 21.6 E(Q: 6.2
Smith-Waterman score: 50; 46.667% identity (46.667% ungapped) in 15 aa overlap
(11-25:63-77)

10 20 30
SYHTOH MRLTKVRSAAFNQYQSGPYHDGKTVQSVWLFLTNK

40 50 60 70 80 90

ALLERG FKNKEANFTYGANFASEGATASDSNPL IDFRSQIRDFGELKLEWAVQLVNVTELARRLKK
100 110 120 130 140 150

35 residues iIn 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34t11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.010 Display time: 0.010

Function used was FASTA [version 3.4tll1l Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 183 aa
>SYHTOH2_1_38

vs /data/fasta/ALLERGEN_2012_2 library

searching /data/fasta/ALLERGEN_2012_2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 4.0748+/-0.00364; mu= 12.2148+/- 0.190
mean_var=60.0372+/-15.922, 0"s: 3 Z-trim: 4 B-trim: O in 0/44

Lambda= 0.1655

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)71 ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16

Scan time: 0.050

The best scores are: opt bits E(1603)
ALLERGEN_2012_2]gi 5059162 |gb|AAD38942_1]AF144060 ( 496) 87 29 0.25
ALLERGEN_2012_2]gi|21748153|emb|CAD38167.1] putat ( 124) 73 25 0.99
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ALLERGEN_2012_2]
ALLERGEN_2012_2]|
ALLERGEN_2012_2]

gi]89892723|gb]ABD79095.1] Zea m 252) 71 25
gi
gi
ALLERGEN_2012_2]gi
gi
gi
gi
gi

(
89892721|gb|ABD79094.1] Zea m ( 263) 71 25
115502167 |sp|Q1ZYQ8.2|EXB1O_MA ( 270) 71 25

(

(

(

|

|

1105969545 |gb|ABF81662.1] EXPBL ( 269) 69 25
ALLERGEN_2012_2|gi|115502168|sp|POC1Y5.1]EXB11_ MA ( 269) 69 25
ALLERGEN_2012_2|gi|18615]emb|CAA26723.1] unnamed 495) 71 25
ALLERGEN_2012_2|gi | 18635]emb|CAA33215.1] glycinin ( 495) 69 25
ALLERGEN_2012_2|gi | 18652047 |gb|AAL76932.1|AF45648 ( 154) 64 23
|

ALLERGEN_2012_2|gi | 2266625 |emb|CAB10765.1] group ( 264) 63 23

AR WWWNNN
OFRP OOONNWWN

>>ALLERGEN_2012_2]gi 5059162 gb]AAD38942_1]|AF144060_1 al (496 aa)

initn: 50 initl: 50 opt: 87 Z-score: 113.9 bits: 29.1 E(QQ: 0.25
Smith-Waterman score: 92; 26.364% identity (31.868% ungapped) in 110 aa overlap
(23-132:178-268)

10 20 30 40 50
SYHTOH MSPERRPVE IRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLER

150 160 170 180 190 200

60 70 80 90 100 110
SYHTOH LQDRYPWLVAEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLK
ALLERG 1YSRLHNLNKEFF——-----—— P—-~ENSQPF I YHET 1YYGGN---~GINSNEYTSLGR
210 220 230 240

120 130 140 150 160 170

SYHTOH SMEAQGFKSVVAV1GLPNDPSVRLHEAL GYTARGTLRAAGYKHGGWHDVGFWQRDFELPA

ALLERG 1 1EFRFYKE I TNVFR-GNNPLHWLKNFGTEWGLVPSGDALVM I DSHDLRVGHTGKLGFNI
250 260 270 280 290 300

>>ALLERGEN_2012_2]gi|21748153]emb|CAD38167.1] putative n (124 aa)

initn: 70 initl: 70 opt: 73 Z-score: 103.1 bits: 25.1 EQQ: 0.99
Smith-Waterman score: 73; 33.333% identity (34.146% ungapped) in 42 aa overlap
(92-132:16-57)

70 80 90 100 110 120

SYHTOH AEVEGVVAGIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKS

ALLERG MSDFNATAQQFVEFYYKTFDGNRAGLGALYKEHSMLTFEAQGTQ
10 20 30 40

130 140 150 160 170 180

SYHTOH VVAVI-GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPV
ALLERG SAAIVEKLQNLPFQEIQHRTDTVDAQPSADDGILVLVTGALLLGGESKPMSFTQAFQLKN
50 60 70 80 90 100

>>ALLERGEN_2012_2]gi]89892723|gb]ABD79095.1] Zea m 1 all (252 aa)

initn: 71 initl: 71 opt: 71 Z-score: 96.8 bits: 25.0 EQQ: 2.2
Smith-Waterman score: 71; 30.189% identity (30.189% ungapped) in 53 aa overlap
(100-152:81-133)

70 80 90 100 110 120
SYHTOH GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP

ALLERG NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFE IKCDKPVECSGKPVVVHITDMN
60 70 80 90 100 110
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130 140 150 160 170 180
SYHTOH NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWORDFEL PAPPRPVRPVTOI
ALLERG YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAG I IDMQFRRVKCKYDSKVTFHLEKGCGPN
120 130 140 150 160 170

>>ALLERGEN_2012_2]|gi|89892721|gb|ABD79094.1] Zea m 1 all (263 aa)

initn: 71 initl: 71 opt: 71 Z-score: 96.6 bits: 25.0 EQQ: 2.3
Smith-Waterman score: 71; 30.189% identity (30.189% ungapped) in 53 aa overlap
(100-152:92-144)

70 80 90 100 110 120
SYHTOH GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP

ALLERG NGGGCGYKDVNKPPFNSMGACGNIPIFKDGLGCGSCFE IKCDKPVECSGKPVVVHITDMN
70 80 90 100 110 120

130 140 150 160 170 180
SYHTOH NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI

ALLERG YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAG I IDMQFRRVKCKFGSKVSFHLEKGCGPN
130 140 150 160 170 180

>>ALLERGEN_2012_2]gi 115502167 |sp|Q1ZYQ8.2|EXB10_MAIZE R (270 aa)

initn: 71 initl: 71 opt: 71 Z-score: 96.4 bits: 25.0 EQQ: 2.3
Smith-Waterman score: 71; 30.189% identity (30.189% ungapped) in 53 aa overlap
(100-152:99-151)

70 80 90 100 110 120
SYHTOH GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP

ALLERG NGGGCGYKDVNKPPFENSMGACGN IP I FKDGLGCGSCFE IKCDKPVECSGKPVVVH I TDMN
70 80 90 100 110 120

130 140 150 160 170 180
SYHTOH NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI

ALLERG YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAG I IDMQFRRVKCKYDSKVTFHLEKGCGPN
130 140 150 160 170 180

>>ALLERGEN_2012_2]gi]105969545]gb]ABF81662.1] EXPB10 [Ze (269 aa)

initn: 94 initl: 69 opt: 69 Z-score: 93.9 bits: 24.5 E(QQ: 3.2
Smith-Waterman score: 69; 30.189% identity (30.189% ungapped) in 53 aa overlap
(100-152:98-150)

70 80 90 100 110 120
SYHTOH GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP
ALLERG NGGGCGYKDVNKAPFNSMGACGNVP I FKDGLGCGSCFE IKCDKPAECSGKPVVVY ITDMN
70 80 90 100 110 120

130 140 150 160 170 180
SYHTOH NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI

ALLERG YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAG I IDMQFRRVKCKYGSKVTFHLEKGCNPN
130 140 150 160 170 180

>>ALLERGEN_2012_2]gi]115502168]sp|POC1Y5.1|EXB11_MAIZE R (269 aa)

initn: 94 initl: 69 opt: 69 Z-score: 93.9 bits: 24.5 E(): 3.2
Smith-Waterman score: 69; 30.189% identity (30.189% ungapped) in 53 aa overlap
(100-152:-98-150)
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70 80 90 100 110 120
SYHTOH GIAYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLP
ALLERG NGGGCGYKDVNKAPFNSMGACGNVP I FKDGLGCGSCFE IKCDKPAECSGKPVVVY I TDMN
70 80 90 100 110 120

130 140 150 160 170 180
SYHTOH NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI

ALLERG YEPIAAYHFDLAGTAFGAMAKKGEEEKLRKAG I IDMQFRRVKCKYGSKVTFHLEKGCNPN
130 140 150 160 170 180

>>ALLERGEN_2012_2]gi|18615]emb|CAA26723.1] unnamed prote (495 aa)

initn: 41 initl: 41 opt: 71 Z-score: 93.2 bits: 25.3 E(QQ: 3.5
Smith-Waterman score: 71; 25.843% identity (29.114% ungapped) in 89 aa overlap
(39-118:113-200)

10 20 30 40 50 60
SYHTOH EIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV

ALLERG SYTNGPQEI1Y IQQGKGIFGMIYPGCSSTFEEPQQPQQRGQS-SRPQDRHQKIYNSREGDL

90 100 110 120 130 140

70 80 90 100 110
SYHTOH AGIAYAGPWKARNAYDWTVESTVYV---SHRHQ------ RLGLGSTLYTHLLKSMEAQGF
ALLERG TAVPTGVAWWMYNNEDTPVVAVSIIDTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG
150 160 170 180 190 200

120 130 140 150 160 170

SYHTOH KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP

ALLERG HQSQKGKHQQEEENEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGG
210 220 230 240 250 260

>>ALLERGEN_2012 2]gi]18635]emb|CAA33215.1] glycinin subu (495 aa)

initn: 41 initl: 41 opt: 69 Z-score: 90.7 bits: 24.8 E(QQ: 4.9
Smith-Waterman score: 69; 25.843% identity (29.114% ungapped) in 89 aa overlap
(39-118:113-200)

10 20 30 40 50 60
SYHTOH EIRPATAADMAAVCDIVNHY IETSTVNFRTEPQTPQEWIDDLERLQDRYPWLVAEVEGVV

ALLERG SYTNGPQE I 1QQGKG I FGMIYPGCPSTFEEPQQPQQRGQS-SRPODRHQK I YNFREGDL

90 100 110 120 130 140

70 80 90 100 110
SYHTOH AGIAYAGPWKARNAYDWTVESTVYV---SHRHQ-----~- RLGLGSTLYTHLLKSMEAQGF
ALLERG 1AVPTGVAWWMYNNEDTPVVAVS I 1DTNSLENQLDQMPRRFYLAGNQEQEFLKYQQEQGG
150 160 170 180 190 200

120 130 140 150 160 170

SYHTOH KSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRP

ALLERG HQSQKGKHQQEEENEGGSILSGFTLEFLEHAFSVDKQIAKNLQGENEGEDKGAIVTVKGG
210 220 230 240 250 260

>>ALLERGEN_2012_2]gi]18652047|gb]AAL76932_.1]AF456481_1 m (154 aa)

initn: 33 initl: 33 opt: 64 Z-score: 90.3 bits: 23.1 E(Q: 5.1
Smith-Waterman score: 64; 22.727% identity (25.773% ungapped) in 110 aa overlap
(44-146:21-124)
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20 30 40 50 60 70
SYHTOH TAADMAAVCDIVNHY I ETSTVNFRTEPQTPQEW I DDLERLQDRY-PWLVAEVEGVVAGIA
ALLERG MGVQKTEVEAPSTVSAEKMYQGFLLDMDTVFPKVLPQL IKSVE- I LEGDG
10 20 30 40

80 90 100 110 120
SYHTOH YAGPWKARNAYDWTVESTVYVSHRHQ----- RLGLGSTLYTHLLKSMEAQGFKSVVA-VI

ALLERG GVéTVRLVHLG————EATEYTTMKQKVDVIDKAGLGY%—Q%TIGGDILVEGLESVVNQFV
50 60 70 80 90 100

130 140 150 160 170 180
SYHTOH GLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDEEL PAPPRPVRPVTQI
ALLERG VVPTDGGCIVKNTTIYNTKGDAVLPEDKVKEATEKSALAFKAVEAYLLAN
110 120 130 140 150

>>ALLERGEN_2012_2]gi]2266625]emb]CAB10765.1] group V all (264 aa)

initn: 34 initl: 34 opt: 63 Z-score: 86.2 bits: 23.1 E(): 8.6
Smith-Waterman score: 63; 28.814% identity (30.357% ungapped) in 59 aa overlap
(101-157:17-74)

80 90 100 110 120
SYHTOH 1AYAGPWKARNAYDWTVESTVYVSHRHQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGL - -
ALLERG ADAGYTPAAPAAAGAGGKATTDEQKL LEDVNA-GFKTAVAAAANVP
10 20 30 40
130 140 150 160 170 180

SYHTOH PNDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQRDFELPAPPRPVRPVTQI

ALLERG PADKYKTFEAAFTASSKASIAAAATKAPGL IPQLNAATNTAYAAAQGATPEAKYDAFVTT
50 60 70 80 90 100

183 residues In 1 query sequences
367796 residues in 1603 library sequences

Scomplib [34tl11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.050 Display time: 0.010

Function used was FASTA [version 3.4tll Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl1l1 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 31 aa
>SYHTOH2_1_39

vs /data/fasta/ALLERGEN_2012_2 library

searching /data/fasta/ALLERGEN_2012_2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 4.2101+/-0.00274; mu= -0.3038+/- 0.144
mean_var=23.8043+/- 5.508, 0"s: 19 Z-trim: 19 B-trim: O in 0/42
Lambda= 0.2629

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16

Scan time: 0.010
The best scores are: opt bits E(1603)
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ALLERGEN_2012_2]|gi|1364213|emb|CAA44344_.1] fel d C 92) 44 22 1.2
ALLERGEN_2012_2|gi|5777414|emb|CAB53458.1] MnSOD  ( 205) 42 21 4.8
ALLERGEN_2012_2]gi|10862818|emb|CAC13961.1] IgE-b ( 205) 42 21 4.8
ALLERGEN_2012_2]gi|212279]|gb]AAA48944 1] lysozyme ( 24) 32 18 6.2
ALLERGEN_2012_2|gi|1168402|sp|P42058.1|ALTA7_ALTA ( 204) 40 20 8.1
ALLERGEN_2012_2]gi|544619]|gb]|AAB29345.1] 36 kda a ( 25) 31 17 8.5
ALLERGEN_2012_2]gi]21413]emb|CAA45723.1] aspartic ( 217) 40 20 8.7
ALLERGEN_2012_2]|gi|20141714|sp|P30941.2|SPI7_SOLT ( 221) 40 20 8.9

>>ALLERGEN_2012_2]gi]1364213]emb]CAA44344.1] fel d 1 cha (92 aa)

initn: 34 initl: 34 opt: 44 Z-score: 101.8 bits: 21.9 EQ: 1.2
Smith-Waterman score: 44; 40.000% identity (40.000% ungapped) in 20 aa overlap (4-
23:1-20)

10 20 30

SYHTOH MVFEVGLDLRSSLGSMNRLVQWQKNSFTVVG

ALLERG  EGGLCSRASLGCLALDLGWKDCE ICPAVKRDVDLFLTGTPDEYVEQVAQYNALPVVL
10 20 30 40 50

>>ALLERGEN_2012_2]gi|5777414]emb]CAB53458.1] MnSOD [Heve (205 aa)

initn: 35 initl: 35 opt: 42 Z-score: 90.8 bits: 21.0 E(Q: 4.8
Smith-Waterman score: 42; 29.412% identity (29.412% ungapped) in 17 aa overlap (56-
21:97-113)

10 20 30
SYHTOH MVFEVGLDLRSSLGSMNRLVQWQKNSFTVVG

70 80 90 100 110 120

ALLERG WVWLALDKELKKLVVETTANQDPLVTKGPTLVPLLGIDVWEHAYYLQYKNVRPDYLKN IW
130 140 150 160 170 180

>>ALLERGEN_2012_2]gi]10862818]emb]|CAC13961.1] IgE-bindin (205 aa)

initn: 35 initl: 35 opt: 42 Z-score: 90.8 bits: 21.0 E(Q: 4.8
Smith-Waterman score: 42; 29.412% identity (29.412% ungapped) in 17 aa overlap (6-
21:97-113)

10 20 30
SYHTOH MVFEVGLDLRSSLGSMNRLVQWQKNSFTVVG

70 80 90 100 110 120

ALLERG WVWLALDKELKKLVVETTANQDPLVTKGPTLVPLLGIDVWEHAYYLQYKNVRPDYLKNIW
130 140 150 160 170 180

>>ALLERGEN_2012_2]gi]212279]|gb|AAA48944 1] lysozyme prot (24 aa)

initn: 31 initl: 31 opt: 32 Z-score: 88.8 bits: 17.5 E(QQ: 6.2
Smith-Waterman score: 32; 54.545% identity (60.000% ungapped) in 11 aa overlap
(16-26:1-10)

10 20 30
SYHTOH MVFEVGLDLRSSLGSMNRLVQWQKNSFTVVG
ALLERG MNAWVAW-RNSCKGTDVQAWIRGCR
10 20

>>ALLERGEN_2012_2]gi]1168402]sp|P42058.1]ALTA7_ALTAL Rec (204 aa)

initn: 40 initl: 40 opt: 40 Z-score: 86.7 bits: 20.3 E(Q: 8.1
Smith-Waterman score: 40; 57.143% identity (57.143% ungapped) in 7 aa overlap (21-
27:100-106)
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10 20 30
SYHTOH MVFEVGLDLRSSLGSMNRLVQWQKNSFTVVG
ALLERG EEFDGILFGIPTRYGNFPAQFKTFWDKTGKQWQQGAFWGKYAGVFVSTGTLGGGQETTAI
70 80 90 100 110 120

ALLERG TSMSTLVDHGF1YVPLGYKTAFSMLANLDEVHGGSPWGAGTFSAGDGSRQPSELELNIAQ
130 140 150 160 170 180

>>ALLERGEN_2012_2|gi|544619]gb|AAB29345.1] 36 kda allerg (25 aa)

initn: 28 initl: 28 opt: 31 Z-score: 86.4 bits: 17.2 E(): 8.5
Smith-Waterman score: 31; 50.000% identity (50.000% ungapped) in 8 aa overlap (1-
8:18-25)

10 20 30
SYHTOH MVFEVGLDLRSSLGSMNRLVQWQKNSFTVVG
ALLERG GLNICQIDCNKIQSLPXLVFTIGGD
10 20

>>ALLERGEN_2012_2]gi|21413|emb|CAA45723.1] aspartic prot (217 aa)

initn: 27 initl: 27 opt: 40 Z-score: 86.2 bits: 20.2 EQQ: 8.7
Smith-Waterman score: 40; 46.667% identity (50.000% ungapped) in 15 aa overlap (2-
16:126-139)

10 20 30
SYHTOH MVFEVGLDLRSSLGSMNRLVQWQKNSFTVVG
ALLERG FSHFGQGIFENELLNIQFAISTSKLCVSYT IWKVG-DYDASLGTMLLETGGT IGQADSSW
100 110 120 130 140 150

ALLERG FKIVKSSQFGYNLLYCPVTSTMSCPFSSDDQFCLKVGVVHQNGKRRLALVKDNPLDVSFK
160 170 180 190 200 210

>>ALLERGEN_2012_2]gi]20141714]sp|P30941.2]|SP17_SOLTU Rec (221 aa)

initn: 27 initl: 27 opt: 40 Z-score: 86.0 bits: 20.2 E(QQ: 8.9
Smith-Waterman score: 40; 46.667% identity (50.000% ungapped) in 15 aa overlap (2-
16:130-143)

10 20 30
SYHTOH MVFEVGLDLRSSLGSMNRLVQWQKNSFTVVG
ALLERG SSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVG-DYDASLGTMLLETGGT IGQADSSW
100 110 120 130 140 150

ALLERG FKIVKSSQFGYNLLYCPVTSTMSCPFSSDDQFCLKVGVVHQNGKRRLALVKDNPLDVSFK
160 170 180 190 200 210

31 residues in 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34t11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.010 Display time: 0.000

Function used was FASTA [version 3.4tl1ll1l Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448
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/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 42 aa
>SYHTOH2_1_40

vs /data/fasta/ALLERGEN_2012_2 library

searching /data/fasta/ALLERGEN_2012_2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 4.1005+/-0.00278; mu= 2.2805+/- 0.151
mean_var=35.1069+/- 9.868, 0"s: 11 Z-trim: 11 B-trim: 236 in 1/41
Lambda= 0.2165

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16

Scan time: 0.020
The best scores are: opt bits E(1603)

ALLERGEN_2012_2|gi |38326693|gb|AAR17475.1] unknow ( 228) 56 24  0.99
ALLERGEN_2012_2|gi | 160285626 |pdb|2JMH]A Chain A, ( 119) 49 22 2.5
ALLERGEN_2012 2|gi|111120450|gb|ABH06359.1] Blo t ( 134) 49 22 2.8
ALLERGEN_2012_2|gi |4204917|gb|AAD10850.1] major 1 ( 134) 49 22 2.8
ALLERGEN_2012 2|gi|111120436]gb|ABH06352.1] Blo t ( 134) 49 22 2.8
ALLERGEN_2012_2|gi | 9954251 |gb|AAGOS988.1|AF216519 ( 284) 48 21 6.8
ALLERGEN_2012_2|gi |633938|gb]AAB30434.1] albumin ( 265) 47 21 8
ALLERGEN_2012_2|gi |85687540|gb|ABC73706.1] allerg ( 140) 44 20 8.7

>>ALLERGEN_2012_2]gi|38326693|gb|AAR17475.1] unknown [Pe (228 aa)

initn: 40 initl: 40 opt: 56 Z-score: 103.1 bits: 23.9 EQ: 0.99
Smith-Waterman score: 56; 37.500% identity (41.379% ungapped) in 32 aa overlap (8-
36:182-213)

10 20 30
SYHTOH M1 1 1ARPATGENLKKLYCQMF---ERSSYEELLALLS
ALLERG WDDETNLEELEANVRAIEMDGLVWGASKFVAVGFGIKKLQINLVVEDEKVSTDELQAQIE
160 170 180 190 200 210
40

SYHTOH NDRLLDFQ

ALLERG EbEDHVQSTDVAAMQKL
220

>>ALLERGEN_2012_2]gi]160285626]pdb]2JMH]A Chain A, Nmr S (119 aa)

initn: 49 initl: 49 opt: 49 Z-score: 95.8 bits: 21.6 E(QQ: 2.5
Smith-Waterman score: 49; 37.500% identity (37.500% ungapped) in 32 aa overlap (1-
32:67-98)

10 20 30
SYHTOH M1 1 1ARPATGFNLKKLYCOMFERSSYEELL
ALLERG YLQHQLDELNENKSKELQEK I IRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQ
40 50 60 70 80 90
40

SYHTOH ALLSNDRLLDFQ

ALLERG TLSKILLKDLKETEQKVKDIQTQ
100 110

>>ALLERGEN_2012_2]gi]111120450]gb]ABH06359.1] Blo t 5 al (134 aa)

initn: 49 initl: 49 opt: 49 Z-score: 95.0 bits: 21.6 E(QQ: 2.8
Smith-Waterman score: 49; 37.500% identity (37.500% ungapped) in 32 aa overlap (1-
32:82-113)

10 20 30
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SYHTOH M1 TTARPATGFNLKKLYCQMFERSSYEELL

ALLERG YLQHQLDELNENKSKELQEKI IRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQ
60 70 80 90 100 110

40
SYHTOH ALLSNDRLLDFQ

ALLERG TLSKILLKDLKETEQKVKDIQTQ
120 130

>>ALLERGEN_2012_2]gi |4204917|gb]AAD10850.1] major IgE-bi (134 aa)

initn: 49 initl: 49 opt: 49 Z-score: 95.0 bits: 21.6 E(QQ: 2.8
Smith-Waterman score: 49; 37.500% identity (37.500% ungapped) in 32 aa overlap (1-
32:82-113)

10 20 30

SYHTOH M1 1 1ARPATGFNLKKLYCQMFERSSYEELL

ALLERG YLQHQLDELNENKSKELQEK I IRELDVVCAMIEGAQGALERELKRTDLN ILERFNYEEAQ
60 70 80 90 100 110
40

SYHTOH ALLSNDRLLDFQ

ALLERG TLSKILLKDLKETEQKVKDIQTQ
120 130

>>ALLERGEN_2012_2]gi|111120436]|gb|ABH06352.1] Blo t 5 al (134 aa)

initn: 49 initl: 49 opt: 49 Z-score: 95.0 bits: 21.6 E(QQ: 2.8
Smith-Waterman score: 49; 37.500% identity (37.500% ungapped) in 32 aa overlap (1-
32:82-113)

10 20 30
SYHTOH M1 TTARPATGFNLKKLYCQMFERSSYEELL
ALLERG YLQHQLDELNENKSKELQEKI IRELDVVCAMIEGAQGALERELKRTDLNILERFNYEEAQ
60 70 80 90 100 110

40

SYHTOH ALLSNDRLLDFQ

ALLERG TLSKILLKDLKETEQKVKDIQTQ
120 130

>>ALLERGEN_2012_2]gi 9954251 gb|AAGO8988.1]AF216519 1 tr (284 aa)

initn: 26 initl: 26 opt: 48 Z-score: 88.1 bits: 21.4 E(): 6.8
Smith-Waterman score: 48; 42.857% identity (50.000% ungapped) in 35 aa overlap
(10-40:201-234)

10 20 30
SYHTOH MITITARPATGFNLKKLYCQMFERS----SYEELLALLSN

ALLERG ITEVDLERAEARLEAAEAKVIDLEEQLTVVGANIKTLQVQNDQASQREDSYEETIRDLTN
180 190 200 210 220 230

40
SYHTOH DRLLDFQ

ALLERG —éLKbAENRATEAERTVSKLQKEVDRLEDELLTEKEKYKAISDELDATFAELAGY
240 250 260 270 280

>>ALLERGEN_2012_2|gi|633938]gb|AAB30434.1] albumin [Cani (265 aa)
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initn: 47 initl: 47 opt: 47 Z-score: 86.9 bits: 21.1 EQ): 8
Smith-Waterman score: 47; 50.000% identity (50.000% ungapped) in 12
(12-23:196-207)

10 20 30 40
SYHTOH MITIARPATGFNLKKLYCQMFERSSYEELLALLSNDRLLDF

170 180 190 200 210 220

SYHTOH Q

ALLERG PQVSTPTLVVEVSRKLGKVGTKCCKKPESERMSCADDFLS
230 240 250 260

>>ALLERGEN_2012_2]gi|85687540]gb]ABC73706.1] allergen pr (140 aa)

initn: 41 initl: 41 opt: 44 Z-score: 86.2 bits: 20.1 EQQ: 8.7
Smith-Waterman score: 44; 50.000% identity (50.000% ungapped) in 14
(14-27:98-111)

10 20 30 40
SYHTOH MITITARPATGFNLKKLYCQMFERSSYEELLALLSNDRLLDFQ
ALLERG SKELKEQILRELTIGENFMKGALKFFEMEAKRTDLNMFERYNYEFALES IKLL IKKLDEL
70 80 90 100 110 120

ALLERG AKKVKAVNPDEYY
130 140

42 residues in 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34tl11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.020 Display time: 0.000

Function used was FASTA [version 3.4tll1 Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 35 aa
>SYHTOH2_1_41

vs /data/fasta/ALLERGEN_2012_2 library

searching /data/fasta/ALLERGEN_2012 2 library

367796 residues in 1603 sequences

aa overlap

aa overlap

Expectation_n fit: rho(In(x))= 2.9169+/-0.00319; mu= 9.8082+/- 0.166

mean_var=28.8941+/- 7.269, 0"s: 14 Z-trim: 14 B-trim: 23 in 1/41
Lambda= 0.2386

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2

join: 36, opt: 24, gap-pen: -12/-2, width: 16

Scan time: 0.010

The best scores are: opt bits E(1603)
ALLERGEN_2012_2]gi|22135348|gb|AAM93157.1] trypsi ( 219) 49 22 3.3
ALLERGEN_2012_2]gi|3703107|gb]AAC63045.1] glycini ( 507) 49 22 6
ALLERGEN_2012_2]gi]224036293|pdb]3C3V]A Chain A, (510) 49 22 6
ALLERGEN_2012_2]gi|5712199|gb|AAD47382.1] glycini ( 530) 49 22 6.2
ALLERGEN_2012_2]gi|199732457|gb|ACH91862.1] arach ( 530) 49 22 6.2
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ALLERGEN_2012_2|gi | 21314465|gb | AAM46958.1|AF51085 ( 538) 49 22 6.2

>>ALLERGEN_2012 2]gi]22135348|gb]AAM93157.1] trypsin inh (219 aa)

initn: 34 initl: 34 opt: 49 Z-score: 93.7 bits: 21.8 E(Q: 3.3
Smith-Waterman score: 49; 40.000% identity (40.000% ungapped) in 15 aa overlap
(20-34:91-105)

10 20 30

SYHTOH MVDPHLSATNL I CSSEKAKPTAQFFHRGRDHFG 1D

ALLERG NNQEFECAGVALSRLVLRRNALRRPFYSNAPQE IFI1QQGRGYFGL IFPGCPSTYEEPAQQ
70 80 90 100 110 120

ALLERG GRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAVPTGVAFWMYNDHDTDVVAVS
130 140 150 160 170 180

>>ALLERGEN_2012_2]gi 3703107 gb]AAC63045.1] glycinin [Ar (507 aa)

initn: 34 initl: 34 opt: 49 Z-score: 89.1 bits: 22.2 EQ): 6
Smith-Waterman score: 49; 40.000% identity (40.000% ungapped) in 15 aa overlap
(20-34:66-80)

10 20 30
SYHTOH MVDPHLSATNL ICSSEKAKPTAQFFHRGRDHFGID
ALLERG NNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPRHYEEPHTQ
40 50 60 70 80 90

ALLERG GRRSQSQRPPRRLQGEDQSQQQRDSHQKVHRFDEGDL IAVPTGVAFWLYNDHDTDVVAVS
100 110 120 130 140 150

>>ALLERGEN_2012_2]gi]224036293|pdb]3C3V]A Chain A, Cryst (510 aa)

initn: 34 initl: 34 opt: 49 Z-score: 89.1 bits: 22.2 EQ): 6
Smith-Waterman score: 49; 40.000% identity (40.000% ungapped) in 15 aa overlap
(20-34:69-83)

10 20 30
SYHTOH MVDPHLSATNL ICSSEKAKPTAQFFHRGRDHFGID
ALLERG NNQEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTYEEPAQQ
40 50 60 70 80 90

ALLERG GRRYQSQRPPRRLQEEDQSQQQQDSHQKVHRFNEGDL IAVPTGVAFWLYNDHDTDVVAVS
100 110 120 130 140 150

>>ALLERGEN_2012_2]gi|5712199]gb]AAD47382.1] glycinin [Ar (530 aa)

initn: 34 initl: 34 opt: 49 Z-score: 88.9 bits: 22.2 E(Q: 6.2
Smith-Waterman score: 49; 40.000% identity (40.000% ungapped) in 15 aa overlap
(20-34:89-103)

10 20 30
SYHTOH MVDPHLSATNL ICSSEKAKPTAQFFHRGRDHFGID

ALLERG NNQEFECAGVALSRLVLRRNALRRPFYSNA&QEIFIQQGRGYFGLIFPGCPSTYEEPAQQ
60 70 80 90 100 110

ALLERG GRRYQSQRPPRRLQEEDQSQQQQDSHQKVHRFNEGDLIAVPTGVAFWLYNDHDTDVVAVS
120 130 140 150 160 170

>>ALLERGEN_2012_2]gi]199732457|gb]ACH91862.1] arachin Ar (530 aa)

initn: 34 initl: 34 opt: 49 Z-score: 88.9 bits: 22.2 E(): 6.2
Smith-Waterman score: 49; 40.000% identity (40.000% ungapped) in 15 aa overlap
(20-34:89-103)
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10 20 30
SYHTOH MVDPHLSATNL ICSSEKAKPTAQFFHRGRDHFGID

ALLERG NNQEFECAGVALSRLVLRRNALRRPFYSNA&QEIFIQQGRGYFGLIFPGCPSTYEEPAQQ

60 70 80 90 100 110

ALLERG GRRYQSQRPPRRLQEEDQSQQQQDSHQKVHRFNEGDL IAVPTGVAFWLYNDHDTDVVAVS

120 130 140 150 160 170

>>ALLERGEN_2012_2|gi | 21314465]gb|AAM46958.1]AF510854 1 a (538 aa)

initn: 34 initl: 34 opt: 49 Z-score: 88.8 bits: 22.2 EQ):

6.2

Smith-Waterman score: 49; 40.000% identity (40.000% ungapped) in 15 aa overlap

(20-34:89-103)

10 20 30
SYHTOH MVDPHLSATNL ICSSEKAKPTAQFFHRGRDHFGID

ALLERG NNQEFECAGVALSRLVLRRNALRRPFYSNA&QEIFIQQGRGYFGLIFPGCPSTYEEPAQQ

60 70 80 90 100 110

ALLERG GRRHQSQRPPRRFQGQDQSQQQQDSHQKVHRFDEGDLIAVPTGVAFWMYNDHDTDVVAVS

120 130 140 150 160 170

35 residues in 1 query sequences
367796 residues in 1603 library sequences
Scomplib [34t11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012

Scan time: 0.010 Display time: 0.000

Function used was FASTA [version 3.4tl1l1l Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 79 aa
>SYHTOH2_1_42

vs /data/fasta/ALLERGEN_2012_2 library

searching /data/fasta/ALLERGEN_2012_2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 2.8002+/-0.00316; mu= 11.3231+/- 0.164

mean_var=37.6476+/- 8.777, 0"s: 4 Z-trim: 4 B-trim: O in 0/43

Lambda= 0.2090

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2

join: 36, opt: 24, gap-pen: -12/-2, width: 16

Scan time: 0.020
The best scores are:
ALLERGEN_2012_2|gi |16580747]dbj |BAB71741.1] glyox ( 291)
ALLERGEN_2012_ 2]gi | 84029333 |sp]Q948T6.2]LGUL_ORYS ( 291)

ALLERGEN_2012_2|gi | 74664773 sp|Q96X46.3|ENO_PENCI ( 438)
ALLERGEN_2012_2|gi|127533|sp|P02761.1|MUP_RAT Rec ( 181)
ALLERGEN_2012_2|gi | 323575367 |dbj |[BAJ78223.1] Ani  ( 295)
ALLERGEN_2012_2|gi|11991229]gb|AAG42255_1]AF30670 ( 296)

ALLERGEN_2012_2|gi |510515]emb|CAA56343.1] Kunitz  ( 208)
ALLERGEN_2012_2|gi |11991227|gb]AAG42254 _1]AF30670 ( 303)

51
51
52
49
50
50
49
50

opt bits E(1603)
22

22
23
22
22
22
22
22

>>ALLERGEN_2012_2|gi | 16580747 |dbj |BAB71741.1] glyoxalase (291 aa)

initn: 48 initl: 48 opt: 51 Z-score: 88.8 bits: 22.5 EQ):
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Smith-Waterman score: 51; 35.714% identity (40.000% ungapped) in 28 aa overlap (2-
26:146-173)

10 20
SYHTOH MFLQTTPTKY---QVLFKQNDTDLNIGFYTN
ALLERG CCKITREPGPVKGGSTV IAFAQDPDGYMFEL 1QRGPTPEPLCQVMLRVGDLDRS IKFYEK
120 130 140 150 160 170
30 40 50 60 70

SYHTOH HMIFINSVILYGRWRQKSSRIIFEMRKLSSYLFSSSWLFFFLATCLNTSPP

ALLERG ALGMKLLRKKDVPDYKYTIAMLGYADEDKTTVIELTYNYGVTEYTKGNAYAQVAIGTEDV
180 190 200 210 220 230

>>ALLERGEN_2012_2]gi]84029333]sp|Q948T6.2]LGUL_ORYSJ Rec (291 aa)

initn: 48 initl: 48 opt: 51 Z-score: 88.8 bits: 22.5 E(): 6.2
Smith-Waterman score: 51; 35.714% identity (40.000% ungapped) in 28 aa overlap (2-
26:146-173)

10 20
SYHTOH MFLQTTPTKY---QVLFKQNDTDLNIGFYTN
ALLERG CCKITREPGPVKGGSTVIAFAQDPDGYMFEL 1QRGPTPEPLCQVMLRVGDLDRS IKFYEK
120 130 140 150 160 170
30 40 50 60 70

SYHTOH HMIFINSVILYGRWRQKSSRI IFEMRKLSSYLFSSSWLFFFLATCLNTSPP

ALLERG ALGMKLLRKKDVPDYKYTIAMLGYADEDKTTVIELTYNYGVTEYTKGNAYAQVAIGTEDV
180 190 200 210 220 230

>>ALLERGEN_2012_2|gi | 74664773 sp|Q96X46.3]|ENO_PENCI RecN (438 aa)

initn: 41 initl: 41 opt: 52 Z-score: 88.5 bits: 23.0 E(QQ: 6.4
Smith-Waterman score: 52; 42.105% identity (42.105% ungapped) in 19 aa overlap (2-
20:252-270)

10 20 30
SYHTOH MFLQTTPTKYQVLFKQNDTDLNIGFYTNHMI
ALLERG EEALDL ITEAIEQAGYTGKISIAMDVASSEFYKTDAKKYDLDFKNPDSDPTKWLTYEQLA
230 240 250 260 270 280
40 50 60 70

SYHTOH FINSVILYGRWRQKSSRIIFEMRKLSSYLFSSSWLFFFLATCLNTSPP

ALLERG DLYKSLAAKYPI1VSIEDPFAEDDWEAWSYFYKTSDFQIVGDDLTVTNPLRIKKAIELKSC
290 300 310 320 330 340

>>ALLERGEN_2012_2]gi|127533]sp|P02761.1|MUP_RAT RecName: (181 aa)

initn: 47 initl: 47 opt: 49 Z-score: 87.7 bits: 21.6 EQQ: 7.2
Smith-Waterman score: 49; 34.043% identity (42.105% ungapped) in 47 aa overlap
(16-56:113-156)

10 20 30

SYHTOH MELQTTPTKYQVLEKQNDTDLNIGFYTNHMI-E INS————— VILY

ALLERG CRELYLVAYKTPEDGEYEVEYDGGNTET ILKTDYDRYVMF———HL INFKNGETFQLMVLY
90 100 110 120 130
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40 50 60 70
SYHTOH GRWROKSSRI IFEMRKLSSYLFSSSWLFEFLATCLNTSPP
ALLERG GRTKDLSSDIKEKFAKLCEAHG ITRDNIIDLTKTDRCLQARG
140 150 160 170 180

>>ALLERGEN_2012_2]gi|323575367]dbj|BAJ78223.1] Ani s 12 (295 aa)

initn: 44 initl: 44 opt: 50 Z-score: 87.1 bits: 22.2 EQ: 7.7
Smith-Waterman score: 50; 37.037% identity (38.462% ungapped) in 27 aa overlap
(22-48:198-223)

10 20 30 40 50
SYHTOH MFLQTTPTKYQVLFKQNDTDLNIGFYTNHMIFINSVILYGRWRQKSSRIIF
ALLERG ECVDALGTPPVTTAANGAYQMAAPLHRCIENGGWMKMCSTWINAT ICE-RWKQECSRDKD
170 180 190 200 210 220
60 70

SYHTOH EMRKLSSYLFSSSWLFFFLATCLNTSPP

ALLERG AEPPTNFSQCIQTQTVMLQCKLEFGDKCKALQEECVAATYAPTAYVDANPPIFTSETIRC
230 240 250 260 270 280

>>ALLERGEN_2012_2]gi|11991229|gb|AAG42255.1|AF306708_ 1 p (296 aa)

initn: 37 initl: 37 opt: 50 Z-score: 87.1 bits: 22.2 EQ: 7.8
Smith-Waterman score: 50; 40.909% identity (50.000% ungapped) in 22 aa overlap (4-
25:44-61)

10 20 30
SYHTOH MFLQTTPTKYQVLFKQNDTDLNIGFYTNHMIFI
ALLERG VALVAGPAASYAADAGYAPTTPAAAGAAAGK I TPTQEQKLME-—--D INVGFKAAVAAAA
20 30 40 50 60
40 50 60 70

SYHTOH NSVILYGRWRQKSSRIIFEMRKLSSYLFSSSWLFFFLATCLNTSPP

ALLERG GAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAATSDATYKAAVGATPEAKFDS
70 80 90 100 110 120

>>ALLERGEN_2012_2]gi]510515]emb]CAA56343.1] Kunitz tryps (208 aa)

initn: 49 initl: 49 opt: 49 Z-score: 87.0 bits: 21.7 E(QQ: 7.8
Smith-Waterman score: 49; 41.176% identity (41.176% ungapped) in 17 aa overlap
(42-58:134-150)

20 30 40 50 60 70
SYHTOH VLFKQNDTDLNIGFYTNHMIFINSVILYGRWRQKSSRI IFEMRKLSSYLFSSSWLFFFLA

110 120 130 140 150 160

SYHTOH TCLNTSPP

ALLERG DDSSCGDIVAPIDREGNRPLIVTHDQNHPLLVQFQKVEAYESSTA
170 180 190 200

>>ALLERGEN_2012_2]gi]11991227]gb]AAG42254_1]AF306707_1 p (303 aa)

initn: 37 initl: 37 opt: 50 Z-score: 87.0 bits: 22.2 EQQ: 7.9
Smith-Waterman score: 50; 40.909% identity (50.000% ungapped) in 22 aa overlap (4-
25:44-61)
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10 20 30

SYHTOH MFLQTTPTKYQVLFKQNDTDLNIGFYTNHMIF1
ALLERG VALVAGPAASYAADAGYAPATPAAAGAAAGK I TPTQEQKLME--—--D INVGFKAAVAAAA
20 30 40 50 60
40 50 60 70

SYHTOH NSVILYGRWRQKSSRIIFEMRKLSSYLFSSSWLFFFLATCLNTSPP

ALLERG GAPPADKFKTFQAAFSASVEASAAKLNAAQAPGFVSHVAATSDATYKAAVGATPEAKFDS
70 80 90 100 110 120

79 residues iIn 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34t11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.020 Display time: 0.000

Function used was FASTA [version 3.4tl1ll1 Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 35 aa
>SYHTOH2_1_43

vs /data/fasta/ALLERGEN_2012 2 library

searching /data/fasta/ALLERGEN_2012_2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 4.4141+/-0.0033; mu= 1.1420+/- 0.172
mean_var=31.1013+/- 7.648, 0"s: 21 Z-trim: 22 B-trim: O in 0/40
Lambda= 0.2300

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16
Scan time: 0.010
The best scores are: opt bits E(1603)
ALLERGEN_2012_2]gi|21783]emb]|CAA30570.1] unnamed ( 356) 57 24 0.92
ALLERGEN_2012_2]gi]75317968|sp]022116]022116_WHEA ( 373) 55 24
ALLERGEN_2012_2]gi]21314465|gb]AAM46958.1]AF51085 ( 538) 53 23
ALLERGEN_2012_2]gi|112754]sp|P04403.2]2SS1_BEREX ( 146) 47 21
(
(
(

ALLERGEN_2012_2|gi | 56788031 |gb]AAW29810.1] seed s ( 507) 52 23
ALLERGEN_2012_2]gi | 62550933 |emb|CAI79052.1] putat ( 326) 50 22
ALLERGEN_2012_2|gi | 149208403 |gb|ABR21772.1] congl 455) 51 22
ALLERGEN_2012_2|gi | 335331566 |gb|AEH31546.1] low m ( 369) 50 22
ALLERGEN_2012_2|gi | 169950562 |gb|ACB05815.1] congl ( 611) 51 22

OB WWER
WOoONNNNOIO

>>ALLERGEN_2012_2]gi]21783|emb|CAA30570.1] unnamed prote (356 aa)

initn: 44 initl: 44 opt: 57 Z-score: 103.7 bits: 24.4 E(QQ: 0.92
Smith-Waterman score: 57; 30.769% identity (30.769% ungapped) in 26 aa overlap (4-
29:187-212)

10 20 30
SYHTOH MSTHPSVYKYLAPPSLLREQNLREIVLEREREQ

ALLERG QQPPISQQQQPPFLQQQRPPFSRQQQ PV IHPSVLQQLNPCKVFLQQQCIPVAMQRCLAR
160 170 180 190 200 210
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SYHTOH VA

ALLERG SQMLQQS ICHVMQQQCCQQLRQIPEQSRHES IRAT IYST 1LQQQQQQQQQQQQQQGQSH 1
220 230 240 250 260 270

>>ALLERGEN_2012_2]gi]75317968]sp]022116]022116_WHEAT LMM (373 aa)

initn: 44 initl: 44 opt: 55 Z-score: 99.7 bits: 23.7 E(QQ: 1.5
Smith-Waterman score: 55; 30.769% identity (30.769% ungapped) in 26 aa overlap (4-
29:197-222)

10 20 30
SYHTOH MSTHPSVYKYLAPPSLLREQNLRE I VLEREREQ
ALLERG QQPP|SQQQQPPFSQQQQPPFSQQQQ|PV|Hﬁé&LQQLNPCMVFLédéClPQAMééCLAR
170 180 190 200 210 220
SYHTOH VA

ALLERG SQMLQQSICHVMQRQCCQQLRQIPEQSRHESIRATTYSII1LQQQQQQQQQQQQQQGQSII
230 240 250 260 270 280

>>ALLERGEN_2012_2]gi |21314465|gb|AAM46958 . 1|AF510854 1 a (538 aa)

initn: 40 initl: 40 opt: 53 Z-score: 93.2 bits: 23.0 E(QQ: 3.5
Smith-Waterman score: 53; 44.444% identity (53.333% ungapped) in 18 aa overlap (8-
25:523-537)

10 20 30
SYHTOH MSTHPSVYKYLAPPSLLREQNLREIVLEREREQVA
ALLERG SFIDNLPEEVVANSYGLPREQARQLKNNNPFKFFVPPS———EQSLRAVA
500 510 520 530

>>ALLERGEN_2012_2]gi|112754]sp|P04403.2]2SS1_BEREX RecNa (146 aa)

initn: 31 initl: 31 opt: 47 Z-score: 92.8 bits: 21.1 EQQ: 3.7
Smith-Waterman score: 47; 19.355% identity (19.355% ungapped) in 31 aa overlap (4-
34:19-49)

10 20 30
SYHTOH MSTHPSVYKYLAPPSLLREQNLREIVLEREREQVA
ALLERG MAKISVAAAALLVLMALGHATAFRATVTTTVVEEENQEECREQMQRQQMLSHCRMYMRQQ
10 20 30 40 50 60

ALLERG MEESPYQTMPRRGMEPHMSECCEQLEGMDESCRCEGLRMMMMRMQQEEMQPRGEQMRRMM
70 80 90 100 110 120

>>ALLERGEN_2012 2]gi|56788031|gbh]AAW29810.1] seed storag (507 aa)

initn: 48 initl: 48 opt: 52 Z-score: 91.9 bits: 22.7 EQQ: 4.2
Smith-Waterman score: 52; 50.000% identity (50.000% ungapped) in 20 aa overlap
(14-33:279-298)

10 20 30
SYHTOH MSTHPSVYKYLAPPSLLREQNLREIVLEREREQVA

ALLERG DTETARRLQSENDHRRSIVRVEGRQLQVIRPRWSREEQEREERKERERERESESERRQSR
250 260 270 280 290 300

ALLERG RGGRDDNGLEETICTLRLRENIGDPSRADIYTEEAGRISTVNSHTLPVLRWLQLSAERGA
310 320 330 340 350 360

>>ALLERGEN_2012_2]gi 62550933 emb|CA179052.1] putative L (326 aa)
initn: 43 initl: 43 opt: 50 Z-score: 91.8 bits: 22.0 EQ): 4.2
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Smith-Waterman score: 50; 25.000% identity (25.000% ungapped) in 24 aa overlap (4-
27:145-168)

10 20 30
SYHTOH MSTHPSVYKYLAPPSLLREQNLRE IVLEREREQ

ALLERG QQQLPPFSQQLPPFSQQQQPVLLQQQIPFVHPS I LQQLNPCKVFLQQQCSPVAMPQSLAR
120 130 140 150 160 170

SYHTOH VA

ALLERG SQMLQQSSCHVMQQQCCQQLPQIPQQSRYEAIRAIVYSIILQEQQQVQGSIQTQQQQPQQ
180 190 200 210 220 230

>>ALLERGEN_2012_2]gi]149208403]gb]ABR21772.1] conglutin (455 aa)

initn: 47 initl: 47 opt: 51 Z-score: 91.0 bits: 22.4 EQ: 4.7
Smith-Waterman score: 51; 50.000% identity (50.000% ungapped) in 20 aa overlap
(14-33:123-142)

10 20 30
SYHTOH MSTHPSVYKYLAPPSLLREQNLREIVLEREREQVA

100 110 120 130 140 150

ALLERG GDERRQHRERRVHREEREQEQDSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQ
160 170 180 190 200 210

>>ALLERGEN_2012_2]gi 335331566 gb|AEH31546.1] low molecu (369 aa)

initn: 43 initl: 43 opt: 50 Z-score: 90.8 bits: 22.0 E(QQ: 4.8
Smith-Waterman score: 50; 25.000% identity (25.000% ungapped) in 24 aa overlap (4-
27:202-225)

10 20 30
SYHTOH MSTHPSVYKYLAPPSLLREQNLREIVLEREREQ

ALLERG QQQQPSLPQOPPFSQQQQQLVLPOQQIPEVHPS ILQQLNPCKVFLOQQCSPVAMPQSLAR
180 190 200 210 220 230
SYHTOH VA

ALLERG SQMLQQSSCHVMQQQCCQQLPQIPQQSRYEAIRAT IYSI ILQEQQQVQGS IQTPQQQPQQ
240 250 260 270 280 290

>>ALLERGEN_2012_2]gi]169950562]gb]ACB05815.1] conglutin (611 aa)

initn: 47 initl: 47 opt: 51 Z-score: 88.6 bits: 22.4 E(Q: 6.3
Smith-Waterman score: 51; 50.000% identity (50.000% ungapped) in 20 aa overlap
(14-33:123-142)

10 20 30
SYHTOH MSTHPSVYKYLAPPSLLREQNLREIVLEREREQVA

100 110 120 130 140 150

ALLERG GDERRQHRERRVHREEREQEQDSRSDSRRQRNPYHFSSNRFQTYYRNRNGQIRVLERFNQ
160 170 180 190 200 210

35 residues in 1 query sequences
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367796 residues in 1603 library sequences

Scomplib [34t11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.010 Display time: 0.010

Function used was FASTA [version 3.4tl1ll1 Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 69 aa
>SYHTOH2_1_44

vs /data/fasta/ALLERGEN_2012_2 library

searching /data/fasta/ALLERGEN_2012_2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 4.3276+/-0.00324; mu= 5.1316+/- 0.168
mean_var=49.9800+/-13.628, 0"s: 3 Z-trim: 3 B-trim: O in 0/43
Lambda= 0.1814

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)]1 ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16
Scan time: 0.020

The best scores are: opt bits E(1603)
ALLERGEN_2012_2]gi | 71360928 emb|CAJ19705.1] non-s ( 114) 59 23 2.1
ALLERGEN_2012_2]gi|21926]|emb]|CAA36063.1] unnamed ( 295) 56 22 7.7
ALLERGEN_2012_2]|gi | 262232390|gb|ACY38525.1] aller ( 174) 53 21 8.7

>>ALLERGEN_2012_2]gi|71360928]emb]|CAJ19705.1] non-specif (114 aa)

initn: 38 initl: 38 opt: 59 Z-score: 97.2 bits: 22.5 EQQ: 2.1
Smith-Waterman score: 59; 26.471% identity (28.125% ungapped) in 34 aa overlap
(12-43:27-60)

10 20 30 40
SYHTOH MRLWDTQPGVHCAQLDTSMVDGMMLVFGKG I L--SCQLLQGQLGQ
ALLERG MEMVNKIACFVLLCMVVVAPHAEALTCGQVTSTLAPCLPYLMNRéPLRNCCDGVKGLLGQ
10 20 30 40 50 60
50 60

SYHTOH LPRSELVISAPWVDLQIVQTFGNKVS

ALLERG AKTTVDRQAACTCLKSAASSFTGLNLGKAAALPNTCSVNIPYKISPSTDCSKVQ
70 80 90 100 110

>>ALLERGEN_2012_2]gi]21926|emb|CAA36063.1] unnamed prote (295 aa)

initn: 69 initl: 44 opt: 56 Z-score: 87.1 bits: 22.0 EQ: 7.7
Smith-Waterman score: 56; 37.037% identity (37.037% ungapped) in 27 aa overlap
(30-56:221-247)

10 20 30 40 50
SYHTOH MRLWDTQPGVHCAQLDTSMVDGMMLVFGKGILSCQLLQGQLGQLPRSELVISAPWVDLQ

ALLERG QQGFVQAQQQQPQQLGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVLQGTFLQPH
210 220 230 240 250

60
SYHTOH 1VQTFGNKVS

ALLERG QIAHLEVMTSIALRTLPTMCSVNVPLYSSTTSVPFSVGTGVGAYL
260 270 280 290
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>>ALLERGEN_2012_2]gi]262232390|gb]ACY38525.1] allergen C (174 aa)

initn: 44 initl: 44 opt: 53 Z-score: 86.1 bits: 21.1 EQ): 8.7
Smith-Waterman score: 53; 30.233% identity (32.500% ungapped) in 43 aa overlap
(29-68:2-44)

10 20 30 40 50
SYHTOH MRLWDTQPGVHCAQLDTSMVDGMMLVFGKG I LSC-QLLQGQLGQLPRSELV-— I SAPWVD
ALLERG MK I LLLCLALVLASDAQLPLPNVLTQVSGPWKT
10 20 30
60

SYHTOH LQIVQTFGNKVS
ALLERG LYiSéNNLbkiéDNGPFRIYMRGINVDIPRLKMSFNFYVKVDGECVENSVGASIGRDNLI
40 50 60 70 80 90

69 residues in 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34t11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.020 Display time: 0.000

Function used was FASTA [version 3.4tl1ll1l Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/._qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 65 aa
>SYHTOH2_1_45

vs /data/fasta/ALLERGEN_2012_2 library
searching /data/fasta/ALLERGEN_2012 2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 4.8252+/-0.00351; mu= 0.8977+/- 0.184
mean_var=42.9082+/-11.183, 0"s: 7 Z-trim: 7 B-trim: 0 in 0/42
Lambda= 0.1958

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16
Scan time: 0.020
The best scores are: opt bits E(1603)
ALLERGEN_2012_2]gi|23616947|dbj | BAC20650.1] putat 160) 56 23 2.2
ALLERGEN_2012_2]gi]114152864|sp]|Q01883.2|RAG1_ORY 163) 55 23
ALLERGEN_2012_2]gi|1304217|dbj |BAAO7773.1] allerg 109) 52 22
ALLERGEN_2012_2]gi]|1304216]|dbj |BAAO7772.1] allerg 111) 52 22
ALLERGEN_2012_2|gi |1304218|dbj |BAA07774.1] allerg 113) 52 22
ALLERGEN_2012_2]gi|1703445|sp|P54958.1]|ASP2_BLAGE 352) 57 23
ALLERGEN_2012_2|gi | 145105726 |gb|ABP35603.1] Bla g 352) 57 23
ALLERGEN_2012_2]gi]|1398915|dbj |BAAO7711.1] allerg 160) 52 22
ALLERGEN_2012_2|gi|47117012]sp|Q7M415.1]PA2_APIDO 134) 51 21
ALLERGEN_2012_2]gi]|218193|dbj |BAA01998.1] allerge 165) 52 22
ALLERGEN_2012_2]gi|1398913|dbj |BAA07710.1] allerg 166) 52 22
ALLERGEN_2012_2]gi]114152865]|sp|Q01882.2|RAG2_ORY 166) 52 22
ALLERGEN_2012_2]gi|897811]emb]CAA24933.1] unnamed 101) 49 21
ALLERGEN_2012_2]gi | 7435005|pir] |A59055 phospholip 134) 50 21
ALLERGEN_2012_2]gi |24638082|sp|Q9BMK4.1|PA2_APICC 134) 50 21
ALLERGEN_2012_2]gi|163825|gb|AAC37318.1] major al ( 92) 47 20

NN\
NOOO OO WWWWWN
OrRrRPNRPRPRRPRRPOOCOOIODNMOO

>>ALLERGEN_2012_2|gi | 23616947 |dbj |BAC20650.1] putative a (160 aa)
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initn: 48 initl: 48 opt: 56 Z-score: 96.7 bits: 22.8 E(QQ: 2.2
Smith-Waterman score: 56; 30.769% identity (32.432% ungapped) in 39 aa overlap (6-
42:90-127)

10 20 30
SYHTOH MTHNPT ILRKTLPLYKEVHF IWRGHA—E I TSPPC
ALLERG RQCAGGAVDEQVRODCCRQLAAIDDSFCRCPAL SHMLVGMYKELGAPAKGOPMDEVFPGC
60 70 80 90 100 110
40 50 60

ALLERG -RRGDMKRVAASLPAFCNVDIPIGIGGVCYWLSYPMNPATGH
120 130 140 150 160

>>ALLERGEN_2012_2]gi]114152864]|sp|Q01883.2|RAG1_ORYSJ Re (163 aa)

initn: 42 initl: 42 opt: 55 Z-score: 95.1 bits: 22.5 E(QQ: 2.8
Smith-Waterman score: 55; 43.333% identity (50.000% ungapped) in 30 aa overlap
(14-41:102-129)

10 20 30 40
SYHTOH MTHNPT ILRKTLPLYKEVHF IWRGH--AEITSPPCLRRGDQLR
ALLERG EQVWQDCCRQLAAVDDGWCRCGALDHMLSG1YRELGATEAGHPMAEVF-PGC-RRGDLER
80 90 100 110 120
50 60

SYHTOH LGQLQQLIWPRFVISLTITLRRLQ

ALLERG AAASLPAFCNVDIPNGPGGVCYWLGYPRTPRTGH
130 140 150 160

>>ALLERGEN_2012_2]gi|1304217]dbj |BAA07773.1] allergenic (109 aa)

initn: 42 initl: 42 opt: 52 Z-score: 93.5 bits: 21.7 EQQ: 3.4
Smith-Waterman score: 52; 43.333% identity (50.000% ungapped) in 30 aa overlap
(14-41:48-75)

10 20 30 40
SYHTOH MTHNPT ILRKTLPLYKEVHF IWRGH--AE I TSPPCLRRGDQLR
ALLERG EQLRQDCCRQLAAVDDSWCRCSALNHMVGGI1YRELGATDVGHPMAEVF-PGC-RRGDLER
20 30 40 50 60 70
50 60

SYHTOH LGQLQQLIWPRFVISLTITLRRLQ

ALLERG ARATLPAFCNVDIPNGTGGVCYWLGYPRTPRTGH
80 90 100

>>ALLERGEN_2012_2]gi]1304216]dbj |BAA07772.1] allergenic (111 aa)

initn: 42 initl: 42 opt: 52 Z-score: 93.3 bits: 21.7 E(QQ: 3.5
Smith-Waterman score: 52; 43.333% identity (50.000% ungapped) in 30 aa overlap
(14-41:50-77)

10 20 30 40
SYHTOH MTHNPT ILRKTLPLYKEVHF IWRGH--AEITSPPCLRRGDQLR

ALLERG EQLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVF-PGC-RRGDLER
20 30 40 50 60 70
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50 60
SYHTOH LGQLQQLIWPRFVISLTITLRRLQ

ALLERG RRRSLPAFCNVDIPNGTGGVCYWLGYPRTPRTGH
80 90 100 110

>>ALLERGEN_2012_2]gi]1304218]dbj |BAA07774.1] allergenic (113 aa)

initn: 42 initl: 42 opt: 52 Z-score: 93.2 bits: 21.7 E(QQ: 3.5
Smith-Waterman score: 52; 43.333% identity (50.000% ungapped) in 30 aa overlap
(14-41:52-79)

10 20 30 40
SYHTOH MTHNPT I LRKTLPLYKEVHF IWRGH--AE I TSPPCLRRGDQLR
ALLERG QQLRQDCCRQLAAVDDSWCRCSALNHMVGGI1YRELGATDVGHPMAEVF-PGC-RRGDLER
30 40 50 60 70
50 60

SYHTOH LGQLQQLIWPRFVISLTITLRRLQ

ALLERG AAASLPAFCNVDIPNGTGGVCYWLGYPRTPRTGH
80 90 100 110

>>ALLERGEN_2012_2]gi |1703445]sp|P54958.1]|ASP2_BLAGE RecN (352 aa)

initn: 43 initl: 43 opt: 57 Z-score: 92.5 bits: 23.2 EQ: 3.9
Smith-Waterman score: 57; 46.667% identity (51.852% ungapped) in 30 aa overlap (1-
29:16-43)

10 20 30 40
SYHTOH MTHNPT I LRKTLPLYKEVH-F IWRGHAE I TSPPCLRRGDQLRLGQ
ALLERG MIGLKLVTVLFAVATITHAAELQR--VPLYKLVHVF INTQYAGITKIGNQNFLTVFDSTS
10 20 30 40 50
50 60

SYHTOH LQQLIWPRFVISLTITLRRLQ

ALLERG CNVVVASQECVGGACVCPNLQKYEKLKPKY ISDGNVQVKFFDTGSAVGRGIEDSLTISNL
60 70 80 90 100 110

>>ALLERGEN_2012_2]gi]145105726]gb]ABP35603.1] Bla g 2 al (352 aa)

initn: 43 initl: 43 opt: 57 Z-score: 92.5 bits: 23.2 E(QQ: 3.9
Smith-Waterman score: 57; 46.667% identity (51.852% ungapped) in 30 aa overlap (1-
29:16-43)

10 20 30 40
SYHTOH MTHNPT I LRKTLPLYKEVH-F IWRGHAE 1 TSPPCLRRGDQLRLGQ
ALLERG MIGLKIVTVLFAVAT I THAAELQR--VPLYKLVHVF INTQYAG I TK IGNQNFLTVFDSTS
10 20 30 40 50
50 60

SYHTOH LQQLIWPRFVISLTITLRRLQ

ALLERG CNVVVASQECVGGACVCPNLQKYEKLKPRY ISDGNVQVKFFDTGSAVGRGIEDSLTIFNL
60 70 80 90 100 110

>>ALLERGEN_2012_2]gi]1398915]dbj |BAA07711.1] allergenic (160 aa)

initn: 42 initl: 42 opt: 52 Z-score: 90.6 bits: 21.7 EQQ: 4.9
Smith-Waterman score: 52; 43.333% identity (50.000% ungapped) in 30 aa overlap
(14-41:98-125)
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10 20 30 40

SYHTOH MTHNPT ILRKTLPLYKEVHF IWRGH--AE I TSPPCLRRGDQLR
ALLERG EQLRQDCCRQLAAVDDSWCRCSALNHMVGG I YRELGATDVGHPMAEVF-PGC-RRGDLER
70 80 90 100 110 120
50 60

SYHTOH LGQLQQLIWPRFVISLTITLRRLQ

ALLERG AAASLPAFCNVDIPNGTGGVCYWLGYTPRTPRTGH
130 140 150 160

>>ALLERGEN_2012_2|gi|47117012|sp|Q7M415.1|PA2_APIDO RecN (134 aa)

initn: 38 initl: 38 opt: 51 Z-score: 90.4 bits: 21.4 EQQ: 5.1
Smith-Waterman score: 51; 41.667% identity (41.667% ungapped) in 12 aa overlap
(21-32:7-18)

10 20 30 40 50 60

SYHTOH MTHNPTILRKTLPLYKEVHFIWRGHAEITSPPCLRRGDQLRLGQLQQLIWPRFVISLTIT

ALLERG 1 1YPGTLWCGHGNVSSSPDELGRFKHTDSCCRSHDMCPDVMSAGES
10 20 30 40

SYHTOH LRRLQ

ALLERG KHGLTNTASHTRLSCDCDDKFYDCLKNSSDTISSYFVGEMYFNILDTKCYKLEHPVTGCG
50 60 70 80 90 100

>>ALLERGEN_2012_2]gi]218193]dbj |BAA01998.1] allergenic p (165 aa)

initn: 42 initl: 42 opt: 52 Z-score: 90.4 bits: 21.7 E(QQ: 5.1
Smith-Waterman score: 52; 43.333% identity (50.000% ungapped) in 30 aa overlap
(14-41:104-131)

10 20 30 40
SYHTOH MTHNPT ILRKTLPLYKEVHF IWRGH--AE I TSPPCLRRGDQLR
ALLERG EQLAQDCCRELAAVDDSWCRCSALNHMVGG I YRELGATDVGHPMAEVF-PGC-RRGDLER
80 90 100 110 120 130

50 60

SYHTOH LGQLQQLIWPRFVISLTITLRRLQ

ALLERG AAASLPAFCNVDIPNGTGGVCYWLGYPRTPRTGH
140 150 160

>>ALLERGEN_2012_2]gi]1398913]dbj |BAA07710.1] allergenic (166 aa)

initn: 42 initl: 42 opt: 52 Z-score: 90.4 bits: 21.7 EQQ: 5.1
Smith-Waterman score: 52; 43.333% identity (50.000% ungapped) in 30 aa overlap
(14-41:105-132)

10 20 30 40
SYHTOH MTHNPT ILRKTLPLYKEVHF IWRGH--AE I TSPPCLRRGDQLR
ALLERG EQLRQDCCRQLAAVDDSWCRCSALNHMVGG I YRELGATDVGHPMAEVF-PGC-RRGDLER
80 90 100 110 120 130
50 60

SYHTOH LGQLQQLIWPRFVISLTITLRRLQ

ALLERG AAASLPAFCNVDIPNGTGGVCYWLGYPRTPRTGH
140 150 160
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>>ALLERGEN_2012_2]gi]114152865]|sp|Q01882.2]RAG2_ORYSJ Re (166 aa)

initn: 42 initl: 42 opt: 52 Z-score: 90.4 bits: 21.7 E(QQ: 5.1
Smith-Waterman score: 52; 43.333% identity (50.000% ungapped) in 30 aa overlap
(14-41:105-132)

10 20 30 40
SYHTOH MTHNPT ILRKTLPLYKEVHF IWRGH--AE I TSPPCLRRGDQLR
ALLERG EQLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVGHPMAEVF-PGC-RRGDLER
80 90 100 110 120 130
50 60

SYHTOH LGQLQQLIWPRFVISLTITLRRLQ

ALLERG AAASLPAFCNVDIPNGTGGVCYWLGYPRTPRTGH
140 150 160

>>ALLERGEN_2012_2]gi|897811]emb]|CAA24933.1] unnamed prot (101 aa)

initn: 41 initl: 41 opt: 49 Z-score: 89.4 bits: 20.8 E(Q: 5.7
Smith-Waterman score: 49; 47.826% identity (52.381% ungapped) in 23 aa overlap
(29-51:25-45)

10 20 30 40 50 60

SYHTOH MTHNPT ILRKTLPLYKEVHF IWRGHAE I TSPPCLRRGDQLRLGQLQQL IWPRFVISLTIT

ALLERG EKLGQGQOPROWLQPRQGQOGYYPTSPQOSGOGOQL —~GQGQQGYYPTSPQQSGAG
10 20 30 40 50

SYHTOH LRRLQ

ALLERG QQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ
60 70 80 90 100

>>ALLERGEN_2012_2]gi|7435005]pir| |A59055 phospholipase A (134 aa)

initn: 37 initl: 37 opt: 50 Z-score: 88.9 bits: 21.1 E()Q: 6.1
Smith-Waterman score: 50; 41.667% identity (41.667% ungapped) in 12 aa overlap
(21-32:7-18)

10 20 30 40 50 60

SYHTOH MTHNPT ILRKTLPLYKEVHF IWRGHAE I TSPPCLRRGDOLRLGOLQOL IWPRFVISLTIT

ALLERG 1 1YPGTLWCGHGNVSSGPNELGRFKHTDACCRTHDMCPDVMSAGES
10 20 30 40

SYHTOH LRRLQ

ALLERG KHGLTNTASHTRLSCDCDDTFYDCLKNSGEKISSYFVGKMYFNLIDTKCYKLEHPVTGCG
50 60 70 80 90 100

>>ALLERGEN_2012_2]gi|24638082]sp|Q9BMK4.1]PA2_APICC RecN (134 aa)

initn: 37 initl: 37 opt: 50 Z-score: 88.9 bits: 21.1 E(): 6.1
Smith-Waterman score: 50; 41.667% identity (41.667% ungapped) in 12 aa overlap
(21-32:7-18)

10 20 30 40 50 60

SYHTOH MTHNPT ILRKTLPLYKEVHF IWRGHAE I TSPPCLRRGDQLRLGQLQQL IWPRFVISLTIT

ALLERG I 1YPGTLWCGHGNVSSGPNELGRFKHTDACCRTHDMCPDVMSAGES
10 20 30 40
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SYHTOH LRRLQ

ALLERG KHGLTNTASHTRLSCDCDDTFYDCLKNSGDKISSYFVGKMYFNLIDTKCYKLEHPVTGCG
50 60 70 80 90 100

>>ALLERGEN_2012_ 2]gi]163825]gb|AAC37318.1] major allerge (92 aa)

initn: 40 initl: 40 opt: 47 Z-score: 87.1 bits: 20.2 E(QQ: 7.8
Smith-Waterman score: 47; 34.483% identity (37.037% ungapped) in 29 aa overlap
(14-42:10-36)

10 20 30 40 50 60

SYHTOH MTHNPT ILRKTLPLYKEVHF IWRGHAE I TSPPCLRRGDQLRLGQLOQL IWPRFVISLTIT

ALLERG MKGARVLVLLWAALLL IWGGNCE 1 C--PAVKRDVDLFLTGTPDEYVEQVAQYKALP
10 20 30 40 50

SYHTOH LRRLQ

ALLERG VVLENARILKNCVDAKMTEEDKENALSLLDKIYTSPLC
60 70 80 90

65 residues in 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34tl11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.020 Display time: 0.000

Function used was FASTA [version 3.4tll Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl1ll1 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 40 aa
>SYHTOH2_I_46

vs /data/fasta/ALLERGEN_2012_ 2 library

searching /data/fasta/ALLERGEN_2012 2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 3.4130+/-0.00286; mu= 9.5190+/- 0.150
mean_var=41.7198+/-10.742, 0"s: 9 Z-trim: 9 B-trim: 0 in 0/43
Lambda= 0.1986

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16
Scan time: 0.020
The best scores are: opt bits E(1603)
ALLERGEN_2012 2]gi|170722]gb|AAA34281.1] pre-alph ( 262) 56 22 3.8
ALLERGEN_2012_2|gi |473876|gb|AAA17741.1] alpha-gl ( 287) 56 22 4.1
ALLERGEN_2012 2]gi|5381323|gb|AAD42943_.1]AF091841 ( 148) 52 21 5.8
ALLERGEN_2012_2|gi|1170095|sp|P46419.1|GSTM1_DERP ( 219) 52 21 7.5
ALLERGEN_2012_2]gi ]| 60920878 gb]AAX37326.1] glutat ( 219) 52 21 7.5
ALLERGEN_2012_2]gi]105969543|gb|ABF81661.1] EXPB1 ( 99) 48 19 9.7

>>ALLERGEN_2012_2]gi]170722]gb]AAA34281.1] pre-alpha-/be (262 aa)

initn: 28 initl: 28 opt: 56 Z-score: 92.5 bits: 22.1 E(): 3.8
Smith-Waterman score: 56; 30.000% identity (30.000% ungapped) in 30 aa overlap (2-
31:56-85)
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10 20 30
SYHTOH MPLPTVVPKMDPHPRGASWKKKTFQPRLQSK

ALLERG PQLOPQNPSQQQPQEQVPLVOQQOFLGQQOPFPPOQPYPQPQPFPSQQPYLOLQPFLOPQ
30 40 50 60 70 80

40
SYHTOH WIDVISPLT

ALLERG LPYSQPQPFRPQQPYPQPQPQYSQPQQP 1SQQQRQQAQQQQRRQQQQQQQQTTQQTLQQQLI
90 100 110 120 130 140

>>ALLERGEN_2012_2|gi|473876]gb|AAAL17741.1] alpha-gliadin (287 aa)

initn: 28 initl: 28 opt: 56 Z-score: 92.1 bits: 22.1 EQ: 4.1
Smith-Waterman score: 56; 30.000% identity (30.000% ungapped) in 30 aa overlap (2-
31:56-85)

10 20 30
SYHTOH MPLPTVVPKMDPHPRGASWKKKTFQPRLQSK

ALLERG PQLQPQNPSQQQPQEQVPLVQQQQFLGQQQ&%ﬁPQQ&YPéﬁéﬁFPééQPYLQLéﬁFLéPé
30 40 50 60 70 80

40
SYHTOH WIDVISPLT

ALLERG LPYSQPQPFRPQQPYPQPQPQYSQPQQP ISQQQRQQQQQQQQQQQQQQRAQT TQQTLQQQL I
90 100 110 120 130 140

>>ALLERGEN_2012_2]gi | 5381323 gb|AAD42943.1]AF091841 1 2S (148 aa)

initn: 40 initl: 40 opt: 52 Z-score: 89.4 bits: 20.6 E(Q: 5.8
Smith-Waterman score: 52; 26.087% identity (26.087% ungapped) in 23 aa overlap
(11-33:36-58)

10 20 30 40
SYHTOH MPLPTVVPKMDPHPRGASWKKKTFQPRLQSKWIDVISPLT

ALLERG 1VLAVLFAAALVSASAHKTVVTTSVAEEGEEENQRGCEWESRQCQMRHCMOWMRSMRGQY
10 20 30 40 50 60

ALLERG EESFLRSAEANQGQFEHFRECCNELRDVKSHCRCEALRCMMRQMQQEYGMEQEMQQMQQM
70 80 90 100 110 120

>>ALLERGEN_2012_2]gi]1170095]sp|P46419.1|GSTM1_DERPT Rec (219 aa)

initn: 39 initl: 39 opt: 52 Z-score: 87.3 bits: 20.8 E(QQ: 7.5
Smith-Waterman score: 52; 35.294% identity (41.379% ungapped) in 34 aa overlap (3-
32:182-214)

10 20
SYHTOH MPLPTVVPKMDPHPRGASWKKKTFQPRL----
ALLERG ANISYVDFNLYEYLCHVKVMVPEVFGQFENLKRYVERMESLPRVSDY IKKQ-QPKTFNAP
160 170 180 190 200 210
30 40

SYHTOH QSKWIDVISPLT

ALLERG TSKWNASYA

>>ALLERGEN_2012_2]gi | 60920878 gb|AAX37326.1] glutathione (219 aa)
initn: 39 initl: 39 opt: 52 Z-score: 87.3 bits: 20.8 EQQ: 7.5
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Smith-Waterman score: 52; 35.294% identity (41.379% ungapped) in 34 aa overlap (3-
32:182-214)

10 20
SYHTOH MPLPTVVPKMDPHPRGASWKKKTFQPRL----
ALLERG ANISYVDFYLYEYLCRVKVMVPEVFGQFENLKRYVERMESLPRVSDY IKKQ-QPKTFNAP
160 170 180 190 200 210
30 40

SYHTOH QSKWIDVISPLT

ALLERG TSKWNASYA

>>ALLERGEN_2012_2]gi 105969543 gb]ABF81661.1] EXPB10 [Ze (99 aa)

initn: 35 initl: 35 opt: 48 Z-score: 85.3 bits: 19.3 EQQ: 9.7
Smith-Waterman score: 48; 42.857% identity (42.857% ungapped) in 14 aa overlap
(13-26:51-64)

10 20 30 40

SYHTOH MPLPTVVPKMDPHPRGASWKKKTFQPRLOSKWIDV I SPLT

ALLERG ALLVKYVDGDGD IVAVD IKEKGSDTYEPLKHSWGA IWRKDSDKP 1KGP I TVRLTTEGGTK
30 40 50 60 70 80

ALLERG TVYDDVIPAEWKPNTAYTT
90

40 residues in 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34tl11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.020 Display time: 0.000

Function used was FASTA [version 3.4tl1l1 Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 67 aa
>SYHTOH2_1_47

vs /data/fasta/ALLERGEN_2012_2 library

searching /data/fasta/ALLERGEN_2012_2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 4.3391+/-0.00314; mu= 2.9756+/- 0.165
mean_var=39.7260+/-11.294, 0"s: 11 Z-trim: 14 B-trim: O in 0/43
Lambda= 0.2035

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)]1 ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16
Scan time: 0.020
The best scores are: opt bits E(1603)
ALLERGEN_2012_2]gi]32363456|sp|P81729.1|CHAL_BRAR ( 91) 60 24 0.44
ALLERGEN_2012_2]gi]|14423650|sp|Q9U1G2.1|ALL7_LEPD ( 216) 62 25 0.63
ALLERGEN_2012_2]gi]4538529|emb|CAB39376.1] Cop c1 ( 81) 57 24 0.73
ALLERGEN_2012_2]gi]|14422361|emb]|CAC41634.1] plant ( 131) 56 23 1.4
ALLERGEN_2012_2]gi]14422359]|emb]CAC41633.1] plant ( 131) 56 23

1.4
ALLERGEN_2012_2|gi |14422363|emb|CAC41635.1] plant ( 131) 56 23 1.4
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ALLERGEN_2012_2|gi |18772]emb|CAA45778.1] trypsin ( 217) 53 22
ALLERGEN_2012_2|gi | 146217148 |gb|ABQ10638.1] vicil ( 136) 48 21
ALLERGEN_2012_2|gi |47606039|sp|Q8H6L7.1|PHLB_PHLP ( 143) 48 21

~N~Nw
oN ©

>>ALLERGEN_2012_2]gi|32363456]sp|P81729.1|CHAL_BRARA Rec (91 aa)

initn: 56 initl: 56 opt: 60 Z-score: 109.4 bits: 24.4 E(): 0.44
Smith-Waterman score: 60; 40.741% identity (44.000% ungapped) in 27 aa overlap
(26-51:33-58)

10 20 30 40 50
SYHTOH MNFLF 1 GSSRVDLQKDSG I VRHPLROWRYH I -NPLALKTWLERLLFPRCSSWVGV
ALLERG GGQTCAGNICCSQYGYCGTTADYCSPDNNCQATYHYYNP-AQNNWDLRAVSAYCSTWDAD

10 20 30 40 50 60
60

SYHTOH HLWDHCRQRHLQR

ALLERG KPYSWRYGWTAFCGPAGPRCLRTNAAVTVR
70 80 90

>>ALLERGEN_2012_2]gi]14423650]sp|Q9U1G2.1]ALL7_LEPDS Rec (216 aa)

initn: 59 initl: 59 opt: 62 Z-score: 106.6 bits: 25.1 E(): 0.63
Smith-Waterman score: 62; 31.250% identity (31.250% ungapped) in 32 aa overlap
(10-41:114-145)

10 20 30
SYHTOH MNFLF 1GSSRVDLQKDSG IVRHPLRQWRYH INPLALKTW
ALLERG HISRRGDAK IDTDGGAFAATLKLGDKNIRIKTDLHLDLGK I IHPNLKEEGH IGD 1DMKLK
90 100 110 120 130 140
40 50 60

SYHTOH LERLLFPRCSSWVGVHLWDHCRQRHLQR

ALLERG LkLDAEGKPSLDQFEIDEFEQVELFIHGLGPLDPLVDVIADSFVKYFNPQARKLVTDMLK
150 160 170 180 190 200

>>ALLERGEN_2012_2]gi |4538529]emb|CAB39376.1] Cop cl1 alle (81 aa)

initn: 46 initl: 46 opt: 57 Z-score: 105.5 bits: 23.5 E(QQ: 0.73
Smith-Waterman score: 57; 38.235% identity (43.333% ungapped) in 34 aa overlap
(23-52:43-76)

10 20 30 40
SYHTOH MNELF 1 GSSRVDLQKDSG I VRHPLROWRYH INPLALKTWLERLLF---PRCS
ALLERG HLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQLPPLLSQGNPACS
20 30 40 50 60 70
50 60

SYHTOH -SWVGVHLWDHCRQRHLQR
ALLERG PKWLQLLVP
80

>>ALLERGEN_2012_2]gi]14422361]emb]CAC41634.1] plantain p (131 aa)

initn: 31 initl: 31 opt: 56 Z-score: 100.6 bits: 23.3 EQQ: 1.4
Smith-Waterman score: 56; 31.250% identity (37.037% ungapped) in 32 aa overlap (6-
37:97-123)
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10 20 30

SYHTOH MNFLF 1 GSSRVDLQKDSG I VRHPLRQWRYH INPLA
ALLERG VVGYHEDCE IKLVKSSRPDCSE I PKLAKGT 1QTSKVDLSKNTTITEKT—--—- RHVKPLS
70 80 90 100 110 120
40 50 60

SYHTOH LKTWLERLLFPRCSSWVGVHLWDHCRQRHLQR
ALLERG FRAKTDAPGC
130

>>ALLERGEN_2012_2]gi|14422359]emb]|CAC41633.1] plantain p (131 aa)

initn: 31 initl: 31 opt: 56 Z-score: 100.6 bits: 23.3 EQ: 1.4
Smith-Waterman score: 56; 31.250% identity (37.037% ungapped) in 32 aa overlap (6-
37:97-123)

10 20 30
SYHTOH MNFLFIGSSRVDLQKDSG IVRHPLRQWRYHINPLA
ALLERG VVGYHEDCEIKLVKSSRPDCSE IPKLAKGT IQTSKVDLSKNTTITEKT-—--- RHVKPLS
70 80 90 100 110 120

40 50 60
SYHTOH LKTWLERLLFPRCSSWVGVHLWDHCRQRHLQR
ALLERG ﬁéAKTDAPGC
130

>>ALLERGEN_2012_2]gi |14422363]|emb|CAC41635.1] plantain p (131 aa)

initn: 31 initl: 31 opt: 56 Z-score: 100.6 bits: 23.3 EQ: 1.4
Smith-Waterman score: 56; 31.250% identity (37.037% ungapped) in 32 aa overlap (6-
37:97-123)

10 20 30
SYHTOH MNFLF 1 GSSRVDLQKDSG I VRHPLRQWRYH INPLA
ALLERG VVGYHEDCE IKLVKSGRPDCSE I PKLAKGT 1QTSKVDLSKNTTITEKT—-=—— RHVKPLS
70 80 90 100 110 120

40 50 60
SYHTOH LKTWLERLLFPRCSSWVGVHLWDHCRQRHLQR
ALLERG ﬁéAKTDAPGC
130

>>ALLERGEN_2012_2]gi]18772]emb]CAA45778.1] trypsin inhib (217 aa)

initn: 31 initl: 31 opt: 53 Z-score: 92.3 bits: 22.5 EQQ: 3.9
Smith-Waterman score: 53; 38.889% identity (41.176% ungapped) in 36 aa overlap (4-
37:66-101)

10 20 30
SYHTOH MNFLF 1 GSSRVDLQKDSG- I VRHPLR-QWRYH]
ALLERG LDSGGTYY ILSDITAFGGIRAAPTGNERCPLTVVOSRNELDKGIGTIISSPFRIRFIAEG
40 50 60 70 80 90
40 50 60

SYHTOH NPLALKTWLERLLFPRCSSWVGVHLWDHCRQRHLQR

ALLERG NPLRLKFDSFAVIMLCVGIPTEWSVVEDLPEGPAVKIGENKDAVDGWFRIERVSDDEFNN
100 110 120 130 140 150
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>>ALLERGEN_2012_2|gi 146217148 gb]ABQ10638.1] vicilin-li (136 aa)

initn: 46 initl: 46 opt: 48 Z-score: 87.6 bits: 20.9 EQQ: 7.2
Smith-Waterman score: 48; 60.000% identity (60.000% ungapped) in 10
(58-67:12-21)

30 40 50 60
SYHTOH RYHINPLALKTWLERLLFPRCSSWVGVHLWDHCRQRHLQR
ALLERG GDYPFEPRRQIEHCRQRCQDRSQGFRETRECLETCEKRAGF
10 20 30 40

ALLERG DDEPSKEVDSYTTDTRSRDPQQEFRQCRHRCQTQEEGGRQQRKCEQRCEKQLERQQGYDD
50 60 70 80 90 100

>>ALLERGEN_2012_2]gi|47606039]sp|Q8H6L7.1]PHLB_PHLPR Rec (143 aa)

initn: 37 initl: 37 opt: 48 Z-score: 87.3 bits: 21.0 EQQ: 7.6
Smith-Waterman score: 48; 31.250% identity (35.714% ungapped) in 32
36:91-118)

10 20 30
SYHTOH MNFLFIGSSRVDLQKDSGIVRHPLRQWRYHINPL
ALLERG KIEIDQDHQEEICEVVLAKSPDTTCSEIEEFRDRARVPLTSNNGIKQQGIR----YANPI
70 80 90 100 110
40 50 60

SYHTOH ALKTWLERLLFPRCSSWVGVHLWDHCRQRHLQR

ALLERG AFFRKEPLKECGGILQAYDLRDAPETP
120 130 140

67 residues iIn 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34t11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.020 Display time: 0.000

Function used was FASTA [version 3.4tll1l Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 34 aa
>SYHTOH2_1_48

vs /data/fasta/ALLERGEN_2012_2 library

searching /data/fasta/ALLERGEN_2012_2 library

367796 residues in 1603 sequences

aa overlap

aa overlap (6-

Expectation_n fit: rho(In(x))= 4.8934+/-0.00396; mu= -0.2124+/- 0.204

mean_var=51.6225+/-12.815, 0"s: 24 Z-trim: 26 B-trim: 79 in 1/41
Lambda= 0.1785

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)]1 ktup: 2

join: 36, opt: 24, gap-pen: -12/-2, width: 16

Scan time: 0.010

The best scores are: opt bits E(1603)
ALLERGEN_2012_2]gi|170710]gb|AAA34275.1] alpha-ty ( 318) 73 26 0.29
ALLERGEN_2012_2]gi | 83300389 |sp|042799.2|ALL7_ASPF ( 270) 71 25 0.36
ALLERGEN_2012_2]gi]18536]emb|CAA35691.1] unnamed ( 605) 68 25 1.2
ALLERGEN_2012_2]gi]21926]|emb]|CAA36063.1] unnamed ( 295) 64 23 1.4
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ALLERGEN_2012_2]gi|170738]gb|AAA34289.1] gamma-gl ( 327) 63 23
ALLERGEN_2012_2]gi] 75219081 |sp]022108]022108_WHEA ( 285) 62 23
ALLERGEN_2012_2]gi]21773|emb]|CAA31685.1] unnamed ( 307) 62 23
ALLERGEN_2012_2]gi|422005]pir]]S32101 PHLP5A prot ( 257) 60 22
ALLERGEN_2012_2]gi]1092249|prf]]2023228A major al ( 285) 60 22
ALLERGEN_2012 2]gi | 335331566 |gb]AEH31546.1] low m ( 369) 59 22
ALLERGEN_2012_2]gi|170702]gb|AAA34272.1] gamma gl ( 302) 58 22
ALLERGEN_2012 2]gi]21913174|gb]AAM77471.1] major  ( 115) 52 20
ALLERGEN_2012_2|gi|1063270]dbj |BAA11251.1] gamma- ( 279) 56 21
ALLERGEN_2012_2]gi|62484809]|emb]CAI178902.1] putat 285) 55 21
ALLERGEN_2012_2|gi |1842045]|gb]AAB47552.1] major a 157) 52 20
ALLERGEN_2012_2]gi|45680856|gb]|AAS75297.1] major 157) 52 20
ALLERGEN_2012_2]gi |208605344 |emb | CAR82265.1] D-ty 359) 56 21
ALLERGEN_2012_2]gi|169971]|gb]AAA33965.1] glycinin 240) 54 21
ALLERGEN_2012_2]gi| 76782247 |gb]|ABA54897.1] hydrop 134) 51 20
ALLERGEN_2012_2]gi]121308878]|dbj |BAF43534.1] SXP/ 152) 51 20
ALLERGEN_2012_2]gi | 886965]emb|CAA59339.1] low mol 261) 53 21
ALLERGEN_2012_2]gi|157418806|gb|ABV55106.1] Ani s ( 147) 50 20

AAAAAAAAAAA

>>ALLERGEN_2012_2]gi|170710]gb|AAA34275.1] alpha-type gl (318 aa)

NN

oo Uuh
O~NONONNNORR R DNUIN©®

o0~

initn: 41 initl: 41 opt: 73 Z-score: 112.7 bits: 25.8 E(Q: 0.29
Smith-Waterman score: 73; 45.833% identity (47.826% ungapped) in 24 aa overlap

(10-32:80-103)

10 20 30
SYHTOH MDLNNSEKFPFPNP-PHPPFWYSCPTSSFSMHP IR
ALLERG FPGQQQQFPPQQPYPQPQPFPSQQPYLQLQPFPQPQPFPPLPYPQPQSFPPQQPYPQQQP
50 60 70 80 90 100

ALLERG QYLQPQQP ISQQQAQQQQQQQQQQQQQQQILQQILQQQL IPCRDVVLQQHNIAHASSQVL
110 120 130 140 150 160

>>ALLERGEN_2012_2]gi | 83300389 |sp|042799.2|ALL7_ASPFU Rec (270 aa)

initn: 42 initl: 42 opt: 71 Z-score: 111.0 bits: 25.3 E(Q: 0.36
Smith-Waterman score: 71; 41.667% identity (41.667% ungapped) in 24 aa overlap (9-

32:53-76)

10 20 30
SYHTOH MDLNNSEKFPFPNPPHPPFWYSCPTSSFSMHPIR

ALLERG PVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPTPPVVESTPTPTPSAAPEQAEPI
30 40 50 60 70 80

ALLERG ETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIPEEPAPQPATTAAPSTSTTTQAA
90 100 110 120 130 140

>>ALLERGEN_2012 2]gi]18536]emb|CAA35691.1] unnamed prote (605 aa)

initn: 68 initl: 68 opt: 68 Z-score: 101.3 bits: 24.7 EQ: 1.2
Smith-Waterman score: 68; 58.333% identity (58.333% ungapped) in 12 aa overlap (6-

16:149-160)

10 20 30
SYHTOH MDLNNSEKFPFPNPPHPPFWYSCPTSSFSMHPIR

120 130 140 150 160 170

ALLERG SEESEDSELRRHKNKNPFLFGSNRFETLFKNQYGRIRVLQRFNQRSPQLQNLRDYRILEF
180 190 200 210 220 230

>>ALLERGEN_2012_2]gi]21926]emb|CAA36063.1] unnamed prote (295 aa)

initn: 55 initl: 55 opt: 64 Z-score: 100.6 bits: 23.5 EQQ: 1.4

Report Number: SSB-165-12

Page 305 of 417



Smith-Waterman score: 64; 41.667% identity (43.478% ungapped) in 24 aa overlap
(10-33:50-72)

10 20 30

SYHTOH MDLNNSEKFPFPNPPHPPFHYSCPTSSFSHHP IR

ALLERG QMETSCIPGLERPWQEQPLPPQHTLFPQQQPFPQQQQPPFSQQQP SFI-_é(-QéI;iLPQLPF
20 30 40 60 70

ALLERG SQQQQPVLPQQSPFSQQQLVLPPQQQYQQVLQQQIPI1VQPSVLQQLNPCKVFLQQQCNPV
80 90 100 110 120 130

>>ALLERGEN_2012_2]gi|170738]gb|AAA34289.1] gamma-gliadin (327 aa)

initn: 55 initl: 55 opt: 63 Z-score: 98.5 bits: 23.3 E(QQ: 1.8
Smith-Waterman score: 63; 37.500% identity (39.130% ungapped) in 24 aa overlap
(10-32:83-106)

10 20 30
SYHTOH MDLNNSEKFPFPNPPHPPF—WYSCPTSSFSMHPIR

ALLERG PQPQQTFPHQPQQQVPQPQQPQQPFLQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQ
60 100 110

ALLERG TQQPQQPFPQQPQQPFPQTQQPQQPFPQLQQPQQPFPQPQQQLPQPQQPQQSFPQQQRPF
120 140 150 160 170

>>ALLERGEN_2012_2]gi | 75219081 |sp|022108]022108_WHEAT LMM (285 aa)

initn: 72 initl: 50 opt: 62 Z-score: 98.1 bits: 23.0 EQQ: 1.9
Smith-Waterman score: 62; 39.286% identity (50.000% ungapped) in 28 aa overlap
(11-33:36-62)

10 20 30

SYHTOH MDLNNSEKFPFPNPP -~ HPPFWYSCPTSSFSMHP IR

ALLERG LERPWQQQPLPPQQTFPQQPLFSQQQQQQLFPQQPSFSQQ(E)E’&I;WQQQPPFS ééé};iLP
10 20 30 20 50 60

ALLERG QQPPFSQQQQLVLPQQSPFSQQQQL ILPPQQQQQLPQQQISIVQPSVLQQLNPCKVFLQQ
70 80 90 100 110 120

>>ALLERGEN_2012 2]|gi]21773|emb|CAA31685.1] unnamed prote (307 aa)

initn: 72 initl: 50 opt: 62 Z-score: 97.6 bits: 23.0 EQ): 2
Smith-Waterman score: 62; 39.286% identity (50.000% ungapped) in 28 aa overlap
(11-33:59-85)

10 20 30
SYHTOH MDLNNSEKFPFPNPP————— HPPFWYSCPTSSFSMHP IR
ALLERG LERPWQQQPLPPQQTFPQQPLFSQQQQQQLFPQQPSFSQQ(:)I;’I;’IEWQQQPPFS ér}éﬁiLP
30 40 50 60 70 80

ALLERG QQPPFSQQQQLVLPQQPPFSQQQQPVLPPQQSPFPQQQQQHQQLVQQQIPVVQPSILQQL
100 110 120 130 140

>>ALLERGEN_2012_2]gi|422005]pir]|S32101 PHLP5A protein - (257 aa)

initn: 60 initl: 60 opt: 60 Z-score: 96.0 bits: 22.4 E(QQ: 2.5
Smith-Waterman score: 60; 66.667% identity (66.667% ungapped) in 9 aa overlap (10-
18:232-240)
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10 20 30
SYHTOH MDLNNSEKFPFPNPPHPPFWYSCPTSSFSMHPIR
ALLERG APEVKYTVFETALKKAITAMSEAQKAAKPPPLPP&ﬁQbﬁPLAATGAATAATGGYKV
210 220 230 240 250

>>ALLERGEN_2012_2]gi 1092249 prf|]2023228A major allerge (285 aa)

initn: 60 initl: 60 opt: 60 Z-score: 95.3 bits: 22.5 EQ): 2.7
Smith-Waterman score: 60; 66.667% identity (66.667% ungapped) in 9 aa overlap (10-
18:260-268)

10 20 30
SYHTOH MDLNNSEKFPFPNPPHPPFWYSCPTSSFSMHPIR
ALLERG APEVKYTVFETALKKAITAMSEAQKAAKPPPLPPPPQPPPLAATGAATAATGGYKV
230 240 250 260 270 280

>>ALLERGEN_2012_2]gi 335331566 gb|AEH31546.1] low molecu (369 aa)

initn: 45 initl: 45 opt: 59 Z-score: 92.2 bits: 22.2 EQ): 4
Smith-Waterman score: 59; 27.586% identity (27.586% ungapped) in 29 aa overlap (6-
33:106-134)

10 20 30
SYHTOH MDLNNSEKFPFPNPPHPPFWYSCPTSSFSMHPIR

ALLERG QQQQPPFSQQQPPFSQQQQQPLSQQQQPPFSQQQPPFSQQQQPPFSQQQPPFSQQQQPVL
90 100 110 120 130

ALLERG PQQPSFSQQQLPPFSQQQSPFSQQQQIVLQQQPPFLQQQQPSLPQQPPFSQQQQQLVLPQ
140 150 160 170 180 190

>>ALLERGEN_2012_2]gi|170702]gb|AAA34272.1] gamma gliadin (302 aa)

initn: 129 initl: 58 opt: 58 Z-score: 92.1 bits: 22.0 EQQ: 4.1
Smith-Waterman score: 58; 50.000% identity (50.000% ungapped) in 12 aa overlap (8-
19:104-115)

10 20 30

SYHTOH MDLNNSEKFPFPNPPHPPFWYSCPTSSFSMHP IR

ALLERG YPHQPQQQFPQTQQPQQPFPQPQQTFPQQP(-QI}I-:lséQPQQPFPQPQQPQQPFPQSQQPQQ
100 120 130

ALLERG PFPQPQQQFPQPQQPQQSFPQQQQPAIQSFLQQQMNPCKNFLLQQCNHVSLVSSLVSIIL
140 150 160 170 180 190

>>ALLERGEN_2012 2]gi]21913174|gb|AAM77471.1] major aller (115 aa)

initn: 52 initl: 52 opt: 52 Z-score: 90.4 bits: 20.2 E(Q: 5.1
Smith-Waterman score: 52; 66.667% identity (66.667% ungapped) in 9 aa overlap (20-
28:86-94)

10 20 30
SYHTOH MDLNNSEKFPFPNPPHPPFWYSCPTSSFSMHPIR

ALLERG NSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDSDRSGLLLKQKVSDE
60 70 80 90 100 110

>>ALLERGEN_2012_2]gi]1063270]dbj |BAA11251.1] gamma-gliad (279 aa)

initn: 119 initl: 47 opt: 56 Z-score: 89.9 bits: 21.4 E(QQ: 5.4
Smith-Waterman score: 56; 34.483% identity (45.455% ungapped) in 29 aa overlap
(10-32:17-44)
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10 20 30
SYHTOH MDLNNSEKFPFPNPPHPPF —————— WYSCPTSSFSMHPIR
ALLERG NIQVDPSGQVQWPQQQ&&&Q& HQPFSQQPQQTFPQPQQTFPHQPQQQFSQPQQPQQQFI
10 20 30 40 50

ALLERG QPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFP
100

>>ALLERGEN_2012_2]gi]62484809]emb]CA178902.1] putative g (285 aa)

initn: 55 initl: 55 opt: 55 Z-score: 88.3 bits: 21.2 E(Q: 6.6
Smith-Waterman score: 59; 34.483% identity (41.667% ungapped) in 29 aa overlap (9-
34:84-110)

10 20 30
SYHTOH MDLNNSEKFP---FPNPPHPPFWYSCPTSSFSMHP IR
ALLERG CLQQPQHQFPQPTQQFPQRPLLPFTHPFLTFPDQLLﬁéﬁﬁQQSF--PQPPQSYPQPPLQP

60 70 80 90 100 110

ALLERG FPQPPQQKYPEQPQQPFPWQQPT IQLYLQQQLNPCKEFLLQQCRPVSLLSYLWSKIVQQS
120 130 140 150 160 170

>>ALLERGEN_2012_2]gi|1842045]gb|AAB47552.1] major allerg (157 aa)

initn: 52 initl: 52 opt: 52 Z-score: 88.2 bits: 20.3 EQ: 6.7
Smith-Waterman score: 52; 66.667% identity (66.667% ungapped) in 9 aa overlap (20-
28:86-94)

10 20 30
SYHTOH MDLNNSEKFPFPNPPHPPFWYSCPTSSFSMHPIR

ALLERG NSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDSDRSGLLLKQKVSDD
60 70 80 90 100 110

ALLERG ITYVATATLPNYCRAGGNGPKDFVCQGVADAY ITLVTLPKSS
120 130 140 150

>>ALLERGEN_2012_2]gi |45680856 |gb|AAS75297 .1] major aller (157 aa)

initn: 52 initl: 52 opt: 52 Z-score: 88.2 bits: 20.3 E(QQ: 6.7
Smith-Waterman score: 52; 66.667% identity (66.667% ungapped) in 9 aa overlap (20-
28:86-94)

10 20 30
SYHTOH MDLNNSEKFPFPNPPHPPFWYSCPTSSFSMHPIR

ALLERG NSLGFNIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMNFSFGSDRSGLLLKQKVSDD
60 70 80 90 100 110

ALLERG ITYVATATLPNYCRAGGNGPKDFVCQGVADAY ITLVTLPKSS
120 130 140 150

>>ALLERGEN_2012_2]gi]208605344]|emb|CAR82265.1] D-type LM (359 aa)

initn: 56 initl: 56 opt: 56 Z-score: 88.2 bits: 21.5 E()Q: 6.7
Smith-Waterman score: 67; 39.130% identity (40.909% ungapped) in 23 aa overlap
(10-32:245-266)

10 20 30
SYHTOH MDLNNSEKFPFPNPPHPPFWYSCPTSSFSMHPIR

ALLERG PLQPQQPFPQQSQQPFPQQPQQPCPLQPQQPFPQQPQOPFPQQ-PQQPFPLQPQQPFPLR
220 230 240 250 260 270
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ALLERG PQQPFSQQPQQSQQSFPQPQPQQPQQPSILQPQQPFLQPQQQLSQQLEQTISQQPQQPFP
300 310 320 330

>>ALLERGEN_2012 2]|gi]169971|gb|AAA33965.1] glycinin prec (240 aa)

initn: 48 initl: 48 opt: 54 Z-score: 88.1 bits: 20.9 E(Q: 6.8
Smith-Waterman score: 54; 39.130% identity (39.130% ungapped) in 23 aa overlap (2-
24:31-53)

10 20 30
SYHTOH MDLNNSEKFPFPNPPHPPFWYSCPTSSFSMH

ALLERG QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDHPPQRPSRPEQQEPRG
10 20 30 40 50 60

SYHTOH PIR

ALLERG RGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSLTLPALRQFGLSAQYLV
70 80 90 100 110 120

>>ALLERGEN_2012_2]gi| 76782247 gb]ABA54897.1] hydrophobic (134 aa)

initn: 74 initl: 46 opt: 51 Z-score: 87.9 bits: 20.0 EQ): 7
Smith-Waterman score: 54; 40.909% identity (42.857% ungapped) in 22 aa overlap
(10-31:52-72)

10 20 30
SYHTOH MDLNNSEKFPFPNPPHPPFWYSCPTSSFSMHPIR

ALLERG MVSSSSHYDPPPPPCYVPAPLTPPPSLSPPPSLSPP PPSGPSCPDLSVCLNILDGSPAD
30 40 50 60 70 80

ALLERG DCCALIADLVDLEASVCLCIQLRVLGIVNLDLNLQL ILNACGPSYPSNATCPRT
90 100 110 120 130

>>ALLERGEN_2012_2]gi]121308878|dbj |BAF43534.1] SXP/RAL-2 (152 aa)

initn: 46 initl: 46 opt: 51 Z-score: 87.1 bits: 20.0 EQQ: 7.8
Smith-Waterman score: 51; 54.545% identity (54.545% ungapped) in 11 aa overlap
(14-24:22-32)

10 20 30
SYHTOH MDLNNSEKFPFPNPPHPPFWYSCPTSSFSMHPIR

ALLERG MKTLIVAALFCTIGMALADDTPPPPPFLAGAPQDVVKAFFELLKKDETKTDPEIEKDLDA
10 20 30 40 50 60

ALLERG WVDTLGGDYKAKFETFKKEMKAKEAELAKAHEEAVAKMTPEAKKADAELSKIAEDDSLNG
70 80 90 100 110 120

>>ALLERGEN_2012_2]gi]886965]emb]|CAA59339.1] low molecula (261 aa)

initn: 61 initl: 53 opt: 53 Z-score: 86.2 bits: 20.6 E(QQ: 8.7
Smith-Waterman score: 53; 26.667% identity (26.667% ungapped) in 30 aa overlap (4-
33:42-71)

10 20 30
SYHTOH MDLNNSEKFPFPNPPHPPFWYSCPTSSFSMHPI

ALLERG QPLPLQQILWYQQQQPIQQQPQPFPQQPPCSQQQQPPLSQQQQPPFSQQQPPFSQQQQPI
20 50
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SYHTOH R

ALLERG LPQQPPFSQQQQQFPQQQQPLLPQQPPFSQQQPPFSQQQQQPPFSQQQQQP ILLQQPPFS
80 90 100 110 120 130

>>ALLERGEN_2012_2]gi]157418806]gb]ABV55106.1] Ani s 9 al (147 aa)

initn: 45 initl: 45 opt: 50 Z-score: 85.9 bits: 19.8 EQ): 9
Smith-Waterman score: 50; 54.545% identity (54.545% ungapped) in 11
(14-24:21-31)

10 20 30
SYHTOH MDLNNSEKFPFPNPPHPPFWYSCPTSSFSMHP IR

ALLERG MKLCILAVAVFVVAVSAQGPﬁﬁLPPFVANAﬁPAVQAEFRQLANGAPDKTEAEIEAQIEQW
10 20 30 40 50 60

ALLERG VASKGGAVQAEFNKFKQMLEQGKARAEAAHQASLTRLSPAAKAADARLSATASNRALKVG
70 80 90 100 110 120

34 residues in 1 query sequences

367796 residues in 1603 library sequences

Scomplib [34t11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.010 Display time: 0.010

Function used was FASTA [version 3.4tl1ll1l Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/._qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 32 aa
>SYHTOH2_1_49

vs /data/fasta/ALLERGEN_2012_2 library
searching /data/fasta/ALLERGEN_2012 2 library

367796 residues in 1603 sequences

aa overlap

Expectation_n fit: rho(In(x))= 4.2703+/-0.00298; mu= -1.5553+/- 0.155

mean_var=32.5097+/- 8.267, 0"s: 21 Z-trim: 21 B-trim: 130 in 1/40
Lambda= 0.2249

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16

Scan time: 0.010
The best scores are: opt bits E(1603)

ALLERGEN_2012_2]gi]1362131|pir]|C53806 major alle
ALLERGEN_2012_2|gi | 261824817 |pdb|3F55|D Chain D,

ALLERGEN_2012_2]|gi |1063270]|dbj |BAA11251.1] gamma-
ALLERGEN_2012_2|gi | 33327133 gb]AAQ08947 1] allerg
ALLERGEN_2012_2]gi | 124365253 |gb|ABN09655.1] beta-
ALLERGEN_2012_2|gi | 124294785|gb|ABNO3966.1| beta-
ALLERGEN_2012_2|gi | 268037674|gb]ACY91851.1] beta-
ALLERGEN_2012_2|gi | 170736 gb|AAA34288_1] gamma-gl
ALLERGEN_2012_2]gi | 83300389|sp]042799.2|ALL7_ASPF
ALLERGEN_2012_2|gi | 170708 gb|AAA34274_1] gamma-gl
ALLERGEN_2012_2|gi | 56122438 gb|AAV74343.1] Fra e

ALLERGEN_2012_2|gi | 1184668]gb|AAA87456.1] beta-1,
ALLERGEN_2012_2]|gi | 124365249 gb|ABN09653.1| beta-
ALLERGEN_2012_2|gi | 124294783 |gb|ABNO3965.1| beta-
ALLERGEN_2012_2]|gi | 32765543 gb]AAP87281.1] beta-1
ALLERGEN_2012_2|gi | 270315180 gb|ACZ74626.1] beta-

145) 42 20
316) 45 21
279) 44 21
145) 41 20
374) 45 21
374) 45 21
374) 45 21
251) 43 21
270) 43 21
201) 43 21
145) 40 20
374) 44 21
374) 44 21
374) 44 21
374) 44 21
374) 44 21

ANAAAAAAAAAAAAAAAAAAAAND
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ALLERGEN_2012_2|gi | 124365251 |gb|ABNO9654.1] beta- ( 374) 44 21 9.4

>>ALLERGEN_2012 2]gi]1362131]pir]|C53806 major allergen (145 aa)

initn: 30 initl: 30 opt: 42 Z-score: 89.1 bits: 20.3 EQ): 6
Smith-Waterman score: 42; 34.483% identity (40.000% ungapped) in 29 aa overlap (4-
32:79-103)

10 20 30
SYHTOH MLTKIFFLSLSRKRLCMNCSPVFTASSVRSSI

ALLERG GKITFTEVGYTRAEGLYSML I ERDHKNEFCE I TLLSSSRK- - --DCDE IPTEGWVKPSVK
50 60 70 80 90 100

ALLERG FILNTVNGTTRTINPLGFFKKEALPKCPQVFNKLGMYPPNM
110 120 130 140

>>ALLERGEN_2012_2]gi]261824817|pdb]3F55]D Chain D, Cryst (316 aa)

initn: 45 initl: 45 opt: 45 Z-score: 88.5 bits: 21.3 E(QQ: 6.4
Smith-Waterman score: 45; 50.000% identity (50.000% ungapped) in 20 aa overlap (56-
24:163-182)

10 20 30
SYHTOH MLTKIFFLSLSRKRLCMNCSPVFTASSVRSSI

ALLERG TAIDLTLVGNSYPPSAGAFRDDVRSYLNPIiRFLSSIééPLLANIYﬁY%iYAGNPRDISL
140 150 160 170 180 190

ALLERG PYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAAT
200 210 220 230 240 250

>>ALLERGEN_2012_ 2]|gi]1063270]dbj |BAA11251.1] gamma-gliad (279 aa)

initn: 27 initl: 27 opt: 44 Z-score: 87.7 bits: 20.9 EQ: 7.1
Smith-Waterman score: 44; 36.000% identity (36.000% ungapped) in 25 aa overlap (8-
32:134-158)

10 20 30
SYHTOH MLTKIFFLSLSRKRLCMNCSPVFTASSVRSSI

ALLERG PQQOFPQOPQOPQQSFPQOQPSL 10QSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILPRSD
110 120 130 140 150 160

ALLERG CQVMRQQCCQQLAQIPQQLQCAAIHSIVHSIIMQQEQQEQRQGVQILVPLSQQQQVGQGT
170 180 190 200 210 220

>>ALLERGEN_2012_2]gi]33327133]gh]AAQ08947.1] allergen Fr (145 aa)

initn: 31 initl: 31 opt: 41 Z-score: 87.4 bits: 19.9 EQQ: 7.5
Smith-Waterman score: 41; 34.483% identity (40.000% ungapped) in 29 aa overlap (4-
32:79-103)

10 20 30
SYHTOH MLTKIFFLSLSRKRLCMNCSPVFTASSVRSSI

ALLERG GKVTFTEVGYTRAEGLYSMVIERDHKNEFCEiVLLSSSRK————DCDEIP%EGWQKPéLK
50 60 70 80 90 100

ALLERG FILNTVNGTTRTINPLGFFKKEVLPKCPQVYNKLGMYPPNM
110 120 130 140

>>ALLERGEN_2012_2]gi]124365253]gb]ABN09655.1] beta-1,3-g (374 aa)

initn: 45 initl: 45 opt: 45 Z-score: 87.3 bits: 21.3 EQQ: 7.5
Smith-Waterman score: 45; 50.000% identity (50.000% ungapped) in 20 aa overlap (56-
24:199-218)
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10 20 30
SYHTOH MLTKIFFLSLSRKRLCMNCSPVFTASSVRSSI

ALLERG TAIDLTLVGNSYPPSAGAFRDDVRSYLNP I IRFLSSIRSPLLANIYPYFTYAGNPRDISL
170 180 190 200 210 220

ALLERG PYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAAT
230 240 250 260 270 280

>>ALLERGEN_2012_2]gi]124294785]gb]ABN03966.1] beta-1,3-g (374 aa)

initn: 45 initl: 45 opt: 45 Z-score: 87.3 bits: 21.3 EQQ: 7.5
Smith-Waterman score: 45; 50.000% identity (50.000% ungapped) in 20 aa overlap (56-
24:199-218)

10 20 30
SYHTOH MLTKIFFLSLSRKRLCMNCSPVFTASSVRSSI

ALLERG TAIDLTLVRNSYPPSAGAFRDDVRSYLNP I IRFLSSIRSPLLANIYPYETYAGNPRDISL
170 180 190 200 210 220

ALLERG PYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAAT
230 240 250 260 270 280

>>ALLERGEN_2012_2]gi]268037674]gb]ACY91851.1] beta-1,3-g (374 aa)

initn: 45 initl: 45 opt: 45 Z-score: 87.3 bits: 21.3 EQ: 7.5
Smith-Waterman score: 45; 50.000% identity (50.000% ungapped) in 20 aa overlap (6-
24:199-218)

10 20 30
SYHTOH MLTKIFFLSLSRKRLCMNCSPVFTASSVRSSI

ALLERG TAIDLTLVGNSYPPSAGAFRDDVRSYLNP I IRFLSSIRSPLLANIYPYETYAGNPRDISL
170 180 190 200 210 220

ALLERG PYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAAT
230 240 250 260 270 280

>>ALLERGEN_2012 2]gi]170736]|gb|AAA34288.1] gamma-gliadin (251 aa)

initn: 27 initl: 27 opt: 43 Z-score: 86.8 bits: 20.6 E(QQ: 8.1
Smith-Waterman score: 43; 44.444% identity (44.444% ungapped) in 18 aa overlap
(15-32:160-177)

10 20 30
SYHTOH MLTKIFFLSLSRKRLCMNCSPVFTASSVRSSI

ALLERG PQQPQQSFPQQQPPFIQPSLOQQVNPCKNFLLQQCKPVSLVSSLWSMIWPQSDCOVMRQQ
130 140 150 160 170 180

ALLERG CCQQLAQIPQQLQCAAIHTIIHSI IMQQEQQEQQQGMHILLPLYQQQQVGQGTLVQGQGI
190 200 210 220 230 240

>>ALLERGEN_2012_2]gi|83300389]|sp|042799.2]|ALL7_ASPFU Rec (270 aa)

initn: 43 initl: 43 opt: 43 Z-score: 86.2 bits: 20.6 EQQ: 8.7
Smith-Waterman score: 43; 66.667% identity (66.667% ungapped) in 6 aa overlap (16-
21:236-241)

10 20 30
SYHTOH MLTKIFFLSLSRKRLCMNCSPVFTASSVRSSI

ALLERG PVGIMTDADCGKTVTITYNGITKTATVVDKCMGCKPTDLDASRHLFGELADFSAGR IDGM
210 220 230 240 250 260

ALLERG SWYFN
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270

>>ALLERGEN_2012 2]gi]170708]|gb|AAA34274.1] gamma-gliadin (291 aa)

initn: 26 initl: 26 opt: 43 Z-score: 85.7 bits: 20.6 EQQ: 9.3
Smith-Waterman score: 43; 36.000% identity (36.000% ungapped) in 25 aa overlap (8-
32:146-170)

10 20 30

SYHTOH MLTKIFFLSLSRKRLCHNCSPVFTASSVRSSI

ALLERG PQQPFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLé(-)(-:kl-D\-/SL\-/ééI-_WSI ILPPSD
120 130 140 150 160 170

ALLERG CQVMRQQCCQQLAQIPQQLQCAATHSVVHSI IMQQEQQEQLQGVQILVPLSQQQQVGQGI
180 190 200 210 220 230

>>ALLERGEN_2012_2]gi]56122438]gb]AAV74343.1] Fra e 1.010 (145 aa)

initn: 31 initl: 31 opt: 40 Z-score: 85.6 bits: 19.6 EQQ: 9.4
Smith-Waterman score: 40; 34.483% identity (40.000% ungapped) in 29 aa overlap (4-
32:79-103)

10 20 30
SYHTOH MLTKIFFLSLSRKRLCMNCSPVFTASSVRSSI

ALLERG GKVTFTEVGYTRAEGLYSMVIERDHKNEFCEIVLLSSSRK————DCHEIPTEGWVKPSLK
50 60 70 80 90 100

ALLERG FILNTVNGTTRTINPLGFFKKEALPKCPQVYNKLGMYPPNM
110 120 130 140

>>ALLERGEN_2012_2]gi |1184668]gb]AAA87456.1] beta-1,3-glu (374 aa)

initn: 44 initl: 44 opt: 44 Z-score: 85.5 bits: 21.0 EQQ: 9.4
Smith-Waterman score: 44; 50.000% identity (50.000% ungapped) in 20 aa overlap (56-
24:199-218)

10 20 30
SYHTOH MLTKIFFLSLSRKRLCMNCSPVFTASSVRSSI

ALLERG TAIDLTLVGNSYPPSAGAFRDDVRSYLDPIIGFLSSIRSPLLANIYPYFTYAYNPRDISL
170 180 190 200 210 220

ALLERG PYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAAT
230 240 250 260 270 280

>>ALLERGEN_2012_2]gi]124365249]gb]ABN09653.1] beta-1,3-g (374 aa)

initn: 44 initl: 44 opt: 44 Z-score: 85.5 bits: 21.0 EQ: 9.4
Smith-Waterman score: 44; 50.000% identity (50.000% ungapped) in 20 aa overlap (6-
24:199-218)

10 20 30
SYHTOH MLTKIFFLSLSRKRLCMNCSPVFTASSVRSSI

ALLERG TAIDLTLVGNSYPPSAGAFRDDVRSYLDPIIGFLSSIRSPLLTNIYPYFTYAYNPRDISL
170 180 190 200 210 220

ALLERG PYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAAT
230 240 250 260 270 280

>>ALLERGEN_2012_2]gi]124294783]gb]ABN03965.1] beta-1,3-g (374 aa)

initn: 44 initl: 44 opt: 44 Z-score: 85.5 bits: 21.0 EQQ: 9.4
Smith-Waterman score: 44; 50.000% identity (50.000% ungapped) in 20 aa overlap (56-
24:199-218)
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SYHTOH

ALLERG TAIDLTLVGNSYPPSAGAFRDDVRSYLDP I IGFLSSIRSPLLANIYPYETYADNPRDISL

170 180 190

ALLERG PYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAAT

230 240 250

>>ALLERGEN_2012_2|gi | 32765543 |gb|AAP87281.1] beta-1,3-gl

initn: 44 initl: 44 opt: 44

10 20 30
MLTKIFFLSLSRKRLCMNCSPVFTASSVRSSI

200 210 220

260 270 280

Z-score: 85.5 bits: 21.0 EQ):

(374 aa)

Smith-Waterman score: 44; 50.000% identity (50.000% ungapped) in 20 aa overlap (56-

24:199-218)

SYHTOH

ALLERG TAIDLTLVGNSYPPSAGAFRDDVRSYLDP I IGFLSSIRSPLLANIYPYETYAGNPRDISL

170 180 190

ALLERG PYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAAT

230 240 250

>>ALLERGEN_2012_2]gi | 270315180 gb|ACZ74626.1] beta-1,3-g (374 aa)

initn: 44 initl: 44 opt: 44

10 20 30
MLTKIFFLSLSRKRLCMNCSPVFTASSVRSSI

200 210 220

260 270 280

Z-score: 85.5 bits: 21.0 EQ):

Smith-Waterman score: 44; 50.000% identity (50.000% ungapped) in 20 aa overlap (6-

24:199-218)

SYHTOH

ALLERG TAIDLTLMGNTYPPSAGAFRDDVRSYLDP I IGFLSSIRSPLLANIYPYETYAGNPRDISL

170 180 190

ALLERG PYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAAT

230 240 250

>>ALLERGEN_2012_2|gi|124365251|gb|ABN09654.1] beta-1,3-g (374 aa)

initn: 44 initl: 44 opt: 44

10 20 30

MLTKIFFLSLSRKRLCMNCSPVFTASSVRSSI

200 210 220

260 270 280

Z-score: 85.5 bits: 21.0 EQ:

Smith-Waterman score: 44; 50.000% identity (50.000% ungapped) in 20 aa overlap (6-

24:199-218)

SYHTOH

ALLERG TAIDLTLVGNSYPPSAGAFRDDVRSYLDPIiGFLSSéXéPLLANIYéYﬁ%YAYNPRDISL

170 180 190

ALLERG PYALFTSPSVVVWDGQRGYKNLFDATLDALYSALERASGGSLEVVVSESGWPSAGAFAAT

230 240 250

10 20 30

MLTKIFFLSLSRKRLCMNCSPVFTASSVRSSI

200 210 220

260 270 280

32 residues in 1 query sequences
367796 residues in 1603 library sequences

Scomplib [34t11]
start: Mon Feb 27 15:13:32 2012
Scan time: 0.010 Display time:

Function used was FASTA [version
FASTA searches a protein or DNA
version 3.4tl11 Apr 17, 2002

Please cite:

Report Number: SSB-165-12

done: Mon Feb 27 15:13:32 2012
0.000

3.4tl11 Apr 17, 2002]
sequence data bank
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W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 41 aa
>SYHTOH2_1_50

vs /data/fasta/ALLERGEN_2012_2 library

searching /data/fasta/ALLERGEN_2012_2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 3.8720+/-0.00253; mu= 3.7082+/- 0.132
mean_var=25.4268+/- 6.826, 0"s: 15 Z-trim: 18 B-trim: O in 0/42
Lambda= 0.2543

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)71 ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16
Scan time: 0.010
The best scores are: opt bits E(1603)
ALLERGEN_2012_2]gi]22090]|emb]|CAA43361.1] HMW glut ( 705) 61 27 0.27
ALLERGEN_2012_2]gi|21779]emb|CAA26847.1] unnamed ( 660) 60 27 0.33
ALLERGEN_2012_2]gi|21751]emb]CAA31396.1] high mol ( 648) 59 27
ALLERGEN_2012_2]gi]14423933|sp]082803.1|SRPP_HEVB ( 204) 47 22
ALLERGEN_2012_2]gi |4590366 |gb| AAD26547 .1]|AF124824 ( 159) 44 21
ALLERGEN_2012_2]gi]25361513|gb]AAN73248.1] helix- ( 450) 48 23
ALLERGEN_2012_2]gi]218203828|gb|ACK76297.1] Der ¥ ( 279) 46 22
ALLERGEN_2012_2]gi]218203826|gb]ACK76296.1] Der £ ( 279) 46 22
ALLERGEN_2012_2]gi|170743|gb]AAB02788.1] HMW glut ( 815) 50 23
ALLERGEN_2012_2]gi]238477265|gb]ACR43474.1] argin ( 356) 46 22
ALLERGEN_2012_2]gi|897811]|emb]|CAA24933.1] unnamed ( 101) 41 20
ALLERGEN_2012_2]gi]219815476|gb]ACL36923.1] tropo ( 153) 41 20

o
IN
'—\

©COOUADNDMIMN:
NBNR©©ONN®

>>ALLERGEN_2012_2]gi | 22090 |emb|CAA43361.1] HWW glutenin (705 aa)

initn: 37 initl: 37 opt: 61 Z-score: 113.3 bits: 27.4 EQQ: 0.27
Smith-Waterman score: 61; 47.059% identity (47.059% ungapped) in 17 aa overlap
(22-38:117-133)

10 20 30 40
SYHTOH MMAFVGATFLFHYLHNKVTDSWAMESEEVSGYYPLLKSHLC
ALLERG QYEQTVVPPKGGSFYPGETTPLQQLQQV|FWGTSSQTQQé?QﬁSVSSPQQGPYYPGQASP
90 100 110 120 130 140

ALLERG QQPGQGQQPGKWQELGQGQQGYYPTSLHQSGQGQQGYYPSSLQQPGQGQQ IGQGQQGYYP
150 160 170 180 190 200

>>ALLERGEN_2012 2]gi]21779]emb|CAA26847.1] unnamed prote (660 aa)

initn: 36 initl: 36 opt: 60 Z-score: 111.8 bits: 27.0 E(QQ: 0.33
Smith-Waterman score: 60; 47.059% identity (47.059% ungapped) in 17 aa overlap
(22-38:117-133)

10 20 30 40

SYHTOH MMAFVGATFLFHYLHNKVTDSWAMESEEVSGYYPLLKSHLC

ALLERG QYEQTVVPPKGGSFYPGETTPLQQLQQG|FWGTSSQTQééQQﬁSVTsPRQGSYYPGQASP
90 100 110 120 130 140

ALLERG QQPGQGQQPGKWQEPGQGQQWYYPTSLQQPGQGQQ IGKGKQGYYPTSLQQPGQGQQIGQG
150 160 170 180 190 200

>>ALLERGEN_2012_2]gi|21751]emb|CAA31396.1] high molecula (648 aa)

initn: 35 initl: 35 opt: 59 Z-score: 109.9 bits: 26.6 E(Q: 0.41
Smith-Waterman score: 59; 47.059% identity (47.059% ungapped) in 17 aa overlap
(22-38:117-133)

Report Number: SSB-165-12 Page 315 of 417



10 20 30 40
SYHTOH MMAFVGATFLFHYLHNKVTDSWAMESEEVSGYYPLLKSHLC
ALLERG QYEQTVVPPKGGSFYPGETTPLQQLQQGIFWGTSSQTQQéQQﬁGVTSPRQGSYYPGQASP
90 100 110 120 130 140

ALLERG QQPGQGQQPGKWQEPGQGQQWYYPTSLQQPGQGQQIGKGQQGYYPTSLQQPGQGQQGYYP
150 170 180 190 200

>>ALLERGEN_2012_2]gi]14423933]sp|082803.1]SRPP_HEVBR Rec (204 aa)

initn: 38 initl: 38 opt: 47 Z-score: 95.0 bits: 22.2 E(QQ: 2.8
Smith-Waterman score: 47; 29.412% identity (29.412% ungapped) in 34 aa overlap (6-
38:159-192)

10 20 30
SYHTOH MMAEVGATFL FHYLHNKVTDSWAMESEEVSGYYP
ALLERG NLEPKAEQYAVITWRALNKLPLVPQVANVVVPTAVYFSEKYNDVVRGTTEQGYéQééQLP
130 140 150 160 170 180
40

SYHTOH LLKSHLC

ALLERG LLPTEKITKVFGDEAS
190 200

>>ALLERGEN_2012 2] gi|4590366]gb|AAD26547 .1]AF124824 1 ma (159 aa)

initn: 44 initl: 44 opt: 44 Z-score: 91.0 bits: 21.1 EQ: 4.7
Smith-Waterman score: 44; 42.857% identity (42.857% ungapped) in 14 aa overlap
(27-40:138-151)

10 20 30 40
SYHTOH MMAFVGATFLFHYLHNKVTDSWAMESEEVSGYYPLLKSHLC
ALLERG SGSGSIIKSISHYHTKGDVEIKEEHVKAGKékAHGLFKLiéégLKGHPDAYN
110 120 130 140 150

>>ALLERGEN_2012_2]gi | 25361513 gb|AAN73248_1] helix-loop- (450 aa)

initn: 48 initl: 48 opt: 48 Z-score: 90.9 bits: 22.6 EQQ: 4.7
Smith-Waterman score: 48; 63.636% identity (63.636% ungapped) in 11 aa overlap
(11-21:201-211)

10 20 30 40
SYHTOH MMAFVGATFLFHYLHNKVTDSWAMESEEVSGYYPLLKSHL

ALLERG ANQFNFEVPGHMNVSGHPTHLEHSSTNPNSFHYEHNIVSPSSIHPSTAHFDGEVPSQWDD
180 190 200 210 220 230

SYHTOH C

ALLERG SLGHGASTPKVRTPSHHVSSNPWAEINEPTGGDNDNLAPVTRPRKPARARRQKKEPRKLS
240 250 260 270 280 290

>>ALLERGEN_2012_2]gi]218203828]gb]ACK76297.1] Der £ 6 al (279 aa)

initn: 37 initl: 37 opt: 46 Z-score: 90.6 bits: 21.8 EQQ: 4.9
Smith-Waterman score: 46; 55.556% identity (565.556% ungapped) in 9 aa overlap (33-
41:71-79)
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10 20 30 40
SYHTOH AFVGATFLFHYLHNKVTDSWAMESEEVSGYYPLLKSHLC

50 60 70 80 90 100

ALLERG ASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDTIQNDISLLILSKPVVPSTNVQMIE
110 120 130 140 150 160

>>ALLERGEN_2012_2]gi]218203826]gb]ACK76296.1] Der £ 6 al (279 aa)

initn: 37 initl: 37 opt: 46 Z-score: 90.6 bits: 21.8 EQQ: 4.9
Smith-Waterman score: 46; 55.556% identity (565.556% ungapped) in 9 aa overlap (33-
41:71-79)

10 20 30 40
SYHTOH AFVGATFLFHYLHNKVTDSWAMESEEVSGYYPLLKSHLC

50 60 70 80 90 100

ALLERG ASSLSVRYGTNQRTSSSYGDLKVKTIIQHESYDPDTIQNDISLLILSKPVVPSTNVRMIE
110 120 130 140 150 160

>>ALLERGEN_2012_2]gi|170743|gb]AAB02788.1] HMW glutenin (815 aa)

initn: 63 initl: 39 opt: 50 Z-score: 90.3 bits: 23.3 EQQ: 5.1
Smith-Waterman score: 50; 33.333% identity (34.783% ungapped) in 24 aa overlap
(12-34:138-161)

10 20 30 40
SYHTOH MMAEVGATFLFHYLHN—-KVTDSWAMESEEVSGYYPLLKSHL
ALLERG RYYLSVTSPQQVSYYPGQASSQRPGQGOQEYYL TSPOQSGQWQOPGQGOSGYYPTSPOQS
110 120 130 140 150 160
SYHTOH C

ALLERG GQKQPGYYPTSPWQPEQLQQPTQGQQRQQPGQGQQLRQGQQGQQSGQGQPRYYPTSSQQP
170 180 190 200 210 220

>>ALLERGEN_2012_2]gi]238477265]gb]ACR43474.1] arginine k (356 aa)

initn: 31 initl: 31 opt: 46 Z-score: 88.8 bits: 21.8 E(Q: 6.2
Smith-Waterman score: 46; 30.769% identity (32.000% ungapped) in 26 aa overlap
(11-35:145-170)

10 20 30
SYHTOH MMAFVGATFLFHYLHNKVTDSWA-MESEEVSGYYPLLKSH
ALLERG PEGTFVVSTRVRCGRSMEGYPFNPCLTEAQYKEMESKVSSTLSSLEGELKGTYYPLTGMS
120 130 140 150 160 170
40
SYHTOH LC

ALLERG KDVQQKL IDDHFLFKEGDRFLQAANACRYWPAGRG I'YHNDNKTFLVWVNEEDHLR1 ISMQ
180 190 200 210 220 230

>>ALLERGEN_2012_2]gi|897811]emb]|CAA24933.1] unnamed prot (101 aa)

initn: 34 initl: 34 opt: 41 Z-score: 88.5 bits: 20.0 E(QQ: 6.4
Smith-Waterman score: 41; 38.462% identity (38.462% ungapped) in 13 aa overlap
(22-34:12-24)
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10 20 30 40

ALLERG EKLGQGQQPRQWLQPRQGOQGYYPTSPQOSGQGQQLGQGAQGYYPTSPQQ
10 40

20 30

ALLERG SGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ
100

60 70 80 90

50

>>ALLERGEN_2012_2|gi|219815476|gb]ACL36923.1] troponin C (153 aa)

initn: 25 initl: 25 opt: 41 Z-score: 85.3 bits: 20.0 EQ):

9.7

Smith-Waterman score: 41; 23.810% identity (23.810% ungapped) in 21 aa overlap

(14-34:86-106)

10 20

SYHTOH MMAFVGATFLFHYLHNKVTDSWAMESEEVSGYYPLLKSHLC

30

ALLERG EIDADGSGELEFDEFLTLTARFLVEEDTEAMQEELREAFRMYDKEGNGYIﬁTSALREILR

60 70 80 90

ALLERG ALDDKLTEDELDEMIAEIDTDGSGTVDFDEFMEMMTGD
120 130 140 150

41 residues in 1 query sequences
367796 residues in 1603 library sequences
Scomplib [34t11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012

Scan time: 0.010 Display time: 0.010

100

Function used was FASTA [version 3.4tl1l1l Apr 17, 2002]

FASTA searches a protein or DNA sequence data bank

version 3.4tl11 Apr 17, 2002
Please cite:

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

/grid/._qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 40 aa

>SYHTOH2_1_51
vs /data/fasta/ALLERGEN_2012_2 library
searching /data/fasta/ALLERGEN_2012_2 library

367796 residues in 1603 sequences

110

Expectation_n fit: rho(In(x))= 3.9573+/-0.00339; mu= 4.1111+/- 0.177
mean_var=42.0783+/-10.208, 0"s: 12 Z-trim: 12 B-trim: 68 in 2/40

Lambda= 0.1977

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2

join: 36, opt: 24, gap-pen: -12/-2, width: 16
Scan time: 0.010

The best scores are:

ALLERGEN_2012_2|gi|3287877|sp|P81402.1|NLTP1_PRUP
ALLERGEN_2012_2]gi | 83754241 |pdb]2B5S|B Chain B, C
ALLERGEN_2012_2|gi|1311510]gb]AAB36009.1] mAb 8C7
ALLERGEN_2012_ 2]gi|2506771|sp|P16968.2] 1AA1_HORVU
ALLERGEN_2012_2]gi]|313575718|gb|ADR66939.1] non-s
ALLERGEN_2012_ 2]gi ] 288561913 |sp|P85894_1]LTP1_MOR
ALLERGEN_2012_2]gi|5777414]emb]|CAB53458.1] MnSOD
ALLERGEN_2012_2]gi]10862818|emb]CAC13961.1] IgE-b
ALLERGEN_2012_2]gi]|348137|gb]AAA16792.1] superoxi
ALLERGEN_2012_2]gi|313575726|gb]ADR66943.1] non-s
ALLERGEN_2012_2]gi]23894244|emb|CAD23614.1] tri m
ALLERGEN_2012_2]gi|74663809|sp]Q8J077.1]SUB6_TRIS

Report Number: SSB-165-12

¢ 9

48
48
40
49
48
47
50
50
50
47
51
51

opt bits E(1603)
20

20
17
21
20
20
21
21
21
20
21
21
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ALLERGEN_2012_2]gi | 9929163|emb|CAC05258.1] Cup a ( 199) 48 20 9.6

>>ALLERGEN_2012_2]gi|3287877]sp|P81402.1|NLTP1_PRUPE Rec (91 aa)

initn: 44 initl: 44 opt: 48 Z-score: 90.1 bits: 20.1 EQQ: 5.2
Smith-Waterman score: 48; 37.037% identity (41.667% ungapped) in 27 aa overlap (9-
35:4-27)

10 20 30 40

SYHTOH MVNDITNRGH I SCCSWPNLNWSPLRRHGGLV I SACPLQMK

ALLERG ITCGQVSSALAPC I -——PYVRGGGAVPPACCNG I RNVNNLARTTPDRQAACNCLK
10 20 30 40 50

ALLERG QLSASVPGVNPNNAAALPGKCGVHIPYKISASTNCATVK
60 70 80 90

>>ALLERGEN_2012_2]gi 83754241 pdb]2B5S]|B Chain B, Crysta (92 aa)

initn: 44 initl: 44 opt: 48 Z-score: 90.1 bits: 20.1 EQQ: 5.3
Smith-Waterman score: 48; 37.037% identity (41.667% ungapped) in 27 aa overlap (9-
35:5-28)

10 20 30 40
SYHTOH MVNDITNRGHISCCSWPNLNWSPLRRHGGLV ISACPLQMK
ALLERG MITCGQVSSSLAPCI ---PYVRGGGAVPPACCNG IRNVNNLARTTPDRQAACNCLK
10 20 30 40 50

ALLERG QLSASVPGVNPNNAAALPGKCGVSIPYKISASTNCATVK
60 70 80 90

>>ALLERGEN_2012 2]gi]1311510]gb]AAB36009.1] mAb 8C7-reac (15 aa)
initn: 40 initl: 40 opt: 40 Z-score: 88.8 bits: 17.2 E(Q: 6.2
Smith-Waterman score: 40; 55.556% identity (55.556% ungapped) in 9 aa overlap (28-

36:4-12)
10 20 30 40
SYHTOH MVNDITNRGH I SCCSWPNLNWSPLRRHGGLY 1 SACPLQMK
ALLERG APAGGVVVAAMPPPL
10

>>ALLERGEN_2012_2|gi|2506771]sp|P16968.2] 1AA1_HORVU RecN (146 aa)

initn: 30 initl: 30 opt: 49 Z-score: 88.8 bits: 20.5 E(Q: 6.2
Smith-Waterman score: 49; 37.500% identity (42.857% ungapped) in 24 aa overlap
(14-35:20-42)

10 20 30 40
SYHTOH MVND I TNRGH I SCCSWPNLNWS--PLRRHGGLV ISACPLQMK

10 20 30 40 50

ALLERG AAIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTEVMDRAVASLPAVCNQ
60 70 80 90 100 110

>>ALLERGEN_2012_2]gi 313575718 gb|ADR66939.1] non-specif (117 aa)

initn: 44 initl: 44 opt: 48 Z-score: 88.6 bits: 20.2 E(Q: 6.4
Smith-Waterman score: 48; 37.037% identity (41.667% ungapped) in 27 aa overlap (9-
35:30-53)
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10 20 30

SYHTOH MVND I TNRGH I SCCSWPNLNWSPLRRHGGLV 1 SACPLQM
ALLERG MAYSAMTKLALVVALCMVVSVP I AQAITCGQVSSSLAPC I ---PYVRGGGAVPPACCNG
10 20 30 40 50
40
SYHTOH K

ALLERG RNVNNLARTTPDRQAACNCLKQLSASVPGVNPNNAAALPGKCGVSIPYKISASTNCATVK
60 70 80 90 100 110

>>ALLERGEN_2012_2]gi 288561913 |sp|P85894.1|LTP1_MORNI Re (91 aa)

initn: 32 initl: 32 opt: 47 Z-score: 88.6 bits: 19.8 E(QQ: 6.4
Smith-Waterman score: 47; 33.333% identity (37.500% ungapped) in 27 aa overlap (9-
35:4-27)

10 20 30 40
SYHTOH MVNDITNRGHISCCSWPNLNWSPLRRHGGLV ISACPLQMK
ALLERG ITCGQVSSSLAPCINYL---RAGGVVPANCCNGVRSLNNAAKTTADRQAACNCLK
10 20 30 40 50

ALLERG SAFNSIKGLNLNLAAGLPGKCGVSVPYKISPSTDCKSVK
60 70 80 90

>>ALLERGEN_2012_2|gi |5777414]emb|CAB53458.1] MnSOD [Heve (205 aa)

initn: 38 initl: 38 opt: 50 Z-score: 88.3 bits: 20.9 E(Q: 6.6
Smith-Waterman score: 50; 40.909% identity (47.368% ungapped) in 22 aa overlap (9-
29:71-90)

10 20 30
SYHTOH MVND I TNRGH I S-CCSWPNLNWSPLRRHGGLV I SACPL
ALLERG KALEQLNDAIEKGDSAAVVKLQSAIKFNGGGHVNHS I FWKNL --APVREGGGELPHGSLG
50 60 70 80 90
40
SYHTOH QMK

ALLERG WAIDADFGSLEKL IQLMNAEGVALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLV
100 110 120 130 140 150

>>ALLERGEN_2012 2]gi]10862818|emb]|CAC13961.1] IgE-bindin (205 aa)

initn: 38 initl: 38 opt: 50 Z-score: 88.3 bits: 20.9 E(): 6.6
Smith-Waterman score: 50; 40.909% identity (47.368% ungapped) in 22 aa overlap (9-
29:71-90)

10 20 30
SYHTOH MVND I TNRGH1S-CCSWPNLNWSPLRRHGGLV I SACPL
ALLERG KALEQLNDAIEKGDSAAVVKLQSAIKFNGGGHVNHS I FWKNL -~APVREGGGELPHGSLG
50 60 70 80 90
40
SYHTOH QMK

ALLERG WAIDADFGSLEKL IQLMNAEGAALRGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLV
100 110 120 130 140 150

>>ALLERGEN_2012_2]gi]348137|gb|AAA16792.1] superoxide di (233 aa)
initn: 38 initl: 38 opt: 50 Z-score: 87.5 bits: 21.0 EQQ: 7.3
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Smith-Waterman score: 50; 40.909% identity (47.368% ungapped) in 22 aa overlap (9-
29:99-118)

10 20 30
SYHTOH MVND I TNRGH I S-CCSWPNLNWSPLRRHGGLV I SACPL
ALLERG KALEQLNDAIEKGDSAAVVKLQSA IKFNGGGHVNHS I FWKNL -~APVREGGGELPHGSLG
70 80 90 100 110 120
40
SYHTOH QMK

ALLERG WAIDADFGSLEKL IQLMNAEGAALQGSGWVWLALDKELKKLVVETTANQDPLVTKGPTLV
130 140 150 160 170 180

>>ALLERGEN_2012_2]gi 313575726 | gb|ADR66943.1] non-specif (117 aa)

initn: 44 initl: 44 opt: 47 Z-score: 87.1 bits: 19.9 E()Q: 7.8
Smith-Waterman score: 47; 37.037% identity (41.667% ungapped) in 27 aa overlap (9-
35:30-53)

10 20 30
SYHTOH MVND I TNRGH I SCCSWPNLNWSPLRRHGGLV 1 SACPLOM
ALLERG MACSAMTKLALVVALCMVVSVP I AQALTCGQVSSNLAPC I ---PYVRGGGAVPPACCNG
10 20 30 40 50
40
SYHTOH K

ALLERG RNINNLAKTTADRQTACNCLKQLSASVPGVNANNAAALPGKCGVNVPYKISPSTNCATVK
60 70 80 90 100 110

>>ALLERGEN_2012_2]gi 23894244 emb|CAD23614.1] tri m 2 al (404 aa)

initn: 35 initl: 35 opt: 51 Z-score: 85.7 bits: 21.4 E(QQ: 9.3
Smith-Waterman score: 51; 30.000% identity (32.143% ungapped) in 30 aa overlap (1-
28:39-68)

10 20
SYHTOH MVND I TNRGH I SCCSW—--PNLNWSPLRRHG
ALLERG VLAALSAVNGAK I LEAGPHAET IPNKY IVVMKKDVSDEAFSTHTTWLSONLNRRLMRRSG
10 20 30 40 50 60
30 40

SYHTOH GLVISACPLQMK

ALLERG SSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKD ISNHDDVDY IEPDFVVRTSTNGTNLTRQ
70 80 90 100 110 120

>>ALLERGEN_2012_2]gi | 74663809 |sp]Q8J077.1]SUB6_TRISH Rec (405 aa)

initn: 35 initl: 35 opt: 51 Z-score: 85.7 bits: 21.4 E(QQ: 9.3
Smith-Waterman score: 51; 30.000% identity (32.143% ungapped) in 30 aa overlap (1-
28:39-68)

10 20
SYHTOH MVND I TNRGH I SCCSW--PNLNWSPLRRHG

ALLERG VLAALSAVNGAK I LEAGPHAET IPNKY IVVMKKDVSDEAFSTHTTWLSONLNRRLMRRSG
10 20 30 40 50 60
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30 40
SYHTOH GLVISACPLQMK

ALLERG SSKAMAGMQNKYSLGGIFRAYSGEFDDAMIKD ISNHDDVDY IEPDFVVRTSTNGTNLTRQ
70 80 90 100 110 120

>>ALLERGEN_2012_ 2]gi]9929163]emb|CAC05258.1] Cup a 3 pro (199 aa)

initn: 48 initl: 48 opt: 48 Z-score: 85.4 bits: 20.3 EQQ: 9.6
Smith-Waterman score: 48; 25.000% identity (25.000% ungapped) in 24 aa overlap
(13-36:149-172)

10 20 30 40
SYHTOH MVND I TNRGHISCCSWPNLNWSPLRRHGGLV I SACPLQMK
ALLERG KADINAVCPSELKVDGGCNSACNVLQTDQYCCRNAYVNNCPATNYSKIFKNQCPQAYSYA
120 130 140 150 160 170

ALLERG KDDTATFACASGTDYSIVFCP
180 190

40 residues in 1 query  sequences

367796 residues in 1603 library sequences

Scomplib [34tl11]

start: Mon Feb 27 15:13:32 2012 done: Mon Feb 27 15:13:32 2012
Scan time: 0.010 Display time: 0.010

Function used was FASTA [version 3.4tl11 Apr 17, 2002]
FASTA searches a protein or DNA sequence data bank
version 3.4tl11 Apr 17, 2002

Please cite:

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

/grid/.qsub_tmp/1330373600kde_agent/grid_NbCuMBolO: 57 aa
>SYHTOH2_1_52

vs /data/fasta/ALLERGEN_2012 2 library

searching /data/fasta/ALLERGEN_2012_2 library

367796 residues in 1603 sequences

Expectation_n fit: rho(In(x))= 3.5776+/-0.00299; mu= 8.1422+/- 0.157
mean_var=41.7344+/-11.088, 0"s: 12 Z-trim: 13 B-trim: 0 in 0/43
Lambda= 0.1985

FASTA (3.45 Mar 2002) function [optimized, BL50 matrix (15:-5)] ktup: 2
join: 36, opt: 24, gap-pen: -12/-2, width: 16
Scan time: 0.030
The best scores are: opt bits E(1603)
ALLERGEN_2012_2]gi]6136162]sp|P35776.2]VA2_SOLRI ( 119) 60 24 0.91
ALLERGEN_2012_2|gi |2497701|sp|Q28133.1|ALL2_BOVIN ( 172) 55 22 3.2
ALLERGEN_2012_2]gi | 886965]emb|CAA59339.1] low mol ( 261) 56 23 3.5
ALLERGEN_2012_2]gi 94400907 | ref|NP_001035360.1] a ( 92) 52 21 3.7
ALLERGEN_2012 2]gi|88770352|gb]ABD51779.1] allerg ( 94) 52 21 3.8
ALLERGEN_2012_2]gi|170730]gb|AAA34285.1] gamma-gl ( 304) 55 22 4.8
ALLERGEN_2012_ 2]gi 194350817 |gb]JACF53837.1] Bla g ( 190) 50 21 9.2
ALLERGEN_2012_2]gi|886967]emb|CAA59340.1] low mol ( 276) 51 21 9.8

>>ALLERGEN_2012_2]gi]6136162]sp|P35776.2]VA2_SOLRI RecNa (119 aa)

initn: 60 initl: 60 opt: 60 Z-score: 103.8 bits: 23.5 E(Q: 0.91
Smith-Waterman score: 60; 36.000% identity (36.000% ungapped) in 25 aa overlap (7-
31:12-36)
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10 20 30 40 50
SYHTOH MPSTMLVSSCAQCTPGCVSQSLMOPNRWIVWKAYNSNHRLKTLRLHRLKQMCVQC
ALLERG DIEAQRVLRKDIAEéARTLPKéQNéPDDPLARVDQWHCAMSKRGVYDNPDPAVVKEKNSK
10 20 30 40 50 60

SYHTOH GS

ALLERG MCPKI11TDPADVENCKKVVSRCVDRETQRPRSNRQKAINITGCILRAGVVEATVLAREK
70 80 90 100 110

>>ALLERGEN_2012_2]gi|2497701]sp|Q28133.1|ALL2_BOVIN RecN (172 aa)

initn: 29 initl: 29 opt: 55 Z-score: 94.0 bits: 22.2 E(QQ: 3.2
Smith-Waterman score: 55; 27.778% identity (31.915% ungapped) in 54 aa overlap
(10-57:14-66)

10 20 30 40 50

SYHTOH MPSTMLVSSC—AQCTPGCVSQSLMQPNRW—IVWKAYNSNHRL———KTLRLHRLKQM

ALLERG MKAVFLTLLFGLVCTAQETPAEIDPSKI PGEWRIIYAAADNKDKIVEGGPLRNYYRRIE
10 20 30 40 50

SYHTOH CVQ-CGS
ALLERG éiNDCESLSITFYLKDQGTCLLLTEVAKRQEGYVYVLEFYGTNTLEVIHVSENMLVTYVE
60 70 80 90 100 110

>>ALLERGEN_2012_2]gi|886965]emb]|CAA59339.1] low molecula (261 aa)

initn: 44 initl: 44 opt: 56 Z-score: 93.3 bits: 22.7 E(QQ: 3.5
Smith-Waterman score: 56; 27.500% identity (30.556% ungapped) in 40 aa overlap
(12-51:164-199)

10 20 30 40
SYHTOH MPSTMLVSSCAQCTPGCVSQSLMQPNRWIVWKAYNSNHRLK
ALLERG QQPVLPQQQlPSVQPSlLQQLNPCKVFLQQ@&SﬁVAMPééLARSQ--MLWQS--SCHVMQ
140 150 160 170 180
50

SYHTOH TLRLHRLKQUCVQCGS
ALLERG QQCCééLPQIPEQSRYDAIRAIIYSIVLQEQQHGQGLNQPQQQQPQQSVQGVSQPQQQQK
190 200 210 220 230 240

>>ALLERGEN_2012_2]gi 94400907 refINP_001035360.1] allerg (92 aa)

initn: 49 initl: 49 opt: 52 Z-score: 92.8 bits: 21.1 EQQ: 3.7
Smith-Waterman score: 52; 38.889% identity (41.176% ungapped) in 18 aa overlap (2-
18:55-72)

10 20 30
SYHTOH MPSTHLVSSCAQ-CTPGCVSQSLUQPNRWIV
ALLERG FGGFGGLGGRGKCPSNEIFSRCDGRCQRFC&NVVPKPLCIKIéAﬁééVCRLGYLRNKKKV
30 40 50 60 70 80
40 50

SYHTOH WKAYNSNHRLKTLRLHRLKQMCVQCGS

ALLERG CVPRSKCG
90
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>>ALLERGEN_2012_2]gi|88770352]|gb|ABD51779.1] allergen Ap (94 aa)

initn: 49 initl: 49 opt: 52 Z-score: 92.7 bits: 21.1 E(): 3.8
Smith-Waterman score: 52; 38.889% identity (41.176% ungapped) in 18 aa overlap (2-
18:55-72)

10 20 30
SYHTOH MPSTMLVSSCAQ-CTPGCVSQSLMQPNRWIV
ALLERG FGGFGGLGGRGKCPSNE IFSRCDGRCQRFCPNVVPKPLC IK1CAPGCVCRLGYLRNKKKY
30 40 50 60 70 80
40 50

SYHTOH WKAYNSNHRLKTLRLHRLKQMCVQCGS

ALLERG CVPRSKCLPG
90

>>ALLERGEN_2012_2]gi|170730]gb|AAA34285.1] gamma-gliadin (304 aa)

initn: 32 initl: 32 opt: 55 Z-score: 90.9 bits: 22.5 E(): 4.8
Smith-Waterman score: 55; 25.000% identity (27.778% ungapped) in 40 aa overlap
(12-51:141-176)

10 20 30 40
SYHTOH MPSTMLVSSCAQCTPGCVSQSLMQPNRWIVWKAYNSNHRLK
ALLERG QQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMW----QQSSCHVMQ
120 130 140 150 160
50

SYHTOH TLRLHRLKQMCVQCGS
ALLERG QOCCQQLQOIPEQSRYEAIRAIIYSI ILQEQQQGFVOPQQQOPOQSGAGYSQSQQ0S0QQ
170 180 190 200 210 220

>>ALLERGEN_2012_2]gi 194350817 |gb|ACF53837.1] Bla g 4 is (190 aa)

initn: 38 initl: 38 opt: 50 Z-score: 85.7 bits: 20.8 E(QQ: 9.2
Smith-Waterman score: 50; 41.176% identity (41.176% ungapped) in 17 aa overlap
(19-35:51-67)

10 20 30 40
SYHTOH MPSTMLVSSCAQCTPGCVSQSLMQPNRWIVWKAYNSNHRLKTLRLHRL

ALLERG ADEDCFRHESLVPNLDYERFRGMWY IVAGTSEALTQYKCW I DWFSYDDALVSKYTDSKQG
30 40 50 60 70 80

50
SYHTOH KQMCVQCGS

ALLERG NKILIGKIKFEGNKFTIDYDDEGKAFSAPYSVLATDYDNYAIVEGCPAAANGHVIYVQLR
90 100 110 120 130 140

>>ALLERGEN_2012_2]gi 886967 ]emb]|CAA59340.1] low molecula (276 aa)

initn: 44 initl: 44 opt: 51 Z-score: 85.2 bits: 21.3 E(Q: 9.8
Smith-Waterman score: 55; 25.581% identity (35.484% ungapped) in 43 aa overlap
(12-54:179-209)

10 20 30 40
SYHTOH MPSTMLVSSCAQCTPGCVSQSLMQPNRW I VWKAYNSNHRLK

150 160 170 180 190
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50
SYHTOH TLRLHRLKQMCVQCGS

ALLERG --SCHVMQQQCCQQLPRIPEQSRYDAIRAT 1YSIVLQEQQHGQGFNQPQQQQOPQOSVQGY
200 210 220 230 240 250
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APPENDIX C BLAST Toxin Search Alignments

Query

Subject ID

Description

SYHTOH2_| 22

TOXIN_2012_2|gi|90406967|r
efjZP_01215158.1|

putative RTX toxin [Psychromonas sp.
CNPT3] gi|90312009|gb|EAS40103.1]
putative RTX toxin [Psychromonas sp.
CNPT3]

SYHTOH2_|_4

TOXIN_2012_2|gi|157951698|
ref[NP_033910.2]

complement C4-B precursor [Mus musculus]
i|341940526|sp|P01029.3|CO4B_MOUSE
RecName: Full=Complement C4-B; Contains:
RecName: Full=Complement C4 beta chain;
Contains: RecName: Full=Complement C4
alpha chain; Contains: RecName: Full=C4a
anaphylatoxin; Contains: RecName:
Full=Complement C4 gamma chain; Flags:
Precursor

SYHTOH2_|_32

TOXIN_2012_2|gi|157951698|
ref[NP_033910.2]

complement C4-B precursor [Mus musculus]
gi|341940526|sp|P01029.3|CO4B_MOUSE
RecName: Full=Complement C4-B; Contains:
RecName: Full=Complement C4 beta chain;
Contains: RecName: Full=Complement C4
alpha chain; Contains: RecName: Full=C4a
anaphylatoxin; Contains: RecName:
Full=Complement C4 gamma chain; Flags:
Precursor

SYHTOH2_I_30

TOXIN_2012_2|gi[282856127|
ref|ZP_06265411.1|

addiction module toxin, RelE/SthE
[Pyramidobacter piscolens W5455]
gi[282586054|gb|EFB91338.1| addiction
module toxin, RelE/StbE [Pyramidobacter
piscolens W5455]

SYHTOH2_I_15

TOXIN_2012_2|gi[71281801|r
ef|YP_268598.1]

perfringolysin O regulator protein [Colwellia
psychrerythraea 34H]
gi|71147541|gb|AAZ28014.1| perfringolysin
O regulator protein [Colwellia
psychrerythraea 34H]

SYHTOH2_I_10

TOXIN_2012_2|gi[333979976|
reflYP_004517921.1]

beta-lysine N-acetyltransferase
[Desulfotomaculum kuznetsovii DSM 6115]
0i|333823457|gh|AEG16120.1| putative beta-
lysine N-acetyltransferase [Desulfotomaculum
kuznetsovii DSM 6115]

SYHTOH2_I_16

TOXIN_2012_2|gi[333979976|
reflYP_004517921.1|

beta-lysine N-acetyltransferase
[Desulfotomaculum kuznetsovii DSM 6115]
gi|333823457|gb|AEG16120.1| putative beta-
lysine N-acetyltransferase [Desulfotomaculum
kuznetsovii DSM 6115]

SYHTOH2_|_28

TOXIN_2012_2|gi[333979976|
reflYP_004517921.1]

beta-lysine N-acetyltransferase
[Desulfotomaculum kuznetsovii DSM 6115]
0i|333823457|gh|AEG16120.1| putative beta-
lysine N-acetyltransferase [Desulfotomaculum
kuznetsovii DSM 6115]

SYHTOH2_|_38

TOXIN_2012_2|gi[333979976|
reflYP_004517921.1|

beta-lysine N-acetyltransferase
[Desulfotomaculum kuznetsovii DSM 6115]
gi|333823457|gb|AEG16120.1| putative beta-
lysine N-acetyltransferase [Desulfotomaculum
kuznetsovii DSM 6115]
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Query

Subject ID

Description

SYHTOH2_I_10

TOXIN_2012_2|gi[357038678
ref{ZP_09100475.1]

putative beta-lysine N-acetyltransferase
[Desulfotomaculum gibsoniae DSM 7213]
0i|355359470|gh|EHG07232.1| putative beta-
lysine N-acetyltransferase [Desulfotomaculum
gibsoniae DSM 7213]

SYHTOH2_I_11

TOXIN_2012_2|gi[302566051]
pdb[315V|A

Chain A, Crystal Structure Of Beta Toxin
275-280 From Staphylococcus Aureus
gi|302566052|pdb|315V|B Chain B, Crystal
Structure Of Beta Toxin 275-280 From
Staphylococcus Aureus
gi|302566053|pdb[3I15V|C Chain C, Crystal
Structure Of Beta Toxin 275-280 From
Staphylococcus Aureus
gi|302566054|pdb|315V|D Chain D, Crystal
Structure Of Beta Toxin 275-280 From
Staphylococcus Aureus

SYHTOH2_I_16

TOXIN_2012_2|gi[357038678|
ref|ZP_09100475.1|

putative beta-lysine N-acetyltransferase
[Desulfotomaculum gibsoniae DSM 7213]
gi|355359470|gh|EHG07232.1| putative beta-
lysine N-acetyltransferase [Desulfotomaculum
gibsoniae DSM 7213]

SYHTOH2_|_28

TOXIN_2012_2|gi[357038678|
ref|ZP_09100475.1|

putative beta-lysine N-acetyltransferase
[Desulfotomaculum gibsoniae DSM 7213]
gi|355359470|gb|EHG07232.1| putative beta-
lysine N-acetyltransferase [Desulfotomaculum
gibsoniae DSM 7213]

SYHTOH2_|_38

TOXIN_2012_2|gi[357038678
ref{ZP_09100475.1]

putative beta-lysine N-acetyltransferase
[Desulfotomaculum gibsoniae DSM 7213]
0i|355359470|gh|EHG07232.1| putative beta-
lysine N-acetyltransferase [Desulfotomaculum
gibsoniae DSM 7213]

SYHTOH2_|_42

TOXIN_2012_2|gi[302566051]
pdb|315V|A

Chain A, Crystal Structure Of Beta Toxin
275-280 From Staphylococcus Aureus
gi|302566052|pdb|315V|B Chain B, Crystal
Structure Of Beta Toxin 275-280 From
Staphylococcus Aureus
gi|302566053|pdb[3I15V|C Chain C, Crystal
Structure Of Beta Toxin 275-280 From
Staphylococcus Aureus
0i|302566054|pdb|315V|D Chain D, Crystal
Structure Of Beta Toxin 275-280 From
Staphylococcus Aureus

SYHTOH2_I_11

TOXIN_2012_2|gi[300508421]
pdb|3141|A

Chain A, Crystal Structure Of Beta Toxin
From Staphylococcus Aureus F277a, P278a
Mutant gi|300508422|pdb|3141|B Chain B,
Crystal Structure Of Beta Toxin From
Staphylococcus Aureus F277a, P278a Mutant
gi[300508423|pdb|3146]A Chain A, Crystal
Structure Of Beta Toxin From Staphylococcus
Aureus F277a, P278a Mutant With Bound
Calcium lons gi|300508424|pdb|3146|B Chain
B, Crystal Structure Of Beta Toxin From
Staphylococcus Aureus F277a, P278a Mutant
With Bound Calcium lons
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Query Subject ID Description

gi|300508425|pdb|3148|A Chain A, Crystal
Structure Of Beta Toxin From Staphylococcus
Aureus F277a, P278a Mutant With Bound
Magnesium lons gi|300508426|pdb|3148|B
Chain B, Crystal Structure Of Beta Toxin
From Staphylococcus Aureus F277a, P278a
Mutant With Bound Magnesium lons

Chain A, Crystal Structure Of Beta Toxin
From Staphylococcus Aureus F277a, P278a
Mutant gi|300508422|pdb|3141|B Chain B,
Crystal Structure Of Beta Toxin From
Staphylococcus Aureus F277a, P278a Mutant
gi|300508423|pdb|3146|A Chain A, Crystal
Structure Of Beta Toxin From Staphylococcus
Aureus F277a, P278a Mutant With Bound
Calcium lons gi|300508424|pdb|3146|B Chain
B, Crystal Structure Of Beta Toxin From
Staphylococcus Aureus F277a, P278a Mutant
With Bound Calcium lons
gi|300508425|pdb|3148|A Chain A, Crystal
Structure Of Beta Toxin From Staphylococcus
Aureus F277a, P278a Mutant With Bound
Magnesium lons gi|300508426|pdb|3148|B
Chain B, Crystal Structure Of Beta Toxin
From Staphylococcus Aureus F277a, P278a
Mutant With Bound Magnesium lons

TOXIN_2012_2|gi|300508421]|

SYHTOH2_I_42 pdb|3141]A

Chain A, Structure Of Beta Hairpin Deletion
Mutant Of Beta Toxin From Staphylococcus
Aureus gi|320089761|pdb|3K55|B Chain B,
Structure Of Beta Hairpin Deletion Mutant Of
Beta Toxin From Staphylococcus Aureus
gi|320089762|pdb[3K55|C Chain C, Structure
Of Beta Hairpin Deletion Mutant Of Beta
Toxin From Staphylococcus Aureus
gi|320089763|pdb|3K55|D Chain D, Structure
Of Beta Hairpin Deletion Mutant Of Beta
Toxin From Staphylococcus Aureus
gi|320089764|pdb|3K55|E Chain E, Structure
Of Beta Hairpin Deletion Mutant Of Beta
Toxin From Staphylococcus Aureus
gi|320089765|pdb|3K55|F Chain F, Structure
Of Beta Hairpin Deletion Mutant Of Beta
Toxin From Staphylococcus Aureus
gi|320089766|pdb|3K55|G Chain G, Structure
Of Beta Hairpin Deletion Mutant Of Beta
Toxin From Staphylococcus Aureus
gi|320089767|pdb|3K55|H Chain H, Structure
Of Beta Hairpin Deletion Mutant Of Beta
Toxin From Staphylococcus Aureus
gi[320089768|pdb|3K55|I Chain I, Structure
Of Beta Hairpin Deletion Mutant Of Beta
Toxin From Staphylococcus Aureus
gi|320089769|pdb|3K55|J Chain J, Structure
Of Beta Hairpin Deletion Mutant Of Beta
Toxin From Staphylococcus Aureus

TOXIN_2012_2|gi|320089760)

SYHTOH2_| 11 odb[3KEBIA
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Query Subject ID Description

gi|320089770|pdb|3K55|K Chain K, Structure
Of Beta Hairpin Deletion Mutant Of Beta
Toxin From Staphylococcus Aureus
gi|320089771|pdb|3K55|L Chain L, Structure
Of Beta Hairpin Deletion Mutant Of Beta
Toxin From Staphylococcus Aureus
gi[320089772|pdb|3K55|M Chain M, Structure
Of Beta Hairpin Deletion Mutant Of Beta
Toxin From Staphylococcus Aureus
gi|320089773|pdb[3K55|N Chain N, Structure
Of Beta Hairpin Deletion Mutant Of Beta
Toxin From Staphylococcus Aureus
gi|320089774|pdb|3K55|0 Chain O, Structure
Of Beta Hairpin Deletion Mutant Of Beta
Toxin From Staphylococcus Aureus
gi|320089775|pdb|3K55|P Chain P, Structure
Of Beta Hairpin Deletion Mutant Of Beta
Toxin From Staphylococcus Aureus

Chain A, Structure Of Beta Hairpin Deletion
Mutant Of Beta Toxin From Staphylococcus
Aureus gi|320089761|pdb|3K55|B Chain B,
Structure Of Beta Hairpin Deletion Mutant Of
Beta Toxin From Staphylococcus Aureus
gi|320089762|pdb|3K55|C Chain C, Structure
Of Beta Hairpin Deletion Mutant Of Beta
Toxin From Staphylococcus Aureus
gi|320089763|pdb|3K55|D Chain D, Structure
Of Beta Hairpin Deletion Mutant Of Beta
Toxin From Staphylococcus Aureus
gi|320089764|pdb|3K55|E Chain E, Structure
Of Beta Hairpin Deletion Mutant Of Beta
Toxin From Staphylococcus Aureus
gi|320089765|pdb|3K55|F Chain F, Structure
Of Beta Hairpin Deletion Mutant Of Beta
Toxin From Staphylococcus Aureus
gi|320089766|pdb|3K55|G Chain G, Structure
Of Beta Hairpin Deletion Mutant Of Beta
Toxin From Staphylococcus Aureus
gi|320089767|pdb|3K55|H Chain H, Structure
Of Beta Hairpin Deletion Mutant Of Beta
Toxin From Staphylococcus Aureus
gi|320089768|pdb[3K55|I Chain I, Structure
Of Beta Hairpin Deletion Mutant Of Beta
Toxin From Staphylococcus Aureus
gi|320089769|pdb|3K55|J Chain J, Structure
Of Beta Hairpin Deletion Mutant Of Beta
Toxin From Staphylococcus Aureus
gi|320089770|pdb|3K55|K Chain K, Structure
Of Beta Hairpin Deletion Mutant Of Beta
Toxin From Staphylococcus Aureus
gi|320089771|pdb|3K55|L Chain L, Structure
Of Beta Hairpin Deletion Mutant Of Beta
Toxin From Staphylococcus Aureus
gi|320089772|pdb|3K55|M Chain M, Structure
Of Beta Hairpin Deletion Mutant Of Beta

TOXIN_2012_2|gi|320089760)

SYHTOH2_1_42 pdb|3K55|A
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Query Subject ID Description

Toxin From Staphylococcus Aureus
gi|320089773|pdb|3K55|N Chain N, Structure
Of Beta Hairpin Deletion Mutant Of Beta
Toxin From Staphylococcus Aureus
gi|320089774|pdb[3K55|0 Chain O, Structure
Of Beta Hairpin Deletion Mutant Of Beta
Toxin From Staphylococcus Aureus
gi|320089775|pdb|3K55|P Chain P, Structure
Of Beta Hairpin Deletion Mutant Of Beta
Toxin From Staphylococcus Aureus

Ricin B lectin [Streptomyces violaceusniger
TOXIN_2012_2|gi|345014741| | Tu 4113] gi|344041090|gb|AEM86815.1|
reflYP_004817095.1| Ricin B lectin [Streptomyces violaceusniger
Tu 4113]

SYHTOH2_|_11

Ricin B lectin [Streptomyces violaceusniger
TOXIN_2012_2|gi|345014741| | Tu 4113] gi|344041090|gb|AEM86815.1]
reflYP_004817095.1| Ricin B lectin [Streptomyces violaceusniger
Tu 4113]

SYHTOH2_|_42

phospholipase C [Staphylococcus aureus
subsp. aureus COL]
gi|282894608|ref|ZP_06302836.1]
sphingomyelin phosphodiesterase
[Staphylococcus aureus A8117]
gi|130085|sp|P09978.1|PHLC_STAAU
RecName: Full=Phospholipase C; AltName:
Full=Beta-hemolysin; AltName: Full=Beta-
toxin; AltName: Full=Sphingomyelinase;
Short=SMase; Flags: Precursor
0i|61213889|sp|Q5HEIL.1|PHLC_STAAC
RecName: Full=Phospholipase C; AltName:
Full=Beta-hemolysin; AltName: Full=Beta-
toxin; AltName: Full=Sphingomyelinase;
Short=SMase; Flags: Precursor
0i[110815915(|sp|Q2FWP1.2[PHLC_STAAS
RecName: Full=Phospholipase C; AltName:
Full=Beta-hemolysin; AltName: Full=Beta-
toxin; AltName: Full=Sphingomyelinase;
Short=SMase; Flags: Precursor
gij46588|emb|CAA31769.1| unnamed protein
product [Staphylococcus aureus subsp. aureus
COL] gi|57284878|gb|AAW36972.1]
phospholipase C [Staphylococcus aureus
subsp. aureus COL]
0i[269941409|emb|CBI149806.1|
phospholipase C precursor (pseudogene)
[Staphylococcus aureus subsp. aureus TW20]
gi|282763095|gb|EFC03227.1| sphingomyelin
phosphodiesterase [Staphylococcus aureus
A8117] gi|298695279|gb|ADI198501.1]| beta-
hemolysin [Staphylococcus aureus subsp.
aureus ED133] gi[329731457|gbh|EGG67820.1|
sphingomyelin phosphodiesterase
[Staphylococcus aureus subsp. aureus 21193]
0i[365168342|gb|[EHM59689.1]
sphingomyelin phosphodiesterase

TOXIN_2012_2|gi|57650692]r

SYHTOH2_1_11 eflYP_186826.1|
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[Staphylococcus aureus subsp. aureus 21178]
gi|375025481|gh|EHS18885.1| sphingomyelin
phosphodiesterase [Staphylococcus aureus
subsp. aureus 1S-91]

phospholipase C [Staphylococcus aureus
subsp. aureus COL]
gi|282894608|ref|ZP_06302836.1]
sphingomyelin phosphodiesterase
[Staphylococcus aureus A8117]
gi|130085|sp|P09978.1|PHLC_STAAU
RecName: Full=Phospholipase C; AltName:
Full=Beta-hemolysin; AltName: Full=Beta-
toxin; AltName: Full=Sphingomyelinase;
Short=SMase; Flags: Precursor
0i|61213889|sp|Q5HEIL.1|PHLC_STAAC
RecName: Full=Phospholipase C; AltName:
Full=Beta-hemolysin; AltName: Full=Beta-
toxin; AltName: Full=Sphingomyelinase;
Short=SMase; Flags: Precursor
0i[110815915(|sp|Q2FWP1.2[PHLC_STAAS
RecName: Full=Phospholipase C; AltName:
Full=Beta-hemolysin; AltName: Full=Beta-
toxin; AltName: Full=Sphingomyelinase;
Short=SMase; Flags: Precursor
gij46588|emb|CAA31769.1| unnamed protein
product [Staphylococcus aureus subsp. aureus
COL] gi|57284878|gb|AAW36972.1]
phospholipase C [Staphylococcus aureus
subsp. aureus COL]
gi[269941409|emb|CBI149806.1|
phospholipase C precursor (pseudogene)
[Staphylococcus aureus subsp. aureus TW20]
gi|282763095|gb|EFC03227.1| sphingomyelin
phosphodiesterase [Staphylococcus aureus
A8117] gi|298695279|gb|ADI198501.1] beta-
hemolysin [Staphylococcus aureus subsp.
aureus ED133] gi|329731457|gh|EGG67820.1]
sphingomyelin phosphodiesterase
[Staphylococcus aureus subsp. aureus 21193]
gi|365168342|gb|[EHM59689.1]
sphingomyelin phosphodiesterase
[Staphylococcus aureus subsp. aureus 21178]
gi|375025481|gb|EHS18885.1| sphingomyelin
phosphodiesterase [Staphylococcus aureus
subsp. aureus 1S-91]

TOXIN_2012_2|gi|57650692]r

SYHTOH2_1_42 eflYP_186826.1]

Pertussis toxin subunit 1 [Sanguibacter
keddieii DSM 10542]
0i|]269099028|gh|ACZ23464.1| Pertussis
toxin, subunit 1 [Sanguibacter keddieii DSM
10542]

TOXIN_2012_2|gi[269796843|

SYHTOHZ_I_10 ref|YP_003316298.1|

Pertussis toxin subunit 1 [Sanguibacter
keddieii DSM 10542]
0i|]269099028|gh|ACZ23464.1| Pertussis
toxin, subunit 1 [Sanguibacter keddieii DSM
10542]

TOXIN_2012_2|gi[269796843|

SYHTOHZ_LL16 | \ofivp 003316298.1]
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SYHTOH2_|_28

TOXIN_2012_2|gi[269796843|
ref|YP_003316298.1|

Pertussis toxin subunit 1 [Sanguibacter
keddieii DSM 10542]
0i|]269099028|gh|ACZ23464.1| Pertussis
toxin, subunit 1 [Sanguibacter keddieii DSM
10542]

SYHTOH2_|_38

TOXIN_2012_2|gi[269796843]
reflYP_003316298.1|

Pertussis toxin subunit 1 [Sanguibacter
keddieii DSM 10542]
gi|]269099028|gb|ACZ23464.1| Pertussis
toxin, subunit 1 [Sanguibacter keddieii DSM
10542]

SYHTOH2_|_18

TOXIN_2012_2|gi[23015941r
ef[ZP_00055704.1|

COG2931: RTX toxins and related Ca2+-
binding proteins [Magnetospirillum
magnetotacticum MS-1]

SYHTOH2_1_36

TOXIN_2012_2|gi[23015941|r
ef(ZP_00055704.1

COG2931: RTX toxins and related Ca2+-
binding proteins [Magnetospirillum
magnetotacticum MS-1]

SYHTOH2_|_47

TOXIN_2012_2|gi|170022729)
reflYP_001719234.1|

virulence plasmid 65kDa B protein [Yersinia
pseudotuberculosis YPIII]
0i|149211827|gh|ABR22251.1| toxin complex
subunit TcaC [Yersinia pseudotuberculosis]
0i|169749263|gb|ACA66781.1| virulence
plasmid 65kDa B protein [Yersinia
pseudotuberculosis YPIII]

SYHTOH2_|_14

TOXIN_2012_2|gi[374599467|
ref|ZP_09672469.1|

toxic anion resistance family protein
[Myroides odoratus DSM 2801]
gi|373910937|gb|EHQ42786.1| toxic anion
resistance family protein [Myroides odoratus
DSM 2801]

SYHTOH2_|_18

TOXIN_2012_2|gi[23015941|r
ef(ZP_00055704.1

COG2931: RTX toxins and related Ca2+-
binding proteins [Magnetospirillum
magnetotacticum MS-1]

SYHTOH2_1_36

TOXIN_2012_2|gi[23015941|r
ef(ZP_00055704.1

COG2931: RTX toxins and related Ca2+-
binding proteins [Magnetospirillum
magnetotacticum MS-1]

SYHTOH2_I_4

TOXIN_2012_2|gi[29337194s
p|P08649.3|CO4_RAT

RecName: Full=Complement C4; Contains:
RecName: Full=Complement C4 beta chain;
Contains: RecName: Full=Complement C4
alpha chain; Contains: RecName: Full=C4a
anaphylatoxin; Contains: RecName:
Full=Complement C4 gamma chain; Flags:
Precursor gi|25244410|gb|AAN72415.1|
complement component C4 [Rattus
norvegicus]

SYHTOH2_|_32

TOXIN_2012_2|gi[29337194s
p|P08649.3|CO4_RAT

RecName: Full=Complement C4; Contains:
RecName: Full=Complement C4 beta chain;
Contains: RecName: Full=Complement C4
alpha chain; Contains: RecName: Full=C4a
anaphylatoxin; Contains: RecName:
Full=Complement C4 gamma chain; Flags:
Precursor gi|25244410|gb|AAN72415.1|
complement component C4 [Rattus
norvegicus]

SYHTOH2_|_31

TOXIN_2012_2|gi[347602872]
gh[EGY27821.1]

RTX toxin [Candidatus Regiella insecticola
R5.15]
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SYHTOH?2 | 4 TOXIN_2012_2|gi|317025490| | toxin biosynthesis protein [Aspergillus niger
—= reflXP_001389187.2] CBS 513.88]
. putative RTX toxin [Vibrio shilonii AK1]
SYHTOH2 | 22 | TOXIN_2012 2(gil149190738] | .1 sgaa5394i0h|EDL52365.1] putative RTX
reflZP_01869004.1| - -
toxin [Vibrio shilonii AK1]
. C0OG2931: RTX toxins and related Ca2+-
SYHTOH2_1_26 TOXIN_2012_2]gi[23015941|r binding proteins [Magnetospirillum
ef|ZP_00055704.1] )
magnetotacticum MS-1]
TOXIN_2012_2|gi|317025490| | toxin biosynthesis protein [Aspergillus niger
SYHTOHZ_I 32 ref|XP_001389187.2] CBS 513.88]
. COG2931: RTX toxins and related Ca2+-
SYHTOH2_1_44 TOXIN_2012_2]gi[23015941|r binding proteins [Magnetospirillum
ef|ZP_00055704.1] )
magnetotacticum MS-1]
putative RTX toxin [Clavibacter
michiganensis subsp. michiganensis NCPPB
SYHTOH2 | 10 TOXIN_2012_2|gi|148273353| | 382] gi|147831283|emb|CAN02239.1|

- = reflYP_001222914.1| putative RTX toxin [Clavibacter
michiganensis subsp. michiganensis NCPPB
382]
putative RTX toxin [Clavibacter
michiganensis subsp. michiganensis NCPPB

SYHTOH2 | 16 TOXIN_2012_2|gi|148273353| | 382] gi|147831283|emb|CAN02239.1]

—= reflYP_001222914.1| putative RTX toxin [Clavibacter
michiganensis subsp. michiganensis NCPPB
382]
putative RTX toxin [Clavibacter
michiganensis subsp. michiganensis NCPPB

SYHTOH2 | 28 TOXIN_2012_2|gi|148273353| | 382] gi|147831283|emb|CAN02239.1]

—= reflYP_001222914.1| putative RTX toxin [Clavibacter
michiganensis subsp. michiganensis NCPPB
382]
putative RTX toxin [Clavibacter
michiganensis subsp. michiganensis NCPPB

SYHTOH2 | 38 TOXIN_2012_2|gi|148273353| | 382] gi|147831283|emb|CAN02239.1|

- = reflYP_001222914.1| putative RTX toxin [Clavibacter
michiganensis subsp. michiganensis NCPPB
382]
unnamed protein product [Shewanella

SYHTOH? | 1 TOXIN_2012_2|gi|212637285| | piezotolerans WP3]

—= reflYP_002313810.1] gi[212558769|gb|ACJ31223.1| RTX toxin,
putative [Shewanella piezotolerans WP3]
unnamed protein product [Shewanella

SYHTOH2 | 35 TOXIN_2012_2|gi|212637285| | piezotolerans WP3]

—= reflYP_002313810.1| gi[212558769|gb|ACJ31223.1| RTX toxin,

putative [Shewanella piezotolerans WP3]
. C0OG2931: RTX toxins and related Ca2+-
SYHTOH2_1 26 TOXIN_2012_2]gi[23015941|r binding proteins [Magnetospirillum
ef|ZP_00055704.1| )
magnetotacticum MS-1]
. C0OG2931: RTX toxins and related Ca2+-
SYHTOH2_| 44 TOXIN_2012_2]gi[23015941|r binding proteins [Magnetospirillum
ef|ZP_00055704.1| )
magnetotacticum MS-1]
. unnamed protein product [Vibrio sp. EJY3]
SYHTOH2_I_1 TOXIN_2012_2gi[375262803] 0i[369844458|gb|AEX25286.1| RT X toxin

reflYP_005025033.1|

[Vibrio sp. EJY3]
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SYHTOH2_I_35

TOXIN_2012_2|gi|375262803|
ref|YP_005025033.1|

unnamed protein product [Vibrio sp. EJY3]
gi[369844458|gh|AEX25286.1| RT X toxin
[Vibrio sp. EJY3]

SYHTOH2_|_4

TOXIN_2012_2|gi[238492287|
ref[XP_002377380.1|

MFS gliotoxin efflux transporter GliA
[Aspergillus flavus NRRL3357]
gi[220695874|gb|EED52216.1| MFS gliotoxin
efflux transporter GliA [Aspergillus flavus
NRRL3357]

SYHTOH2_|_32

TOXIN_2012_2|gi[238492287|
ref]XP_002377380.1|

MFS gliotoxin efflux transporter GliA
[Aspergillus flavus NRRL3357]
gi[220695874|gb|EED52216.1| MFS gliotoxin
efflux transporter GliA [Aspergillus flavus
NRRL3357]

SYHTOH2_|_4

TOXIN_2012_2|gi[358367040)
dbj|GAAS3660.1]

toxin biosynthesis protein [Aspergillus
kawachii IFO 4308]

SYHTOH2_|_32

TOXIN_2012_2|gi[358367040)
dbj|GAAS3660.1]

toxin biosynthesis protein [Aspergillus
kawachii IFO 4308]

SYHTOH2_I_23

TOXIN_2012_2|gi[326664496)
ref|XP_001920822.3]

PREDICTED: neoverrucotoxin subunit beta
[Danio rerio]

SYHTOH2_I_15

TOXIN_2012_2|gi|52140196]r
ef|YP_086635.1]

membrane protein; regulatory protein
[Bacillus cereus E33L]
gi|196036525|ref|ZP_03103920.1| membrane
protein PfoR [Bacillus cereus W]
0i|196040980|ref|ZP_03108277.1] membrane
protein PfoR [Bacillus cereus NVH0597-99]
0i|196045481|ref|ZP_03112712.1] membrane
protein PfoR [Bacillus cereus 03BB108]
0i|218906545|ref|YP_002454379.1|
membrane protein PfoR [Bacillus cereus
AHB820] gi|225867349|ref|YP_002752727.1]
membrane protein PfoR [Bacillus cereus
03BB102] gi|228917980|ref|ZP_04081512.1|
Transcriptional regulator pfoR [Bacillus
thuringiensis serovar pulsiensis BGSC 4CC1]
gi[228936653|ref|ZP_04099446.1]
Transcriptional regulator pfoR [Bacillus
thuringiensis serovar andalousiensis BGSC
4AW1] gi|228949092|ref|ZP_04111362.1]
Transcriptional regulator pfoR [Bacillus
thuringiensis serovar monterrey BGSC 4AJ1]
gi|229187595|ref|ZP_04314733.1]
Transcriptional regulator pfoR [Bacillus
cereus BGSC 6E1]
gi|301056836|ref|YP_003795047.1| unnamed
protein product [Bacillus cereus biovar
anthracis str. Cl]
gi|51973665|gb|JAAU15215.1] membrane
protein; possible regulatory protein [Bacillus
cereus E33L] gi|195990858|gb|[EDX54831.1|
membrane protein PfoR [Bacillus cereus W]
gi|196023688|gb|EDX62364.1| membrane
protein PfoR [Bacillus cereus 03BB108]
gi|196028148|gh|EDX66758.1| membrane
protein PfoR [Bacillus cereus NVH0597-99]
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0i|218535498|gh|ACK87896.1| membrane
protein PfoR [Bacillus cereus AH820]
0i|]225790834|gh|ACO31051.1| membrane
protein PfoR [Bacillus cereus 03BB102]
gi|228595847|gb|EEK53529.1| Transcriptional
regulator pfoR [Bacillus cereus BGSC 6E1]
0i[228810533|gh|EEM56884.1]
Transcriptional regulator pfoR [Bacillus
thuringiensis serovar monterrey BGSC 4AJ1]
gi[228822992|gbh|EEM68831.1]
Transcriptional regulator pfoR [Bacillus
thuringiensis serovar andalousiensis BGSC
4AW1] gi|228841645|gb|[EEM86757.1]
Transcriptional regulator pfoR [Bacillus
thuringiensis serovar pulsiensis BGSC 4CC1]
gi|300379005|gb|ADK07909.1| putative
membrane protein [Bacillus cereus biovar
anthracis str. Cl]
gi|364515083|ghb|AEW58482.1| Perfringolysin
O regulator protein PfoR [Bacillus cereus
F837/76]

SYHTOH2_|_4

TOXIN_2012_2|gi[315081364]
gh|EFT53340.1]

toxin secretion/phage lysis holin
[Propionibacterium acnes HLO78PAL1]

SYHTOH2_|_32

TOXIN_2012_2|gi[315081364]
gb|EFT53340.1]

toxin secretion/phage lysis holin
[Propionibacterium acnes HLO78PAL1]

SYHTOH2_|_4

TOXIN_2012_2|gi[335050940)
ref{ZP_08543885.1|

toxin secretion/phage lysis holin
[Propionibacterium sp. 409-HC1]
0i|342212266|ref|ZP_08704991.1| transporter,
SSS family [Propionibacterium sp. CC003-
HC2] gi|313794187|gb|EFS42207.1] toxin
secretion/phage lysis holin
[Propionibacterium acnes HL110PA1]
gi[313839161|gh|EFS76875.1] toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO86PAL1]
gi|314963843|gb|EFT07943.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO82PA1]
gi|315078326|gb|EFT50365.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO53PA2]
gi[327455936|gb|EGF02591.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HL092PA1]
gi[333768512|gh|EGL45694.1] toxin
secretion/phage lysis holin
[Propionibacterium sp. 409-HC1]
gi|340767810|gh|EGR90335.1| transporter,
SSS family [Propionibacterium sp. CC003-
HC2]

SYHTOH2_|_4

TOXIN_2012_2|gi[313812423|
gb|EFS50137.1]

toxin secretion/phage lysis holin
[Propionibacterium acnes HL025PA1]

SYHTOH2_|_32

TOXIN_2012_2|gi[335050940)
ref{ZP_08543885.1|

toxin secretion/phage lysis holin
[Propionibacterium sp. 409-HC1]
gi|342212266|ref|ZP_08704991.1| transporter,
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SSS family [Propionibacterium sp. CC003-
HC2] gi|313794187|gb|EFS42207.1] toxin
secretion/phage lysis holin
[Propionibacterium acnes HL110PA1]
gi|313839161|gb|EFS76875.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO86PAL1]
0i[314963843|gb|EFT07943.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO82PA1]
gi|315078326|gb|EFT50365.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO53PA2]
gi|327455936|gb|EGF02591.1] toxin
secretion/phage lysis holin
[Propionibacterium acnes HL092PA1]
gi[333768512|gh|EGL45694.1] toxin
secretion/phage lysis holin
[Propionibacterium sp. 409-HC1]
gi|340767810|gh|EGR90335.1| transporter,
SSS family [Propionibacterium sp. CC003-
HC2]

TOXIN_2012_2|gi|313812423| | toxin secretion/phage lysis holin

SYHTOH?_I 32 gb|EFS50137.1] [Propionibacterium acnes HL025PA1]

TOXIN_2012_2|gi|327450317| | toxin secretion/phage lysis holin

SYHTOHZ_1 4 gb|[EGE96971.1] [Propionibacterium acnes HL013PA2]

toxin secretion/phage lysis holin
[Propionibacterium acnes SK187]
0i|289427915|ref|ZP_06429619.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes J165]
gi[295131714|ref|YP_003582377.1] toxin
secretion/phage lysis holin
[Propionibacterium acnes SK137]
gi[335055081|ref|ZP_08547872.1| toxin
secretion/phage lysis holin
[Propionibacterium sp. 434-HC2]
0i[365963814|ref|YP_004945380.1| unnamed
protein product [Propionibacterium acnes
TypelA2 P.acn31]
0i[365966054|ref|YP_004947619.1| unnamed
protein product [Propionibacterium acnes
TypelA2 P.acnl7]
gi|365974993|ref|YP_004956552.1] unnamed
protein product [Propionibacterium acnes
TypelA2 P.acn33]
0i|289153627|gb|EFD02341.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes SK187]
0i[289158798|gb|EFD06998.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes J165]
gi[291375283|gbh|ADD99137.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes SK137]

TOXIN_2012_2|gi[289426084|

SYHTOHZ_I_4 ref{ZP_06427831.1]
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gi|313765210|gb|EFS36574.1] toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO13PA1]
0i|313771631|gb|EFS37597.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO74PA1]
gi[313808642|gh|EFS47102.1] toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO87PA2]
gi[313810645|gh|EFS48359.1] toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO83PA1]
gi|313817068|gb|EFS54782.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO59PA1]
0i|313819118|gb|EFS56832.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HL046PA2]
gi|313821169|gh|EFS58883.1] toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO36PA1]
gi|313823846|gb|EFS61560.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO36PA2]
gi|313826948|gb|EFS64662.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO63PAL1]
gi[313829213|gh|EFS66927.1] toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO63PA2]
0i|313831458|gh|EFS69172.1] toxin
secretion/phage lysis holin
[Propionibacterium acnes HLOO7PAL1]
gi|313834108|gb|EFS71822.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO56PA1]
gi[314916787|gb|EFS80618.1] toxin
secretion/phage lysis holin
[Propionibacterium acnes HLOO5PAA4]
0i|314919058|gb|EFS82889.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO50PA1]
0i|314921100|gb|EFS84931.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO50PA3]
0i|314926186|gh|EFS90017.1] toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO36PA3]
gi[314931365|gh|EFS95196.1] toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO67PA1]
gi|314956221|gb|EFT00593.1]| toxin
secretion/phage lysis holin
[Propionibacterium acnes HL027PA1]
gi|314958716|gb|EFT02818.1] toxin
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secretion/phage lysis holin
[Propionibacterium acnes HLO02PA1]
0i|314961023|gb|EFT05124.1] toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO02PAZ2]
0i[314968848|gb|EFT12946.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO37PA1]
gi[314974848|gb|EFT18943.1| toxin
secretion/phage lysis holin
[Propionibacterium aches HLO53PA1]
gi|314977825|gb|EFT21919.1] toxin
secretion/phage lysis holin
[Propionibacterium aches HLO45PA1]
gi|314979020|gb|EFT23114.1] toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO72PA2]
0i|314984529|gb|EFT28621.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLOO5PA1]
gi[314986006|gb|EFT30098.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLOO5PAZ2]
gi|314989309|gb|EFT33400.1] toxin
secretion/phage lysis holin
[Propionibacterium acnes HLOO5PA3]
gi|315084996|gb|EFT56972.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO27PA2]
gi|315087526|gb|EFT59502.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO02PA3]
gi|315089567|gb|EFT61543.1] toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO72PA1]
gi|315095673|gb|EFT67649.1]| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO38PA1]
gi[315100002|gb|EFT71978.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO59PAZ2]
0i|315102838|gb|EFT74814.1] toxin
secretion/phage lysis holin
[Propionibacterium aches HLO46PA1]
gi[315106633|gb|EFT78609.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO30PA1]
gi|315110565|gb|EFT82541.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO30PAZ2]
gi|327325857|gh|EGE67648.1| sodium:solute
symporter [Propionibacterium acnes
HLO96PA3] gi|327332953|gb|[EGE74685.1]
sodium:solute symporter [Propionibacterium
acnes HLO96PA?]
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0i|327448659|gh|EGE95313.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HL043PA1]
gi|327451116|gb|EGE97770.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO43PAZ2]
gi[327455475|gb|EGF02130.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO87PA3]
0i[327457616|gb|EGF04271.1 toxin
secretion/phage lysis holin
[Propionibacterium aches HLO83PA2]
gi|328756865|gb|EGF70481.1| toxin
secretion/phage lysis holin
[Propionibacterium aches HLO87PA1]
gi|328757750|gb|EGF71366.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO20PA1]
gi[328759480|gb|EGF73096.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO25PA2]
gi|328761925|gb|EGF75434.1| sodium:solute
symporter [Propionibacterium acnes
HLO99PA1] gi|333762917|gb|EGL40399.1]
toxin secretion/phage lysis holin
[Propionibacterium sp. 434-HC2]
gi|335278595|gb|AEH30500.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes 6609]
gi|340769716|gh|EGR92238.1| transporter,
SSS family [Propionibacterium acnes SK182]
g0i|365740495|gb|AEW84697.1] toxin
secretion/phage lysis holin
[Propionibacterium acnes Typel A2 P.acn31]
gi|365742735|gb|AEW82429.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes TypelA2 P.acn17]
gi[365744992|gb|AEW80189.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes TypelA2 P.acn33]

TOXIN_2012_2|gi|327450317| | toxin secretion/phage lysis holin

SYHTOH2_I 32 gb|[EGE96971.1] [Propionibacterium acnes HLO13PAZ?2]

toxin secretion/phage lysis holin
[Propionibacterium acnes SK187]
gi[289427915|ref|ZP_06429619.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes J165]
gi[295131714|ref|YP_003582377.1] toxin
secretion/phage lysis holin
[Propionibacterium acnes SK137]
gi[335055081|ref|ZP_08547872.1| toxin
secretion/phage lysis holin
[Propionibacterium sp. 434-HC2]
gi|365963814|ref|YP_004945380.1] unnamed
protein product [Propionibacterium acnes

TOXIN_2012_2|gi[289426084|

SYHTOHZ_I 32 ref{ZP_06427831.1]
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TypelA2 P.acn31]
0i|365966054|ref|YP_004947619.1| unnamed
protein product [Propionibacterium acnes
TypelA2 P.acnl7]
0i[365974993|ref|YP_004956552.1| unnamed
protein product [Propionibacterium acnes
TypelA2 P.acn33]
gi[289153627|gb|EFD02341.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes SK187]
0i|289158798|gb|EFD06998.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes J165]
gi|291375283|gb|ADD99137.1] toxin
secretion/phage lysis holin
[Propionibacterium acnes SK137]
gi|313765210|gh|EFS36574.1] toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO13PA1]
gi|313771631|gh|EFS37597.1] toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO74PA1]
gi|313808642|gb|EFS47102.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO87PA2]
gi|313810645|gb|EFS48359.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO83PAL1]
gi[313817068|gh|EFS54782.1] toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO59PAL1]
0i|313819118|gh|EFS56832.1] toxin
secretion/phage lysis holin
[Propionibacterium acnes HL046PA2]
gi|313821169|gb|EFS58883.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO36PA1]
0i[313823846|gh|EFS61560.1]| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO36PA2]
0i|313826948|gb|EFS64662.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO63PA1]
0i|313829213|gb|EFS66927.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO63PA2]
gi[313831458|gh|EFS69172.1] toxin
secretion/phage lysis holin
[Propionibacterium acnes HLOO7PA1]
gi|313834108|gh|EFS71822.1] toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO56PA1]
gi|314916787|gb|EFS80618.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLOO5PAA4]
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0i[314919058|gh|EFS82889.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO50PA1]
0i|314921100|gb|EFS84931.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO50PA3]
gi[314926186|gh|EFS90017.1] toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO36PA3]
gi[314931365|gh|EFS95196.1] toxin
secretion/phage lysis holin
[Propionibacterium aches HLO67PA1]
gi|314956221|gb|EFT00593.1] toxin
secretion/phage lysis holin
[Propionibacterium aches HLO27PA1]
gi|314958716|gb|EFT02818.1]| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO02PA1]
0i|314961023|gb|EFT05124.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO02PAZ2]
gi|314968848|gb|EFT12946.1] toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO37PA1]
gi|314974848|gb|EFT18943.1] toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO53PA1]
gi|314977825|gb|EFT21919.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO45PA1]
gi|314979020|gb|EFT23114.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO72PA2]
gi|314984529|gb|EFT28621.1]| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLOO5PA1]
gi[314986006|gb|EFT30098.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLOO5PAZ2]
0i|314989309|gb|EFT33400.1] toxin
secretion/phage lysis holin
[Propionibacterium aches HLOO5PA3]
gi|315084996|gb|EFT56972.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO27PA2]
gi|315087526|gb|EFT59502.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO02PAZ3]
gi|315089567|gb|EFT61543.1| toxin
secretion/phage lysis holin
[Propionibacterium aches HLO72PA1]
gi|315095673|gb|EFT67649.1| toxin
secretion/phage lysis holin
[Propionibacterium aches HLO38PA1]
gi|315100002|gb|EFT71978.1] toxin
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Query Subject ID Description
secretion/phage lysis holin
[Propionibacterium acnes HLO59PA2]
0i|315102838|gb|EFT74814.1] toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO46PA1]
gi[315106633|gb|EFT78609.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO30PAL1]
gi[315110565|gb|EFT82541.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO30PA2]
gi|327325857|gh|EGE67648.1| sodium:solute
symporter [Propionibacterium acnes
HLO96PA3] gi|327332953|gb|EGE74685.1]
sodium:solute symporter [Propionibacterium
acnes HLO96PA2]
gi[327448659|gb|EGE95313.1] toxin
secretion/phage lysis holin
[Propionibacterium acnes HL043PA1]
gi|327451116|gb|EGE97770.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HL043PA2]
gi|327455475|gb|EGF02130.1] toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO87PA3]
gi|327457616|gb|EGF04271.1] toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO83PA2]
gi|328756865|gb|EGF70481.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO87PAL1]
gi|328757750|gh|EGF71366.1]| toxin
secretion/phage lysis holin
[Propionibacterium acnes HL020PA1]
gi|328759480|gb|EGF73096.1] toxin
secretion/phage lysis holin
[Propionibacterium acnes HLO25PA2]
gi|328761925|gb|EGF75434.1| sodium:solute
symporter [Propionibacterium acnes
HLO99PA1] gi|333762917|gb|EGL40399.1]
toxin secretion/phage lysis holin
[Propionibacterium sp. 434-HC2]
gi|335278595|gb|AEH30500.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes 6609]
gi|340769716|gh|EGR92238.1| transporter,
SSS family [Propionibacterium acnes SK182]
gi[365740495|gb|AEW84697.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes TypelA2 P.acn31]
gi|365742735|gb|AEW82429.1| toxin
secretion/phage lysis holin
[Propionibacterium acnes TypelA2 P.acnl7]
gi|365744992|gb|AEW80189.1| toxin
secretion/phage lysis holin
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Query Subject ID

Description

[Propionibacterium acnes TypelA2 P.acn33]

Query= SYHTOH2_1_1
(115 letters)

Database: TOXIN_2012 2

23,302 sequences; 7,243,252 total letters

Searching. ... ..o

Sequences producing significant alignments:

TOXIN_2012_2]gi]212637285]|ref|YP_002313810.1] unnamed protein pr...
TOXIN_2012_2]gi|375262803 | ref]|YP_005025033.1] unnamed protein pr...

>TOXIN_2012_2|gi|212637285] ref|YP_002313810.

Score E
(bits) Vvalue

1] unnamed protein

product [Shewanella piezotolerans WP3]
gi]212558769]|gb|ACJ31223.1] RTX toxin, putative

[Shewanella piezotolerans WP3]
Length = 744

Score = 25.0 bits (53), Expect = 5.6, Method: Composition-based stats.

Identities = 9/32 (28%), Positives 17/32

(53%)

Query: 8  ATGFNLKKLYCQMFERSGKFGDLELDSYLGNW 39

A G+ ++ ++ G+HFG L +D G W

Sbjct: 315 AQGYHSAQINWSINQSQGQFGSLNIDPVTGQW 346

STOXIN_2012_2]gi | 375262803 ref| YP_005025033.

1] unnamed protein

product [Vibrio sp. EJY3] gi]369844458|gb|AEX25286.1]

RTX toxin [Vibrio sp. EJY3]
Length = 3043

Score = 25.0 bits (63), Expect = 5.9, Method: Composition-based stats.

Identities = 8/17 (47%), Positives 12717
Query: 23 RSGKFGDLELDSYLGNW 39

+ G +G+L LDS+ G W
Sbjct: 248 KGGHYGELTLDSHSGEW 264

Database: TOXIN_2012_ 2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.323 0.134 0.477
Gapped
Lambda K H

0.267 0.0410 0.140
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Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 1,525,158

Number of extensions: 50998

Number of successful extensions: 90
Number of sequences better than 10.0: 2
Number of HSP"s gapped: 90

Number of HSP"s successfully gapped: 2
Length of query: 115

Length of database: 7,243,252

Length adjustment: 81

Effective length of query: 34

Effective length of database: 5,355,790
Effective search space: 182096860
Effective search space used: 182096860
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 16 ( 7.5 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 40 (21.6 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F._,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_1_2
(31 letters)

Database: TOXIN_2012 2
23,302 sequences; 7,243,252 total letters

SearChing . . o .o aeiaaaan done

Database: TOXIN_2012 2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.325 0.141 0.534
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62
Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302
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Number of Hits to DB: 539,802

Number of extensions: 10564

Number of successful extensions: 55
Number of sequences better than 10.0: 0O
Number of HSP"s gapped: 55

Number of HSP"s successfully gapped: 0
Length of query: 31

Length of database: 7,243,252

Length adjustment: 6

Effective length of query: 25
Effective length of database: 7,103,440
Effective search space: 177586000
Effective search space used: 177586000
Neighboring words threshold: 11
Window for multiple hits: 40

X1: 15 ( 7.0 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 40 (21.6 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F._,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOHZ2_1_3
(31 letters)

Database: TOXIN_2012 2
23,302 sequences; 7,243,252 total letters

SearChiNg. . oo e e e e e e e e e aaaaaaaan done
Database: TOXIN_2012 2
Posted date: Feb 22, 2012 11:49 AM

Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.319 0.138 0.491
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 477,123

Number of extensions: 6978

Number of successful extensions: 5
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Number of sequences better than 10.0: 0
Number of HSP"s gapped: 5

Number of HSP"s successfully gapped: 0O
Length of query: 31

Length of database: 7,243,252

Length adjustment: 6

Effective length of query: 25

Effective length of database: 7,103,440
Effective search space: 177586000
Effective search space used: 177586000
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 16 ( 7.4 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 41 (21.7 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
“"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F._,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices™, FEBS J. 272:5101-5109.

Query= SYHTOH2_1_4
(121 letters)

Database: TOXIN_2012_2
23,302 sequences; 7,243,252 total letters

SearChinNg. oo e e e e e ca e e aaaaaaaan done
Score E

Sequences producing significant alignments: (bits) Value
TOXIN_2012_2]gi]157951698 | ref|NP_033910.2] complement C4-B precu... 27 1.7
TOXIN_2012_2]gi |29337194|sp|P08649.3|C04_RAT RecName: Full=Compl... 25 4.5
TOXIN_2012_2]gi]|317025490]| ref|XP_001389187.2] toxin biosynthesis... 25 5.4
TOXIN_2012_2]gi | 238492287 | ref|XP_002377380.1] MFS gliotoxin effl._. 25 6.8
TOXIN_2012_2]gi]358367040]|dbj | GAA83660.1] toxin biosynthesis pro... 25 7.5
TOXIN_2012_2]gi]315081364|gb|EFT53340.1] toxin secretion/phage 1. .. 24 9.7
TOXIN_2012_2]gi]|335050940|ref|ZP_08543885.1] toxin secretion/pha... 24 9.8
TOXIN_2012_2]gi]313812423|gb|EFS50137.1] toxin secretion/phage 1. .. 24 9.8
TOXIN_2012_2]gi | 327450317 |gb|EGE96971.1] toxin secretion/phage I... 24 9.9
TOXIN_2012_2]gi]289426084|ref|ZP_06427831.1] toxin secretion/pha. .. 24 9.9

>TOXIN_2012_2]gi]157951698] ref|NP_033910.2] complement C4-B
precursor [Mus musculus]
gi]341940526]sp|P01029.3]CO4B_MOUSE RecName:
Full=Complement C4-B; Contains: RecName: Full=Complement
C4 beta chain; Contains: RecName: Full=Complement C4
alpha chain; Contains: RecName: Full=C4a anaphylatoxin;
Contains: RecName: Full=Complement C4 gamma chain;
Flags: Precursor
Length = 1738
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Score = 26.9 bits (68), Expect = 1.7, Method: Composition-based stats.
Identities = 25/93 (26%), Positives = 37/93 (39%), Gaps = 11/93 (11%)

Query: 35 VQIWVTGLTGL--GGAGNSKSLCQKPTSCHPPCLYP----AARNVPRAVYPKASCNLTDG 88
V + VT + GL GG P P + AA NVP V + +L D
Sbjct: 863 VSVHVTPVEGLCLAGGGMMAQQVTVPAGSARPVAFSVVPTAAANVPLKVVARGVFDLGDA 922

Query: 89 SFGRPITATTDLKPCASIDLSKCVYNVDPRPNL 121
++  ++ +1  + VYN+DP NL
Sbjct: 923 -—-—- VSKILQIEKEGAIHREELVYNLDPLNNL 950

>TOXIN_2012_2]gi|29337194|sp|P08649.3|CO4_RAT  RecName:
Full=Complement C4; Contains: RecName: Full=Complement
C4 beta chain; Contains: RecName: Full=Complement C4
alpha chain; Contains: RecName: Full=C4a anaphylatoxin;
Contains: RecName: Full=Complement C4 gamma chain;
Flags: Precursor gi|25244410]gb]AAN72415.1] complement
component C4 [Rattus norvegicus]
Length = 1737

Score = 25.4 bits (54), Expect = 4.5, Method: Composition-based stats.
= 18/60 (30%), Positives = 30/60 (50%), Gaps = 7/60 (11%)

Identities
Query: 69 AARNVPRAVYPKASCNL----- TDGSF--GRPITATTDLKPCASIDLSKCVYNVDPRPNL 121
+AR V. +V P A+ ++ GSF G ++ ++ +1 + VYN+DP NL

Sbjct: 890 SARPVAFSVVPTAAASIPLKVVARGSFTIGDAVSKILQIEKEGAIHREEIVYNLDPLNNL 949

>TOXIN_2012_2]gi | 317025490 ref| XP_001389187.2] toxin biosynthesis
protein [Aspergillus niger CBS 513.88]
Length = 446

Score = 25.0 bits (63), Expect = 5.4, Method: Composition-based stats.
Identities = 11/30 (36%), Positives = 16/30 (53%)

Query: 71 RNVPRAVYPKASCNLTDGSFGRPITATTDL 100
R +P A++P +GS RP+T T L
Sbjct: 241 RELPTAIHPLDESQQKEGSNDRPVTLRTTL 270

>TOXIN_2012_2]gi | 238492287 | ref|XP_002377380.1] MFS gliotoxin efflux
transporter GliA [Aspergillus flavus NRRL3357]
gi]220695874|gb|EED52216.1] MFS gliotoxin efflux
transporter GliA [Aspergillus flavus NRRL3357]
Length = 523

Score = 25.0 bits (63), Expect = 6.8, Method: Composition-based stats.
Identities = 23/69 (33%), Positives = 29/69 (42%), Gaps = 2/69 (2%)

Query: 29 MAPISLVQIWVTGLTGLGGAGNSKSLCQKPTSCHPPCLYPAARNVPRAVYPKASC--NLT 86
+AP SL +TG+GGAG S PP PA + AY A+ L
Sbjct: 108 VAPNSLALCIGRAITGVGGAGISSGAFT I IALSAPPKQRPAY IGILGASYGVAAAIGPLY 167

Query: 87 DGSFGRPIT 95
G+F 1T
Sbjct: 168 GGAFTTNIT 176

>TOXIN_2012_2]gi|358367040]dbj | GAAB3660.1] toxin biosynthesis
protein [Aspergillus kawachii IFO 4308]
Length = 447

Report Number: SSB-165-12 Page 347 of 417



Score

Identities = 11/30 (36%), Positives = 16/30 (53%)

Query: 71 RNVPRAVYPKASCNLTDGSFGRPITATTDL 100

R +P A++P +GS RP+T T L

Sbjct: 241 RELPTAIHPLDESQQREGSDDRPVTLRTTL 270

>TOXIN_2012_2]gi |315081364|gb|EFT53340.1]

Score = 24.3 bits (51), Expect = 9.7,

lysis holin [Propionibacterium acnes HLO78PA1]
Length = 569

ldentities = 12/41 (29%), Positives = 20/41 (48%)

Query: 33 SLVQIWVTGLTGLGGAGNSKSLCQKPTSCHPPCLYPAARNV 73

SL+ + + GL +GG K+ HP + PAA+ +

Sbjct: 196 SLLPLVIIGLHRVGGWSGLKAKITAAAEAHPDVVTPAAQQL 236

>TOXIN_2012_2]gi | 335050940 | ref|ZP_08543885.1|

lysis holin [Propionibacterium sp. 409-HC1]

gi 342212266 ref|ZP_08704991.1] transporter, SSS family

[Propionibacterium sp. CC003-HC2]
gi]313794187|gb|EFS42207.1] toxin secretion/phage
holin [Propionibacterium acnes HL110PA1]
gi]313839161]gb|EFS76875.1] toxin secretion/phage
holin [Propionibacterium acnes HLO86PA1]
gi]314963843|gb|EFT07943.1] toxin secretion/phage
holin [Propionibacterium acnes HLO82PAl]
gi]315078326]gb|EFT50365.1] toxin secretion/phage
holin [Propionibacterium acnes HLO53PA2]
gi]327455936gb | EGF02591.1] toxin secretion/phage
holin [Propionibacterium acnes HLO92PA1l]
gi]333768512]gb|EGL45694.1] toxin secretion/phage
holin [Propionibacterium sp. 409-HC1]

toxin secretion/phage

lysis
lysis
lysis
lysis
lysis

lysis

gi]340767810|gb|EGR90335.1] transporter, SSS family

[Propionibacterium sp. CCO03-HC2]

24 _6 bits (52), Expect = 7.5, Method: Composition-based stats.

Method: Composition-based stats.

toxin secretion/phage

Length = 569
Score = 24.3 bits (51), Expect = 9.8, Method: Composition-based stats.
ldentities = 12/41 (29%), Positives = 20/41 (48%)

Query: 33 SLVQIWVTGLTGLGGAGNSKSLCQKPTSCHPPCLYPAARNV 73

SL+ + + GL +GG K+ HP  + PAA+ +

Sbjct: 196 SLLPLVIIGLHRVGGWSGLKAKITAAAEAHPDVVTPAAQQL 236

>TOXIN_2012_2|gi | 313812423 | gb|EFS50137.1]

Score

24 .3 bits (51), Expect = 9.8,

lysis holin [Propionibacterium acnes HLO25PA1]

Length = 569

ldentities = 12/41 (29%), Positives = 20/41 (48%)

Query: 33 SLVQIWVTGLTGLGGAGNSKSLCQKPTSCHPPCLYPAARNV 73

SL+ + + GL +GG K+ HP + PAA+ +

Sbjct: 196 SLLPLVIIGLHRVGGWSGLKAKITAAAEAHPDVVTPAAQQL 236

>TOXIN_2012_2]gi | 327450317 |gb | EGE96971.1]

lysis holin [Propionibacterium acnes HLO13PA2]
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Length = 569

Score = 24.3 bits (51), Expect = 9.9, Method: Composition-based stats.
ldentities = 12/41 (29%), Positives = 20/41 (48%)

Query: 33 SLVQIWVTGLTGLGGAGNSKSLCQKPTSCHPPCLYPAARNV 73
SL+ + + GL +GG K+ HP + PAA+ +
Sbjct: 196 SLLPLVIIGLHRVGGWSGLKAKITAAAEAHPDVVTPAAQQL 236

>TOXIN_2012_2]gi | 289426084 | ref|ZP_06427831.1] toxin secretion/phage
lysis holin [Propionibacterium acnes SK187]
gi]289427915|ref|ZP_06429619.1] toxin secretion/phage
lysis holin [Propionibacterium acnes J165]
gi]295131714|ref]YP_003582377.1] toxin secretion/phage
lysis holin [Propionibacterium acnes SK137]
gi]335055081 | ref|ZP_08547872_.1] toxin secretion/phage
lysis holin [Propionibacterium sp. 434-HC2]
gi]365963814 | ref]YP_004945380.1] unnamed protein product
[Propionibacterium acnes TypelA2 P.acn31]
gi]365966054 | ref]YP_004947619.1] unnamed protein product
[Propionibacterium acnes TypelA2 P.acnl7]
gi]365974993 | ref]YP_004956552.1] unnamed protein product
[Propionibacterium acnes TypelA2 P_acn33]
gi]289153627|gb|EFD02341.1] toxin secretion/phage lysis
holin [Propionibacterium acnes SK187]
gi]289158798]gb|EFD06998.1] toxin secretion/phage lysis
holin [Propionibacterium acnes J165]
gi]291375283]gb|ADD99137.1] toxin secretion/phage lysis
holin [Propionibacterium acnes SK137]
gi|313765210]gb|EFS36574.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLO13PA1l]
gi|313771631]gb|EFS37597.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLO74PAl]
gi]313808642]gb|EFS47102.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLO87PA2]
gi]313810645]gb|EFS48359.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLO83PA1l]
gi]|313817068]gb|EFS54782.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLO59PA1]
gi]313819118|ghb|EFS56832.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLO46PA2]
gi]313821169|ghb|EFS58883.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLO36PAl1]
gi]313823846|gh|EFS61560.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLO36PA2]
gi]313826948|gh|EFS64662.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLO63PAl]
gi]313829213|gh|EFS66927.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLO63PA2]
gi]313831458|gh|EFS69172.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLOO7PA1l]
gi]313834108|gh|EFS71822_.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLO56PA1]
gi]314916787|gb|EFS80618.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLOO5PA4]
gi]314919058|gh|EFS82889.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLO50PA1]
gi]314921100|gh|EFS84931.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLO50PA3]
gi]314926186|gh|EFS90017.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLO36PA3]
gi]314931365|ghb|EFS95196.1] toxin secretion/phage lysis

Report Number: SSB-165-12 Page 349 of 417



holin [Propionibacterium

gi | 314956221 | gb |EFT00593 .

holin [Propionibacterium

gi | 314958716 | gb |EFT02818..

holin [Propionibacterium

gi | 314961023 | gb |EFT05124 .

holin [Propionibacterium

i | 314968848 | gb | EFT12946 .

holin [Propionibacterium

i | 314974848 | gb | EFT18943..

holin [Propionibacterium

gi | 314977825 gb | EFT21919.

holin [Propionibacterium

gi | 314979020 | gb | EFT23114.

holin [Propionibacterium

i | 314984529 | gb | EFT28621 .

holin [Propionibacterium

gi | 314986006 | gb | EFT30098.

holin [Propionibacterium

i | 314989309 | gb | EFT33400.

holin [Propionibacterium

gi | 315084996 | gb | EFT56972.

holin [Propionibacterium

gi | 315087526 | gb | EFT59502.

holin [Propionibacterium

gi | 315089567 | gb | EFT61543..

holin [Propionibacterium

gi 315095673 | gb | EFT67649..

holin [Propionibacterium

gi 315100002 | gb |EFT71978..

holin [Propionibacterium

gi | 315102838 | gb |EFT74814 .

holin [Propionibacterium

gi 315106633 | gb | EFT78609.

holin [Propionibacterium

gi | 315110565 | gb | EFT82541 .

holin [Propionibacterium

gi | 327325857 | gb | EGE67648 .

[Propionibacterium acnes

i 1327332953 | gb | EGE74685.

[Propionibacterium acnes

i | 327448659 | gb | EGE95313..

holin [Propionibacterium

gi |327451116 | gb | EGE97770.

holin [Propionibacterium

gi | 327455475 gb | EGF02130.

holin [Propionibacterium

gi |327457616 | gb | EGF04271 .

holin [Propionibacterium

gi | 328756865 | gb | EGF70481 .

holin [Propionibacterium

gi | 328757750 gb | EGF71366.

holin [Propionibacterium

gi | 328759480 | gb | EGF73096.

holin [Propionibacterium

gi | 328761925 | gb | EGF75434 .

[Propionibacterium acnes

gi 333762917 | gb | EGL40399..

holin [Propionibacterium

gi | 335278595 | gb | AEH30500..

holin [Propionibacterium

i 340769716 | gb | EGR92238 ..

[Propionibacterium acnes
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acnes HLO67PA1]

1] toxin secretion/phage
acnes HLO27PA1]

1] toxin secretion/phage
acnes HLOO2PA1]

1] toxin secretion/phage
acnes HLOO2PAZ2]

1] toxin secretion/phage
acnes HLO37PA1]

1] toxin secretion/phage
acnes HLO53PA1]

1] toxin secretion/phage
acnes HLO45PA1]

1] toxin secretion/phage
acnes HLO72PA2]

1] toxin secretion/phage
acnes HLOO5PA1]

1] toxin secretion/phage
acnes HLOO5PA2]

1] toxin secretion/phage
acnes HLOO5PA3]

1] toxin secretion/phage
acnes HLO27PA2]

1] toxin secretion/phage
acnes HLOO2PA3]

1] toxin secretion/phage
acnes HLO72PA1]

1] toxin secretion/phage
acnes HLO38PA1]

1] toxin secretion/phage
acnes HLO59PA2]

1] toxin secretion/phage
acnes HLO46PA1]

1] toxin secretion/phage
acnes HLO30PA1l]

1] toxin secretion/phage lysis
acnes HLO30PA2]

1] sodium:solute symporter
HLO96PA3]

1] sodium:solute symporter
HLO96PA2]

1] toxin secretion/phage lysis
acnes HLO43PA1l]

1] toxin secretion/phage
acnes HLO43PA2]

1] toxin secretion/phage
acnes HLO87PA3]

1] toxin secretion/phage
acnes HLO83PA2]

1] toxin secretion/phage
acnes HLO87PA1]

1] toxin secretion/phage
acnes HLO20PA1]

1] toxin secretion/phage lysis
acnes HLO25PA2]

1] sodium:solute symporter
HLO99PA1]

1] toxin secretion/phage lysis
sp- 434-HC2]

1] toxin secretion/phage lysis
acnes 6609]

1] transporter, SSS family
SK182]

lysis
lysis
lysis
lysis
lysis
lysis
lysis
lysis
lysis
lysis
lysis
lysis
lysis
lysis
lysis
lysis

lysis

lysis
lysis
lysis
lysis

lysis
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gi]|365740495]gb|AEW84697.1] toxin secretion/phage lysis
holin [Propionibacterium acnhes TypelA2 P_acn31]
gi]|365742735|gb|AEW82429.1] toxin secretion/phage lysis
holin [Propionibacterium acnhes TypelA2 P_acnl7]
gi]|365744992|gb|AEW80189.1] toxin secretion/phage lysis
holin [Propionibacterium acnhes TypelA2 P._acn33]

Length = 569

Score = 24.3 bits (51), Expect = 9.9, Method: Composition-based stats.
ldentities = 12/41 (29%), Positives = 20/41 (48%)

Query: 33 SLVQIWVTGLTGLGGAGNSKSLCQKPTSCHPPCLYPAARNV 73
SL+ + + GL +GG K+ HP + PAA+ +
Sbjct: 196 SLLPLVIIGLHRVGGWSGLKAKITAAAEAHPDVVTPAAQQL 236

Database: TOXIN_2012 2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.321 0.137 0.442
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 1,783,989

Number of extensions: 65418

Number of successful extensions: 122
Number of sequences better than 10.0: 13
Number of HSP"s gapped: 122

Number of HSP"s successfully gapped: 13
Length of query: 121

Length of database: 7,243,252

Length adjustment: 83

Effective length of query: 38

Effective length of database: 5,309,186
Effective search space: 201749068
Effective search space used: 201749068
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 16 ( 7.4 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 41 (21.9 bits)

S2: 52 (24.6 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F._,

John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches
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using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_I1_5
(71 letters)

Database: TOXIN_2012 2
23,302 sequences; 7,243,252 total letters

SearChing. - oo e e done

***** No hits found ******

Database: TOXIN_2012_2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.332 0.143 0.446
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 842,371

Number of extensions: 22089

Number of successful extensions: 67
Number of sequences better than 10.0: 0
Number of HSP"s gapped: 67

Number of HSP"s successfully gapped: 0
Length of query: 71

Length of database: 7,243,252

Length adjustment: 42

Effective length of query: 29

Effective length of database: 6,264,568
Effective search space: 181672472
Effective search space used: 181672472
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 15 ( 7.2 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 40 (22.0 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
“"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs', Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F.,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices'™, FEBS J. 272:5101-5109.

Query= SYHTOHZ2_1_6

Report Number: SSB-165-12 Page 352 of 417



(82 letters)

Database: TOXIN_2012_ 2
23,302 sequences; 7,243,252 total letters

SearChing . - .o e e e e iaaaan done

Database: TOXIN_2012_2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.336 0.133 0.634
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 150,352

Number of extensions: 722

Number of sequences better than 10.0: 0
Number of HSP"s gapped: O

Number of HSP"s successfully gapped: 0
Length of query: 82

Length of database: 7,243,252

Length adjustment: 52

Effective length of query: 30

Effective length of database: 6,031,548
Effective search space: 180946440
Effective search space used: 180946440
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 15 ( 7.3 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 39 (21.8 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
“"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F.,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOHZ2_1_7
(37 letters)

Database: TOXIN_2012_2
23,302 sequences; 7,243,252 total letters
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Searching . . .o aeiaaaan done

Database: TOXIN_2012_2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.316 0.128 0.399
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 543,914

Number of extensions: 9272

Number of successful extensions: 12
Number of sequences better than 10.0: 0O
Number of HSP"s gapped: 12

Number of HSP"s successfully gapped: 0
Length of query: 37

Length of database: 7,243,252

Length adjustment: 11

Effective length of query: 26

Effective length of database: 6,986,930
Effective search space: 181660180
Effective search space used: 181660180
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 16 ( 7-3 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 41 (21.7 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F._,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_1_8
(52 letters)

Database: TOXIN_2012 2
23,302 sequences; 7,243,252 total letters

SearChiINg. - - o e e done
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Database: TOXIN_2012 2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.317 0.126 0.355
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 528,832

Number of extensions: 10508

Number of successful extensions: 25
Number of sequences better than 10.0: O
Number of HSP"s gapped: 25

Number of HSP"s successfully gapped: O
Length of query: 52

Length of database: 7,243,252

Length adjustment: 25

Effective length of query: 27

Effective length of database: 6,660,702
Effective search space: 179838954
Effective search space used: 179838954
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 16 ( 7.3 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 41 (21.7 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
“"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F.,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOHZ2_1_9
(79 letters)

Database: TOXIN_2012_2
23,302 sequences; 7,243,252 total letters

SearChing . - .o e e a e done
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Database: TOXIN_2012 2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences iIn database: 23,302

Lambda K H

0.318 0.137 0.416
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 904,108

Number of extensions: 29320

Number of successful extensions: 36
Number of sequences better than 10.0: 1
Number of HSP"s gapped: 36

Number of HSP"s successfully gapped: 1
Length of query: 79

Length of database: 7,243,252

Length adjustment: 49

Effective length of query: 30

Effective length of database: 6,101,454
Effective search space: 183043620
Effective search space used: 183043620
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 16 ( 7.3 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 41 (21.7 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F._,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_1_10
(183 letters)

Database: TOXIN_2012 2
23,302 sequences; 7,243,252 total letters

SearChing. . - oo e done

Score E
Sequences producing significant alignments: (bits) Value
TOXIN_2012_2]gi 333979976 ref]|YP_004517921.1] beta-lysine N-acet... 28 2.5
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TOXIN_2012_2]gi |357038678] ref|ZP_09100475.1] putative beta-lysin... 27 2.6
TOXIN_2012_2|gi | 269796843 | ref|YP_003316298.1] Pertussis toxin su... 27 4.1
TOXIN_2012_2|gi | 148273353 ref|YP_001222914.1] putative RTX toxin... 27 5.5

>TOXIN_2012_2]gi|333979976|ref|YP_004517921.1] beta-lysine
N-acetyltransferase [Desulfotomaculum kuznetsovii DSM
6115] gi|333823457|gb]AEG16120.1] putative beta-lysine
N-acetyltransferase [Desulfotomaculum kuznetsovii DSM
6115]
Length = 280

Score = 27.7 bits (60), Expect = 2.5, Method: Compositional matrix adjust.
Identities = 17/73 (23%), Positives = 31/73 (42%)

Query: 97 HQRLGLGSTLYTHLLKSMEAQGFKSVVAV IGLPNDPSVRLHEALGYTARGTLRAAGYKHG 156
++ +LSL H-EK  + 4 ++ o+ + LGY RGTL + G
Sbjct: 208 YRGMALNSLLLLHIEKECLKRNINCLYSLARASSYGMNLVLHRLGYVFRGTLINNCHIDG 267

Query: 157 GWHDVGFWQRDFE 169
G+ ++ WR E
Sbjct: 268 GFENMNIWVRPVE 280

>TOXIN_2012_2]gi|357038678 | ref|zZP_09100475.1] putative beta-lysine
N-acetyltransferase [Desulfotomaculum gibsoniae DSM
7213] gi]355359470|gb|EHG07232.1] putative beta-lysine
N-acetyltransferase [Desulfotomaculum gibsoniae DSM
7213]
Length = 284

Score = 27.3 bits (59), Expect = 2.6, Method: Compositional matrix adjust.
Identities = 16/66 (24%), Positives = 28/66 (42%)

Query: 101 GLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160
G + + L K +G K + ++ + + LGY RGTL + GG+ D
Sbjct: 216 GFMLGIISELEKECLGKGIKCLYSLARASSYGMNLVFHRLGYRFRGTLINNCHISGGYED 275

Query: 161 VGFWQR 166
+ W+
Sbjct: 276 MNIWVK 281

>TOXIN_2012_2]gi |269796843 | ref|YP_003316298.1] Pertussis toxin
subunit 1 [Sanguibacter keddieii DSM 10542]
gi]269099028|gb|ACZ23464.1] Pertussis toxin, subunit 1
[Sanguibacter keddieii DSM 10542]
Length = 810

Score = 26.9 bits (68), Expect = 4.1, Method: Compositional matrix adjust.
Identities = 21/69 (30%), Positives = 28/69 (40%), Gaps = 4/69 (&%)

Query: 99 RLGLGSTLYTHL--LKSMEAQG--FKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK 154
RL L ++ L L+++ A V+ 4G D L LG A G
Sbjct: 300 RLALAESIPADLARLEAVTASDTLISKVMETVGRSVDVGSELIPYLGVAATGYALREDVD 359

Query: 155 HGGWHDVGF 163
HG W DVGF
Sbjct: 360 HGNWADVGF 368

>TOXIN_2012_2]gi]148273353]ref]YP_001222914_1] putative RTX toxin
[Clavibacter michiganensis subsp. michiganensis NCPPB
382] gi]147831283]emb|CANO2239.1] putative RTX toxin
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[Clavibacter michiganensis subsp. michiganensis NCPPB
382]
Length = 2004

Score = 26.6 bits (57), Expect = 5.5, Method: Compositional matrix adjust.
ldentities = 14/37 (37%), Positives = 19/37 (51%), Gaps = 1/37 (2%)

Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
DPV + G AR +R +G ++ GW D  WQR
Sbjct: 304 GDPVVVTGDVRGDPAR-PVRVSGCEYAGWADGSGWQR 339

Database: TOXIN_2012_2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.320 0.135 0.439
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 2,522,842

Number of extensions: 93013

Number of successful extensions: 176
Number of sequences better than 10.0: 8
Number of HSP"s gapped: 176

Number of HSP"s successfully gapped: 8
Length of query: 183

Length of database: 7,243,252

Length adjustment: 89

Effective length of query: 94

Effective length of database: 5,169,374
Effective search space: 485921156
Effective search space used: 485921156
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 16 ( 7.4 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 41 (21.8 bits)

S2: 55 (25.8 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F._,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_1_11
(79 letters)
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Database: TOXIN_2012_2
23,302 sequences; 7,243,252 total letters

SearChiNg. . oo i e e e e e e e e aaaaaa done
Score E

Sequences producing significant alignments: (bits) Value
TOXIN_2012_2]gi]302566051|pdb]|315V]A Chain A, Crystal Structure ... 26 2.6
TOXIN_2012_2]gi |300508421|pdb]|3141]A Chain A, Crystal Structure ... 26 2.7
TOXIN_2012_2]gi |320089760|pdb|3K55]A Chain A, Structure Of Beta ... 26 2.8
TOXIN_2012_2]gi | 345014741 |ref]|YP_004817095.1] Ricin B lectin [St... 26 3.2
TOXIN_2012_2]gi |57650692|ref|YP_186826.1] phospholipase C [Staph... 26 3.4

>TOXIN_2012_2]gi | 302566051 |pdb|3I15V]JA Chain A, Crystal Structure
Of Beta Toxin 275-280 From Staphylococcus Aureus
gi1]302566052|pdb]315V]|B Chain B, Crystal Structure OF
Beta Toxin 275-280 From Staphylococcus Aureus
gi1]302566053|pdb]315V]C Chain C, Crystal Structure OFf
Beta Toxin 275-280 From Staphylococcus Aureus
g1 302566054 |pdb]315V|D Chain D, Crystal Structure OF
Beta Toxin 275-280 From Staphylococcus Aureus
Length = 313

Score = 26.2 bits (66), Expect = 2.6, Method: Composition-based stats.
Identities = 11/30 (36%), Positives = 19/30 (63%), Gaps = 3730 (10%)

Query: 15 KQNDTDLNIGFYTNHMIFINSVILYGRWRQ 44
K++DTDL +  +H +++ S +LY W Q
Sbjct: 24 KKDDTDLKL---VSHNVYMLSTVLYPNWGQ 50

>TOXIN_2012_2]gi|300508421|pdb]3141]A Chain A, Crystal Structure
Of Beta Toxin From Staphylococcus Aureus F277a, P278a
Mutant gi]300508422|pdb]|3141]B Chain B, Crystal
Structure Of Beta Toxin From Staphylococcus Aureus
F277a, P278a Mutant gi]300508423|pdb]3146]A Chain A,
Crystal Structure Of Beta Toxin From Staphylococcus
Aureus F277a, P278a Mutant With Bound Calcium lons
gi1]300508424|pdb]3146]B Chain B, Crystal Structure OFf
Beta Toxin From Staphylococcus Aureus F277a, P278a
Mutant With Bound Calcium lons gi]|300508425]|pdb|3148]A
Chain A, Crystal Structure OF Beta Toxin From
Staphylococcus Aureus F277a, P278a Mutant With Bound
Magnesium lons gi]300508426]pdb]3148|B Chain B, Crystal
Structure Of Beta Toxin From Staphylococcus Aureus
F277a, P278a Mutant With Bound Magnesium lons
Length = 317

Score = 26.2 bits (66), Expect = 2.7, Method: Composition-based stats.
Identities = 11/30 (36%), Positives = 19/30 (63%), Gaps = 3/30 (10%)

Query: 15 KQNDTDLNIGFYTNHMIFINSVILYGRWRQ 44
K++DTDL +  +H +++ S +LY W Q
Sbjct: 24 KKDDTDLKL---VSHNVYMLSTVLYPNWGQ 50

>TOXIN_2012_2]gi]320089760|pdb|3K55]A Chain A, Structure Of Beta
Hairpin Deletion Mutant Of Beta Toxin From
Staphylococcus Aureus gi]320089761|pdb]3K55]B Chain B,
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Structure Of Beta Hairpin Deletion Mutant Of Beta Toxin
From Staphylococcus Aureus gi]320089762]|pdb]3K55|C
Chain C, Structure Of Beta Hairpin Deletion Mutant OF
Beta Toxin From Staphylococcus Aureus
gi1]320089763|pdb|3K55]D Chain D, Structure Of Beta
Hairpin Deletion Mutant OF Beta Toxin From
Staphylococcus Aureus gi]320089764|pdb]3K55]E Chain E,
Structure Of Beta Hairpin Deletion Mutant Of Beta Toxin
From Staphylococcus Aureus gi]320089765]|pdb]3K55|F
Chain F, Structure Of Beta Hairpin Deletion Mutant OF
Beta Toxin From Staphylococcus Aureus

gi1]320089766 |pdb|3K55]G Chain G, Structure Of Beta
Hairpin Deletion Mutant Of Beta Toxin From
Staphylococcus Aureus gi]320089767|pdb]3K55]H Chain H,
Structure Of Beta Hairpin Deletion Mutant Of Beta Toxin
From Staphylococcus Aureus gi]320089768]|pdb]3K55]1
Chain 1, Structure Of Beta Hairpin Deletion Mutant OFf
Beta Toxin From Staphylococcus Aureus
gi1]320089769|pdb]3K55]J Chain J, Structure OF Beta
Hairpin Deletion Mutant Of Beta Toxin From
Staphylococcus Aureus gi]320089770]|pdb]3K55]K Chain K,
Structure Of Beta Hairpin Deletion Mutant Of Beta Toxin
From Staphylococcus Aureus gi]320089771|pdb]3K55|L
Chain L, Structure Of Beta Hairpin Deletion Mutant OF
Beta Toxin From Staphylococcus Aureus

gi 1320089772 pdb|3K55]M Chain M, Structure Of Beta
Hairpin Deletion Mutant Of Beta Toxin From
Staphylococcus Aureus gi]320089773|pdb]3K55|N Chain N,
Structure Of Beta Hairpin Deletion Mutant OF Beta Toxin
From Staphylococcus Aureus gi]320089774|pdb]3K55]0
Chain O, Structure Of Beta Hairpin Deletion Mutant OFf
Beta Toxin From Staphylococcus Aureus
gi]320089775]pdb|3K55]P Chain P, Structure OF Beta
Hairpin Deletion Mutant Of Beta Toxin From
Staphylococcus Aureus

Length = 306

Score = 25.8 bits (65), Expect = 2.8, Method: Composition-based stats.
Identities = 11/30 (36%), Positives = 19/30 (63%), Gaps = 3/30 (10%)

Query: 15 KQNDTDLNIGFYTNHMIFINSVILYGRWRQ 44
K++DTDL + +H +++ S +LY W Q
Sbjct: 24 KKDDTDLKL---VSHNVYMLSTVLYPNWGQ 50

>TOXIN_2012_2]gi]|345014741]ref]YP_004817095.1] Ricin B lectin
[Streptomyces violaceusniger Tu 4113]
gi]344041090]|gb|AEM86815.1] Ricin B lectin [Streptomyces
violaceusniger Tu 4113]
Length = 714

Score = 25.8 bits (65), Expect = 3.2, Method: Composition-based stats.
ldentities = 12/26 (46%), Positives = 15/26 (57%), Gaps = 2/26 (7%)

Query: 4  QTTPTKYQVLFKQN--DTDLNIGFYT 27
Q +Y VLFK D+N+GFYT
Sbjct: 205 QFGSNRYAVLFKPGTYSADVNVGFYT 230

>TOXIN_2012_2]gi |57650692| ref]YP_186826.1] phospholipase C
[Staphylococcus aureus subsp. aureus COL]
g1]282894608 | ref]zP_06302836.1] sphingomyelin
phosphodiesterase [Staphylococcus aureus A8117]
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gi]130085]|sp|P09978.1]PHLC_STAAU RecName:
Full=Phospholipase C; AltName: Full=Beta-hemolysin;
AltName: Full=Beta-toxin; AltName:
Full=Sphingomyelinase; Short=SMase; Flags: Precursor
gi1]61213889|sp|Q5HEIL.1|PHLC_STAAC RecName:
Full=Phospholipase C; AltName: Full=Beta-hemolysin;
AltName: Full=Beta-toxin; AltName:
Full=Sphingomyelinase; Short=SMase; Flags: Precursor
gi]110815915]sp|Q2FWP1.2|PHLC_STAA8 RecName:
Full=Phospholipase C; AltName: Full=Beta-hemolysin;
AltName: Full=Beta-toxin; AltName:
Full=Sphingomyelinase; Short=SMase; Flags: Precursor
gi]46588|emb]CAA31769.1] unnamed protein product
[Staphylococcus aureus subsp. aureus COL]

g1 ]57284878|gb]AAW36972.1] phospholipase C
[Staphylococcus aureus subsp. aureus COL]
g1]269941409|emb|CB149806.1] phospholipase C precursor
(pseudogene) [Staphylococcus aureus subsp. aureus TW20]
gi1]282763095|gb|EFC03227.1] sphingomyelin
phosphodiesterase [Staphylococcus aureus A8117]
g1]298695279|gb|ADI98501.1] beta-hemolysin
[Staphylococcus aureus subsp. aureus ED133]

g1 1329731457 |gb|EGG67820.1] sphingomyelin
phosphodiesterase [Staphylococcus aureus subsp. aureus
21193] gi|365168342]|gb|EHM59689.1] sphingomyelin
phosphodiesterase [Staphylococcus aureus subsp. aureus
21178] gi|375025481]|gb]EHS18885.1] sphingomyelin
phosphodiesterase [Staphylococcus aureus subsp. aureus
1S-91]

Length = 330

Score = 25.8 bits (65), Expect = 3.4, Method: Composition-based stats.
Identities = 11/30 (36%), Positives = 19/30 (63%), Gaps = 3/30 (10%)

Query: 15 KQNDTDLNIGFYTNHMIFINSVILYGRWRQ 44
K++DTDL +  +H +++ S +LY W Q
Sbjct: 37 KKDDTDLKL---VSHNVYMLSTVLYPNWGQ 63

Database: TOXIN_2012 2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences iIn database: 23,302

Lambda K H

0.327 0.137 0.425
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 885,535

Number of extensions: 26026

Number of successful extensions: 67
Number of sequences better than 10.0: 11
Number of HSP"s gapped: 67

Number of HSP"s successfully gapped: 11
Length of query: 79

Length of database: 7,243,252
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Length adjustment: 49

Effective length of query: 30
Effective length of database: 6,101,454
Effective search space: 183043620
Effective search space used: 183043620
Neighboring words threshold: 11
Window for multiple hits: 40

X1: 15 ( 7.1 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 40 (21.7 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F._,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_1_12
(35 letters)

Database: TOXIN_2012 2
23,302 sequences; 7,243,252 total letters

SEeaArCNINg - - - o i e done

***x** No hits found ******

Database: TOXIN_2012 2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.324 0.136 0.429
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 460,698

Number of extensions: 7244

Number of successful extensions: 7
Number of sequences better than 10.0: 0O
Number of HSP"s gapped: 7

Number of HSP"s successfully gapped: 0O
Length of query: 35

Length of database: 7,243,252

Length adjustment: 9

Effective length of query: 26

Effective length of database: 7,033,534
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Effective search space: 182871884
Effective search space used: 182871884
Neighboring words threshold: 11
Window for multiple hits: 40

X1: 15 ( 7.0 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 40 (21.6 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
“"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F._,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices'™, FEBS J. 272:5101-5109.

Query= SYHTOH2_I_13
(40 letters)

Database: TOXIN_2012_2
23,302 sequences; 7,243,252 total letters

SearChing. .o .o e e e e e e e aaaaaaaaa done
Database: TOXIN_2012_2
Posted date: Feb 22, 2012 11:49 AM

Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.319 0.135 0.454
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 625,904

Number of extensions: 14096

Number of successful extensions: 4
Number of sequences better than 10.0: O
Number of HSP"s gapped: 4

Number of HSP"s successfully gapped: 0
Length of query: 40

Length of database: 7,243,252

Length adjustment: 14

Effective length of query: 26

Effective length of database: 6,917,024
Effective search space: 179842624
Effective search space used: 179842624
Neighboring words threshold: 11
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Window for multiple hits: 40
X1: 16 ( 7.4 bits)
X2: 38 (14.6 bits)
X3: 64 (24.7 bits)
S1: 41 (21.7 bits)
S2: 51 (24.3 bits)
BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
“"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs', Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F._,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_1_14
(51 letters)

Database: TOXIN_2012 2
23,302 sequences; 7,243,252 total letters

SearChiNg . - - o e done

Score E
Sequences producing significant alignments: (bits) Value
TOXIN_2012_2]gi | 374599467 | ref|ZP_09672469.1] toxic anion resista... 25 4.4

>TOXIN_2012_2]gi | 374599467 | ref|ZP_09672469 1] toxic anion resistance
family protein [Myroides odoratus DSM 2801]
gi]|373910937|gb|EHQ42786.1] toxic anion resistance
family protein [Myroides odoratus DSM 2801]
Length = 357

Score = 25.4 bits (54), Expect = 4.4, Method: Composition-based stats.
Identities = 10/32 (31%), Positives = 17/32 (53%)

Query: 4  VWKGELFRVVQVHRGLREVTGSQAVCRCSEEL 35
VWK +L  V +HR + + Q + +EE+
Sbhjct: 251 VWKNQLTLAVAMHRQQQHIEVQQKISNTTEEI 282

Database: TOXIN_2012 2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.327 0.135 0.458
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62
Gap Penalties: Existence: 11, Extension: 1
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Number of Sequences: 23302

Number of Hits to DB: 640,379

Number of extensions: 12902

Number of successful extensions: 18
Number of sequences better than 10.0: 1
Number of HSP"s gapped: 18

Number of HSP"s successfully gapped: 1
Length of query: 51

Length of database: 7,243,252

Length adjustment: 24

Effective length of query: 27
Effective length of database: 6,684,004
Effective search space: 180468108
Effective search space used: 180468108
Neighboring words threshold: 11
Window for multiple hits: 40

X1: 15 ( 7.1 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 40 (21.8 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),

"Gapped BLAST and PSI-BLAST: a new generation of protein database search

programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F._,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_1_15
(81 letters)

Database: TOXIN_2012_2
23,302 sequences; 7,243,252 total letters

SearChing . . o . e e e aiaaaan done
Score E
Sequences producing significant alignments: (bits) Value
TOXIN_2012_2]gi]|71281801|ref]|YP_268598.1] perfringolysin O regul... 27 2.1
TOXIN_2012_2]gi]52140196 | ref|YP_086635.1] membrane protein; regu... 24 9.6
>TOXIN_2012_2]gi|71281801|ref]YP_268598.1] perfringolysin O
regulator protein [Colwellia psychrerythraea 34H]
gi]71147541|gb|AAZ28014.1] perfringolysin O regulator
protein [Colwellia psychrerythraea 34H]
Length = 343
Score = 26.6 bits (567), Expect = 2.1, Method: Composition-based stats.
Identities = 11/22 (50%), Positives = 15/22 (68%)
Query: 9  SGNLLGFHCPAICHFIVKIVEK 30
+G L GF IC+F1 K++EK
Sbjct: 101 TGILAGFIAGYICYFISKVIEK 122
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>TOXIN_2012_2]gi|52140196]ref]YP_086635.1] membrane protein;
regulatory protein [Bacillus cereus E33L]
gi]196036525|ref]ZP_03103920.1] membrane protein PfoR
[Bacillus cereus W] gi]|196040980|ref|ZP_03108277.1]
membrane protein PfoR [Bacillus cereus NVH0597-99]
gi]196045481 | ref|ZP_03112712.1] membrane protein PfoR
[Bacillus cereus 03BB108]
gi]218906545|ref]YP_002454379.1] membrane protein PfoR
[Bacillus cereus AH820] gi]|225867349|ref|YP_002752727.1]
membrane protein PfoR [Bacillus cereus 03BB102]
gi]228917980|ref]ZP_04081512.1] Transcriptional
regulator pfoR [Bacillus thuringiensis serovar
pulsiensis BGSC 4CC1l] gi]228936653]ref]ZP_04099446.1]
Transcriptional regulator pfoR [Bacillus thuringiensis
serovar andalousiensis BGSC 4AW1]
gi1]228949092|ref|ZP_04111362.1] Transcriptional
regulator pfoR [Bacillus thuringiensis serovar monterrey
BGSC 4AJ1] gi]229187595]ref]ZP_04314733.1]
Transcriptional regulator pfoR [Bacillus cereus BGSC
6E1] gi]301056836]ref]YP_003795047.1] unnamed protein
product [Bacillus cereus biovar anthracis str. Cl]
gi]51973665]|gb|AAU15215.1] membrane protein; possible
regulatory protein [Bacillus cereus E33L]
gi]195990858 | gb|EDX54831.1] membrane protein PfoR
[Bacillus cereus W] gi]196023688|gb]|EDX62364.1] membrane
protein PfoR [Bacillus cereus 03BB108]
gi]196028148|gb|EDX66758.1] membrane protein PfoR
[Bacillus cereus NVH0597-99] gi]|218535498]gb|ACK87896.1]
membrane protein PfoR [Bacillus cereus AH820]
gi]225790834]gh|AC031051.1] membrane protein PfoR
[Bacillus cereus 03BB102] gi]228595847|gb|EEK53529. 1]
Transcriptional regulator pfoR [Bacillus cereus BGSC
6E1] gi]228810533|gb|EEM56884.1] Transcriptional
regulator pfoR [Bacillus thuringiensis serovar monterrey
BGSC 4AJ1] gi]228822992|gb|EEM68831.1] Transcriptional
regulator pfoR [Bacillus thuringiensis serovar
andalousiensis BGSC 4AW1] gi]228841645]gb|EEM86757 1]
Transcriptional regulator pfoR [Bacillus thuringiensis
serovar pulsiensis BGSC 4CC1]
gi]300379005]|gb|ADKO7909.1] putative membrane protein
[Bacillus cereus biovar anthracis str. Cl]
gi1]364515083|gb|AEW58482.1] Perfringolysin O regulator
protein PfoR [Bacillus cereus F837/76]
Length = 345

Score = 24_.3 bits (61), Expect = 9.6, Method: Composition-based stats.
Identities = 10/22 (45%), Positives = 14/22 (63%)

Query: 10 GNLLGFHCPAICHFIVKIVEKE 31
G L GF +C F+VK +EK+
Sbjct: 102 GILPGFFAGYVCAFVVKFLEKK 123

Database: TOXIN_2012 2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H
0.316 0.135 0.416

Gapped

Report Number: SSB-165-12 Page 366 of 417



Lambda K H
0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 1,185,906

Number of extensions: 40954

Number of successful extensions: 78
Number of sequences better than 10.0: 2
Number of HSP"s gapped: 78

Number of HSP"s successfully gapped: 2
Length of query: 81

Length of database: 7,243,252

Length adjustment: 51

Effective length of query: 30

Effective length of database: 6,054,850
Effective search space: 181645500
Effective search space used: 181645500
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 16 ( 7-3 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 41 (21.6 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F._,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_I_16
(183 letters)

Database: TOXIN_2012_2
23,302 sequences; 7,243,252 total letters

SearChing . - oo aeiaaaan done

Score E
Sequences producing significant alignments: (bits) Value
TOXIN_2012_2]gi|333979976]ref]|YP_004517921.1] beta-lysine N-acet... 28 2.5
TOXIN_2012_2]gi |357038678] ref|ZP_09100475.1] putative beta-lysin... 27 2.6
TOXIN_2012_2]gi|269796843 | ref]|YP_003316298.1] Pertussis toxin su... 27 4.1
TOXIN_2012_2]gi|148273353 ] ref|YP_001222914_.1] putative RTX toxin... 27 5.5

>TOXIN_2012_2]gi 333979976 ref|YP_004517921.1] beta-lysine
N-acetyltransferase [Desulfotomaculum kuznetsovii DSM
6115] gi]333823457|gb]AEG16120.1] putative beta-lysine
N-acetyltransferase [Desulfotomaculum kuznetsovii DSM
6115]
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Length = 280

Score = 27.7 bits (60), Expect = 2.5, Method: Compositional matrix adjust.
ldentities = 17/73 (23%), Positives = 31/73 (42%)

Query: 97 HQRLGLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHG 156
++ + L SL H+K + + o+ + + LGY RGTL + G
Sbjct: 208 YRGMALNSLLLLHIEKECLKRNINCLYSLARASSYGMNLVLHRLGYVFRGTLINNCHIDG 267

Query: 157 GWHDVGFWQRDFE 169
G+ ++ WR E
Sbjct: 268 GFENMNIWVRPVE 280

>TOXIN_2012_2]gi|357038678 | ref|zP_09100475.1] putative beta-lysine
N-acetyltransferase [Desulfotomaculum gibsoniae DSM
7213] gi|355359470|gb|EHG07232.1] putative beta-lysine
N-acetyltransferase [Desulfotomaculum gibsoniae DSM
7213]
Length = 284

Score = 27.3 bits (569), Expect = 2.6, Method: Compositional matrix adjust.
ldentities = 16/66 (24%), Positives = 28/66 (42%)

Query: 101 GLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160
G ++ LK +G K + ++ + + LGY RGTL + GG+ D
Sbjct: 216 GFMLGIISELEKECLGKGIKCLYSLARASSYGMNLVFHRLGYRFRGTLINNCHISGGYED 275

Query: 161 VGFWQR 166
+ W+
Sbjct: 276 MNIWVK 281

>TOXIN_2012_2]9gi|269796843 | ref|YP_003316298.1] Pertussis toxin
subunit 1 [Sanguibacter keddieii DSM 10542]
gi1]269099028|gb|ACZ23464.1] Pertussis toxin, subunit 1
[Sanguibacter keddieii DSM 10542]
Length = 810

Score = 26.9 bits (568), Expect = 4.1, Method: Compositional matrix adjust.
ldentities = 21/69 (30%), Positives = 28/69 (40%), Gaps = 4/69 (5%)

Query: 99 RLGLGSTLYTHL--LKSMEAQG--FKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK 154
RL L ++ L L+++ A V+ +G D L LG AG
Sbjct: 300 RLALAESIPADLARLEAVTASDTLISKVMETVGRSVDVGSELIPYLGVAATGYALREDVD 359

Query: 155 HGGWHDVGF 163
HG W DVGF
Sbjct: 360 HGNWADVGF 368

>TOXIN_2012_2]gi|148273353|ref|YP_001222914 1] putative RTX toxin
[Clavibacter michiganensis subsp. michiganensis NCPPB
382] gi]147831283]emb|CAN02239.1] putative RTX toxin
[Clavibacter michiganensis subsp. michiganensis NCPPB
382]
Length = 2004

Score = 26.6 bits (567), Expect = 5.5, Method: Compositional matrix adjust.
Identities = 14/37 (37%), Positives = 19/37 (51%), Gaps = 1/37 (2%)
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Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
DPV + G AR +R +G ++ GW D  WQR
Sbjct: 304 GDPVVVTGDVRGDPAR-PVRVSGCEYAGWADGSGWQR 339

Database: TOXIN_2012 2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.320 0.135 0.439
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 2,522,842

Number of extensions: 93013

Number of successful extensions: 176
Number of sequences better than 10.0: 8
Number of HSP"s gapped: 176

Number of HSP"s successfully gapped: 8
Length of query: 183

Length of database: 7,243,252

Length adjustment: 89

Effective length of query: 94

Effective length of database: 5,169,374
Effective search space: 485921156
Effective search space used: 485921156
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 16 ( 7.4 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 41 (21.8 bits)

S2: 55 (25.8 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
“"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F._,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_ I _17
(35 letters)

Database: TOXIN_2012_2
23,302 sequences; 7,243,252 total letters

SearChing . - .o e e a e done
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Database: TOXIN_2012_ 2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.320 0.130 0.398
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 502,057

Number of extensions: 8645

Number of successful extensions: 7
Number of sequences better than 10.0: 0O
Number of HSP"s gapped: 7

Number of HSP"s successfully gapped: 0O
Length of query: 35

Length of database: 7,243,252

Length adjustment: 9

Effective length of query: 26

Effective length of database: 7,033,534
Effective search space: 182871884
Effective search space used: 182871884
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 16 ( 7.4 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 41 (21.9 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F._,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_1_18
(64 letters)

Database: TOXIN_2012 2
23,302 sequences; 7,243,252 total letters

SearChINg . - - o e done

Score E
Sequences producing significant alignments: (bits) Vvalue
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TOXIN_2012_2]gi | 23015941 | ref|ZP_00055704.1] COG2931: RTX toxins ... 25 4.2

>TOXIN_2012_2]gi|23015941 | ref]ZP_00055704.1] C0G2931: RTX toxins and
related Ca2+-binding proteins [Magnetospirillum
magnetotacticum MS-1]
Length = 12295

Score = 25.4 bits (64), Expect = 4.2 Method: Composition-based stats.
ldentities = 10/21 (47%), Positives 12721 (57%)

Query: 2 RLWDTQPGVHCAQLDTSMVDG 22
RWD G HA+DTS G
Sbjct: 6416 RAWDQTSGTHGAKVDTSTNGG 6436

Score = 25.4 bits (64), Expect = 4.4
ldentities = 10/21 (47%), Positives

Method: Composition-based stats.
13/21 (61%)

Query: 2 RLWDTQPGVHCAQLDTSMVDG 22
RWD G H A++DTS+ G
Sbjct: 6901 RAWDQTSGSHGAKVDTSVNGG 6921

Database: TOXIN_2012_2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.322 0.135 0.452
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 740,630

Number of extensions: 14869

Number of successful extensions: 9
Number of sequences better than 10.0: 1
Number of HSP"s gapped: 9

Number of HSP"s successfully gapped: 2
Length of query: 64

Length of database: 7,243,252

Length adjustment: 36

Effective length of query: 28

Effective length of database: 6,404,380
Effective search space: 179322640
Effective search space used: 179322640
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 16 ( 7.4 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 41 (21.9 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]
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Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
“"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F.,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_1_19
(57 letters)

Database: TOXIN_2012 2
23,302 sequences; 7,243,252 total letters

SearChiINg. - - o e done

***x** No hits found ******

Database: TOXIN_2012 2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences iIn database: 23,302

Lambda K H

0.322 0.125 0.446
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 572,235

Number of extensions: 9841

Number of successful extensions: 11
Number of sequences better than 10.0: 0
Number of HSP"s gapped: 11

Number of HSP"s successfully gapped: 0O
Length of query: 57

Length of database: 7,243,252

Length adjustment: 30

Effective length of query: 27

Effective length of database: 6,544,192
Effective search space: 176693184
Effective search space used: 176693184
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 16 ( 7.4 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 40 (21.6 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
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"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F._,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_1_20
(40 letters)

Database: TOXIN_2012 2
23,302 sequences; 7,243,252 total letters

SearChing . - .o e e e done

Database: TOXIN_2012_2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.325 0.138 0.504
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 618,726

Number of extensions: 14460

Number of successful extensions: 55
Number of sequences better than 10.0: 1
Number of HSP"s gapped: 55

Number of HSP"s successfully gapped: 1
Length of query: 40

Length of database: 7,243,252

Length adjustment: 14

Effective length of query: 26

Effective length of database: 6,917,024
Effective search space: 179842624
Effective search space used: 179842624
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 15 ( 7.0 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 40 (21.6 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
“"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs', Nucleic Acids Res. 25:3389-3402.
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Reference for compositional score matrix adjustment: Altschul, Stephen F.,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_I_21
(74 letters)

Database: TOXIN_2012_2
23,302 sequences; 7,243,252 total letters

SearChing . - .o e e aaaan done

***** No hits found ******

Database: TOXIN_2012 2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.325 0.140 0.469
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 847,053

Number of extensions: 19112

Number of successful extensions: 21
Number of sequences better than 10.0: 0O
Number of HSP"s gapped: 21

Number of HSP"s successfully gapped: 0
Length of query: 74

Length of database: 7,243,252

Length adjustment: 45

Effective length of query: 29

Effective length of database: 6,194,662
Effective search space: 179645198
Effective search space used: 179645198
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 15 ( 7.0 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 40 (21.6 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F._,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches
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using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_1_22
(439 letters)

Database: TOXIN_2012 2

23,302 sequences; 7,243,252 total letters

SearChing. - oo e e

Sequences producing significant alignments:

TOXIN_2012_2]gi | 90406967 | ref|ZP_01215158.1] putative RTX toxin [...
TOXIN_2012_2|gi | 149190738 | ref|ZP_01869004.1] putative RTX toxin ...

>TOXIN_2012_2]gi 90406967 | ref]ZP_01215158.1]
[Psychromonas sp. CNPT3] gi]|90312009]gb]EAS40103.1]
putative RTX toxin [Psychromonas sp. CNPT3]

Length = 3350

Score = 34.3 bits (77), Expect = 0.089,

Identities = 19/53 (35%), Positives = 32/53 (60%), Gaps

putative RTX toxin

Score E
(bits) Value

Method: Composition-based stats.

Query: 168 FGLAEVELYGDVVLRFV--SYPDETDLPFLPGFERVSSPGAVDYGLTRFDHVV 218

+G+ EVE+ G+ V. +  YP++T++ F+P E + S

Sbjct: 2038 YGVVEVEIEGNWVAMQLGEKYPEDTNVRFVPDTEAIESI-TKDIGVGSFDHVL 2089

>TOXIN_2012_2]9gi 149190738 ref|ZP_01869004.1]
[Vibrio shilonii AK1] gi]148835394|gb|EDL52365.1]
putative RTX toxin [Vibrio shilonii AK1]

Length = 2496

Score = 28.1 bits (61), Expect
Identities =

Query: 52 DAASAAGRFSFALGAPLAARSDLSTGNSAHASLLLRSGALAFLF 95
D+AS AG+F ALGA DL T S +AS+
Sbjct: 954 DSASGAGQFDVALGA----- DDLDTNISNNASVYFEIGEQPLVY 992

Database: TOXIN_2012 2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.321 0.137 0.402
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 5,017,141

Number of extensions: 197387

Number of successful extensions: 560

Report Number: SSB-165-12

putative RTX toxin

=514, Method: Composition-based stats.
17/44 (38%), Positives = 23/44 (52%), Gaps = 5/44 (11%)

34 0.089
28 5.4
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Number of sequences better than 10.0: 3
Number of HSP"s gapped: 560

Number of HSP"s successfully gapped: 3
Length of query: 439

Length of database: 7,243,252

Length adjustment: 98

Effective length of query: 341
Effective length of database: 4,959,656
Effective search space: 1691242696
Effective search space used: 1691242696
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 16 ( 7.4 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 41 (21.8 bits)

S2: 59 (27.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),

Alejandro A. Schaffer,

“"Gapped BLAST and PSI-BLAST: a new generation of protein database search

programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul,

Stephen F._,

John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches
using compositionally adjusted substitution matrices™, FEBS J. 272:5101-5109.

Query= SYHTOH2_1_23
(30 letters)

Database: TOXIN_2012_2

23,302 sequences; 7,243,252 total letters

SearChinNg. oo e e e e e ca e e aaaaaaaan

Sequences producing significant alignments:

TOXIN_2012_2|gi | 326664496 | ref| XP_001920822.3] PREDICTED:

>TOXIN_2012_2]9gi 1326664496 ref|XP_001920822.3]
neoverrucotoxin subunit beta [Danio rerio]

Length = 347

Score E
(bits) Value

24 8.2

Score = 24.3 bits (51), Expect = 8.2, Method: Composition-based stats.

ldentities = 12/27 (44%), Positives = 15/27 (55%)

Query: 4 HDTLVYSKNIKDTVSEDQRAIETFQQR 30
HD LV SKNIK T +D +
Sbjct: 185 HDHLVMSKNIKATYVKDPQPYTDHPER 211

Database: TOXIN_2012_2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H
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0.313 0.126 0.327

Gapped
Lambda K H
0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 351,579

Number of extensions: 4464

Number of successful extensions: 11
Number of sequences better than 10.0: 1
Number of HSP"s gapped: 11

Number of HSP"s successfully gapped: 1
Length of query: 30

Length of database: 7,243,252

Length adjustment: 5

Effective length of query: 25

Effective length of database: 7,126,742
Effective search space: 178168550
Effective search space used: 178168550
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 16 ( 7.2 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 42 (22.0 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F.,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_1_24
(40 letters)

Database: TOXIN_2012 2
23,302 sequences; 7,243,252 total letters

SearChing. . oo e e done
***** No hits found ******
Database: TOXIN_2012 2
Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252

Number of sequences in database: 23,302

Lambda K H
0.319 0.135 0.454

Gapped

Report Number: SSB-165-12 Page 377 of 417



Lambda K H
0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 625,904

Number of extensions: 14096

Number of successful extensions: 4
Number of sequences better than 10.0: 0O
Number of HSP"s gapped: 4

Number of HSP"s successfully gapped: 0
Length of query: 40

Length of database: 7,243,252

Length adjustment: 14

Effective length of query: 26

Effective length of database: 6,917,024
Effective search space: 179842624
Effective search space used: 179842624
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 16 ( 7.4 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 41 (21.7 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F._,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_I_25
(65 letters)

Database: TOXIN_2012_2
23,302 sequences; 7,243,252 total letters

SearChing . - oo aeiaaaan done

Database: TOXIN_2012_2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.330 0.142 0.487
Gapped
Lambda K H

0.267 0.0410 0.140
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Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 614,280

Number of extensions: 11107

Number of successful extensions: 36
Number of sequences better than 10.0: 0O
Number of HSP"s gapped: 36

Number of HSP"s successfully gapped: 0
Length of query: 65

Length of database: 7,243,252

Length adjustment: 37

Effective length of query: 28

Effective length of database: 6,381,078
Effective search space: 178670184
Effective search space used: 178670184
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 15 ( 7.1 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 40 (21.8 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F.,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_I_26
(69 letters)

Database: TOXIN_2012_2
23,302 sequences; 7,243,252 total letters

SearChiNg. oo e e e e e e e e e e e aaaaaaaaa done

Score E
Sequences producing significant alignments: (bits) Value
TOXIN_2012_2]gi]|23015941 | ref|ZP_00055704.1] C0G2931: RTX toxins ... 25 5.4

>TOXIN_2012_2]gi]23015941]ref]ZP_00055704.1] C0G2931: RTX toxins and
related Ca2+-binding proteins [Magnetospirillum
magnetotacticum MS-1]
Length = 12295

Score = 25.0 bits (63), Expect = 5.4, Method: Composition-based stats.
ldentities = 10/21 (47%), Positives = 12/21 (57%)

Query: 2 RLWDTQPGVHCAQLDTSMVDG 22

RWD G HA+DTS G
Sbjct: 6416 RAWDQTSGTHGAKVDTSTNGG 6436
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Score = 25.0 bits (63), Expect = 5.7, Method: Composition-based stats.
Identities = 10/21 (47%), Positives = 13/21 (61%)

Query: 2 RLWDTQPGVHCAQLDTSMVDG 22
R WD G H A++DTS+ G
Sbjct: 6901 RAWDQTSGSHGAKVDTSVNGG 6921

Database: TOXIN_2012 2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.324 0.137 0.443
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 767,387

Number of extensions: 15429

Number of successful extensions: 11
Number of sequences better than 10.0: 1
Number of HSP"s gapped: 11

Number of HSP"s successfully gapped: 2
Length of query: 69

Length of database: 7,243,252

Length adjustment: 40

Effective length of query: 29

Effective length of database: 6,311,172
Effective search space: 183023988
Effective search space used: 183023988
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 15 ( 7.0 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 40 (21.6 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
“"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'"™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F._,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_I_27
(35 letters)
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Database: TOXIN_2012 2
23,302 sequences; 7,243,252 total letters

SearChing . - o .o a e done

Database: TOXIN_2012_2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.315 0.130 0.353
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 384,936

Number of extensions: 6200

Number of successful extensions: 6
Number of sequences better than 10.0: 0O
Number of HSP"s gapped: 6

Number of HSP"s successfully gapped: 0
Length of query: 35

Length of database: 7,243,252

Length adjustment: 9

Effective length of query: 26

Effective length of database: 7,033,534
Effective search space: 182871884
Effective search space used: 182871884
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 16 ( 7-3 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 41 (21.6 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F._,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_1_28
(183 letters)

Database: TOXIN_2012 2
23,302 sequences; 7,243,252 total letters
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SearChiNg. oo e e e e e e e e aaaaaaaaa done

Score E
Sequences producing significant alignments: (bits) Value

TOXIN_2012_2]gi 333979976 ref]|YP_004517921.1] beta-lysine N-acet... 28 2
TOXIN_2012_2]gi 357038678 ref|ZP_09100475.1] putative beta-lysin... 27 2
TOXIN_2012_2]gi]|269796843|ref|YP_003316298.1] Pertussis toxin su... 27 4.
TOXIN_2012_2]gi|148273353 | ref| YP_001222914_.1] putative RTX toxin... 27 5

>TOXIN_2012_2]gi]333979976] ref] YP_004517921._1] beta-lysine
N-acetyltransferase [Desulfotomaculum kuznetsovii DSM
6115] gi|333823457|gb]AEG16120.1] putative beta-lysine
N-acetyltransferase [Desulfotomaculum kuznetsovii DSM
6115]
Length = 280

Score = 27.7 bits (60), Expect = 2.5, Method: Compositional matrix adjust.
ldentities = 17/73 (23%), Positives = 31/73 (42%)

Query: 97 HQRLGLGSTLYTHLLKSMEAQGFKSVVAV IGLPNDPSVRLHEALGYTARGTLRAAGYKHG 156
++ +LSL H-HK  + 4 ++ o+ + LGY RGTL + G
Sbjct: 208 YRGMALNSLLLLHIEKECLKRNINCLYSLARASSYGMNLVLHRLGYVFRGTLINNCHIDG 267

Query: 157 GWHDVGFWQRDFE 169
G+ ++ WR E
Sbjct: 268 GFENMNIWVRPVE 280

>TOXIN_2012_2]gi|357038678] ref]|ZP_09100475.1] putative beta-lysine
N-acetyltransferase [Desulfotomaculum gibsoniae DSM
7213] gi]355359470|gb|EHG07232.1] putative beta-lysine
N-acetyltransferase [Desulfotomaculum gibsoniae DSM
7213]
Length = 284

Score = 27.3 bits (59), Expect = 2.6, Method: Compositional matrix adjust.
Identities = 16/66 (24%), Positives = 28/66 (42%)

Query: 101 GLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160
G ++ LK +G K + ++ + + LGY RGTL + GG+ D
Sbjct: 216 GFMLGIISELEKECLGKGIKCLYSLARASSYGMNLVFHRLGYRFRGTLINNCHISGGYED 275

Query: 161 VGFWQR 166
+ W+
Sbjct: 276 MNIWVK 281

>TOXIN_2012_2]gi |269796843|ref|YP_003316298.1] Pertussis toxin
subunit 1 [Sanguibacter keddieii DSM 10542]
gi]269099028|ghb|ACZ23464.1] Pertussis toxin, subunit 1
[Sanguibacter keddieii DSM 10542]
Length = 810

Score = 26.9 bits (68), Expect = 4.1, Method: Compositional matrix adjust.
Identities = 21/69 (30%), Positives = 28/69 (40%), Gaps = 4/69 (&%)

Query: 99 RLGLGSTLYTHL--LKSMEAQG--FKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK 154

RL L ++ L L+++ A V+ 4G D L LG A G
Sbjct: 300 RLALAESIPADLARLEAVTASDTLISKVMETVGRSVDVGSELIPYLGVAATGYALREDVD 359
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Query: 155 HGGWHDVGF 163
HG W DVGF
Sbjct: 360 HGNWADVGF 368

>TOXIN_2012_2]gi 148273353 ref]YP_001222914_1] putative RTX toxin
[Clavibacter michiganensis subsp. michiganensis NCPPB
382] gi]147831283]emb|CANO2239.1] putative RTX toxin
[Clavibacter michiganensis subsp. michiganensis NCPPB
382]
Length = 2004

Score = 26.6 bits (567), Expect = 5.5, Method: Compositional matrix adjust.
Identities = 14/37 (37%), Positives = 19/37 (51%), Gaps = 1/37 (2%)

Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
bDPV + G AR +R +G ++ GW D  WQR
Sbjct: 304 GDPVVVTGDVRGDPAR-PVRVSGCEYAGWADGSGWQR 339

Database: TOXIN_2012 2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.320 0.135 0.439
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 2,522,842

Number of extensions: 93013

Number of successful extensions: 176
Number of sequences better than 10.0: 8
Number of HSP"s gapped: 176

Number of HSP"s successfully gapped: 8
Length of query: 183

Length of database: 7,243,252

Length adjustment: 89

Effective length of query: 94

Effective length of database: 5,169,374
Effective search space: 485921156
Effective search space used: 485921156
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 16 ( 7.4 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 41 (21.8 bits)

S2: 55 (25.8 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'™, Nucleic Acids Res. 25:3389-3402.
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Reference for compositional score matrix adjustment: Altschul, Stephen F._,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_1_29
(32 letters)

Database: TOXIN_2012 2
23,302 sequences; 7,243,252 total letters

SearChing. . oo e done

***x** No hits found ******

Database: TOXIN_2012_2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.323 0.131 0.412
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 421,053

Number of extensions: 6789

Number of successful extensions: 9
Number of sequences better than 10.0: 0O
Number of HSP"s gapped: 9

Number of HSP"s successfully gapped: 0O
Length of query: 32

Length of database: 7,243,252

Length adjustment: 7

Effective length of query: 25

Effective length of database: 7,080,138
Effective search space: 177003450
Effective search space used: 177003450
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 16 ( 7.5 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 40 (21.6 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
“"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs', Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F._,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
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Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches
using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_1_30
(44 letters)

Database: TOXIN_2012_2
23,302 sequences; 7,243,252 total letters

SearChing . - .o e e iaaaan done

Score E
Sequences producing significant alignments: (bits) Vvalue
TOXIN_2012_2]gi|282856127 | ref|ZP_06265411.1] addiction module to... 27 2.0

>TOXIN_2012_2]gi|282856127 | ref|ZP_06265411_1] addiction module
toxin, RelE/StbE [Pyramidobacter piscolens W5455]
gi1]282586054|gb|EFB91338.1] addiction module toxin,
RelE/StbE [Pyramidobacter piscolens W5455]
Length = 90

Score = 26.6 bits (57), Expect = 2.0, Method: Compositional matrix adjust.
Identities = 11/22 (50%), Positives = 15/22 (68%)

Query: 4 QFRQDSSRISEPHLHTAPLQQV 25
QFR+D RI + L TAPL++
Shjct: 9 QFRRDVKRIKKQGLDTAPLKEA 30

Database: TOXIN_2012 2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences iIn database: 23,302

Lambda K H

0.322 0.132 0.387
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 322,500

Number of extensions: 4034

Number of successful extensions: 1
Number of sequences better than 10.0: 1
Number of HSP"s gapped: 1

Number of HSP"s successfully gapped: 1
Length of query: 44

Length of database: 7,243,252

Length adjustment: 18

Effective length of query: 26

Effective length of database: 6,823,816
Effective search space: 177419216
Effective search space used: 177419216
Neighboring words threshold: 11

Window for multiple hits: 40
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X1: 16 ( 7.4 bits)
X2: 38 (14.6 bits)
X3: 64 (24.7 bits)
S1: 41 (22.0 bits)
S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F.,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_I_31
(57 letters)

Database: TOXIN_2012_2
23,302 sequences; 7,243,252 total letters

Searching. . ..o done

Score E
Sequences producing significant alignments: (bits) Value
TOXIN_2012_2|gi |347602872|gb|EGY27821.1] RTX toxin [Candidatus R... 25 4.6

>TOXIN_2012_2]gi |347602872]gb|EGY27821.1] RTX toxin [Candidatus
Regiella insecticola R5.15]
Length = 1696

Score = 25.0 bits (63), Expect = 4.6, Method: Composition-based stats.
Identities = 10/19 (52%), Positives = 14/19 (73%)

Query: 12  IRGRFGSEIVSWFHEQARS 30
+RG+ GS+1  +HEQA S
Shjct: 1374 LRGKAGSDIYHIYHEQAGS 1392

Database: TOXIN_2012_ 2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.332 0.141 0.524
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 685,479

Number of extensions: 15776

Report Number: SSB-165-12 Page 386 of 417



Number of successful extensions: 28
Number of sequences better than 10.0: 2
Number of HSP"s gapped: 28

Number of HSP"s successfully gapped: 2
Length of query: 57

Length of database: 7,243,252

Length adjustment: 30

Effective length of query: 27

Effective length of database: 6,544,192
Effective search space: 176693184
Effective search space used: 176693184
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 15 ( 7.2 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 40 (22.0 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F._,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_1_32
(121 letters)

Database: TOXIN_2012 2
23,302 sequences; 7,243,252 total letters

SearChing . . o .o e e iaaaan done
Score E

Sequences producing significant alignments: (bits) Value
TOXIN_2012_2]gi]157951698 | ref|NP_033910.2] complement C4-B precu. .. 27 1.7
TOXIN_2012_2]gi]29337194|sp|P08649.3|C04_RAT RecName: Full=Compl. .. 25 4.5
TOXIN_2012_2]gi 317025490 ref|XP_001389187.2] toxin biosynthesis... 25 5.4
TOXIN_2012_2]gi]|238492287 | ref|XP_002377380.1] MFS gliotoxin effl... 25 6.8
TOXIN_2012_2]gi]358367040]|dbj | GAA83660.1] toxin biosynthesis pro... 25 7.5
TOXIN_2012_2]gi|315081364|gb|EFT53340.1] toxin secretion/phage I... 24 9.7
TOXIN_2012_2]gi|335050940|ref|zZP_08543885.1] toxin secretion/pha. .. 24 9.8
TOXIN_2012_2]gi]313812423|gb|EFS50137.1] toxin secretion/phage 1I... 24 9.8
TOXIN_2012_2]gi|327450317|gb|EGE96971.1] toxin secretion/phage 1. .. 24 9.9
TOXIN_2012_2]gi | 289426084 | ref|ZP_06427831.1] toxin secretion/pha... 24 9.9

>TOXIN_2012_2]gi 157951698 ref|NP_033910.2] complement C4-B
precursor [Mus musculus]
g1 341940526 sp|P01029.3|CO4B_MOUSE RecName:
Full=Complement C4-B; Contains: RecName: Full=Complement
C4 beta chain; Contains: RecName: Full=Complement C4
alpha chain; Contains: RecName: Full=C4a anaphylatoxin;
Contains: RecName: Full=Complement C4 gamma chain;
Flags: Precursor
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Length = 1738

Score = 26.9 bits (568), Expect = 1.7, Method: Composition-based stats.
Identities = 25/93 (26%), Positives = 37/93 (39%), Gaps = 11/93 (11%)

Query: 35 VQIWVTGLTGL--GGAGNSKSLCQKPTSCHPPCLYP----AARNVPRAVYPKASCNLTDG 88
V + VT + GL GG P P + AA NVP V + +L D
Sbjct: 863 VSVHVTPVEGLCLAGGGMMAQQVTVPAGSARPVAFSVVPTAAANVPLKVVARGVFDLGDA 922

Query: 89 SFGRPITATTDLKPCASIDLSKCVYNVDPRPNL 121
++  ++ +1  + VYN+DP NL
Sbjct: 923 -—-—- VSKILQIEKEGAIHREELVYNLDPLNNL 950

>TOXIN_2012_2]gi]29337194]sp|P08649.3]C04_RAT  RecName:
Full=Complement C4; Contains: RecName: Full=Complement
C4 beta chain; Contains: RecName: Full=Complement C4
alpha chain; Contains: RecName: Full=C4a anaphylatoxin;
Contains: RecName: Full=Complement C4 gamma chain;
Flags: Precursor gi|25244410]gb|AAN72415.1] complement
component C4 [Rattus norvegicus]
Length = 1737

Score = 25.4 bits (54), Expect = 4.5, Method: Composition-based stats.
Identities = 18/60 (30%), Positives = 30/60 (50%), Gaps = 7/60 (11%)

Query: 69 AARNVPRAVYPKASCNL----- TDGSF--GRPITATTDLKPCASIDLSKCVYNVDPRPNL 121
+AR V +V P A+ ++ GSF G ++ ++ +1 + VYN+DP NL
Sbjct: 890 SARPVAFSVVPTAAASIPLKVVARGSFTIGDAVSKILQIEKEGAIHREEIVYNLDPLNNL 949

>TOXIN_2012_2]gi|317025490]| ref| XP_001389187.2] toxin biosynthesis
protein [Aspergillus niger CBS 513.88]
Length = 446

Score = 25.0 bits (63), Expect = 5.4, Method: Composition-based stats.
Identities = 11/30 (36%), Positives = 16/30 (53%)

Query: 71 RNVPRAVYPKASCNLTDGSFGRPITATTDL 100
R +P A++P +GS RP+T T L
Sbjct: 241 RELPTAIHPLDESQQKEGSNDRPVTLRTTL 270

>TOXIN_2012_2]gi]|238492287 | ref|XP_002377380.1] MFS gliotoxin efflux
transporter GliA [Aspergillus flavus NRRL3357]
gi]220695874|gb|EED52216.1] MFS gliotoxin efflux
transporter GliA [Aspergillus flavus NRRL3357]
Length = 523

Score = 25.0 bits (63), Expect = 6.8, Method: Composition-based stats.
ldentities = 23/69 (33%), Positives = 29/69 (42%), Gaps = 2/69 (2%)

Query: 29 MAPISLVQIWVTGLTGLGGAGNSKSLCQKPTSCHPPCLYPAARNVPRAVYPKASC--NLT 86
+AP SL +TG+GGAG S PP PA~ + AY A+ L
Sbjct: 108 VAPNSLALCIGRAITGVGGAGISSGAFT I IALSAPPKQRPAY IGILGASYGVAAAIGPLY 167

Query: 87 DGSFGRPIT 95

G+F 1T
Sbjct: 168 GGAFTTNIT 176

>TOXIN_2012_2]gi |358367040]|dbj | GAA83660.1] toxin biosynthesis
protein [Aspergillus kawachii IFO 4308]
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L
Score = 24
Identities

ength = 447

bits (62), Expect = 7

.6 =
= 11/30 (36%), Positive

S =

.5 Method: Composition-based stats.

16/30 (53%)

Query: 71 RNVPRAVYPKASCNLTDGSFGRPITATTDL 100

R +P A++P

+GS RP+T T L

Sbjct: 241 RELPTAIHPLDESQQREGSDDRPVTLRTTL 270

>TOXIN_2012_2]gi | 315081364 |gb|EFT53340.1]

L

Score = 24.3 bits (51), Expect = 9.7,

Identities

lysis holin [Propionibacterium acnes HLO78PA1]

ength = 569

= 12/41 (29%), Positives = 20/41 (48%)

Query: 33 SLVQIWVTGLTGLGGAGNSKSLCQKPTSCHPPCLYPAARNV 73

SL+ + + GL +GG K+

HP  + PAA+ +

Sbjct: 196 SLLPLVIIGLHRVGGWSGLKAKITAAAEAHPDVVTPAAQQL 236

>TOXIN_2012_2]gi | 335050940 ref|ZP_08543885.1|

L
Score = 24
Identities

lysis holin [Propionibacterium sp. 409-HC1]

gi]|342212266 | ref|ZP_08704991.1] transporter, SSS family

[Propionibacterium sp. CCO03-HC2]

gi | 313794187 | gb | EFS42207
holin [Propionibacterium

i ]313839161|gb |EFS76875.

holin [Propionibacterium

i 314963843 | gb | EFT07943..

holin [Propionibacterium

i | 315078326 | gb | EFT50365.

holin [Propionibacterium

i | 327455936 | gb | EGF02591 .

holin [Propionibacterium

i ]333768512|gb | EGL45694 .

holin [Propionibacterium
gi]340767810]| gb | EGR90335

-1] toxin secretion/phage
acnes HL110PA1]

1] toxin secretion/phage
acnes HLO86PA1]

1] toxin secretion/phage
acnes HLO82PA1]

1] toxin secretion/phage
acnes HLO53PA2]

1] toxin secretion/phage
acnes HLO92PA1]

1] toxin secretion/phage
sp. 409-HC1]

toxin secretion/phage

lysis
lysis
lysis
lysis
lysis

lysis

-1] transporter, SSS family
[Propionibacterium sp. CCO003-HC2]

-8,

ength = 569
-3 bits (51), Expect = 9
= 12741 (29%), Positives = 20/41 (48%)

Query: 33 SLVQIWVTGLTGLGGAGNSKSLCQKPTSCHPPCLYPAARNV 73

SL+ + + GL +GG K+

HP  + PAA+ +

Sbjct: 196 SLLPLVIIGLHRVGGWSGLKAKITAAAEAHPDVVTPAAQQL 236

>TOXIN_2012_2]gi |313812423|gb|EFS50137.1]

L

Score = 24._.3 bits (51), Expect = 9.8,

Identities

lysis holin [Propionibacterium acnes HLO25PA1]

ength = 569

= 12/41 (29%), Positives = 20/41 (48%)

Query: 33 SLVQIWTGLTGLGGAGNSKSLCQKPTSCHPPCLYPAARNV 73

SL+ + + GL +GG K+

HP  + PAA+ +

Sbjct: 196 SLLPLVIIGLHRVGGWSGLKAKITAAAEAHPDVVTPAAQQL 236

>TOXIN_2012_2]gi | 327450317 |gb | EGE96971.1]

Report Number: SSB-165-12

toxin secretion/phage

toxin secretion/phage

Method: Composition-based stats.

toxin secretion/phage

Method: Composition-based stats.

Method: Composition-based stats.
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lysis holin [Propionibacterium acnes HLO13PA2]
Length = 569

Score = 24_.3 bits (61), Expect = 9.9, Method: Composition-based stats.
Identities = 12/41 (29%), Positives = 20/41 (48%)

Query: 33 SLVQIWVTGLTGLGGAGNSKSLCQKPTSCHPPCLYPAARNY 73
SL+ + + GL +GG K+ HP  + PAA+ +
Sbjct: 196 SLLPLVIIGLHRVGGWSGLKAK ITAAAEAHPDVVTPAAQQL 236

>TOXIN_2012_2]gi |289426084 | ref|zP_06427831.1] toxin secretion/phage

lysis holin [Propionibacterium acnes SK187]
gi]289427915|ref|ZP_06429619.1] toxin secretion/phage
lysis holin [Propionibacterium acnes J165]
gi]295131714|ref]YP_003582377.1] toxin secretion/phage
lysis holin [Propionibacterium acnes SK137]
gi]335055081 | ref|ZP_08547872.1] toxin secretion/phage
lysis holin [Propionibacterium sp. 434-HC2]

gi]365963814 | ref]YP_004945380.1] unnamed protein product

[Propionibacterium acnes

gi]365966054 | ref]YP_004947619.1] unnamed protein product

[Propionibacterium acnes

gi 365974993 | ref]YP_004956552.1] unnamed protein product

[Propionibacterium acnes

gi | 289153627 | gb | EFD02341 .

holin [Propionibacterium

gi 289158798 | gb | EFDO6998 .

holin [Propionibacterium

gi | 291375283 gb | ADD99137.

holin [Propionibacterium

gi 313765210 gb | EFS36574..

holin [Propionibacterium

gi | 313771631 | gb|EFS37597.

holin [Propionibacterium

i | 313808642 | gb | EFS47102.

holin [Propionibacterium

i | 313810645 | gb | EFS48359.

holin [Propionibacterium

i |313817068 | gb | EFS54782.

holin [Propionibacterium

i 313819118 gb | EFS56832.

holin [Propionibacterium

gi 313821169 |gb | EFS58883.

holin [Propionibacterium

i | 313823846 | gb | EFS61560.

holin [Propionibacterium

gi | 313826948 | gb | EFS64662.

holin [Propionibacterium

gi 313829213 | gb | EFS66927 .

holin [Propionibacterium

i | 313831458 gb | EFS69172.

holin [Propionibacterium

gi | 313834108 gb | EFS71822.

holin [Propionibacterium

gi | 314916787 | gb | EFS80618.

holin [Propionibacterium

gi | 314919058 | gb | EFS82889.

holin [Propionibacterium

i | 314921100 | gb | EFS84931 .

holin [Propionibacterium

gi | 314926186 | gb | EFS90017 .

holin [Propionibacterium
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TypelA2 P.acn31]
TypelA2 P.acnl7]

TypelA2 P.acn33]

1] toxin secretion/phage
acnes SK187]

1] toxin secretion/phage
acnes J165]

1] toxin secretion/phage
acnes SK137]

1] toxin secretion/phage
acnes HLO13PA1l]

1] toxin secretion/phage
acnes HLO74PA1l]

1] toxin secretion/phage
acnes HLO87PA2]

1] toxin secretion/phage
acnes HLO83PA1l]

1] toxin secretion/phage
acnes HLO59PA1]

1] toxin secretion/phage
acnes HLO46PA2]

1] toxin secretion/phage
acnes HLO36PA1]

1] toxin secretion/phage
acnes HLO36PA2]

1] toxin secretion/phage
acnes HLO63PA1]

1] toxin secretion/phage
acnes HLO63PA2]

1] toxin secretion/phage
acnes HLOO7PA1]

1] toxin secretion/phage
acnes HLO56PA1]

1] toxin secretion/phage
acnes HLOO5PA4]

1] toxin secretion/phage
acnes HLO50PA1]

1] toxin secretion/phage
acnes HLO50PA3]

1] toxin secretion/phage
acnes HLO36PA3]

lysis
lysis
lysis
lysis
lysis
lysis
lysis
lysis
lysis
lysis
lysis
lysis
lysis
lysis
lysis
lysis
lysis
lysis

lysis
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gi]314931365]gb|EFS95196.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLO67PA1]
gi]314956221|gb|EFT00593.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLO27PA1l]
gi]314958716|gb|EFT02818.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLOO2PA1]
gi]314961023|gb|EFT05124.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLOO2PA2]
gi]314968848|gb|EFT12946.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLO37PAl]
gi]314974848|gb|EFT18943.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLO53PA1]
gi]314977825|gb|EFT21919.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLO45PA1]
gi]314979020|ghb|EFT23114.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLO72PA2]
gi1]314984529|gb|EFT28621.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLOO5PA1]
gi]314986006|gh|EFT30098.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLOO5PA2]
gi]314989309|gh|EFT33400.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLOO5PA3]
gi]315084996|gb|EFT56972.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLO27PA2]
gi]315087526 | gb|EFT59502.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLOO2PA3]
gi]315089567 | gb|EFT61543.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLO72PA1]
gi]|315095673|gb|EFT67649.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLO38PA1l]
gi]|315100002]gb|EFT71978.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLO59PA2]
gi]315102838]gb|EFT74814.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLO46PA1]
gi]|315106633|gb|EFT78609.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLO30PA1l]
gi]|315110565]gb|EFT82541.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLO30PA2]
gi]|327325857|gb|EGE67648.1] sodium:solute symporter
[Propionibacterium acnes HLO96PA3]
gi]327332953|gb|EGE74685.1] sodium:solute symporter
[Propionibacterium acnes HLO96PA2]
gi]327448659|gb|EGE95313.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLO43PAl]
gi]327451116|gb|EGE97770.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLO43PA2]
gi]327455475]|gb|EGF02130.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLO87PA3]
gi]327457616|gh|EGF04271.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLO83PA2]
gi]328756865|gh|EGF70481.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLO87PAl]
gi]328757750|gb|EGF71366.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLO20PA1]
gi]328759480|ghb|EGF73096.1] toxin secretion/phage lysis
holin [Propionibacterium acnes HLO25PA2]
gi]328761925|gb|EGF75434.1] sodium:solute symporter
[Propionibacterium acnes HLO99PA1]
gi]333762917|gb|EGL40399.1] toxin secretion/phage lysis
holin [Propionibacterium sp. 434-HC2]
gi]335278595]|ghb|AEH30500.1] toxin secretion/phage lysis
holin [Propionibacterium acnes 6609]
gi]340769716|gb|EGR92238.1] transporter, SSS family
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[Propionibacterium acnes SK182]
gi]365740495|gb|AEW84697.1] toxin secretion/phage lysis
holin [Propionibacterium acnhes TypelA2 P.acn31]
gi]365742735|ghb|AEW82429.1] toxin secretion/phage lysis
holin [Propionibacterium acnes TypelA2 P.acnl7]
gi]365744992|gh|AEW80189.1] toxin secretion/phage lysis
holin [Propionibacterium acnes TypelA2 P.acn33]

Length = 569

Score = 24_.3 bits (61), Expect = 9.9, Method: Composition-based stats.
Identities = 12/41 (29%), Positives = 20741 (48%)

Query: 33 SLVQIWVTGLTGLGGAGNSKSLCQKPTSCHPPCLYPAARNV 73
SL+ + + GL +GG K+ HP + PAA+ +
Sbjct: 196 SLLPLVIIGLHRVGGWSGLKAKITAAAEAHPDVVTPAAQQL 236

Database: TOXIN_2012_2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.321 0.137 0.442
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 1,783,989

Number of extensions: 65418

Number of successful extensions: 122
Number of sequences better than 10.0: 13
Number of HSP"s gapped: 122

Number of HSP"s successfully gapped: 13
Length of query: 121

Length of database: 7,243,252

Length adjustment: 83

Effective length of query: 38

Effective length of database: 5,309,186
Effective search space: 201749068
Effective search space used: 201749068
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 16 ( 7.4 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 41 (21.9 bits)

S2: 52 (24.6 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
“"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs', Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F._,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
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Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches
using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_1_33
(31 letters)

Database: TOXIN_2012_2
23,302 sequences; 7,243,252 total letters

SearChing . - .o e e iaaaan done

Database: TOXIN_2012 2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.319 0.138 0.491
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 477,123

Number of extensions: 6978

Number of successful extensions: 5
Number of sequences better than 10.0: 0O
Number of HSP"s gapped: 5

Number of HSP"s successfully gapped: 0O
Length of query: 31

Length of database: 7,243,252

Length adjustment: 6

Effective length of query: 25

Effective length of database: 7,103,440
Effective search space: 177586000
Effective search space used: 177586000
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 16 ( 7.4 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 41 (21.7 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F._,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.
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Query= SYHTOH2_1_34
(31 letters)

Database: TOXIN_2012 2
23,302 sequences; 7,243,252 total letters

SearChing. .- oo e done
***** No hits found ******
Database: TOXIN_2012 2
Posted date: Feb 22, 2012 11:49 AM

Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.325 0.141 0.534
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 539,802

Number of extensions: 10564

Number of successful extensions: 55
Number of sequences better than 10.0: 0
Number of HSP"s gapped: 55

Number of HSP"s successfully gapped: 0O
Length of query: 31

Length of database: 7,243,252

Length adjustment: 6

Effective length of query: 25

Effective length of database: 7,103,440
Effective search space: 177586000
Effective search space used: 177586000
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 15 ( 7.0 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 40 (21.6 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
“"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'"™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F._,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_I_35
(115 letters)
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Database: TOXIN_2012 2
23,302 sequences; 7,243,252 total letters

SearChing . - o .o a e done

Score E
Sequences producing significant alignments: (bits) Value

TOXIN_2012_2]gi|212637285]ref]|YP_002313810.1] unnamed protein pr... 25 5.6
TOXIN_2012_2]gi]|375262803 | ref]|YP_005025033.1] unnamed protein pr... 25 5.9

>TOXIN_2012_2]9gi 212637285 ref|YP_002313810.1] unnamed protein
product [Shewanella piezotolerans WP3]
gi]212558769]gb|ACJ31223.1] RTX toxin, putative
[Shewanella piezotolerans WP3]
Length = 744

Score = 25.0 bits (63), Expect = 5.6, Method: Composition-based stats.
ldentities = 9/32 (28%), Positives = 17/32 (53%)

Query: 8  ATGFNLKKLYCQMFERSGKFGDLELDSYLGNW 39
A G++ ++ ++ G+FG L +D G W
Sbjct: 315 AQGYHSAQINWSINQSQGQFGSLNIDPVTGQW 346

>TOXIN_2012_2]gi | 375262803 ]| ref| YP_005025033.1] unnamed protein
product [Vibrio sp. EJY3] gi]369844458|gb|AEX25286.1]
RTX toxin [Vibrio sp. EJY3]
Length = 3043

Score = 25.0 bits (63), Expect = 5.9, Method: Composition-based stats.
Identities = 8/17 (47%), Positives = 12/17 (70%)

Query: 23 RSGKFGDLELDSYLGNW 39
+ G +G+L LDS+ G W
Sbjct: 248 KGGHYGELTLDSHSGEW 264

Database: TOXIN_2012_2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.323 0.134 0.477
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 1,525,158

Number of extensions: 50998

Number of successful extensions: 90

Number of sequences better than 10.0: 2
Number of HSP"s gapped: 90

Number of HSP"s successfully gapped: 2
Length of query: 115
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Length of database: 7,243,252

Length adjustment: 81

Effective length of query: 34
Effective length of database: 5,355,790
Effective search space: 182096860
Effective search space used: 182096860
Neighboring words threshold: 11
Window for multiple hits: 40

X1: 16 ( 7.5 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 40 (21.6 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
“"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'", Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F._,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices™, FEBS J. 272:5101-5109.

Query= SYHTOH2_1_36
(64 letters)

Database: TOXIN_2012_2
23,302 sequences; 7,243,252 total letters

SearChing. .o .o i e e e e e e e e e aaaaaaaan done

Score E
Sequences producing significant alignments: (bits) Value
TOXIN_2012_2]gi]|23015941|ref|ZP_00055704.1] C0G2931: RTX toxins ... 25 4.2

>TOXIN_2012_2]gi | 23015941 | ref]ZP_00055704.1] C0G2931: RTX toxins and
related Ca2+-binding proteins [Magnetospirillum
magnetotacticum MS-1]
Length = 12295

Score = 25.4 bits (64), Expect

= 4.2 Method: Composition-based stats.
Identities = 10/21 (47%), Positives

12721 (57%)

Query: 2 RLWDTQPGVHCAQLDTSMVDG 22
R WD G H A++DTS G
Sbjct: 6416 RAWDQTSGTHGAKVDTSTNGG 6436

Score = 25.4 bits (64), Expect

= 4.4 Method: Composition-based stats.
ldentities = 10/21 (47%), Positives

13721 (61%)

Query: 2 RLWDTQPGVHCAQLDTSMVDG 22
RWD G H A++DTS+ G
Sbjct: 6901 RAWDQTSGSHGAKVDTSVNGG 6921
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Database: TOXIN_2012 2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences iIn database: 23,302

Lambda K H

0.322 0.135 0.452
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 740,630

Number of extensions: 14869

Number of successful extensions: 9
Number of sequences better than 10.0: 1
Number of HSP"s gapped: 9

Number of HSP"s successfully gapped: 2
Length of query: 64

Length of database: 7,243,252

Length adjustment: 36

Effective length of query: 28

Effective length of database: 6,404,380
Effective search space: 179322640
Effective search space used: 179322640
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 16 ( 7.4 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 41 (21.9 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F._,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_1_37
(35 letters)

Database: TOXIN_2012 2
23,302 sequences; 7,243,252 total letters

SearChing. . - oo e done
***** No hits found ******
Database: TOXIN_2012 2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
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Number of sequences in database: 23,302

Lambda K H

0.320 0.130 0.398
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 502,057

Number of extensions: 8645

Number of successful extensions: 7
Number of sequences better than 10.0: O
Number of HSP"s gapped: 7

Number of HSP"s successfully gapped: 0
Length of query: 35

Length of database: 7,243,252

Length adjustment: 9

Effective length of query: 26

Effective length of database: 7,033,534
Effective search space: 182871884
Effective search space used: 182871884
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 16 ( 7.4 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 41 (21.9 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F.,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_1_38
(183 letters)

Database: TOXIN_2012_2
23,302 sequences; 7,243,252 total letters

SearChing . - .o e e e done

Score E
Sequences producing significant alignments: (bits) Value
TOXIN_2012_2]gi|333979976|ref]|YP_004517921.1] beta-lysine N-acet... 28 2.5
TOXIN_2012_2]gi |357038678] ref|ZP_09100475.1] putative beta-lysin... 27 2.6
TOXIN_2012_2]gi |269796843 | ref]|YP_003316298.1] Pertussis toxin su... 27 4.1
TOXIN_2012_2]gi|148273353 | ref]|YP_001222914_.1] putative RTX toxin... 27 5.5
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>TOXIN_2012_2]gi|333979976 | ref|YP_004517921.1] beta-lysine
N-acetyltransferase [Desulfotomaculum kuznetsovii DSM
6115] gi|333823457|gb]AEG16120.1] putative beta-lysine
N-acetyltransferase [Desulfotomaculum kuznetsovii DSM
6115]
Length = 280

Score = 27.7 bits (60), Expect = 2.5, Method: Compositional matrix adjust.
ldentities = 17/73 (23%), Positives = 31/73 (42%)

Query: 97 HQRLGLGSTLYTHLLKSMEAQGFKSVVAV IGLPNDPSVRLHEALGYTARGTLRAAGYKHG 156
++ +LSL H-HK  + 4 ++ o+ + LGY RGTL + G
Shjct: 208 YRGMALNSLLLLHIEKECLKRNINCLYSLARASSYGMNLVLHRLGYVFRGTLINNCHIDG 267

Query: 157 GWHDVGFWQRDFE 169
G+ ++ WR E
Sbjct: 268 GFENMNIWVRPVE 280

>TOXIN_2012_2]gi|357038678 | ref|zP_09100475.1] putative beta-lysine
N-acetyltransferase [Desulfotomaculum gibsoniae DSM
7213] gi|355359470|gb|EHG07232.1] putative beta-lysine
N-acetyltransferase [Desulfotomaculum gibsoniae DSM
7213]
Length = 284

Score = 27.3 bits (69), Expect = 2.6, Method: Compositional matrix adjust.
Identities = 16/66 (24%), Positives = 28/66 (42%)

Query: 101 GLGSTLYTHLLKSMEAQGFKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYKHGGWHD 160
G ++ LK +G K + ++ + + LGY RGTL + GG+ D
Sbjct: 216 GFMLGIISELEKECLGKGIKCLYSLARASSYGMNLVFHRLGYRFRGTLINNCHISGGYED 275

Query: 161 VGFWQR 166
+ W+
Sbjct: 276 MNIWVK 281

>TOXIN_2012_2]gi | 269796843 | ref|YP_003316298.1] Pertussis toxin
subunit 1 [Sanguibacter keddieii DSM 10542]
gi]269099028]gh|ACZ23464.1] Pertussis toxin, subunit 1
[Sanguibacter keddieii DSM 10542]
Length = 810

Score = 26.9 bits (568), Expect = 4.1, Method: Compositional matrix adjust.
ldentities = 21/69 (30%), Positives = 28/69 (40%), Gaps = 4/69 (5%)

Query: 99 RLGLGSTLYTHL--LKSMEAQG--FKSVVAVIGLPNDPSVRLHEALGYTARGTLRAAGYK 154
RL L ++ L L+++ A V+ 4G D L LG AG
Sbjct: 300 RLALAESIPADLARLEAVTASDTLISKVMETVGRSVDVGSELIPYLGVAATGYALREDVD 359

Query: 155 HGGWHDVGF 163
HG W DVGF
Sbjct: 360 HGNWADVGF 368

>TOXIN_2012_2]gi 148273353 ref|YP_001222914 1] putative RTX toxin
[Clavibacter michiganensis subsp. michiganensis NCPPB
382] gi]147831283]emb|CANO2239.1] putative RTX toxin
[Clavibacter michiganensis subsp. michiganensis NCPPB
382]
Length = 2004
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Score = 26.6 bits (67), Expect = 5.5, Method: Compositional matrix adjust.
Identities = 14/37 (37%), Positives = 19/37 (51%), Gaps = 1/37 (2%)

Query: 130 NDPSVRLHEALGYTARGTLRAAGYKHGGWHDVGFWQR 166
bDPV + G AR +R +G ++ GW D  WQR
Sbjct: 304 GDPVVVTGDVRGDPAR-PVRVSGCEYAGWADGSGWQR 339

Database: TOXIN_2012 2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.320 0.135 0.439
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 2,522,842

Number of extensions: 93013

Number of successful extensions: 176
Number of sequences better than 10.0: 8
Number of HSP"s gapped: 176

Number of HSP"s successfully gapped: 8
Length of query: 183

Length of database: 7,243,252

Length adjustment: 89

Effective length of query: 94

Effective length of database: 5,169,374
Effective search space: 485921156
Effective search space used: 485921156
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 16 ( 7.4 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 41 (21.8 bits)

S2: 55 (25.8 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
“"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F.,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_I_39
(31 letters)

Database: TOXIN_2012_2
23,302 sequences; 7,243,252 total letters
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Searching . . .o aeiaaaan done

Database: TOXIN_2012_2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.323 0.135 0.393
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 396,061

Number of extensions: 5435

Number of successful extensions: 31
Number of sequences better than 10.0: 0O
Number of HSP"s gapped: 31

Number of HSP"s successfully gapped: 0
Length of query: 31

Length of database: 7,243,252

Length adjustment: 6

Effective length of query: 25

Effective length of database: 7,103,440
Effective search space: 177586000
Effective search space used: 177586000
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 16 ( 7.4 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 41 (22.0 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F._,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_1_40
(42 letters)

Database: TOXIN_2012 2
23,302 sequences; 7,243,252 total letters

SearChiINg. - - o e e done
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Database: TOXIN_2012 2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.328 0.139 0.412
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 360,840

Number of extensions: 5237

Number of successful extensions: 2
Number of sequences better than 10.0: O
Number of HSP"s gapped: 2

Number of HSP"s successfully gapped: O
Length of query: 42

Length of database: 7,243,252

Length adjustment: 16

Effective length of query: 26

Effective length of database: 6,870,420
Effective search space: 178630920
Effective search space used: 178630920
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 15 ( 7.1 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 40 (21.8 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
“"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F.,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_I_41
(35 letters)

Database: TOXIN_2012_2
23,302 sequences; 7,243,252 total letters

SearChing . - .o e e a e done
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Database: TOXIN_2012 2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences iIn database: 23,302

Lambda K H

0.324 0.136 0.429
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 460,698

Number of extensions: 7244

Number of successful extensions: 7
Number of sequences better than 10.0: 0O
Number of HSP"s gapped: 7

Number of HSP"s successfully gapped: 0O
Length of query: 35

Length of database: 7,243,252

Length adjustment: 9

Effective length of query: 26

Effective length of database: 7,033,534
Effective search space: 182871884
Effective search space used: 182871884
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 15 ( 7.0 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 40 (21.6 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F._,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_1_42
(79 letters)

Database: TOXIN_2012 2
23,302 sequences; 7,243,252 total letters

SearChing. . - oo e done

Score E
Sequences producing significant alignments: (bits) Value
TOXIN_2012_2]gi]302566051|pdb]|315V]A Chain A, Crystal Structure ... 26 2.6
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TOXIN_2012_2]gi |300508421|pdb|3141]A Chain A, Crystal Structure ...
TOXIN_2012_2]gi]320089760|pdb|3K55]A Chain A, Structure Of Beta ...
TOXIN_2012_2]gi| 345014741 |ref]|YP_004817095.1] Ricin B lectin [St...
TOXIN_2012_2]gi|57650692 | ref|YP_186826.1] phospholipase C [Staph...

>TOXIN_2012_2]gi|302566051|pdb|315V]JA  Chain A, Crystal Structure
Of Beta Toxin 275-280 From Staphylococcus Aureus
gi1]302566052|pdb]315V]|B Chain B, Crystal Structure OFf
Beta Toxin 275-280 From Staphylococcus Aureus
gi1]302566053|pdb]315V]C Chain C, Crystal Structure OFf
Beta Toxin 275-280 From Staphylococcus Aureus
gi1]302566054 |pdb|315V]D Chain D, Crystal Structure OFf
Beta Toxin 275-280 From Staphylococcus Aureus
Length = 313

26 2
26 2.
26 3
26 3

Score = 26.2 bits (66), Expect = 2.6, Method: Composition-based stats.

Identities

Query: 15 KQNDTDLNIGFYTNHMIFINSVILYGRWRQ 44
K++DTDL +  +H +++ S +LY W Q
Sbjct: 24 KKDDTDLKL---VSHNVYMLSTVLYPNWGQ 50

>TOXIN_2012_2]gi | 300508421 |pdb|3141]A Chain A, Crystal Structure
Of Beta Toxin From Staphylococcus Aureus F277a, P278a
Mutant gi]300508422]pdb]3141]B Chain B, Crystal
Structure Of Beta Toxin From Staphylococcus Aureus
F277a, P278a Mutant gi]300508423|pdb]3146]A Chain A,
Crystal Structure Of Beta Toxin From Staphylococcus
Aureus F277a, P278a Mutant With Bound Calcium lons
gi]300508424|pdb|3146]B Chain B, Crystal Structure Of
Beta Toxin From Staphylococcus Aureus F277a, P278a
Mutant With Bound Calcium lons gi]|300508425]pdb]|3148]A
Chain A, Crystal Structure OFf Beta Toxin From
Staphylococcus Aureus F277a, P278a Mutant With Bound
Magnesium lons gi]|300508426]|pdb]3148|B Chain B, Crystal
Structure Of Beta Toxin From Staphylococcus Aureus
F277a, P278a Mutant With Bound Magnesium lons
Length = 317

11/30 (36%), Positives = 19/30 (63%), Gaps = 3/30 (10%)

Score = 26.2 bits (66), Expect = 2.7, Method: Composition-based stats.
Identities = 11/30 (36%), Positives = 19/30 (63%), Gaps = 3/30 (10%)

Query: 15 KQNDTDLNIGFYTNHMIFINSVILYGRWRQ 44
K++DTDL +  +H +++ S +LY W Q
Sbjct: 24 KKDDTDLKL---VSHNVYMLSTVLYPNWGQ 50

>TOXIN_2012_2]gi|320089760|pdb|3K55]A Chain A, Structure Of Beta
Hairpin Deletion Mutant Of Beta Toxin From
Staphylococcus Aureus gi]320089761|pdb]3K55]B Chain B,
Structure Of Beta Hairpin Deletion Mutant Of Beta Toxin
From Staphylococcus Aureus gi]320089762]|pdb]3K55|C
Chain C, Structure Of Beta Hairpin Deletion Mutant OF
Beta Toxin From Staphylococcus Aureus
gi 1320089763 pdb|3K55]D Chain D, Structure OFf Beta
Hairpin Deletion Mutant OFf Beta Toxin From
Staphylococcus Aureus gi]320089764|pdb]3K55]E Chain E,
Structure Of Beta Hairpin Deletion Mutant Of Beta Toxin
From Staphylococcus Aureus gi]320089765]|pdb]3K55|F
Chain F, Structure Of Beta Hairpin Deletion Mutant OFf
Beta Toxin From Staphylococcus Aureus
gi1]320089766|pdb|3K55]G Chain G, Structure OFf Beta
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Hairpin Deletion Mutant OFf Beta Toxin From
Staphylococcus Aureus gi]320089767|pdb]3K55]H Chain H,
Structure Of Beta Hairpin Deletion Mutant Of Beta Toxin
From Staphylococcus Aureus gi]320089768]|pdb]3K55]1
Chain 1, Structure Of Beta Hairpin Deletion Mutant OF
Beta Toxin From Staphylococcus Aureus
gi]320089769|pdb]3K55]J Chain J, Structure Of Beta
Hairpin Deletion Mutant OFf Beta Toxin From
Staphylococcus Aureus gi]320089770|pdb]3K55]K Chain K,
Structure Of Beta Hairpin Deletion Mutant Of Beta Toxin
From Staphylococcus Aureus gi]320089771|pdb]3K55]|L
Chain L, Structure Of Beta Hairpin Deletion Mutant OF
Beta Toxin From Staphylococcus Aureus

gi 1320089772 pdb|3K55|M Chain M, Structure OFf Beta
Hairpin Deletion Mutant OFf Beta Toxin From
Staphylococcus Aureus gi]320089773|pdb]3K55|N Chain N,
Structure Of Beta Hairpin Deletion Mutant Of Beta Toxin
From Staphylococcus Aureus gi]320089774]|pdb]3K55]0
Chain O, Structure Of Beta Hairpin Deletion Mutant OF
Beta Toxin From Staphylococcus Aureus
gi1]320089775|pdb|3K55]P Chain P, Structure OFf Beta
Hairpin Deletion Mutant Of Beta Toxin From
Staphylococcus Aureus

Length = 306

Score = 25.8 bits (65), Expect = 2.8, Method: Composition-based stats.
Identities = 11/30 (36%), Positives = 19/30 (63%), Gaps = 3730 (10%)

Query: 15 KQNDTDLNIGFYTNHMIFINSVILYGRWRQ 44
K++DTDL +  +H +++ S +LY W Q
Sbjct: 24 KKDDTDLKL---VSHNVYMLSTVLYPNWGQ 50

>TOXIN_2012_2]gi 345014741 ref]YP_004817095.1] Ricin B lectin
[Streptomyces violaceusniger Tu 4113]
gi]344041090|gb|AEM86815.1] Ricin B lectin [Streptomyces
violaceusniger Tu 4113]
Length = 714

Score = 25.8 bits (65), Expect = 3.2, Method: Composition-based stats.
ldentities = 12/26 (46%), Positives = 15/26 (57%), Gaps = 2/26 (7%)

Query: 4  QTTPTKYQVLFKQN--DTDLNIGFYT 27
Q +Y VLFK D+N+GFYT
Sbjct: 205 QFGSNRYAVLFKPGTYSADVNVGFYT 230

>TOXIN_2012_2]gi |57650692|ref|YP_186826.1] phospholipase C
[Staphylococcus aureus subsp. aureus COL]
gi1]282894608 | ref]zZP_06302836.1] sphingomyelin
phosphodiesterase [Staphylococcus aureus A8117]
gi]130085]sp|P09978.1]|PHLC_STAAU RecName:
Full=Phospholipase C; AltName: Full=Beta-hemolysin;
AltName: Full=Beta-toxin; AltName:
Full=Sphingomyelinase; Short=SMase; Flags: Precursor
gi]61213889|sp|Q5HEIL1.1]PHLC_STAAC RecName:
Full=Phospholipase C; AltName: Full=Beta-hemolysin;
AltName: Full=Beta-toxin; AltName:
Full=Sphingomyelinase; Short=SMase; Flags: Precursor
gi]110815915]sp|Q2FWP1.2|PHLC_STAA8 RecName:
Full=Phospholipase C; AltName: Full=Beta-hemolysin;
AltName: Full=Beta-toxin; AltName:
Full=Sphingomyelinase; Short=SMase; Flags: Precursor
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gi]46588|emb]CAA31769.1] unnamed protein product
[Staphylococcus aureus subsp. aureus COL]
gi]|57284878|gb]AAW36972.1] phospholipase C
[Staphylococcus aureus subsp. aureus COL]
gi1]269941409]|emb|CB149806.1] phospholipase C precursor
(pseudogene) [Staphylococcus aureus subsp. aureus TW20]
gi]282763095]gb|EFC03227.1] sphingomyelin
phosphodiesterase [Staphylococcus aureus A8117]
gi1]298695279|gb]ADI98501.1] beta-hemolysin
[Staphylococcus aureus subsp. aureus ED133]
gi]329731457|gb|EGG67820.1] sphingomyelin
phosphodiesterase [Staphylococcus aureus subsp. aureus
21193] gi]365168342|gb|EHM59689.1] sphingomyelin
phosphodiesterase [Staphylococcus aureus subsp. aureus
21178] gi]375025481|gb|EHS18885.1] sphingomyelin
phosphodiesterase [Staphylococcus aureus subsp. aureus
1S-91]

Length = 330

Score = 25.8 bits (65), Expect = 3.4, Method: Composition-based stats.
ldentities = 11/30 (36%), Positives = 19/30 (63%), Gaps = 3/30 (10%)

Query: 15 KQNDTDLNIGFYTNHMIFINSVILYGRWRQ 44
K++DTDL +  +H +++ S +LY W Q
Sbjct: 37 KKDDTDLKL---VSHNVYMLSTVLYPNWGQ 63

Database: TOXIN_2012_2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.327 0.137 0.425
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 885,535

Number of extensions: 26026

Number of successful extensions: 67
Number of sequences better than 10.0: 11
Number of HSP"s gapped: 67

Number of HSP"s successfully gapped: 11
Length of query: 79

Length of database: 7,243,252

Length adjustment: 49

Effective length of query: 30

Effective length of database: 6,101,454
Effective search space: 183043620
Effective search space used: 183043620
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 15 ( 7.1 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 40 (21.7 bits)

S2: 51 (24.3 bits)
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BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
“"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F.,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_1_43
(35 letters)

Database: TOXIN_2012 2
23,302 sequences; 7,243,252 total letters

SearChiNg. - - o e done

***x** No hits found ******

Database: TOXIN_2012 2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences iIn database: 23,302

Lambda K H

0.315 0.130 0.353
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 384,936

Number of extensions: 6200

Number of successful extensions: 6
Number of sequences better than 10.0: 0O
Number of HSP"s gapped: 6

Number of HSP"s successfully gapped: 0O
Length of query: 35

Length of database: 7,243,252

Length adjustment: 9

Effective length of query: 26

Effective length of database: 7,033,534
Effective search space: 182871884
Effective search space used: 182871884
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 16 ( 7.3 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 41 (21.6 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]
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Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F._,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_1_44
(69 letters)

Database: TOXIN_2012_2
23,302 sequences; 7,243,252 total letters

SearChinNg . - .o e e e eiaaaan done

Score E
Sequences producing significant alignments: (bits) Value
TOXIN_2012_2]gi|23015941 | ref|ZP_00055704.1] C0G2931: RTX toxins ... 25 5.4

>TOXIN_2012_2|gi |23015941 ] ref|ZP_00055704.1] C0G2931: RTX toxins and
related Ca2+-binding proteins [Magnetospirillum
magnetotacticum MS-1]
Length = 12295

Score = 25.0 bits (53), Expect = 5.4, Method: Composition-based stats.
Identities = 10/21 (47%), Positives = 12/21 (57%)

Query: 2 RLWDTQPGVHCAQLDTSMVDG 22
RWD G HA+DTS G
Sbjct: 6416 RAWDQTSGTHGAKVDTSTNGG 6436

Score = 25.0 bits (63), Expect

=5.7 Method: Composition-based stats.
ldentities = 10/21 (47%), Positives

13721 (61%)

Query: 2 RLWDTQPGVHCAQLDTSMVDG 22
RWD G H A++DTS+ G
Sbjct: 6901 RAWDQTSGSHGAKVDTSVNGG 6921

Database: TOXIN_2012 2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.324 0.137 0.443
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62
Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302
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Number of Hits to DB: 767,387

Number of extensions: 15429

Number of successful extensions: 11
Number of sequences better than 10.0: 1
Number of HSP"s gapped: 11

Number of HSP"s successfully gapped: 2
Length of query: 69

Length of database: 7,243,252

Length adjustment: 40

Effective length of query: 29
Effective length of database: 6,311,172
Effective search space: 183023988
Effective search space used: 183023988
Neighboring words threshold: 11
Window for multiple hits: 40

X1: 15 ( 7.0 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 40 (21.6 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F._,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_I_45
(65 letters)

Database: TOXIN_2012 2
23,302 sequences; 7,243,252 total letters

SearChiNg. . oo e e e e e e e e e aaaaaaaan done
Database: TOXIN_2012 2
Posted date: Feb 22, 2012 11:49 AM

Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.330 0.142 0.487
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 614,280

Number of extensions: 11107

Number of successful extensions: 36
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Number of sequences better than 10.0: 0
Number of HSP"s gapped: 36

Number of HSP"s successfully gapped: 0O
Length of query: 65

Length of database: 7,243,252

Length adjustment: 37

Effective length of query: 28

Effective length of database: 6,381,078
Effective search space: 178670184
Effective search space used: 178670184
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 15 ( 7.1 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 40 (21.8 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
“"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F._,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices™, FEBS J. 272:5101-5109.

Query= SYHTOHZ2_1_46
(40 letters)

Database: TOXIN_2012_2
23,302 sequences; 7,243,252 total letters

SearChinNg. oo e e e e e ca e e aaaaaaaan done
Database: TOXIN_2012 2
Posted date: Feb 22, 2012 11:49 AM

Number of letters in database: 7,243,252
Number of sequences iIn database: 23,302

Lambda K H

0.319 0.135 0.454
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 625,904

Number of extensions: 14096

Number of successful extensions: 4

Number of sequences better than 10.0: O
Number of HSP"s gapped: 4

Number of HSP"s successfully gapped: 0
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Length of query: 40

Length of database: 7,243,252

Length adjustment: 14

Effective length of query: 26
Effective length of database: 6,917,024
Effective search space: 179842624
Effective search space used: 179842624
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 16 ( 7.4 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 41 (21.7 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F._,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_1_47
(67 letters)

Database: TOXIN_2012 2
23,302 sequences; 7,243,252 total letters

SEaArCNINg .- - - e e done

Score E
Sequences producing significant alignments: (bits) Value
TOXIN_2012_2]gi]|170022729|ref|YP_001719234_.1] virulence plasmid ... 25 4.2

>TOXIN_2012_2]gi|170022729|ref|YP_001719234_1] virulence plasmid 65kDa
B protein [Yersinia pseudotuberculosis YPIII]
g1]149211827|gb|ABR22251.1] toxin complex subunit TcaC
[Yersinia pseudotuberculosis] gi]169749263]gb|ACA66781.1]
virulence plasmid 65kDa B protein [Yersinia
pseudotuberculosis YPII1I1]
Length = 1489

Score = 25.4 bits (54), Expect = 4.2, Method: Composition-based stats.
Identities = 13/34 (38%), Positives = 21/34 (61%), Gaps = 1/34 (2%)

Query: 29 YHINPLALKTWLERLLFPRCSSWVGVHLWDHCRQ 62
Y++ PLAL+ W+ R P + +VG+ L + RQ
Sbjct: 1298 YYLCPLALRRWI-RQSNPLITEYVGLTLKNPVRQ 1330

Database: TOXIN_2012 2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences in database: 23,302
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Lambda K H
0.332 0.142 0.519

Gapped
Lambda K H
0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 1,002,363

Number of extensions: 30839

Number of successful extensions: 37
Number of sequences better than 10.0: 1
Number of HSP"s gapped: 37

Number of HSP"s successfully gapped: 1
Length of query: 67

Length of database: 7,243,252

Length adjustment: 39

Effective length of query: 28

Effective length of database: 6,334,474
Effective search space: 177365272
Effective search space used: 177365272
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 15 ( 7.2 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 40 (21.9 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F.,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_1_48
(34 letters)

Database: TOXIN_2012_ 2
23,302 sequences; 7,243,252 total letters

SearChing . - .o e e e done

Database: TOXIN_2012_2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H
0.317 0.125 0.427
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Gapped
Lambda K H
0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 297,319

Number of extensions: 3711

Number of successful extensions: 1
Number of sequences better than 10.0: O
Number of HSP"s gapped: 1

Number of HSP"s successfully gapped: 0O
Length of query: 34

Length of database: 7,243,252

Length adjustment: 8

Effective length of query: 26

Effective length of database: 7,056,836
Effective search space: 183477736
Effective search space used: 183477736
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 16 ( 7-3 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 41 (21.7 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F.,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_1_49
(32 letters)

Database: TOXIN_2012 2
23,302 sequences; 7,243,252 total letters

SearChiNg . - oo i e e e e e e e e e e e e aaaaan done

***** No hits found ******

Database: TOXIN_2012 2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.333 0.133 0.387
Gapped
Lambda K H

0.267 0.0410 0.140
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Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 246,219

Number of extensions: 2273

Number of successful extensions: 20
Number of sequences better than 10.0: 0O
Number of HSP"s gapped: 20

Number of HSP"s successfully gapped: 0O
Length of query: 32

Length of database: 7,243,252

Length adjustment: 7

Effective length of query: 25

Effective length of database: 7,080,138
Effective search space: 177003450
Effective search space used: 177003450
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 15 ( 7.2 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 39 (21.7 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
""Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F._,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOHZ2_1_50
(41 letters)

Database: TOXIN_2012 2
23,302 sequences; 7,243,252 total letters

SearChing . . o . e aiaaaan done

Database: TOXIN_2012_2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.325 0.135 0.438
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62
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Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 583,756

Number of extensions: 12610

Number of successful extensions: 32
Number of sequences better than 10.0: O
Number of HSP"s gapped: 32

Number of HSP"s successfully gapped: 0
Length of query: 41

Length of database: 7,243,252

Length adjustment: 15

Effective length of query: 26

Effective length of database: 6,893,722
Effective search space: 179236772
Effective search space used: 179236772
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 15 ( 7.0 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 40 (21.7 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F.,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_I_51
(40 letters)

Database: TOXIN_2012 2
23,302 sequences; 7,243,252 total letters

SearChiNg. oo i e e e e e e e e aaaaaaaan done
Database: TOXIN_2012 2
Posted date: Feb 22, 2012 11:49 AM

Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.325 0.138 0.504
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 618,726
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Number of extensions: 14460

Number of successful extensions: 55
Number of sequences better than 10.0: 1
Number of HSP"s gapped: 55

Number of HSP"s successfully gapped: 1
Length of query: 40

Length of database: 7,243,252

Length adjustment: 14

Effective length of query: 26

Effective length of database: 6,917,024
Effective search space: 179842624
Effective search space used: 179842624
Neighboring words threshold: 11

Window for multiple hits: 40

X1: 15 ( 7.0 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 40 (21.6 bits)

S2: 51 (24.3 bits)

BLASTP 2.2.19 [Nov-02-2008]

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs'™, Nucleic Acids Res. 25:3389-3402.

Reference for compositional score matrix adjustment: Altschul, Stephen F._,
John C. Wootton, E. Michael Gertz, Richa Agarwala, Aleksandr Morgulis,
Alejandro A. Schaffer, and Yi-Kuo Yu (2005) "Protein database searches

using compositionally adjusted substitution matrices', FEBS J. 272:5101-5109.

Query= SYHTOH2_1_52
(57 letters)

Database: TOXIN_2012_2
23,302 sequences; 7,243,252 total letters

SearChiNg. . oo e e e e e e e aaaaaaaaa done

Database: TOXIN_2012_2

Posted date: Feb 22, 2012 11:49 AM
Number of letters in database: 7,243,252
Number of sequences in database: 23,302

Lambda K H

0.322 0.125 0.446
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 23302

Number of Hits to DB: 572,235

Number of extensions: 9841

Number of successful extensions: 11

Number of sequences better than 10.0: O
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Number
Number
Length
Length
Length

X1:
X2:
X3:
S1:
S2:

16
38
64
40
51

of HSP"s gapped: 11

of HSP"s successfully gapped: 0O
of query: 57

of database: 7,243,252
adjustment: 30

Effective length of query: 27

Effective length of database: 6,544,192
Effective search space: 176693184
Effective search space used: 176693184
Neighboring words threshold: 11

Window for

(7.
(14.
(24.
(21.
(24.

multiple hits: 40
4 bits)
6 bits)
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