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ABBREVIATIONS AND DEFINITIONS 
 
 

AHAS acetohydroxyacid synthase enzyme 
ahasl imidazolinone-tolerant alleles of Arabidopsis thaliana 

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

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

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

BLASTP protein-protein Basic Local Alignment Search Tool 
BLOSUM blocks substitution matrix 
FARRP Food Allergy Research and Resource Program 
E value expect value 
GI number GenInfo identifier, or GI number, is a sequence identification 

number assigned by the NCBI 
IgE immunoglobulin E 
NCBI National Center for Biotechnology Information (United States of 

America) 
ORF open reading frame 
R272K arginine residue at position 272 of Arabidopsis thaliana  

acetohydroxyacid synthase large subunit replaced with lysine 
RT-PCR reverse-transcription polymerase chain reaction 
S653N serine residue at position 653 of Arabidopsis thaliana  

acetohydroxyacid synthase large subunit replaced with asparagine 
SEC61γ wild-type Arabidopsis thaliana SEC61γ-subunit gene 
SEC61γ wild-type Arabidopsis thaliana SEC61γ-subunit protein 

 
 
 



 
 
 Plant Science L. L. C.  BASF Reg. Doc. No. 2008/7019371 

BASF Plant Science Report No. BPS-015-08  Page 6 of 268 

BIOINFORMATICS ANALYSIS OF DEDUCED AMINO ACID SEQUENCES OF 
OPEN READING FRAMES CONTAINED IN THE TRANSGENE INSERT OF 

HERBICIDE-TOLERANT SOYBEAN BPS-CV127-9 
 
 

SUMMARY 
 
Soybean [Glycine max (L.) Merr.] plants have been developed that are tolerant to the 
imidazolinone class of agricultural herbicides.  The herbicide-tolerant soybean plants, 
referred to as BPS-CV127-9, are derived from a single transformation event and were 
produced by the introduction of an imidazolinone-tolerant acetohydroxyacid synthase 
large subunit (ahasl) gene from Arabidopsis thaliana (L.) Heynh. into the soybean plant 
genome via biolistics using the PvuII fragment of transformation plasmid pAC321.  The 
PvuII fragment of pAC321 includes what, at the time of transformation, was defined as 
the wild-type Arabidopsis AHASL promoter, the mutant Arabidopsis ahasl (S653N) 
coding sequence, and the wild-type Arabidopsis AHASL terminator.  The mutant 
Arabidopsis ahasl (S653N) allele, which confers tolerance to imidazolinone herbicides, 
has also been referred to in the literature as csr1-2 (Sathasivan et al., 1990; Jander et al., 
2003).  In addition to the S653N mutation, a second mutation was discovered in the 
Arabidopsis ahasl coding sequence integrated in the CV127 soybean genome.  This 
second mutation, in which arginine at position 272 of the ahasl protein is replaced by 
lysine, does not impact the enzymatic function of the acetohydroxyacid synthase (AHAS) 
enzyme or its herbicide-tolerance properties.  Also included in the region originally 
annotated as the AHASL promoter was the majority of an Arabidopsis putative SEC61γ -
subunit gene (Arabidopsis Genome Initiative locus code At3g48570), including the entire 
Arabidopsis SEC61γ coding sequence.   
 
The transgene insert of BPS-CV127-9 was analyzed for open reading frames (ORFs) of 
29 or more amino acids.  In addition to the ORF corresponding to the ahasl coding 
sequence, 27 other unique ORFs were identified within the BPS-CV127-9 transgene 
insert sequence.  In this study, the deduced amino acid sequences of these 27 ORFs were 
subjected to bioinformatics analyses as part of a weight-of-evidence assessment of the 
potential allergenicity and toxicity of any proteins potentially encoded within the 
BPS-CV127-9 transgene insert sequence.  The bioinformatics analyses of the ORFs 
found within the BPS-CV127-9 transgene insert sequence do not provide any indication 
of a potential allergenicity or toxicity concern. 
 
 
INTRODUCTION 
 
Soybean [Glycine max (L.) Merr.] plants have been developed that are tolerant to the 
imidazolinone class of agricultural herbicides.  The herbicide-tolerant soybean plants, 
referred to as BPS-CV127-9, are derived from a single transformation event.  
BPS-CV127-9 was produced by the introduction of an imidazolinone-tolerant 
acetohydroxyacid synthase large subunit (ahasl) gene from A. thaliana (L.) Heynh. into 
the soybean plant genome via biolistics using the PvuII fragment of transformation vector 
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pAC321.  The PvuII fragment includes what, at the time of transformation, was defined 
as the wild-type Arabidopsis AHASL promoter, the herbicide-tolerant Arabidopsis ahasl 
coding sequence, and the wild-type Arabidopsis AHASL terminator.  In addition to the 
S653N mutation, a second mutation was discovered in the ahasl coding sequence 
integrated in the BPS-CV127-9 soybean genome.  This mutation, in which arginine at 
position 272 of the ahasl protein is replaced by lysine, does not impact the enzymatic 
function of the AHAS enzyme or its herbicide-tolerance properties (Stevenson Paulik, 
2007).  Also included in the region originally annotated as the AHASL promoter was the 
majority of the Arabidopsis putative SEC61γ-subunit gene (Arabidopsis Genome 
Initiative locus code At3g48570), including the entire Arabidopsis SEC61γ coding 
sequence. 
 
Acetohydroxyacid synthase (AHAS) is found ubiquitously in the plant kingdom.  The 
AHAS enzyme catalyzes the first step in the biosynthesis of branched-chain amino acids 
in plants.  In conventional plants, inhibition of the AHAS enzyme by imidazolinone 
herbicides leads to a deficiency in branched-chain amino acids and other compounds 
derived from this pathway that are needed for plant survival.  The ahasl gene from 
Arabidopsis confers tolerance to imidazolinone herbicides by encoding an AHAS 
catalytic subunit with altered herbicide-binding properties, while retaining its normal 
biosynthetic function in the soybean plant.   
 
SEC61 is a heterotrimeric complex which forms a protein-conducting channel involved 
in transport across the endoplasmic reticulum membrane in eukaryotes.  Two of the three 
subunits of SEC61, the α and γ subunits, are found in all organisms (Osborne et al., 
2005).  Although the SEC61γ-subunit transcript is detectable in BPS-CV127-9 by 
reverse-transcription polymerase chain reaction (RT-PCR) analysis (Shen, 2007), the 
SEC61γ-subunit protein product is not detectable in BPS-CV127-9 soybean leaves or 
grain (Jiang, 2007). 
 
The transgene insert of BPS-CV127-9 contains the coding sequences of two proteins 
from A. thaliana:  ahasl (R272K, S653N) and SEC61γ.  The purpose of this current study 
was to identify additional open reading frames (ORFs) within the BPS-CV127-9 
transgene insert and conduct a bioinformatics analysis of these ORFs as part of a weight-
of-evidence assessment of the potential allergenicity and toxicity of any protein 
potentially encoded within the BPS-CV127-9 transgene insert sequence. 
 
 
MATERIALS AND METHODS 
 
Databases.  The Food Allergy Research and Resource Program (FARRP) Allergen 
Protein Database (version 8.00; allergenonline.com) containing 1313 entries was utilized 
for all bioinformatics assessments of potential allergenicity.  These 1313 entries are 
comprised of known or putative food, respiratory, venom/salivary, or contact allergenic 
proteins.  Glutenins and gliadins from Triticum aestivum L. (bread wheat) were included 
in the database if there was published evidence of immunoglobulin E (IgE) from sera of 
allergic individuals binding to the glutenin or gliadin in question.  Some of these same 
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glutenins and gliadins are involved in Celiac disease, although that disease is a non-IgE-
mediated disorder.  All allergen database entries have been vetted by a panel of seven 
academic allergy experts based on published evidence of allergenicity.   
 
The GenBank non-redundant peptide sequence database was utilized for all 
bioinformatics assessments of potential toxicity in addition to the general assessment of 
protein homology.  The GenBank non-redundant peptide sequence data (a total of 
7,155,275 sequences) was downloaded October 26, 2008 from the National Center for 
Biotechnology Information (NCBI) website.  This database is comprised of all non-
redundant GenBank coding sequence translations, protein sequences from NCBI's 
Reference Sequence Project, sequences derived from the Protein Data Bank, the last 
major release of the SWISS-PROT protein sequence database, the Protein Information 
Resource (PIR) Protein Sequence Database, and the Protein Research Foundation (PRF) 
Protein Sequence Database.   
 
Identification of open reading frames.  The entire transgene insert of BPS-CV127-9 was 
analyzed for open reading frames (ORFs) using Vector NTI, version 10.3.0 (Invitrogen; 
Carlsbad, CA).  An ORF is a sequence of nucleotides which has the potential to encode a 
protein; whether an ORF is transcribed and ultimately translated is dependent upon 
having the requisite regulatory elements in the proper context.  For the purposes of this 
study, an ORF was defined as a contiguous nucleic acid sequence which begins at a start 
codon (i.e. ATG) and continues until the first termination codon (i.e. TAA, TAG, or 
TGA) is encountered.  Any ORF from any of the six potential reading frames with a 
deduced amino acid sequence of 29 amino acids or greater which is located either entirely 
or partly within the transgene insert was selected for further analysis.  The minimum 
ORF size of 29 amino acids is appropriate because the minimum size of a polypeptide 
able to elicit the allergenic cascade is estimated to be 29 amino acids long (Bannon et al., 
2002).   The deduced amino acid sequences of the 27 unique ORFs identified within the 
transgene insert of BPS-CV127-9 are shown in Figure 1 and the location of these ORFs 
within the transgene insert is represented graphically in Figure 2.  The transgene insert of 
BPS-CV127-9 contains the coding sequences of two proteins from A. thaliana:  ahasl 
(R272K, S653N) and SEC61γ; these two proteins were evaluated in BASF Plant Science 
report BPS-014-08 (McKean, 2008) and are not included among the 27 ORFs discussed 
in this current report.   
 
Database search for eight-amino acid regions of identity to known or putative allergens.  
Each ORF deduced amino acid sequence was submitted to an analysis using a custom 
comparison (word-match) program which provides an exhaustive search of all possible 
eight-amino acid subsegments of the query sequence against all possible eight-amino acid 
segments in proteins in the FARRP Allergen Protein Database.  Regions of at least eight 
consecutive amino acids which are identical between an ORF deduced amino acid 
sequence and a known allergen will be identified by this search.   
 
This eight-amino acid search was originally suggested based on the concept that eight or 
more amino acids is a representative minimal size for an IgE-binding epitope (Metcalfe et 
al., 1996).  Bannon and Ogawa (2006) compiled a list of characterized linear IgE-binding 
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epitopes from major allergens and, although one epitope from a wheat ω-5 gliadin was 
only four amino acids long, the majority of characterized epitopes were indeed eight 
amino acids or longer.  However, this search does not detect conformational epitopes 
which are formed when non-linear amino acids are brought together by the higher-order 
folding of the protein.  Moreover, the utility of such an eight-amino acid analysis has 
been questioned due to the high rate of false positives identified by this search 
(Silvanovich et al., 2006; Hileman et al., 2002). 
 
Database search with eighty-amino acid segments of query sequence.  Open reading 
frames with deduced amino acid sequences greater than 80 amino acids were subdivided 
into all possible overlapping 80-amino acid segments.  Open reading frames with 
deduced amino acid sequences of 80 amino acids or less were analyzed as a single intact 
sequence.  Each of these 80-amino acid segments or, in the case of ORFs with deduced 
amino acid sequences less than 80 amino acids, the entire protein sequence was compared 
in silico to all proteins in the FARRP Allergen Protein Database via a protein-protein 
FASTA (version 34.26.5; April 26, 2007) analysis.  The default parameters of the 
FASTA program were used, including the default substitution scoring matrix of 
BLOSUM 50, with one exception:  the threshold score for optimization was set to 20.   
 
Since the total predicted protein sequence was analyzed incrementally in 80-amino acid 
segments, the query length for each of the analyses was 80 amino acids for ORFs with a 
deduced amino acid sequence length of greater than 80 amino acids.  Thus, the percent 
identity for a given alignment was determined by dividing the number of identical amino 
acids within the alignment by 80.  In the case of ORFs with a deduced amino acid 
sequence length of less than 80 amino acids, the number of identical amino acids was still 
divided by 80 to determine the percent identity over 80 amino acids.  In instances where 
gaps were inserted into the query sequence to achieve the optimal alignment, percent 
identity was calculated by dividing the number of identical amino acid residues in the 
alignment by the alignment length of overlap if the overlap length was greater than 80.  A 
query sequence which showed >35% identity to a known or putative allergen would be 
identified as potentially requiring additional studies, on a case-by-case basis, to determine 
the likelihood of the predicted protein being allergenic (Codex, 2003). 
 
Database search for homology to known protein toxin sequences as well as general 
homology to known proteins.  Each ORF deduced amino acid sequence was submitted to 
a protein-protein Basic Local Alignment Search Tool (BLASTP), (NCBI version 2.2.18) 
analysis.  All parameters were left at the default setting for this BLASTP analysis with 
the exception of the expect (E) value cut-off which was set to one.  Thus, either the top 
250 unique protein alignments (the default value) or all alignments with an E value less 
than one, whichever is fewer, were analyzed.  This BLASTP analysis will identify 
regions of local similarity (i.e. similarity over a portion of the protein sequence rather 
than the entire protein sequence) between the query sequence and proteins in the 
downloaded October 26, 2008 GenBank non-redundant peptide sequence database.   
 
Descriptions of the 250 proteins from the GenBank non-redundant database which show 
the most significant local homology to the ORF CV127.5729_d2 deduced amino acid 
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sequence were manually compared to known toxins which act on humans as listed in the 
United States Code of Federal Regulations (40 CFR Part 725.421).  Only 59 proteins in 
the GenBank non-redundant database had an E value less than one when the ORF 
CV127.1392_d3 deduced amino acid sequence was used as a query sequence.  
Descriptions of these 59 proteins were manually compared to known toxins which act on 
humans as listed in the United States Code of Federal Regulations (40 CFR Part 
725.421). 
 
 
RESULTS AND DISCUSSION 
 
Database search for eight-amino acid regions of identity.  The ORF deduced amino acid 
sequences did not share a sequence of eight or more consecutive identical amino acids 
with any potential allergens found in the FARRP Allergen Protein Database.  Because the 
eight-amino acid word-match search did not identify any common identical sequences of 
eight or more amino acids, there are no search results to report. 
 
Database search with eighty-amino acid segments of query sequence.  The ORF deduced 
amino acid sequences did not show 35% or greater identity over 80 amino acids to any 
potential allergens found in the FARRP Allergen Protein Database.  For ORFs with 
deduced amino acid sequences greater than 80, the allergen homology search results for 
the 80-amino acid segment which showed the highest homology to a known or potential 
allergen is shown in Appendix 1.  The allergen homology search results for ORFs with 
deduced amino acid sequences less than 80 are also shown in Appendix 1.   
 
Database search for homology to known protein toxin sequences as well as general 
homology to known proteins.  The ORF deduced amino acid sequences did not show 
significant homology to proteins that are toxic to humans as listed in the United States 
Code of Federal Regulations (40 CFR Part 725.421).  The toxin homology search results 
are shown in Appendix 2.  Twenty-five ORFs did not show homology to any known 
protein sequence using the search parameters defined in this report.  The summary of the 
ORF deduced amino acid sequence protein homology search is shown in Table 1. 
 
 
CONCLUSIONS 
 
The transgene insert of BPS-CV127-9 contains the coding sequences of two proteins 
from A. thaliana:  ahasl (R272K, S653N) and SEC61γ.  In this current report, the 
transgene insert of BPS-CV127-9 was analyzed for additional open reading frames 
(ORFs) of 29 or more amino acids.  In this study, 27 unique ORF were identified within 
the BPS-CV127-9 transgene insert and the deduced amino acid sequences of these ORF 
were subjected to bioinformatics analyses as part of a weight-of-evidence assessment of 
the potential allergenicity and toxicity of any proteins potentially encoded within the 
BPS-CV127-9 transgene insert sequence.  No ORF deduced amino acid sequence showed 
significant homology to a known protein toxin as defined in the United States Code of 
Federal Regulations (40 CFR Part 725.421).  No ORF deduced amino acid sequence 
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showed 35% or greater identity over 80 amino acids to a potential allergen.  And finally, 
no ORF deduced amino acid sequence shared a sequence of eight or more consecutive 
identical amino acids with a potential allergen.  Thus, the bioinformatics analyses of the 
ORFs found within the BPS-CV127-9 transgene insert sequence do not provide any 
indication of a potential allergenicity or toxicity concern. 
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Table 1.  Summary of Open Reading Frames Present within the Transgene Insert of 
BPS-CV127-9 
 
 

Query  
Sequence 

Sequence 
Length (aa) Top BLAST Result (accession number) 

CV127.1392_d3 
44 Protein transport protein SEC61 gamma subunit, putative. 

Arabidopsis thaliana (NP_566909) 
CV127.1365_c2 65 none 
CV127.1559_c3 41 none 
CV127.1581_c2 51 none 
CV127.1962_c2 39 none 
CV127.2041_d1 34 none 
CV127.2197_d1 45 none 
CV127.2700_d3 60 none 
CV127.2733_c2 54 none 
CV127.2704_c1 106 none 
CV127.2973_d3 36 none 
CV127.3021_c2 35 none 
CV127.3311_c3 37 none 
CV127.3783_d3 31 none 
CV127.3885_d3 47 none 
CV127.3797_c3 142 none 
CV127.3982_c1 72 none 
CV127.4164_c2 38 none 
CV127.4252_c1 72 none 
CV127.4448_c3 124 none 
CV127.4778_d2 34 none 
CV127.5086_c1 44 none 
CV127.5534_c3 51 none 
CV127.5688_d3 38 none 
CV127.5723_c3 62 none 
CV127.5811_d3 47 none 

CV127.5729_d2 
166 Acetolactate synthase catalytic subunit. Arabidopsis 

thaliana (ABJ80681) 
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Figure 1.  Deduced Amino Acid Sequences of Open Reading Frames from the 
Transgene Insert of BPS-CV127-9 
The deduced amino acid sequences of open reading frames that are contained either fully 
or partially within the transgene insert from BPS-CV127-9 are shown below. 
 
 
>CV127.1392_d3 
MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKGNAFSQKNLISDF 
 
>CV127.1365_c2 
MISKFQKTLIYRSKIGNEIFLRKGVTLAIGFVTALDETNTALSEISERIDCGINGFHDFFLDRNW 
 
>CV127.1559_c3 
MMLLIGMKTSFTKNPTNPITTNPIAVRTATFVNSDNQFNYK 
 
>CV127.1581_c2 
MRDQLPRKESTTLRRSNDDVVDWDENELHEESNESHHHKSNRRTHSYFREF 
 
>CV127.1962_c2 
MTPERTNTEQTKLMGRIDIIKIQGDRSVSIAEAMETAKH 
 
>CV127.2041_d1 
MSFVCSVFVRSGVMDGVSVPCFCNACWVVSCKKC 
 
>CV127.2197_d1 
MLRGVGGEERTKRHYQPFEEALSFVIVFVAKFSILIPFSLISCSL 
 
>CV127.2700_d3 
MFTSLFFFSVSLSLAHLSPEPWRRQQQQQQHLLRSPSPPNHLLPPPNHHYQSPDSPSHSP 
 
>CV127.2733_c2 
MICWGLGRMGGRIWRLVMVIWRRKEMVWWRRRSKKMLLLLLLPPPWFRRKMSKR 
 
>CV127.2704_c1 
MNVSGLVGLVGEGVVVTLVVVLSTAEMEEGELDLIPRRREEEDDLLGFRENGRENLEIGNGDLEEEGDGLV
EKEIEEDVVVVVVAAAMVQEKDEQEIEKQRRRRDL 
 
>CV127.2973_d3 
MSQPLPLQPNLPNPKHSSPDSLQINPAKALISSSKL 
 
>CV127.3021_c2 
MHLQGKRIRFLRLDVLKLRRGYQRLCGVDLERIGR 
 
>CV127.3311_c3 
MLRNRTRYLNNRSLLKRICTNHTTRDLSCDCYKRNTI 
 
>CV127.3783_d3 
MMSCRYICLECMGLCMQITLWSIVICCWRLG 
 
>CV127.3885_d3 
MIVSRVSLRLLLVGLRLFILILTRLRLGRIRLLMCLCVVMLSWLCKG 
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>CV127.3797_c3 
MLPDTSTYYGFSISQLIKDLNRILWRNSFPKRLKAQRKLLFLYVQLIPPNSKIKLKLLRSVLKNLIHPLQS
QLNITTHRHMRSLILPNLSRVNINMNNLSPTSKSLKLTRDTIIKPYPKRQQQITMLHSVICIHSPMHSKHM 
 
>CV127.3982_c1 
MAFPSVNSSRTLIAYCGGIASPNVLKLNGNFCFCTFNSFLQTPKSSLSSSARFSRTLFIPCKASLTSPHTD
T 
 
>CV127.4164_c2 
MIATALVSCNCRTAPPTFDVARHQYLLWLFHQSTHQGP 
 
>CV127.4252_c1 
MPRCWLFNKSTFTGRFSTRIVASSCTFIIKLPSPSISTTIASGLATDAPIAAGSPNPIAPRPPDDSHCLGF
L 
 
>CV127.4448_c3 
MHTKTIKGSDNHRFHLSVFNPAISFRYDIVESATIRDHRQHMFLVRTNHIQQVRSWCIQHCLNSFSEICFL
CHPRRWNPASCCKQQHVREYLVLLSRIPEKCVSSVSFVEPIFPLHNHAKMLVV 
 
>CV127.4778_d2 
MKPVIIRTFYGLCMHMVKKLSLQFPVCFGNLSFF 
 
>CV127.5086_c1 
MWTQLILLLDDIVVLFNLETTAHMSTFQLKTNGKSIFHARFERY 
 
>CV127.5534_c3 
MLEKEMKKYKKFLLFIKFTTLILVSFLFFKSFCHLLKKKKLFEIFLLPMSD 
 
>CV127.5688_d3 
MRDLILVMMSCRYICLECMGLCMQITLWSIVICCWRLE 
 
>CV127.5723_c3 
MRSLILPNLSRVNINMNNLSPTSKSLKLTRDTIIKPYSKRQQQITMLHSVICIHSPMHSKHM 
 
>CV127.5811_d3 
MIVSRVSLRLLLVGLRLFILILTRLRLGRIRLLMCLCVVMLSWLCKG 
 
>CV127.5729_d2 
MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLA
LQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVPCPSKKTVHDPSYEWVGPIRREGPPSP
MREDKLTQNTHLIRTYKFVFFKCI 
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Figure 2.  Graphical Representation of Open Reading Frames within the Transgene 
Insert of BPS-CV127-9 
The graphical representation of open reading frames of 29 or more amino acids within the 
transgene insert of BPS-CV127-9 is shown below.    
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APPENDIX 1.  80-AMINO ACID ALLERGEN HOMOLOGY SEARCH RESULTS 
 
Typical output from the FASTA search of an allergen database using either an 80-amino 
acid segment from ORFs with deduced amino acid sequences greater than 80 amino acids 
or, if the ORF deduced amino acid sequence is less than 80, the entire ORF deduced 
amino acid sequence as the query sequence is shown below in Appendix 1.   
 
 
CV127.5729_d2:  amino acids 5-84 
 
FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26, 
2007 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
 CV127.5729_d2_5-84, 80 aa 
 vs /n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
 292011 residues in  1313 sequences 
  Expectation_n fit: rho(ln(x))= 2.5793+/-0.00366; mu= 16.8140+/- 0.191 
 mean_var=42.0176+/-11.266, 0's: 8 Z-trim: 8  B-trim: 101 in 2/42 
 Lambda= 0.197860 
 
FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2 
 join: 36, opt: 20, open/ext: -10/-2, width:  16 
The best scores are:                       opt bits E(1313) %_id  %_sim  alen 
gi|60280803 gi|60280803|gb|AAX18294 ( 160)   59 22.8     2.3 0.228 0.667   57 
gi|51860756 gi|51860756|gb|AAU11502 ( 131)   56 21.8     3.8 0.346 0.551   78 
gi|60280823 gi|60280823|gb|AAX18304 ( 159)   56 21.9     4.2 0.228 0.632   57 
gi|60280825 gi|60280825|gb|AAX18305 ( 159)   56 21.9     4.2 0.228 0.632   57 
gi|14285797 gi|14285797|sp|O61379.1 ( 274)   57 22.6     4.6 0.269 0.615   52 
gi|125995167 gi|125995167|dbj|BAF47 ( 284)   57 22.6     4.6 0.269 0.615   52 
gi|125995169 gi|125995169|dbj|BAF47 ( 284)   57 22.6     4.6 0.269 0.615   52 
gi|2660868 gi|2660868|gb|AAC48288.1 ( 284)   57 22.6     4.6 0.269 0.615   52 
gi|125995171 gi|125995171|dbj|BAF47 ( 284)   57 22.6     4.6 0.269 0.615   52 
gi|14285796 gi|14285796|sp|O44119.1 ( 284)   57 22.6     4.6 0.269 0.615   52 
gi|19338630 gi|19338630|gb|AAL86739 ( 448)   58 23.2     4.8 0.230 0.557   61 
gi|60280827 gi|60280827|gb|AAX18306 ( 159)   54 21.4     6.2 0.214 0.643   70 
gi|2739154 gi|2739154|gb|AAC67308.1 ( 191)   54 21.5     6.9 0.298 0.526   57 
gi|1531589 gi|1531589|gb|AAB09632.1 ( 631)   57 23.2       7 0.588 0.765   17 
gi|729764 gi|729764|sp|P40918.1|HSP ( 643)   57 23.2       7 0.237 0.593   59 
gi|26190140 gi|26190140|emb|CAD2055 ( 179)   53 21.1     8.1 0.292 0.492   65 
gi|729979 gi|729979|sp|P39673.1|MAG ( 341)   54 21.9     9.2 0.260 0.560   50 
gi|7024506 gi|7024506|gb|AAF35431.1 ( 264)   53 21.4     9.9 0.269 0.596   52 
gi|59800145 gi|59800145|sp|P69198.1 (  83)   50 19.7     9.9 0.230 0.554   74 
gi|59800146 gi|59800146|sp|P69199.1 (  83)   50 19.7     9.9 0.230 0.554   74 
 
 
>>>CV127.5729_d2_5-84, 80 aa vs 
/n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
>>gi|60280803 gi|60280803|gb|AAX18294.1| major allergen   (160 aa) 
 initn:  26 init1:  26 opt:  59  Z-score: 94.9  bits: 22.8 E():  2.3 
Smith-Waterman score: 59;  22.807% identity (66.667% similar) in 57 aa overlap 
(10-66:75-129) 
 
gi|602 MGVFTYETEFTSVIPAPRLFKAFILDGDNLIPKIAPQAIKSTEIIEGDGGVGTIKKVTFG 
               10        20        30        40        50        60 
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                    10        20        30        40        50      
CV127.      HGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKT 
                     ......  ....   : .. ::: .. ..:..  . :.. : :. : 
gi|602 EGSQYGYVKQRVNGIDKDNFTYSYSMIEGDTLSDKLEKITYETKLI-ASPDGGSIIKT-T 
               70        80        90       100        110          
 
          60        70        80                  
CV127. PHVSVCGDVKLALQGMNKVLENRAE                  
        :  . :::..                                
gi|602 SHYHAKGDVEIKEEHVKAGKEKASGLFKLLEAYLVANPDAYN 
      120       130       140       150       160 
 
>>gi|51860756 gi|51860756|gb|AAU11502.1| fatty acid-bidi  (131 aa) 
 initn:  34 init1:  34 opt:  56  Z-score: 91.1  bits: 21.8 E():  3.8 
Smith-Waterman score: 56;  34.615% identity (55.128% similar) in 78 aa overlap 
(7-80:7-76) 
 
               10            20        30        40        50       
CV127. HGTVYANYAVEHSDLLLAF----GVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
             .: .:.:: . ::    :: :   :: .:   :: .  : .: ::  :   ::  
gi|518 MVQLNGSYKLEKSDNFDAFLKELGVNF---VTRNLAKSASPTVEVIVDGDSYTI---KTS 
               10        20           30        40        50        
 
         60        70        80                                     
CV127. HVSVCGDVKLALQGMNKVLENRAE                                     
        .   ...:. : : ..  :.::.                                     
gi|518 STLKNSEIKFKL-G-EEFEEDRADGKKVQTSVTKEGDNKLVQVQKGDKPVTIVREFSEEG 
           60          70        80        90       100       110   
 
gi|518 LTVTATVNGVTSVRFYKRQ 
            120       130  
 
>>gi|60280823 gi|60280823|gb|AAX18304.1| major allergen   (159 aa) 
 initn:  24 init1:  24 opt:  56  Z-score: 90.3  bits: 21.9 E():  4.2 
Smith-Waterman score: 56;  22.807% identity (63.158% similar) in 57 aa overlap 
(10-66:75-128) 
 
gi|602 MGVLTYETEYASVIPPARLYNALVLDADNLIPKIAPQAVKTVEILEGDGGVGTIKKVSFG 
               10        20        30        40        50        60 
 
                    10        20        30        40        50      
CV127.      HGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKT 
                     ....... ....   : .. :.: .. . :.:     :. : :: . 
gi|602 EGSEYSYVKHKVEGIDKDNFVYSYNLIEGDAISDKIEKISYEIKLVASG--SGSIIKNIS 
               70        80        90       100         110         
 
          60        70        80                  
CV127. PHVSVCGDVKLALQGMNKVLENRAE                  
        :  . :::..                                
gi|602 -HYHTKGDVEIKEEHVKAGKERAHGLFKLIENHLVANPDAYN 
       120       130       140       150          
 
>>gi|60280825 gi|60280825|gb|AAX18305.1| major allergen   (159 aa) 
 initn:  24 init1:  24 opt:  56  Z-score: 90.3  bits: 21.9 E():  4.2 
Smith-Waterman score: 56;  22.807% identity (63.158% similar) in 57 aa overlap 
(10-66:75-128) 
 
gi|602 MGVLTYETEYASVIPPARLYNALVLDADNLIPKIAPQAVKTVEILEGDGGVGTIKKVSFG 
               10        20        30        40        50        60 
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                    10        20        30        40        50      
CV127.      HGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKT 
                     ....... ....   : .. :.: .. . :.:     :. : :: . 
gi|602 EGSEYSYVKHKVEGIDKDNFVYSYSLIEGDAISDKIEKISYEIKLVASG--SGSIIKNIS 
               70        80        90       100         110         
 
          60        70        80                  
CV127. PHVSVCGDVKLALQGMNKVLENRAE                  
        :  . :::..                                
gi|602 -HYHTKGDVEIKEEHVKAGKERAHGLFKLIENHLVANPDAYN 
       120       130       140       150          
 
>>gi|14285797 gi|14285797|sp|O61379.1|TPM_PANST Tropomyo  (274 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 89.7  bits: 22.6 E():  4.6 
Smith-Waterman score: 57;  26.923% identity (61.538% similar) in 52 aa overlap 
(29-79:73-124) 
 
                                                           10       
CV127.                                             HGTVYANYAVEHSDLL 
                                                                    
gi|142 MKLEKDNAMDRADTLEQQNKEANIRAEKAEEEVHNLQKRMQQLENDLDQVQESLLKANTQ 
               10        20        30        40        50        60 
 
         20        30        40        50         60        70      
CV127. LAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK-TPHVSVCGDVKLALQGMNKVL 
                   :.. :.  : .... :.. .:   :  : ...  ...    . : ::: 
gi|142 LEEKDKALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAADESERMRKVL 
               70        80        90       100       110       120 
 
          80                                                        
CV127. ENRAE                                                        
       :::.                                                         
gi|142 ENRSLSDEERMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAEERAETGESKF 
              130       140       150       160       170       180 
 
gi|142 VELEEELRVVGNNLKSLEVSEEKANQREEAYKEQIKTLTNKLKAAEARAEFAERSVQKLQ 
              190       200       210       220       230       240 
 
gi|142 KEVDRLEDELVNEKEKYKSITDELDQTFSELSGY 
              250       260       270     
 
>>gi|125995167 gi|125995167|dbj|BAF47267.1| tropomyosin   (284 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 89.5  bits: 22.6 E():  4.6 
Smith-Waterman score: 57;  26.923% identity (61.538% similar) in 52 aa overlap 
(29-79:83-134) 
                                                                    
CV127.                                                       HGTVYA 
                                                                    
gi|125 MDAIKKKMQAMKLEKDNAMDKADTLEQQNKEANLRAEKTEEEIRANQKKSQLVENELDHA 
               10        20        30        40        50        60 
 
         10        20        30        40        50         60      
CV127. NYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK-TPHVSVCGDVK 
                             :.. :.  : .... :.. .:   :  : ...  ...  
gi|125 QEQLSAATHKLVEKEKAFANAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAA 
               70        80        90       100       110       120 
 
          70        80                                              
CV127. LALQGMNKVLENRAE                                              
          . : ::::::.                                               
gi|125 DESERMRKVLENRSLSDEERMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAE 
              130       140       150       160       170       180 
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gi|125 ERAESGESKIVELEEELRVVGNNLKSLEVSEEKANQREETYKEQIKTLANKLKAAEARAE 
              190       200       210       220       230       240 
 
gi|125 FAERSVQKLQKEVDRLEDELVNEKEKYKNIADEMDQAFSELSGF 
              250       260       270       280     
 
>>gi|125995169 gi|125995169|dbj|BAF47268.1| tropomyosin   (284 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 89.5  bits: 22.6 E():  4.6 
Smith-Waterman score: 57;  26.923% identity (61.538% similar) in 52 aa overlap 
(29-79:83-134) 
 
                                                                    
CV127.                                                       HGTVYA 
                                                                    
gi|125 MDAIKKKMQAMKLEKDNAMDRAHTLEQQNKEANLRAEKTEEEIRATQKKMQQIENELDHA 
               10        20        30        40        50        60 
 
         10        20        30        40        50         60      
CV127. NYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK-TPHVSVCGDVK 
                             :.. :.  : .... :.. .:   :  : ...  ...  
gi|125 QEQLSAANTKLDEKEKALQNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAA 
               70        80        90       100       110       120 
 
          70        80                                              
CV127. LALQGMNKVLENRAE                                              
          . : ::::::.                                               
gi|125 DESERMRKVLENRSLSDEERMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAE 
              130       140       150       160       170       180 
 
gi|125 ERAESGESKIVELEEELRVVGNNLKSLEVSEEKANQREETYKEQIKTLANKLKAAEARAE 
              190       200       210       220       230       240 
 
gi|125 FAERSVQKLQKEVDRLEDELVNEKEKYKSITDELDQTFSELSGY 
              250       260       270       280     
 
>>gi|2660868 gi|2660868|gb|AAC48288.1| fast tropomyosin   (284 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 89.5  bits: 22.6 E():  4.6 
Smith-Waterman score: 57;  26.923% identity (61.538% similar) in 52 aa overlap 
(29-79:83-134) 
 
                                                                    
CV127.                                                       HGTVYA 
                                                                    
gi|266 MDAIKKKMQAMKLEKDNAMDRADTLEQQNKEANIRAEKSEEEVHNLQKRMQQLENDLDQV 
               10        20        30        40        50        60 
 
         10        20        30        40        50         60      
CV127. NYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK-TPHVSVCGDVK 
                             :.. :.  : .... :.. .:   :  : ...  ...  
gi|266 QESLLKANTQLEEKDKALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAA 
               70        80        90       100       110       120 
 
          70        80                                              
CV127. LALQGMNKVLENRAE                                              
          . : ::::::.                                               
gi|266 DESERMRKVLENRSLSDEERMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAE 
              130       140       150       160       170       180 
 
gi|266 ERAETGESKIVELEEELRVVGNNLKSLEVSEEKANQREEAYKEQIKTLANKLKAAEARAE 
              190       200       210       220       230       240 
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gi|266 FAERSVQKLQKEVDRLEDELVNEKEKYKSITDELDQTFSELSGY 
              250       260       270       280     
 
>>gi|125995171 gi|125995171|dbj|BAF47269.1| tropomyosin   (284 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 89.5  bits: 22.6 E():  4.6 
Smith-Waterman score: 57;  26.923% identity (61.538% similar) in 52 aa overlap 
(29-79:83-134) 
 
                                                                    
CV127.                                                       HGTVYA 
                                                                    
gi|125 MDAIKKKMQAMKLEKDNAMDRAHTLEQQNKEANLRAEKTEEEIRATQKKMQQIENELDHA 
               10        20        30        40        50        60 
 
         10        20        30        40        50         60      
CV127. NYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK-TPHVSVCGDVK 
                             :.. :.  : .... :.. .:   :  : ...  ...  
gi|125 QEQLSAANTKLDEKEKALQNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAA 
               70        80        90       100       110       120 
 
          70        80                                              
CV127. LALQGMNKVLENRAE                                              
          . : ::::::.                                               
gi|125 DESERMRKVLENRSLSDEERMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAE 
              130       140       150       160       170       180 
 
gi|125 ERAESGESKIVELEEELRVVGNNLKSLEVSEEKANQREETYKEQIKTLANKLKAAEARAE 
              190       200       210       220       230       240 
 
gi|125 FAERSVQKLQKEVDRLEDELVNEKEKYKNIADEMDQAFSELSGF 
              250       260       270       280     
 
>>gi|14285796 gi|14285796|sp|O44119.1|TPM_HOMAM Tropomyo  (284 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 89.5  bits: 22.6 E():  4.6 
Smith-Waterman score: 57;  26.923% identity (61.538% similar) in 52 aa overlap 
(29-79:83-134) 
 
                                                                    
CV127.                                                       HGTVYA 
                                                                    
gi|142 MDAIKKKMQAMKLEKDNAMDRADTLEQQNKEANIRAEKTEEEIRITHKKMQQVENELDQV 
               10        20        30        40        50        60 
 
         10        20        30        40        50         60      
CV127. NYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK-TPHVSVCGDVK 
                             :.. :.  : .... :.. .:   :  : ...  ...  
gi|142 QEQLSLANTKLEEKEKALQNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAA 
               70        80        90       100       110       120 
 
          70        80                                              
CV127. LALQGMNKVLENRAE                                              
          . : ::::::.                                               
gi|142 DESERMRKVLENRSLSDEERMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAE 
              130       140       150       160       170       180 
 
gi|142 ERAETGESKIVELEEELRVVGNNLKSLEVSEEKANQREEAYKEQIKTLANKLKAAEARAE 
              190       200       210       220       230       240 
 
gi|142 FAERSVQKLQKEVDRLEDELVNEKEKYKSITDELDQTFSELSGY 
              250       260       270       280     
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>>gi|19338630 gi|19338630|gb|AAL86739.1|AF441864_1 48-kD  (448 aa) 
 initn:  63 init1:  40 opt:  58  Z-score: 89.2  bits: 23.2 E():  4.8 
Smith-Waterman score: 58;  22.951% identity (55.738% similar) in 61 aa overlap 
(2-59:277-337) 
 
gi|193 MLPKEDPELKKCKHKCRDERQFDEQQRRDGKQICEEKARERQQEEGNSSEESYGKEQEEN 
               10        20        30        40        50        60 
 
gi|193 PYVFQDEHFESRVKTEEGRVQVLENFTKRSRLLSGIENFRLAILEANPHTFISPAHFDAE 
               70        80        90       100       110       120 
 
gi|193 LVLFVAKGRATITMVREEKRESFNVEHGDIIRIPAGTPVYMINRDENEKLFIVKILQPVS 
              130       140       150       160       170       180 
 
gi|193 APGHFEAFYGAGGEDPESFYRAFSWEVLEAALKVRREQLEKVFGEQSKGSIVKASREKIR 
              190       200       210       220       230       240 
 
                                                  10         20     
CV127.                                    HGTVYANYAVEHSDLL-LAFGVRFD 
                                           : .:  .  .:..:  : . : :  
gi|193 ALSQHEEGPPRIWPFGGESSGPINLLHKHPSQSNQFGRLYEAHPDDHKQLQDLDLMVSFA 
              250       260       270       280       290       300 
 
           30          40        50        60        70        80   
CV127. DRVTGKLEA--FASRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAE   
       . . :.. .  . :::  . . ...  . .   ::.:                        
gi|193 NITKGSMAGPYYNSRATKISVVVEGEGFFEMACPHLSSSSGSYQKISARLRRGVVFVAPA 
              310       320       330       340       350       360 
 
gi|193 GHPVAVIASQNNNLQVLCFEVNAHGNSRFPLAGKGNIVNEFERDAKELAFNLPSREVERI 
              370       380       390       400       410       420 
 
gi|193 FKNQDQAFFFPGPNKQQEEGGRGGRAFE 
              430       440         
 
>>gi|60280827 gi|60280827|gb|AAX18306.1| major allergen   (159 aa) 
 initn:  24 init1:  24 opt:  54  Z-score: 87.2  bits: 21.4 E():  6.2 
Smith-Waterman score: 54;  21.429% identity (64.286% similar) in 70 aa overlap 
(10-79:75-140) 
 
gi|602 MGVLTYETEYASVIPPARLYNALVLDADNLIPKIAPQAVKTVEILEGDGGVGTIKKVSFG 
               10        20        30        40        50        60 
 
                    10        20        30        40        50      
CV127.      HGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKT 
                     ....... ....   : .. :.. .. . :.:     :. : :: . 
gi|602 EGSEYSYVKHKVEGIDKDNFVYSYSLIEGDAISDKIQKISYEIKLVASG--SGSIIKNIS 
               70        80        90       100         110         
 
          60        70        80                   
CV127. PHVSVCGDVKLALQGMNKVLENRAE                   
        :  . :::..  ... :. ..::                    
gi|602 -HYHTKGDVEIKEENV-KAGKERAHGLFKLIENHLVANPDAYN 
       120       130        140       150          
 
>>gi|2739154 gi|2739154|gb|AAC67308.1| 22.6 kDa tegument  (191 aa) 
 initn:  31 init1:  31 opt:  54  Z-score: 86.5  bits: 21.5 E():  6.9 
Smith-Waterman score: 54;  29.825% identity (52.632% similar) in 57 aa overlap 
(22-73:54-110) 
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                                               10        20         
CV127.                                 HGTVYANYAVEHSDLLLAFGVRFDDRVT 
                                                            :::     
gi|273 MATTEYRLSLMEQFIRAFIEIDKDNNELIDKQELTKYCQQNQMDMKQIDPWIARFDTDKD 
               10        20        30        40        50        60 
 
       30            40        50        60         70        80    
CV127. GK--LEAFASR--AKIVHIDIDSAEIGKNKTPHVSVCG-DVKLALQGMNKVLENRAE    
       ::  :: :      :. ..  .. :. :.:  .::.   :...    :.:           
gi|273 GKVSLEEFCRGFGLKVWEVRREKEELKKDKEGKVSTLPLDIQIIAATMSKAKQYNICCKF 
               70        80        90       100       110       120 
 
gi|273 KELLDKTSRTGDEVRAVANDLKAFLDSEYGRVWQVIILTGSYWMNFSHEPFLSMQFKYSN 
              130       140       150       160       170       180 
 
gi|273 YVCLLWRTPSS 
              190  
 
>>gi|1531589 gi|1531589|gb|AAB09632.1| allergen [Peripla  (631 aa) 
 initn:  45 init1:  45 opt:  57  Z-score: 86.3  bits: 23.2 E():    7 
Smith-Waterman score: 57;  58.824% identity (76.471% similar) in 17 aa overlap 
(42-58:5-20) 
 
               10        20        30        40        50        60 
CV127. HGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTPHVSV 
                                                : ::. :.::. : :::   
gi|153                                      DIGDHYDIE-ANIGHYKYPHVVK 
                                                     10        20   
 
               70        80                                         
CV127. CGDVKLALQGMNKVLENRAE                                         
                                                                    
gi|153 NFISYYKKGLLPRGEPFSVYYEKHREQAIKLFELFFAANDYDTFYKTACWARDRVNEGMF 
             30        40        50        60        70        80   
 
gi|153 MYALTVAAFHREDTKDLVLPPPYEVNPYLFVEDDVIQQAYKYWTKESGTDKHVEHVIPVN 
             90       100       110       120       130       140   
 
gi|153 FTARSQEDLVAYFREDVDLNAFNMYFRYIYPSWFNTTLYGKSFDRRGEQFYYTYHQIYAR 
            150       160       170       180       190       200   
 
gi|153 YFLERLSNSLPDVKPFQYSKPLKTGYNPHLRYHNGEEMPARPSNMYPTNFDLFYVSDIKN 
            210       220       230       240       250       260   
 
gi|153 YERRVEKAIDFGYAFDEHRTPYSLYHDQHGMDYLGQMIEGTRNSPHQYFYGSVFHFYRLL 
            270       280       290       300       310       320   
 
gi|153 VGHVVDPYHKNGLAPSALEHPQTALRDPAFYQLWKRIDHIVQKYKNRLPRYTYDELSFPG 
            330       340       350       360       370       380   
 
gi|153 VKIENVDVGKLYTYFEHFEHSLGNAMYLGKLEDYMKASIRARHYRLNHKPFTYNIEVSSD 
            390       400       410       420       430       440   
 
gi|153 KAQDVYVRIFLGPKYDSLGHECELDERRHYFVEMDRFVHKVEAGKTVIERKSHDSSIISD 
            450       460       470       480       490       500   
 
gi|153 SHDSYRNLFKKVSDALQEKDQYYIDKSHKYCGYPENLLLPKGKKGGQTFTFYVIVTPYVK 
            510       520       530       540       550       560   
 
gi|153 QDEHDFEPYHYKAFSYCGVGHGRKYPDDKPLGFPFDRKIHDYDFYTPNMYFKDVVIFHKK 
            570       580       590       600       610       620   
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gi|153 YDEVHDVTH 
            630  
 
>>gi|729764 gi|729764|sp|P40918.1|HSP70_CLAHE Heat shock  (643 aa) 
 initn:  31 init1:  31 opt:  57  Z-score: 86.3  bits: 23.2 E():    7 
Smith-Waterman score: 57;  23.729% identity (59.322% similar) in 59 aa overlap 
(2-60:10-65) 
 
                       10        20        30        40        50   
CV127.         HGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGK 
                ::.:.  .. ..: .  ..    .:.: .. ::..  ...    :::.    
gi|729 MAPAIGIDLGTTYSCVGIYRDDRIEIIANDQGNRTTPSFVAFTDTERLIG---DSAKNQV 
               10        20        30        40        50           
 
             60        70        80                                 
CV127. NKTPHVSVCGDVKLALQGMNKVLENRAE                                 
         .:: .:                                                     
gi|729 AINPHNTVFDAKRLIGRKFQDAEVQADMKHFPFKVIEKAGKPVTQVEFKGETKDFTPEEI 
        60        70        80        90       100       110        
 
gi|729 SSMILTKMRETAESYLGGTVNNAVITVPAYFNDSQRQATKDAGLIAGLNVLRIINEPTAA 
       120       130       140       150       160       170        
 
gi|729 AIAYGLDKKQEGEKNVLIFDLGGGTFDVSFLTIEEGIFEVKSTAGDTHLGGEDFDNRLVN 
       180       190       200       210       220       230        
 
gi|729 HFSNEFKRKHKKDLSDNARALRRLRTACERAKRTLSSSAQTSIEIDSLFEGIDFFTSNTR 
       240       250       260       270       280       290        
 
gi|729 ARFEEVGQDLFRGNMEPGERTLRDDKIDKSSVHEIVLGGGSTRIPKVQKLVSDFFNGKEP 
       300       310       320       330       340       350        
 
gi|729 CKSINPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGGVMTALIKRNT 
       360       370       380       390       400       410        
 
gi|729 TIPTKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAPRGVPQIEVTF 
       420       430       440       450       460       470        
 
gi|729 DLDANGIMNVSALEKGTGKTNKIVITNDKGRLSKEEIERMLADAEKYKEEDEAEAGRIQA 
       480       490       500       510       520       530        
 
gi|729 KNGLESYAYSLKNTVSDPKVEEKLSAEDKETLTGAIDKTVAWIDENQTATKEEYEAEQKQ 
       540       550       560       570       580       590        
 
gi|729 LESVANPVMMKIYGAEGGAPGGMPGQGAGAPPPGAGDDGPTVEEVD 
       600       610       620       630       640    
 
>>gi|26190140 gi|26190140|emb|CAD20556.1| putative inver  (179 aa) 
 initn:  29 init1:  29 opt:  53  Z-score: 85.2  bits: 21.1 E():  8.1 
Smith-Waterman score: 53;  29.231% identity (49.231% similar) in 65 aa overlap 
(15-79:15-72) 
               10        20        30        40        50        60 
CV127. HGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTPHVSV 
                     :::  .:   : : :  .  :.:.  :. :.    .: .   :..  
gi|261 MKLSFSLCIFFFNLLLLLQAVISADIVQGTCKKVAQRSPNVNYDFCVKSLGADPKSHTA- 
               10        20        30        40        50           
 
               70        80                                         
CV127. CGDVKLALQGMNKVLENRAE                                         
         :    :::.. .  : :                                          
gi|261 --D----LQGLGVISANLAIQHGSKIQTFIGRILKSKVDPALKKYLNDCVGLYADAKSSV 
        60            70        80        90       100       110    
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gi|261 QEAIADFKSKDYASANVKMSAALDDSVTCEDGFKEKKGIVSPVTKENKDYVQLTAISLAI 
           120       130       140       150       160       170    
 
gi|261 TKLLGA 
              
 
>>gi|729979 gi|729979|sp|P39673.1|MAG_DERFA Allergen Mag  (341 aa) 
 initn:  34 init1:  34 opt:  54  Z-score: 84.2  bits: 21.9 E():  9.2 
Smith-Waterman score: 54;  26.000% identity (56.000% similar) in 50 aa overlap 
(4-53:169-214) 
 
gi|729 FVMKREPLRFRDITVEGNENAYIKNGKLHLSLMDPSTLSLVTKADGKIDMTVDLISPVTK 
               10        20        30        40        50        60 
 
gi|729 RASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTKRDSREYKSDVELSLRSSDIALKITM 
               70        80        90       100       110       120 
 
                                                            10      
CV127.                                              HGTVYANYAVEHSDL 
                                                       . .::  : . : 
gi|729 PDYNSKIHYSRQGDQINMDIDGTLIEGHAQGTIREGKIHIKGRQTDFEIESNYRYEDGKL 
              130       140       150       160       170       180 
 
          20        30        40        50        60        70      
CV127. LLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVL 
       ..   :. ..   ::::.  ::    :. ... ..  :                       
gi|729 IIE-PVKSEN---GKLEGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDGIHFE 
                  190       200       210       220       230       
 
          80                                                        
CV127. ENRAE                                                        
                                                                    
gi|729 KHTDIEYEPGVRYKIIGNGKLKDDGRHYSIDVQGIPRKAFNLDADLMDFKLKVSKPEDSN 
        240       250       260       270       280       290       
 
gi|729 KAQFSYTFNEYTETEEYEFDPHRAYYVNWLSSIRKYIQNFIVEDN 
        300       310       320       330       340  
 
>>gi|7024506 gi|7024506|gb|AAF35431.1| heat stable aller  (264 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 83.6  bits: 21.4 E():  9.9 
Smith-Waterman score: 53;  26.923% identity (59.615% similar) in 52 aa overlap 
(29-79:83-134) 
 
                                                                    
CV127.                                                       HGTVYA 
                                                                    
gi|702 MDAIKKKMQAMKLEKDNAMDRADTLEQQNKEANLRAEKTEEEIRATQKKMQQVENELDQA 
               10        20        30        40        50        60 
 
         10        20        30        40        50         60      
CV127. NYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK-TPHVSVCGDVK 
                             :.. :.  : .. . :.. .:   :  : ...  ...  
gi|702 QEQLSAANTKLDEKEKALQNAEGEVAALNRRIQLPEEDLERSEERLNTATTKLAEASQAA 
               70        80        90       100       110       120 
 
          70        80                                              
CV127. LALQGMNKVLENRAE                                              
          . : ::::::.                                               
gi|702 DESERMRKVLENRSLSDEERMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAE 
              130       140       150       160       170       180 
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gi|702 ERAESGESKIVELEEELRVVGNNLKSLEVSEEKANQREETYKEQIKTLANKLKAAEARAE 
              190       200       210       220       230       240 
 
gi|702 FAERSVQKLQKEVDRLEDELVNEK 
              250       260     
 
>>gi|59800145 gi|59800145|sp|P69198.1|POLC2_BRANA Polcal  (83 aa) 
 initn:  31 init1:  31 opt:  50  Z-score: 83.6  bits: 19.7 E():  9.9 
Smith-Waterman score: 53;  22.973% identity (55.405% similar) in 74 aa overlap 
(6-73:4-77) 
 
               10        20        30          40          50       
CV127. HGTVYANYAVEHSDLLLAFGVRFDDRVTGKL--EAFASRAKIVHIDIDS--AEIGKNKTP 
            :.  .::. ..  : .  : .....   .:. . ....: ::    :::  .    
gi|598   MADATEKAEHDRIFKKFDANGDGKISASELGDALKNLGSVTHDDIKRMMAEIDTDGDG 
                 10        20        30        40        50         
 
         60          70        80 
CV127. HVSV--CGDVKLALQGMNKVLENRAE 
       ..:    .:   : .:. :        
gi|598 YISYQEFSDFASANRGLMKDVAKIF  
       60        70        80     
 
>>gi|59800146 gi|59800146|sp|P69199.1|POLC2_BRARA Polcal  (83 aa) 
 initn:  31 init1:  31 opt:  50  Z-score: 83.6  bits: 19.7 E():  9.9 
Smith-Waterman score: 53;  22.973% identity (55.405% similar) in 74 aa overlap 
(6-73:4-77) 
 
               10        20        30          40          50       
CV127. HGTVYANYAVEHSDLLLAFGVRFDDRVTGKL--EAFASRAKIVHIDIDS--AEIGKNKTP 
            :.  .::. ..  : .  : .....   .:. . ....: ::    :::  .    
gi|598   MADATEKAEHDRIFKKFDANGDGKISASELGDALKNLGSVTHDDIKRMMAEIDTDGDG 
                 10        20        30        40        50         
 
         60          70        80 
CV127. HVSV--CGDVKLALQGMNKVLENRAE 
       ..:    .:   : .:. :        
gi|598 YISYQEFSDFASANRGLMKDVAKIF  
       60        70        80     
 
 
 
 
80 residues in 1 query   sequences 
292011 residues in 1313 library sequences 
 Scomplib [34.26] 
 start: Sun Dec 14 22:51:50 2008 done: Sun Dec 14 22:51:50 2008 
 Total Scan time:  0.090 Total Display time:  0.040 
 
Function used was FASTA [version 34.26.5 April 26, 2007] 
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CV127.2704_c1:  amino acids 14-93 
 
FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26, 
2007 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
 CV127.2704_c1_14-93, 80 aa 
 vs /n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
 292011 residues in  1313 sequences 
  Expectation_n fit: rho(ln(x))= 4.7385+/-0.00352; mu= 6.1224+/- 0.180 
 mean_var=47.5167+/-12.275, 0's: 8 Z-trim: 10  B-trim: 5 in 1/43 
 Lambda= 0.186059 
 
FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2 
 join: 36, opt: 20, open/ext: -10/-2, width:  16 
The best scores are:                       opt bits E(1313) %_id  %_sim  alen 
gi|18635 gi|18635|emb|CAA33215.1| g ( 495)   76 27.0     0.4 0.305 0.695   59 
gi|18615 gi|18615|emb|CAA26723.1| u ( 495)   76 27.0     0.4 0.305 0.695   59 
gi|94468552 gi|94468552|gb|ABF18125 ( 258)   65 23.9     1.7 0.321 0.528   53 
gi|170743 gi|170743|gb|AAB02788.1|  ( 815)   70 25.4     1.9 0.309 0.647   68 
gi|21743 gi|21743|emb|CAA43331.1| h ( 830)   70 25.4     1.9 0.309 0.647   68 
gi|2114497 gi|2114497|gb|AAB58417.1 ( 253)   63 23.4     2.5 0.368 0.579   38 
gi|18637 gi|18637|emb|CAA33216.1| g ( 485)   63 23.5     4.4 0.271 0.678   59 
gi|18609 gi|18609|emb|CAA26575.1| u ( 485)   63 23.5     4.4 0.271 0.678   59 
gi|83715936 gi|83715936|dbj|BAE5443 ( 284)   60 22.6     4.8 0.358 0.585   53 
gi|169927 gi|169927|gb|AAA33947.1|  ( 218)   57 21.7     6.6 0.312 0.584   77 
gi|83715928 gi|83715928|dbj|BAE5442 ( 284)   58 22.0     6.9 0.344 0.574   61 
gi|2735100 gi|2735100|gb|AAD13646.1 ( 134)   54 20.8     7.5 0.268 0.683   41 
gi|18639 gi|18639|emb|CAA33217.1| g ( 481)   60 22.7     7.6 0.274 0.645   62 
gi|15419048 gi|15419048|gb|AAK96889 ( 233)   56 21.5     8.4 0.300 0.567   60 
gi|13183177 gi|13183177|gb|AAK15089 ( 585)   60 22.7       9 0.310 0.643   42 
 
 
>>>CV127.2704_c1_14-93, 80 aa vs 
/n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
>>gi|18635 gi|18635|emb|CAA33215.1| glycinin subunit G1   (495 aa) 
 initn:  70 init1:  45 opt:  76  Z-score: 108.7  bits: 27.0 E():  0.4 
Smith-Waterman score: 76;  30.508% identity (69.492% similar) in 59 aa overlap 
(3-56:160-217) 
 
gi|186 MAKLVFSLCFLLFSGCCFAFSSREQPQQNECQIQKLNALKPDNRIESEGGLIETWNPNNK 
               10        20        30        40        50        60 
 
gi|186 PFQCAGVALSRCTLNRNALRRPSYTNGPQEIYIQQGKGIFGMIYPGCPSTFEEPQQPQQR 
               70        80        90       100       110       120 
 
                                                    10        20    
CV127.                                      VVVTLVVVLSTAEMEEGELDLIP 
                                              :. : ...:  .:. .:: .: 
gi|186 GQSSRPQDRHQKIYNFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTNSLEN-QLDQMP 
              130       140       150       160       170           
 
                30         40        50        60        70         
CV127. RRR----EEEDDLLGFR-ENGRENLEIGNGDLEEEGDGLVEKEIEEDVVVVVVAAAMVQE 
       ::     ..:...: .. :.: .. . :. . :::..:                       
gi|186 RRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLEFLEHAFSVDKQI 
     180       190       200       210       220       230          
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       80                                                           
CV127. KD                                                           
                                                                    
gi|186 AKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRPQEEEEEEEDEKPQCKGKDKHCQR 
     240       250       260       270       280       290          
 
gi|186 PRGSQSKSRRNGIDETICTMRLRHNIGQTSSPDIYNPQAGSVTTATSLDFPALSWLRLSA 
     300       310       320       330       340       350          
 
gi|186 EFGSLRKNAMFVPHYNLNANSIIYALNGRALIQVVNCNGERVFDGELQEGRVLIVPQNFV 
     360       370       380       390       400       410          
 
gi|186 VAARSQSDNFEYVSFKTNDTPMIGTLAGANSLLNALPEEVIQHTFNLKSQQARQIKNNNP 
     420       430       440       450       460       470          
 
gi|186 FKFLVPPQESQKRAVA 
     480       490      
 
>>gi|18615 gi|18615|emb|CAA26723.1| unnamed protein prod  (495 aa) 
 initn:  70 init1:  45 opt:  76  Z-score: 108.7  bits: 27.0 E():  0.4 
Smith-Waterman score: 76;  30.508% identity (69.492% similar) in 59 aa overlap 
(3-56:160-217) 
 
gi|186 MAKLVFSLCFLLFSGCCFAFSSREQPQQNECQIQKLNALKPGNRIESEGGLIETWNPNNK 
               10        20        30        40        50        60 
 
gi|186 PFQCAGVALSRCTLNRNALRRPSYTNGPQEIYIQQGKGIFGMIYPGCSSTFEEPQQPQQR 
               70        80        90       100       110       120 
 
                                                    10        20    
CV127.                                      VVVTLVVVLSTAEMEEGELDLIP 
                                              :. : ...:  .:. .:: .: 
gi|186 GQSSRPQDRHQKIYNSREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTNSLEN-QLDQMP 
              130       140       150       160       170           
 
                30         40        50        60        70         
CV127. RRR----EEEDDLLGFR-ENGRENLEIGNGDLEEEGDGLVEKEIEEDVVVVVVAAAMVQE 
       ::     ..:...: .. :.: .. . :. . :::..:                       
gi|186 RRFYLAGNQEQEFLKYQQEQGGHQSQKGKHQQEEENEGGSILSGFTLEFLEHAFSVDKQI 
     180       190       200       210       220       230          
 
       80                                                           
CV127. KD                                                           
                                                                    
gi|186 AKNLQGENEGEDKGAIVTVKGGLSVIKPPTDEQQQRPQEEEEEEEDEKPQCKGKDKHCQR 
     240       250       260       270       280       290          
 
gi|186 PRGSQSKSRRNGIDETICTMRLRHNIGQTSSPDIYNPQAGSVTTATSLDFPALSWLRLSA 
     300       310       320       330       340       350          
 
gi|186 GFGSLRKNAMFVPHYNLNANSIIYALNGRALIQVVNCNGERVFDGELQEGRVLIVPQNFV 
     360       370       380       390       400       410          
 
gi|186 VAARSQSDNFEYVSFKTNDTPMIGTLAGANSLLNALPEEVIQHTFNLKSQQARQIKNNNP 
     420       430       440       450       460       470          
 
gi|186 FKFLVPPQESQKRAVA 
     480       490      
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>>gi|94468552 gi|94468552|gb|ABF18125.1| 30 kDa salivary  (258 aa) 
 initn:  39 init1:  39 opt:  65  Z-score: 97.2  bits: 23.9 E():  1.7 
Smith-Waterman score: 65;  32.075% identity (52.830% similar) in 53 aa overlap 
(13-65:69-119) 
 
                                                                    
CV127.                                                         VVVT 
                                                                    
gi|944 MKPLVKLFLLFCLVGIVLSRPMPEDEEPVAEGGDEETTDDAGGDGGEEENEGEEHAGDED 
               10        20        30        40        50        60 
 
           10        20        30        40        50        60     
CV127. LVVVLSTAEMEEGELDLIPRRREEEDDLLGFRENGRENLEIGNGDLEEEGDGLVEKEIEE 
               : . :. :   .   :::   : .. :.:. :  .:. :. ::     . :: 
gi|944 AGGEDTGKEENTGHEDAGEEDAGEEDA--GEEDAGEEDAEKEEGEKEDAGDDAGSDDGEE 
               70        80          90       100       110         
 
           70        80                                             
CV127. DVVVVVVAAAMVQEKD                                             
       :                                                            
gi|944 DSTGGDEGEANAEDSKGSEKNDPADTYRQVVALLDKDTKVDHIQSEYLRSALNNDLQSEV 
      120       130       140       150       160       170         
 
gi|944 RVPVVEAIGRIGDYSKIQGCFKSMGKDVKKVISEEEKKFKSCMSKKKSEYQCSEDSFAAA 
      180       190       200       210       220       230         
 
gi|944 KSKLSPITSKIKSCVSSKGR 
      240       250         
 
>>gi|170743 gi|170743|gb|AAB02788.1| HMW glutenin subuni  (815 aa) 
 initn:  35 init1:  35 opt:  70  Z-score: 96.6  bits: 25.4 E():  1.9 
Smith-Waterman score: 70;  30.882% identity (64.706% similar) in 68 aa overlap 
(2-68:11-76) 
                        10         20        30        40        50 
CV127.          VVVTLVVVLSTAEMEE-GELDLIPRRREEEDDLLGFRENGRENLEIGNGDL 
                 ::. .:.:..:: :  :.:.   .:. .: .: . :.   ..:.  . .  
gi|170 MTKRLVLFAAVVVALVALTAAEGEASGQLQC--ERELQEHSLKACRQVVDQQLRDVSPEC 
               10        20        30          40        50         
 
               60        70        80                               
CV127. EEEGDGLVEKEIEEDVVVVVVAAAMVQEKD                               
       .  : : : .. :..:::                                           
gi|170 QPVGGGPVARQYEQQVVVPPKGGSFYPGETTPPQQLQQSILWGIPALLRRYYLSVTSPQQ 
       60        70        80        90       100       110         
 
gi|170 VSYYPGQASSQRPGQGQQEYYLTSPQQSGQWQQPGQGQSGYYPTSPQQSGQKQPGYYPTS 
      120       130       140       150       160       170         
 
gi|170 PWQPEQLQQPTQGQQRQQPGQGQQLRQGQQGQQSGQGQPRYYPTSSQQPGQLQQLAQGQQ 
      180       190       200       210       220       230         
 
gi|170 GQQPERGQQGQQSGQGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQSGQGQL 
      240       250       260       270       280       290         
 
gi|170 GYYPTSPQQSGQGQSGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQSGQRQQ 
      300       310       320       330       340       350         
 
gi|170 DQQSGQGQQPGQRQPGYYSTSPQQLGQGQPRYYPTSPQQPGQEQQPRQLQQPEQGQQGQQ 
      360       370       380       390       400       410         
 
gi|170 PEQGQQGQQQRQGEQGQQPGQGQQGQQPGQGQPGYYPTSPQQSGQGQPGYYPTSPQQSGQ 
      420       430       440       450       460       470         
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gi|170 LQQPAQGQQPGQEQQGQQPGQGQQPGQGQPGYYPTSPQQSGQEQQLEQWQQSGQGQPGHY 
      480       490       500       510       520       530         
 
gi|170 PTSPLQPGQGQPGYYPTSPQQIGQGQQPGQLQQPTQGQQGQQPGQGQQGQQPGEGQQGQQ 
      540       550       560       570       580       590         
 
gi|170 PGQGQQPGQGQPGYYPTSLQQSGQGQQPGQWQQPGQGQPGYYPTSSLQPEQGQQGYYPTS 
      600       610       620       630       640       650         
 
gi|170 QQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQWLQSGYYLTSPQQLG 
      660       670       680       690       700       710         
 
gi|170 QGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQQSGQGQQGYDSPYHV 
      720       730       740       750       760       770         
 
gi|170 SAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
      780       790       800       810      
 
>>gi|21743 gi|21743|emb|CAA43331.1| high molecular weigh  (830 aa) 
 initn:  35 init1:  35 opt:  70  Z-score: 96.5  bits: 25.4 E():  1.9 
Smith-Waterman score: 70;  30.882% identity (64.706% similar) in 68 aa overlap 
(2-68:11-76) 
 
                        10         20        30        40        50 
CV127.          VVVTLVVVLSTAEMEE-GELDLIPRRREEEDDLLGFRENGRENLEIGNGDL 
                 ::. .:.:..:: :  :.:.   .:. .: .: . :.   ..:.  . .  
gi|217 MTKRLVLFAAVVVALVALTAAEGEASGQLQC--ERELQEHSLKACRQVVDQQLRDVSPEC 
               10        20        30          40        50         
 
               60        70        80                               
CV127. EEEGDGLVEKEIEEDVVVVVVAAAMVQEKD                               
       .  : : : .. :..:::                                           
gi|217 QPVGGGPVARQYEQQVVVPPKGGSFYPGETTPPQQLQQSILWGIPALLRRYYLSVTSPQQ 
       60        70        80        90       100       110         
 
gi|217 VSYYPGQASSQRPGQGQQPGQGQQEYYLTSPQQSGQWQQPGQGQAGYYPTSPQQSGQEQP 
      120       130       140       150       160       170         
 
gi|217 GYYPTSPWQPEQLQQPTQGQQRQQPGQGQQLRQGQQGQQSGQGQPRYYPTSSQQPGQLQQ 
      180       190       200       210       220       230         
 
gi|217 LAQGQQGQQPERGQQGQQSGQGQQLGQGQQGQQPGQKQQSGQGQQGYYPISPQQLGQGQQ 
      240       250       260       270       280       290         
 
gi|217 SGQGQLGYYPTSPQQSGQGQSGYYPTSAQQPGQLQQSTQEQQLGQEQQDQQSGQGRQGQQ 
      300       310       320       330       340       350         
 
gi|217 SGQRQQDQQSGQGQQPGQRQPGYYSTSPQQLGQGQPRYYPTSPQQPGQEQQPRQLQQPEQ 
      360       370       380       390       400       410         
 
gi|217 GQQGQQPEQGQQGQQPGQGEQGQQPGQGQQGQQPGQGQPGYYPTSPQQSGQGQPGYYPTS 
      420       430       440       450       460       470         
 
gi|217 PQQSGQLQQPAQGQQPGQEQQGQQPGQGQQGQQPGQGQQPGQGQPGYYPTSPQQSGQEQQ 
      480       490       500       510       520       530         
 
gi|217 LEQWQQSGQGQPGHYPTSPLQPGQGQPGYYPTSPQQIGQGQQPGQLQQPTQGQQGQQPGQ 
      540       550       560       570       580       590         
 
gi|217 GQQGQQPGQGQQGQQPGQGQQPGQGQPGYYPTSLQQSGQGQQPGQWQQPGQGLPGYYPTS 
      600       610       620       630       640       650         
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gi|217 SLQPEQGQQGYYPTSQQQPGQGPQPGQWQQSGQGQQGYYPTSPQQSGQGQQPGQWLQPGQ 
      660       670       680       690       700       710         
 
gi|217 WLQSGYYLTSPQQLGQGQQPRQWLQPRQGQQGYYPTSPQQSGQGQQLGQGQQGYYPTSPQ 
      720       730       740       750       760       770         
 
gi|217 QSGQGQQGYDSPYHVSAEHQAASLKVAKAQQLAAQLPAMCRLEGGDALLASQ 
      780       790       800       810       820       830 
 
>>gi|2114497 gi|2114497|gb|AAB58417.1| 30 kDa salivary g  (253 aa) 
 initn:  39 init1:  39 opt:  63  Z-score: 94.5  bits: 23.4 E():  2.5 
Smith-Waterman score: 63;  36.842% identity (57.895% similar) in 38 aa overlap 
(28-65:79-114) 
 
                                                                    
CV127.                                                    VVVTLVVVL 
                                                                    
gi|211 MKPLVKLFLLFCLVGIVLSRPMPEDEEPVAEGGDEETTDDAGGDGGEEENEGEEHAGDED 
               10        20        30        40        50        60 
 
      10        20        30        40        50        60          
CV127. STAEMEEGELDLIPRRREEEDDLLGFRENGRENLEIGNGDLEEEGDGLVEKEIEEDVVVV 
                         :::   : .. :.:. :  .:. :. ::     . :::     
gi|211 AGGEDTGKEENTGHEDAGEEDA--GEEDAGEEDAEKEEGEKEDAGDDAGSDDGEEDSTGG 
               70        80          90       100       110         
 
      70        80                                                  
CV127. VVAAAMVQEKD                                                  
                                                                    
gi|211 DEGEANAEDSKGSEKNDPADTYRQVVALLDKDTKVDHIQSEYLRSALNNDLQSEVRVPVV 
      120       130       140       150       160       170         
 
gi|211 EAIGRIGDYSKIQGCFKSMGKDVKKVISEEEKKFKSCMSKKKSEYQCSEDSFAAAKSKLS 
      180       190       200       210       220       230         
 
gi|211 PITSKIKSCVSSKGR 
      240       250    
 
>>gi|18637 gi|18637|emb|CAA33216.1| glycinin subunit G2   (485 aa) 
 initn:  69 init1:  45 opt:  63  Z-score: 90.0  bits: 23.5 E():  4.4 
Smith-Waterman score: 63;  27.119% identity (67.797% similar) in 59 aa overlap 
(3-56:157-214) 
 
gi|186 MAKLVLSLCFLLFSGCFALREQAQQNECQIQKLNALKPDNRIESEGGFIETWNPNNKPFQ 
               10        20        30        40        50        60 
 
gi|186 CAGVALSRCTLNRNALRRPSYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQRGRS 
               70        80        90       100       110       120 
 
                                                 10        20       
CV127.                                   VVVTLVVVLSTAEMEEGELDLIPRRR 
                                           :. : ...:  .:. .:: .:::  
gi|186 QRPQDRHQKVHRFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTNSLEN-QLDQMPRRF 
              130       140       150       160       170           
 
             30        40         50        60        70        80  
CV127. ----EEEDDLLGFRENGRENLEIGNG-DLEEEGDGLVEKEIEEDVVVVVVAAAMVQEKD  
           ..:...: .... . . .  .: . :::..:                          
gi|186 YLAGNQEQEFLKYQQQQQGGSQSQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRN 
     180       190       200       210       220       230          
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gi|186 LQGENEEEDSGAIVTVKGGLRVTAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSR 
     240       250       260       270       280       290          
 
gi|186 NGIDETICTMRLRQNIGQNSSPDIYNPQAGSITTATSLDFPALWLLKLSAQYGSLRKNAM 
     300       310       320       330       340       350          
 
gi|186 FVPHYTLNANSIIYALNGRALVQVVNCNGERVFDGELQEGGVLIVPQNFAVAAKSQSDNF 
     360       370       380       390       400       410          
 
gi|186 EYVSFKTNDRPSIGNLAGANSLLNALPEEVIQHTFNLKSQQARQVKNNNPFSFLVPPQES 
     420       430       440       450       460       470          
 
gi|186 QRRAVA 
     480      
 
>>gi|18609 gi|18609|emb|CAA26575.1| unnamed protein prod  (485 aa) 
 initn:  69 init1:  45 opt:  63  Z-score: 90.0  bits: 23.5 E():  4.4 
Smith-Waterman score: 63;  27.119% identity (67.797% similar) in 59 aa overlap 
(3-56:157-214) 
 
gi|186 MAKLVLSLCFLLFSGCFALREQAQQNECQIQKLNALKPGNRIESEGGFIETWNPNNKPFQ 
               10        20        30        40        50        60 
 
gi|186 CAGVALSRCTLNRNALRRPSYTNGPQEIYIQQGNGIFGMIFPGCPSTYQEPQESQQRGRS 
               70        80        90       100       110       120 
 
                                                 10        20       
CV127.                                   VVVTLVVVLSTAEMEEGELDLIPRRR 
                                           :. : ...:  .:. .:: .:::  
gi|186 QRPQDRHQKVHRFREGDLIAVPTGVAWWMYNNEDTPVVAVSIIDTNSLEN-QLDQMPRRF 
              130       140       150       160       170           
 
             30        40         50        60        70        80  
CV127. ----EEEDDLLGFRENGRENLEIGNG-DLEEEGDGLVEKEIEEDVVVVVVAAAMVQEKD  
           ..:...: .... . . .  .: . :::..:                          
gi|186 YLAGNQEQEFLKYQQQQQGGSQSQKGKQQEEENEGSNILSGFAPEFLKEAFGVNMQIVRN 
     180       190       200       210       220       230          
 
gi|186 LQGENEEEDSGAIVTVKGGLRVTAPAMRKPQQEEDDDDEEEQPQCVETDKGCQRQSKRSR 
     240       250       260       270       280       290          
 
gi|186 NGIDETICTMRLRQNIGQNSSPDIYNPQAGSITTATSLDFPALWLLKLSAQYGSLRKNAM 
     300       310       320       330       340       350          
 
gi|186 FVPHYTLNANSIIYALNGRALVQVVNCNGERVFDGELQEGGVLIVPQNFAVAAKSQSDNF 
     360       370       380       390       400       410          
 
gi|186 EYVSFKTNDRPSIGNLAGANSLLNALPEEVIQHTFNLKSQQARQVKNNNPFSFLVPPQES 
     420       430       440       450       460       470          
 
gi|186 QRRAVA 
     480      
 
>>gi|83715936 gi|83715936|dbj|BAE54433.1| tropomyosin [O  (284 aa) 
 initn:  40 init1:  40 opt:  60  Z-score: 89.3  bits: 22.6 E():  4.8 
Smith-Waterman score: 60;  35.849% identity (58.491% similar) in 53 aa overlap 
(13-64:100-150) 
 
gi|837 MDAIKKKMLAMKMERELATDKAEQTDQKLRDTEDNKNKLEEDLTTLQKKFSNLENDFDNA 
               10        20        30        40        50        60 
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                                          10        20        30    
CV127.                            VVVTLVVVLSTAEMEEGELDLIPRRREEEDDLL 
                                              :  : .:.    . .: .    
gi|837 KEQLAEANQKLETSEKRVGECESEIAGLNRRIQLLEEDLERSEERLSTAQTKLDEASKAA 
               70        80        90       100       110       120 
 
            40         50        60        70        80             
CV127. GFRENGRENLEI-GNGDLEEEGDGLVEKEIEEDVVVVVVAAAMVQEKD             
          : ::. ::  ..:: ::. : :.::..::                             
gi|837 DESERGRKVLENRSQGD-EERID-LLEKQLEEAKWIAEDADRKFDEAARKLAITEVDLER 
              130        140        150       160       170         
 
gi|837 AEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEETIRDLTHRLKEAENR 
      180       190       200       210       220       230         
 
gi|837 AAEAERTVSKLQKEVDRLEDELLAEKERYKAISDELDQTFAELAGY 
      240       250       260       270       280     
 
>>gi|169927 gi|169927|gb|AAA33947.1| beta-conglycinin-al  (218 aa) 
 initn:  37 init1:  37 opt:  57  Z-score: 86.8  bits: 21.7 E():  6.6 
Smith-Waterman score: 57;  31.169% identity (58.442% similar) in 77 aa overlap 
(5-80:49-117) 
                                                           10       
CV127.                                             VVVTLVVVLSTAEMEE 
                                                       : . :: ..:.: 
gi|169 SKRAKSSSRKTISSEDKPFNLGSRDPIYSKKLGKFFEITPEKNPQLRDLDIFLSIVDMNE 
               10        20        30        40        50        60 
 
         20        30        40         50        60        70      
CV127. GELDLIPRRREEEDDLLGFRENGRENLE-IGNGDLEEEGDGLVEKEIEEDVVVVVVAAAM 
       : : :.:.   .   .: . : :  :.: .:   :.:. .   :.. ::. . :    :  
gi|169 GAL-LLPHFNSKAIVILVINE-GDANIELVG---LKEQQQ---EQQQEEQPLEVRKYRAE 
                70        80            90          100       110   
 
          80                                                        
CV127. VQEKD                                                        
       ..:.:                                                        
gi|169 LSEQDIFVIPAGYPVVVNATSNLNFFAIGINAENNQRNFLAGSQDNVISQIPSQVQELAF 
            120       130       140       150       160       170   
 
gi|169 PGSAQAVEKLLKNQRESYFVDAQPNEKEEGNKGRKGPLSSILRAFY 
            180       190       200       210         
 
>>gi|83715928 gi|83715928|dbj|BAE54429.1| tropomyosin [S  (284 aa) 
 initn:  40 init1:  40 opt:  58  Z-score: 86.4  bits: 22.0 E():  6.9 
Smith-Waterman score: 58;  34.426% identity (57.377% similar) in 61 aa overlap 
(7-64:92-150) 
 
gi|837 MDAIKKKMLAMKMEKEVATDKAEQTEQSLRDLEDAKNKTEEDLSTLQKKYSNLENDFDNA 
               10        20        30        40        50        60 
 
                                        10        20        30      
CV127.                          VVVTLVVVLSTAEMEEGELDLIPRRREEED--DLL 
                                      . :   ..:..:  :   . . ::      
gi|837 NEQLTAANTNLEASEKRVAECESEIQGLNRRIQLLEEDLERSEERLTSAQSKLEDASKAA 
               70        80        90       100       110       120 
 
            40         50        60        70        80             
CV127. GFRENGRENLEI-GNGDLEEEGDGLVEKEIEEDVVVVVVAAAMVQEKD             
          : ::. ::  ..:: ::. : :.::..::                             
gi|837 DESERGRKVLENRSQGD-EERID-LLEKQLEEAKWIAEDADRKFDEAARKLAITEVDLER 
              130        140        150       160       170         



 
 
 Plant Science L. L. C.  BASF Reg. Doc. No. 2008/7019371 

BASF Plant Science Report No. BPS-015-08  Page 35 of 268 

 
gi|837 AEARLEAAEAKIVELEEELKVVGNNMKSLEISEQEASQREDSYEETIRDLTHRLKEAENR 
      180       190       200       210       220       230         
 
gi|837 AAEAERTVSKLQKEVDRLEDELLAEKERYKSISDELDQTFAELAGY 
      240       250       260       270       280     
 
>>gi|2735100 gi|2735100|gb|AAD13646.1| ABA-1 allergen [A  (134 aa) 
 initn:  25 init1:  25 opt:  54  Z-score: 85.8  bits: 20.8 E():  7.5 
Smith-Waterman score: 54;  26.829% identity (68.293% similar) in 41 aa overlap 
(26-64:18-58) 
 
               10        20        30        40        50           
CV127. VVVTLVVVLSTAEMEEGELDLIPRRREEEDDLLGFRENGRENLEIGNGDLE--EEGDGLV 
                                .:..:.:: ....:. . ..    :.  .: .: . 
gi|273         HHFTLESSLDTHLKWLSQEQKDELLKMKKDGKTKKDLQAKILHYYDELEGDA 
                       10        20        30        40        50   
 
       60        70        80                                       
CV127. EKEIEEDVVVVVVAAAMVQEKD                                       
       .::  :                                                       
gi|273 KKEATEHLKDGCREILKHVVGEEKEAELKKLKDSGASKEEVKAKVEEALHAVTDEEKKQY 
             60        70        80        90       100       110   
 
gi|273 IADFGPACKKIFGAAHTSRRRR 
            120       130     
 
>>gi|18639 gi|18639|emb|CAA33217.1| glycinin subunit G3   (481 aa) 
 initn:  65 init1:  41 opt:  60  Z-score: 85.7  bits: 22.7 E():  7.6 
Smith-Waterman score: 60;  27.419% identity (64.516% similar) in 62 aa overlap 
(4-56:155-216) 
 
gi|186 MAKLVLSLCFLLFSGCCFAFSFREQPQQNECQIQRLNALKPDNRIESEGGFIETWNPNNK 
               10        20        30        40        50        60 
 
gi|186 PFQCAGVALSRCTLNRNALRRPSYTNAPQEIYIQQGSGIFGMIFPGCPSTFEEPQQKGQS 
               70        80        90       100       110       120 
 
                                              10          20        
CV127.                                VVVTLVVVLSTAEME--EGELDLIPRRR- 
                                         : ::..:  . .  ...:: .:::   
gi|186 SRPQDRHQKIYHFREGDLIAVPTGFAYWMYNNEDTPVVAVSLIDTNSFQNQLDQMPRRFY 
              130       140       150       160       170       180 
 
            30           40        50        60        70        80 
CV127. ---EEEDDLLGF---RENGRENLEIGNGDLEEEGDGLVEKEIEEDVVVVVVAAAMVQEKD 
          ..:...: .   ...:  . . :. . :::..:                         
gi|186 LAGNQEQEFLQYQPQKQQGGTQSQKGKRQQEEENEGGSILSGFAPEFLEHAFVVDRQIVR 
              190       200       210       220       230       240 
 
gi|186 KLQGENEEEEKGAIVTVKGGLSVISPPTEEQQQRPEEEEKPDCDEKDKHCQSQSRNGIDE 
              250       260       270       280       290       300 
 
gi|186 TICTMRLRHNIGQTSSPDIFNPQAGSITTATSLDFPALSWLKLSAQFGSLRKNAMFVPHY 
              310       320       330       340       350       360 
 
gi|186 NLNANSIIYALNGRALVQVVNCNGERVFDGELQEGQVLIVPQNFAVAARSQSDNFEYVSF 
              370       380       390       400       410       420 
 
gi|186 KTNDRPSIGNLAGANSLLNALPEEVIQQTFNLRRQQARQVKNNNPFSFLVPPKESQRRVV 
              430       440       450       460       470       480 
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gi|186 A 
         
 
>>gi|15419048 gi|15419048|gb|AAK96889.1| tropomyosin [Cr  (233 aa) 
 initn:  41 init1:  41 opt:  56  Z-score: 84.9  bits: 21.5 E():  8.4 
Smith-Waterman score: 56;  30.000% identity (56.667% similar) in 60 aa overlap 
(7-64:41-99) 
 
                                                 10          20     
CV127.                                   VVVTLVVVLSTAEMEEGE--LDLIPR 
                                               . :   .::..:  :.   . 
gi|154 NSARGFDTVNEKYQECQTKMEEAEKTASEAEQEIQSLNRRIQLLEEDMERSEERLQTATE 
               10        20        30        40        50        60 
 
           30        40        50        60        70        80     
CV127. RREEEDDLLGFRENGRENLEIGNGDLEEEGDGLVEKEIEEDVVVVVVAAAMVQEKD     
       . :: .      : .:. ::  :.  ::. : ..::.. :                     
gi|154 KLEEASKAADESERNRKVLENLNNASEERTD-VLEKQLTEAKLIAEEADKKYDEAARKLA 
               70        80        90        100       110          
 
gi|154 ITEVDLERAEARLEAAEAKVLELEEELKVVGNNMKSLEISEQEASQREDSYEETIRDLTQ 
     120       130       140       150       160       170          
 
gi|154 RLKDAENRATEAERTVSKLQKEVDRLEDELLAEKERYKAISDELDQTFAELAGY 
     180       190       200       210       220       230    
 
>>gi|13183177 gi|13183177|gb|AAK15089.1|AF240006_1 7S gl  (585 aa) 
 initn:  68 init1:  53 opt:  60  Z-score: 84.4  bits: 22.7 E():    9 
Smith-Waterman score: 61;  30.952% identity (64.286% similar) in 42 aa overlap 
(36-77:270-311) 
 
gi|131 MSCGGRLCLVLFALLLASAVVASESKDPELKQCKHQCKAQQQISKEQKEACIQACKEYIR 
               10        20        30        40        50        60 
 
gi|131 QKHQGEHGRGGGDILEEEVWNRKSPIERLRECSRGCEQQHGEQREECLRRCQEEYQREKG 
               70        80        90       100       110       120 
 
gi|131 RQDDDNPTDPEKQYQQCRLQCRRQGEGGGFSREHCERRREEKYREQQGREGGRGEMYEGR 
              130       140       150       160       170       180 
                                                                    
CV127.                                                       VVVTLV 
                                                                    
gi|131 EREEEQEEQGRGRIPYVFEDQHFITGFRTQHGRMRVLQKFTDRSELLRGIENYRVAILEA 
              190       200       210       220       230       240 
 
         10        20        30        40        50        60       
CV127. VVLSTAEMEEGELDLIPRRREEEDDLLGFRENGRENLEIGNGDLEEEGDGLVEKEIEEDV 
                                    :.. ::.:.: .::. . . : .   :..:  
gi|131 EPQTFIVPNHWDAESVVFVAKGRGTISLVRQDRRESLNIKQGDILKINAGTTAYLINRDN 
              250       260       270       280       290       300 
 
         70        80                                               
CV127. VVVVVAAAMVQEKD                                               
          .: : ..:                                                  
gi|131 NERLVLAKLLQPVSTPGEFELFFGAGGENPESFFKSFSDEILEAAFNTRRDRLQRIFGQQ 
              310       320       330       340       350       360 
 
gi|131 RQGVIVKASEEQVRAMSRHEEGGIWPFGGESKGTINIYQQRPTHSNQYGQLHEVDASQYR 
              370       380       390       400       410       420 
 
gi|131 QLRDLDLTVSLANITQGAMTAPHYNSKATKIALVVDGEGYFEMACPHMSRSRGSYQGETR 
              430       440       450       460       470       480 
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gi|131 GRPSYQRVASRLTRGTVVIIPAGHPFVAVASSNQNLQVLCFEVNANNNEKFPLAGRRNVM 
              490       500       510       520       530       540 
 
gi|131 NQLEREAKELAFGMPAREVEEVSRSQQEEFFFKGPRQQQQGRADA 
              550       560       570       580      
 
 
 
 
80 residues in 1 query   sequences 
292011 residues in 1313 library sequences 
 Scomplib [34.26] 
 start: Sun Dec 14 22:14:24 2008 done: Sun Dec 14 22:14:24 2008 
 Total Scan time:  0.110 Total Display time:  0.040 
 
Function used was FASTA [version 34.26.5 April 26, 2007] 
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CV127.3797_c3:  amino acids 15-94 
 
FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26, 
2007 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
 CV127.3797_c3_15-94, 80 aa 
 vs /n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
 292011 residues in  1313 sequences 
  Expectation_n fit: rho(ln(x))= 4.8891+/-0.00381; mu= 2.1682+/- 0.199 
 mean_var=33.1421+/- 8.229, 0's: 12 Z-trim: 16  B-trim: 62 in 1/43 
 Lambda= 0.222784 
 
FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2 
 join: 36, opt: 20, open/ext: -10/-2, width:  16 
The best scores are:                       opt bits E(1313) %_id  %_sim  alen 
gi|1460058 gi|1460058|emb|CAA46317. ( 211)   70 28.3   0.069 0.287 0.500   80 
gi|61608445 gi|61608445|gb|AAX47076 ( 216)   70 28.3    0.07 0.287 0.500   80 
gi|83754033 gi|83754033|pdb|2AS8|B  ( 222)   70 28.3   0.072 0.287 0.500   80 
gi|730036 gi|730036|sp|P08176.2|PEP ( 320)   70 28.2    0.11 0.287 0.500   80 
gi|21725572 gi|21725572|emb|CAD3836 ( 222)   59 24.7    0.84 0.387 0.645   31 
gi|21725570 gi|21725570|emb|CAD3836 ( 222)   59 24.7    0.84 0.387 0.645   31 
gi|21725566 gi|21725566|emb|CAD3836 ( 222)   59 24.7    0.84 0.387 0.645   31 
gi|21725562 gi|21725562|emb|CAD3836 ( 222)   59 24.7    0.84 0.387 0.645   31 
gi|21725564 gi|21725564|emb|CAD3836 ( 222)   59 24.7    0.84 0.387 0.645   31 
gi|21725568 gi|21725568|emb|CAD3836 ( 222)   59 24.7    0.84 0.387 0.645   31 
gi|21725560 gi|21725560|emb|CAD3836 ( 222)   59 24.7    0.84 0.387 0.645   31 
gi|62550933 gi|62550933|emb|CAI7905 ( 326)   58 24.4     1.6 0.255 0.617   47 
gi|4538529 gi|4538529|emb|CAB39376. (  81)   51 22.3     1.7 0.366 0.512   41 
gi|32363125 gi|32363125|sp||P81943_ (  24)   43 19.9     2.6 0.333 0.722   18 
gi|170734 gi|170734|gb|AAA34287.1|  ( 244)   53 22.8     3.5 0.355 0.677   31 
gi|21773 gi|21773|emb|CAA31685.1| u ( 307)   53 22.8     4.6 0.355 0.677   31 
gi|21725580 gi|21725580|emb|CAD3837 ( 222)   51 22.2       5 0.355 0.645   31 
gi|21725576 gi|21725576|emb|CAD3836 ( 222)   51 22.2       5 0.355 0.645   31 
gi|21725574 gi|21725574|emb|CAD3836 ( 222)   50 21.8     6.2 0.355 0.645   31 
gi|21725578 gi|21725578|emb|CAD3837 ( 222)   50 21.8     6.2 0.355 0.645   31 
gi|19847822 gi|19847822|gb|AAK27264 ( 306)   51 22.1     7.1 0.423 0.654   26 
gi|1478292 gi|1478292|gb|AAB35896.1 (  25)   38 18.3     8.4 0.714 1.000    7 
 
 
>>>CV127.3797_c3_15-94, 80 aa vs 
/n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
>>gi|1460058 gi|1460058|emb|CAA46317.1| cysteine proteas  (211 aa) 
 initn:  49 init1:  49 opt:  70  Z-score: 122.4  bits: 28.3 E(): 0.069 
Smith-Waterman score: 70;  28.750% identity (50.000% similar) in 80 aa overlap 
(8-80:96-175) 
 
gi|146 ETNACSINGNAPAEIDLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAYRNQSLDLAE 
               10        20        30        40        50        60 
 
                                           10        20        30   
CV127.                             QLIKDLNRILWRNSFPKRLKAQRKLLFLYVQL 
                                          : . :..  .: .:::  .  : :. 
gi|146 QELVDCASQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQI 
               70        80        90       100       110       120 
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              40        50        60        70              80      
CV127. IPPNS-KIKLKLLRSVLKNLIHPLQSQLNITTHRHMRSLIL------PNLSRVNI      
        :::. ::.  : ..     .    ..:.   :   :..:       ::   :::      
gi|146 YPPNANKIREALAQTHSAIAVIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSN 
              130       140       150       160       170       180 
 
gi|146 AQGVDYWIVRNSWDTNWGDNGYGYFAANIDL 
              190       200       210  
 
>>gi|61608445 gi|61608445|gb|AAX47076.1| Der p 1 allerge  (216 aa) 
 initn:  54 init1:  54 opt:  70  Z-score: 122.2  bits: 28.3 E(): 0.07 
Smith-Waterman score: 70;  28.750% identity (50.000% similar) in 80 aa overlap 
(8-80:89-168) 
 
gi|616 NEIAXAKIDLRQMRTVTPIXMQGGCGSCWALSGVAATESAYLAYGNXSLDLAEQELVDCA 
               10        20        30        40        50        60 
 
                                    10        20        30          
CV127.                      QLIKDLNRILWRNSFPKRLKAQRKLLFLYVQLIPPN-SK 
                                   : . :..  .: .:::  .  : :. ::: .: 
gi|616 SQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNK 
               70        80        90       100       110       120 
 
       40        50        60        70              80             
CV127. IKLKLLRSVLKNLIHPLQSQLNITTHRHMRSLIL------PNLSRVNI             
       :.  : ..     .    ..:.   :   :..:       ::   :::             
gi|616 IREALAQTHSAIAVIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYW 
              130       140       150       160       170       180 
 
gi|616 IVRNSWDTNWGDNGYGYFAANIDLMMIEEYPYVVIL 
              190       200       210       
 
>>gi|83754033 gi|83754033|pdb|2AS8|B Chain B, Crystal St  (222 aa) 
 initn:  49 init1:  49 opt:  70  Z-score: 121.9  bits: 28.3 E(): 0.072 
Smith-Waterman score: 70;  28.750% identity (50.000% similar) in 80 aa overlap 
(8-80:95-174) 
 
gi|837 TNACSINGNAPAEIDLRQMRTVTPIRMQGGCGSCWAFSGVAATESAYLAYRQQSLDLAEQ 
               10        20        30        40        50        60 
 
                                          10        20        30    
CV127.                            QLIKDLNRILWRNSFPKRLKAQRKLLFLYVQLI 
                                         : . :..  .: .:::  .  : :.  
gi|837 ELVDCASQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIY 
               70        80        90       100       110       120 
 
             40        50        60        70              80       
CV127. PPNS-KIKLKLLRSVLKNLIHPLQSQLNITTHRHMRSLIL------PNLSRVNI       
       :::. ::.  : ..     .    ..:.   :   :..:       ::   :::       
gi|837 PPNANKIREALAQTHSAIAVIIGIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNA 
              130       140       150       160       170       180 
 
gi|837 QGVDYWIVRNSWDTNWGDNGYGYFAANIDLMMIEEYPYVVIL 
              190       200       210       220   
 
>>gi|730036 gi|730036|sp|P08176.2|PEPT1_DERPT Peptidase   (320 aa) 
 initn:  54 init1:  54 opt:  70  Z-score: 118.8  bits: 28.2 E(): 0.11 
Smith-Waterman score: 70;  28.750% identity (50.000% similar) in 80 aa overlap 
(8-80:193-272) 
 
gi|730 MKIVLAIASLLALSAVYARPSSIKTFEEYKKAFNKSYATFEDEEAARKNFLESVKYVQSN 
               10        20        30        40        50        60 
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gi|730 GGAINHLSDLSLDEFKNRFLMSAEAFEHLKTQFDLNAETNACSINGNAPAEIDLRQMRTV 
               70        80        90       100       110       120 
 
gi|730 TPIRMQGGCGSCWAFSGVAATESAYLAYRNQSLDLAEQELVDCASQHGCHGDTIPRGIEY 
              130       140       150       160       170       180 
 
                    10        20        30         40        50     
CV127.      QLIKDLNRILWRNSFPKRLKAQRKLLFLYVQLIPPN-SKIKLKLLRSVLKNLIHP 
                   : . :..  .: .:::  .  : :. ::: .::.  : ..     .   
gi|730 IQHNGVVQESYYRYVAREQSCRRPNAQRFGISNYCQIYPPNVNKIREALAQTHSAIAVII 
              190       200       210       220       230       240 
 
           60        70              80                             
CV127. LQSQLNITTHRHMRSLIL------PNLSRVNI                             
         ..:.   :   :..:       ::   :::                             
gi|730 GIKDLDAFRHYDGRTIIQRDNGYQPNYHAVNIVGYSNAQGVDYWIVRNSWDTNWGDNGYG 
              250       260       270       280       290       300 
 
gi|730 YFAANIDLMMIEEYPYVVIL 
              310       320 
 
>>gi|21725572 gi|21725572|emb|CAD38367.1| unnamed protei  (222 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 102.8  bits: 24.7 E(): 0.84 
Smith-Waterman score: 59;  38.710% identity (64.516% similar) in 31 aa overlap 
(17-46:104-134) 
 
gi|217 TNACSINGNAPAEIDLRQMQTVTPIRMQGGCGSCWAFSGVAATESAYLAVRNQSLDLAEQ 
               10        20        30        40        50        60 
 
                                          10        20        30    
CV127.                            QLIKDLNRILWRNSFPKRLKAQRKLLFLYVQLI 
                                                  .: .:::  .  : :.  
gi|217 ELVDCANQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIY 
               70        80        90       100       110       120 
 
             40        50        60        70        80             
CV127. PPN-SKIKLKLLRSVLKNLIHPLQSQLNITTHRHMRSLILPNLSRVNI             
       ::: .::.  : ..                                               
gi|217 PPNVNKIREALAQTHSAIAVIIGIKDLDAFRHYDGETIIQEDNGYQTNYHAVNIVGYSNA 
              130       140       150       160       170       180 
 
gi|217 QGVDYWIVRNSWDTNWGDNGYGYFAANIDLMMIEEYPYVVIL 
              190       200       210       220   
 
>>gi|21725570 gi|21725570|emb|CAD38366.1| unnamed protei  (222 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 102.8  bits: 24.7 E(): 0.84 
Smith-Waterman score: 59;  38.710% identity (64.516% similar) in 31 aa overlap 
(17-46:104-134) 
 
gi|217 TNACSINGNAPAEIDLRQMETVTPIRMQGGCGSCWAFSGVAATESAYLAVRNQSLDLAEQ 
               10        20        30        40        50        60 
 
                                          10        20        30    
CV127.                            QLIKDLNRILWRNSFPKRLKAQRKLLFLYVQLI 
                                                  .: .:::  .  : :.  
gi|217 ELVDCANQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIY 
               70        80        90       100       110       120 
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             40        50        60        70        80             
CV127. PPN-SKIKLKLLRSVLKNLIHPLQSQLNITTHRHMRSLILPNLSRVNI             
       ::: .::.  : ..                                               
gi|217 PPNVNKIREALAQTHSAIAVIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNA 
              130       140       150       160       170       180 
 
gi|217 QGVDYWIVRNSWDTNWGDNGYGYFAANIDLMMIEEYPYVVIL 
              190       200       210       220   
 
>>gi|21725566 gi|21725566|emb|CAD38364.1| unnamed protei  (222 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 102.8  bits: 24.7 E(): 0.84 
Smith-Waterman score: 59;  38.710% identity (64.516% similar) in 31 aa overlap 
(17-46:104-134) 
 
gi|217 TNACSINGNAPAEIDLRQMQTVTPIRMQGGCGSCWAFSGVAATESAYLAVRNQSLDLAEQ 
               10        20        30        40        50        60 
 
                                          10        20        30    
CV127.                            QLIKDLNRILWRNSFPKRLKAQRKLLFLYVQLI 
                                                  .: .:::  .  : :.  
gi|217 ELVDCASQHGCHGDTIPEGIEYIQHNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIY 
               70        80        90       100       110       120 
 
             40        50        60        70        80             
CV127. PPN-SKIKLKLLRSVLKNLIHPLQSQLNITTHRHMRSLILPNLSRVNI             
       ::: .::.  : ..                                               
gi|217 PPNVNKIREALAQTHSAIAVIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNA 
              130       140       150       160       170       180 
 
gi|217 QGVDYWIVRNSWDTNWGDNGYGYFAANIDLMMIEEYPYVVIL 
              190       200       210       220   
 
>>gi|21725562 gi|21725562|emb|CAD38362.1| unnamed protei  (222 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 102.8  bits: 24.7 E(): 0.84 
Smith-Waterman score: 59;  38.710% identity (64.516% similar) in 31 aa overlap 
(17-46:104-134) 
 
gi|217 TNACSINGNAPAEIDLRQMRTVTTIRMQGGCGSCWAFSGVAATESAYLAVRNQSLDLAEQ 
               10        20        30        40        50        60 
 
                                          10        20        30    
CV127.                            QLIKDLNRILWRNSFPKRLKAQRKLLFLYVQLI 
                                                  .: .:::  .  : :.  
gi|217 ELVDCASQHGCHGDTIPQGIEYIQHNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIY 
               70        80        90       100       110       120 
 
             40        50        60        70        80             
CV127. PPN-SKIKLKLLRSVLKNLIHPLQSQLNITTHRHMRSLILPNLSRVNI             
       ::: .::.  : ..                                               
gi|217 PPNVNKIREALAQTHSAIAVIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNA 
              130       140       150       160       170       180 
 
gi|217 QGVDYWIVRNSWDTNWGDNGYGYFAANIDLMMIEEYPYVVIL 
              190       200       210       220   
 
>>gi|21725564 gi|21725564|emb|CAD38363.1| unnamed protei  (222 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 102.8  bits: 24.7 E(): 0.84 
Smith-Waterman score: 59;  38.710% identity (64.516% similar) in 31 aa overlap 
(17-46:104-134) 
 
gi|217 TNACSINGNAPAEIDLRQMETVTPIRMQGGCGSCWAFSGVAATESAYLAVRNQSLDLAEQ 
               10        20        30        40        50        60 
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                                          10        20        30    
CV127.                            QLIKDLNRILWRNSFPKRLKAQRKLLFLYVQLI 
                                                  .: .:::  .  : :.  
gi|217 ELVDCASQHGCHGDTIPQGIEYIQHNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIY 
               70        80        90       100       110       120 
 
             40        50        60        70        80             
CV127. PPN-SKIKLKLLRSVLKNLIHPLQSQLNITTHRHMRSLILPNLSRVNI             
       ::: .::.  : ..                                               
gi|217 PPNVNKIREALAQTHSAIAVIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNA 
              130       140       150       160       170       180 
 
gi|217 QGVDYWIVRNSWDTNWGDNGYGYFAANIDLMMIEEYPYVVIL 
              190       200       210       220   
 
>>gi|21725568 gi|21725568|emb|CAD38365.1| unnamed protei  (222 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 102.8  bits: 24.7 E(): 0.84 
Smith-Waterman score: 59;  38.710% identity (64.516% similar) in 31 aa overlap 
(17-46:104-134) 
 
gi|217 TNACSINGNAPAEIDLRQMRTVTTIRMQGGCGSCWAFSGVAATESAYLAVRNQSLDLAEQ 
               10        20        30        40        50        60 
 
                                          10        20        30    
CV127.                            QLIKDLNRILWRNSFPKRLKAQRKLLFLYVQLI 
                                                  .: .:::  .  : :.  
gi|217 ELVDCANQHGCHGDTIPRGIEYIQHNGVVQESYYRYVAEEQSCRRPNAQRFGISNYCQIY 
               70        80        90       100       110       120 
 
             40        50        60        70        80             
CV127. PPN-SKIKLKLLRSVLKNLIHPLQSQLNITTHRHMRSLILPNLSRVNI             
       ::: .::.  : ..                                               
gi|217 PPNVNKIREALAQTHSAIAVIIGIKDLDAFRHYDGQTIIQQDNGYQTNYHAVNIVGYSNA 
              130       140       150       160       170       180 
 
gi|217 QGVDYWIVRNSWDTNWGDNGYGYFAANIDLMMIEEYPYVVIL 
              190       200       210       220   
 
>>gi|21725560 gi|21725560|emb|CAD38361.1| unnamed protei  (222 aa) 
 initn:  54 init1:  54 opt:  59  Z-score: 102.8  bits: 24.7 E(): 0.84 
Smith-Waterman score: 59;  38.710% identity (64.516% similar) in 31 aa overlap 
(17-46:104-134) 
 
gi|217 TNACSINGNAPAEIDLRQMRTVTTIRMQGGCGSCWAFSGVAATESAYLAVRNQSLDLAEQ 
               10        20        30        40        50        60 
 
                                          10        20        30    
CV127.                            QLIKDLNRILWRNSFPKRLKAQRKLLFLYVQLI 
                                                  .: .:::  .  : :.  
gi|217 ELVDCASQHGCHGDTIPEGIEYIQHNGVVQESYYRYVAQEQSCRRPNAQRFGISNYCQIY 
               70        80        90       100       110       120 
 
             40        50        60        70        80             
CV127. PPN-SKIKLKLLRSVLKNLIHPLQSQLNITTHRHMRSLILPNLSRVNI             
       ::: .::.  : ..                                               
gi|217 PPNVNKIREALAQTHSAIAVIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNA 
              130       140       150       160       170       180 
 
gi|217 QGVDYWIVRNSWDTNWGDNGYGYFAANIDLMMIEEYPYVVIL 
              190       200       210       220   
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>>gi|62550933 gi|62550933|emb|CAI79052.1| putative LMW-g  (326 aa) 
 initn:  46 init1:  46 opt:  58  Z-score: 97.8  bits: 24.4 E():  1.6 
Smith-Waterman score: 58;  25.532% identity (61.702% similar) in 47 aa overlap 
(15-60:107-153) 
 
gi|625 MSHIPGLERPSQQQPLRPQQTLSHHHHQQPIQQQPQQFPQQQPCSQQQQQPPLSQQQQPP 
               10        20        30        40        50        60 
 
                                               10        20         
CV127.                                 QLIKDLNRILWRNSFPKRLKAQRKLLFL 
                                                     .:.. . ... :   
gi|625 FSQQQQPPFSQQQQPVLPQQPSFSQQQLPPFSQQQQPPFSQQQQPVLPQQPSFSQQQLPP 
               70        80        90       100       110       120 
 
       30        40        50         60        70        80        
CV127. YVQLIPPNSKIKLKLLRSVLKNLIHP-LQSQLNITTHRHMRSLILPNLSRVNI        
       . : .:: :. .  .: .    ..:: . .:::                            
gi|625 FSQQLPPFSQQQQPVLLQQQIPFVHPSILQQLNPCKVFLQQQCSPVAMPQSLARSQMLQQ 
              130       140       150       160       170       180 
 
gi|625 SSCHVMQQQCCQQLPQIPQQSRYEAIRAIVYSIILQEQQQVQGSIQTQQQQPQQLGQCVS 
              190       200       210       220       230       240 
 
gi|625 QPQQQSQQQLGQCSFQQPQQLQQLGQQPQQQQIPQGIFLQPHQISQLEVMTSIALRTLPT 
              250       260       270       280       290       300 
 
gi|625 MCGVNVPLYSSTTIMPFSIGTGVGGY 
              310       320       
 
>>gi|4538529 gi|4538529|emb|CAB39376.1| Cop c1 allergen   (81 aa) 
 initn:  45 init1:  45 opt:  51  Z-score: 97.5  bits: 22.3 E():  1.7 
Smith-Waterman score: 51;  36.585% identity (51.220% similar) in 41 aa overlap 
(32-72:17-56) 
 
               10        20        30        40        50        60 
CV127. QLIKDLNRILWRNSFPKRLKAQRKLLFLYVQLIPPNSKIKLKLLRSVLKNLIHPLQSQLN 
                                      :. :   . : .: . :: . :::      
gi|453                RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQ-LKPVAHPLLLLPL 
                              10        20        30         40     
 
               70        80                  
CV127. ITTHRHMRSLILPNLSRVNI                  
        ::  ::  :.:                          
gi|453 DTTTLHMPPLLLQLQLPPLLSQGNPACSPKWLQLLVP 
           50        60        70        80  
 
>>gi|32363125 gi|32363125|sp||P81943_3 [Segment 3 of 4]   (24 aa) 
 initn:  31 init1:  31 opt:  43  Z-score: 93.9  bits: 19.9 E():  2.6 
Smith-Waterman score: 43;  33.333% identity (72.222% similar) in 18 aa overlap 
(8-25:4-21) 
 
               10        20        30        40        50        60 
CV127. QLIKDLNRILWRNSFPKRLKAQRKLLFLYVQLIPPNSKIKLKLLRSVLKNLIHPLQSQLN 
              :.:: ..  ..:.  :.:                                    
gi|323     IYARVLWVGNTTQKLEWIRSLHDY                                 
                   10        20                                     
 
               70        80 
CV127. ITTHRHMRSLILPNLSRVNI 
 
>>gi|170734 gi|170734|gb|AAA34287.1| gamma gliadin B-III  (244 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 91.6  bits: 22.8 E():  3.5 



 
 
 Plant Science L. L. C.  BASF Reg. Doc. No. 2008/7019371 

BASF Plant Science Report No. BPS-015-08  Page 44 of 268 

Smith-Waterman score: 53;  35.484% identity (67.742% similar) in 31 aa overlap 
(51-80:196-224) 
 
gi|170 PQQPFPLQPQQSFLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQ 
               10        20        30        40        50        60 
 
gi|170 QQQQHQQLAQQQIPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQ 
               70        80        90       100       110       120 
 
                                        10        20        30      
CV127.                          QLIKDLNRILWRNSFPKRLKAQRKLLFLYVQLIPP 
                                                                    
gi|170 QCCQQLPQIPQQSRYQAIRAIIYSIILQEQQQVQGSIQSQQQQPQQLGQCVSQPQQQSQQ 
              130       140       150       160       170       180 
 
          40        50         60        70        80               
CV127. NSKIKLKLLRSVLKNLIHPLQ-SQLNITTHRHMRSLILPNLSRVNI               
                      ...: : .::.. :   .:  :::..  ::.               
gi|170 QLGQQPQQQQLAQGTFLQPHQIAQLEVMTSIALR--ILPTMCSVNVPLYRTTTSVPFGVG 
              190       200       210         220       230         
 
gi|170 TGVGAY 
      240     
 
>>gi|21773 gi|21773|emb|CAA31685.1| unnamed protein prod  (307 aa) 
 initn:  37 init1:  37 opt:  53  Z-score: 89.7  bits: 22.8 E():  4.6 
Smith-Waterman score: 53;  35.484% identity (67.742% similar) in 31 aa overlap 
(51-80:259-287) 
 
gi|217 MKTFLVFALLAVAATSAIAQMETRCIPGLERPWQQQPLPPQQTFPQQPLFSQQQQQQLFP 
               10        20        30        40        50        60 
 
gi|217 QQPSFSQQQPPFWQQQPPFSQQQPILPQQPPFSQQQQLVLPQQPPFSQQQQPVLPPQQSP 
               70        80        90       100       110       120 
 
gi|217 FPQQQQQHQQLVQQQIPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHV 
              130       140       150       160       170       180 
 
                                           10        20        30   
CV127.                             QLIKDLNRILWRNSFPKRLKAQRKLLFLYVQL 
                                                                    
gi|217 MQQQCCQQLPQIPQQSRYEAIRAIIYSIILQEQQQVQGSIQSQQQQPQQLGQCVSQPQQQ 
              190       200       210       220       230       240 
 
             40        50         60        70        80            
CV127. IPPNSKIKLKLLRSVLKNLIHPLQ-SQLNITTHRHMRSLILPNLSRVNI            
                         ...: : .::.. :   .:  :::..  ::.            
gi|217 SQQQLGQQPQQQQLAQGTFLQPHQIAQLEVMTSIALR--ILPTMCSVNVPLYRTTTSVPF 
              250       260       270         280       290         
 
gi|217 GVGTGVGAY 
      300        
 
>>gi|21725580 gi|21725580|emb|CAD38371.1| unnamed protei  (222 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 88.9  bits: 22.2 E():    5 
Smith-Waterman score: 51;  35.484% identity (64.516% similar) in 31 aa overlap 
(17-46:104-134) 
 
gi|217 TNACSINGNAPASIDLRQMRTVTTIRMQGGCGSCWAFSGVAATESAYLAVRNQSLDLAEQ 
               10        20        30        40        50        60 
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                                          10        20        30    
CV127.                            QLIKDLNRILWRNSFPKRLKAQRKLLFLYVQLI 
                                                  .: .:.:  .  : :.  
gi|217 ELVDCASQHGCHGDTIPQGIEYIQHNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIY 
               70        80        90       100       110       120 
 
             40        50        60        70        80             
CV127. PPN-SKIKLKLLRSVLKNLIHPLQSQLNITTHRHMRSLILPNLSRVNI             
       ::: .::.  : ..                                               
gi|217 PPNVNKIQEALAQTHSAIAVIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNA 
              130       140       150       160       170       180 
 
gi|217 QGVDYWIVRNSFDTNWGDNGYGYFAANIDLMMIEEYPYVVIL 
              190       200       210       220   
 
>>gi|21725576 gi|21725576|emb|CAD38369.1| unnamed protei  (222 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 88.9  bits: 22.2 E():    5 
Smith-Waterman score: 51;  35.484% identity (64.516% similar) in 31 aa overlap 
(17-46:104-134) 
 
gi|217 TNACSINGNAPASIDLRQMRTVTTIRMQGGCGSCWAFSGVAATESAYLAVRNQSLDLAEQ 
               10        20        30        40        50        60 
 
                                          10        20        30    
CV127.                            QLIKDLNRILWRNSFPKRLKAQRKLLFLYVQLI 
                                                  .: .:.:  .  : :.  
gi|217 ELVDCASQHGCHGDTIPQGIEYIQHNGVVQESYYRYVAEEQSCRRPNADRFGISNYCQIY 
               70        80        90       100       110       120 
 
             40        50        60        70        80             
CV127. PPN-SKIKLKLLRSVLKNLIHPLQSQLNITTHRHMRSLILPNLSRVNI             
       ::: .::.  : ..                                               
gi|217 PPNVNKIQEALAQTHSAIAVIIGIKDLDAFRHYDGETIIQQDNGYQTNYHAVNIVGYSNA 
              130       140       150       160       170       180 
 
gi|217 QGVDYWIVRNSWDTNWGDNGYGYFAANIDLMMIEEYPYVVIL 
              190       200       210       220   
 
>>gi|21725574 gi|21725574|emb|CAD38368.1| unnamed protei  (222 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 87.2  bits: 21.8 E():  6.2 
Smith-Waterman score: 50;  35.484% identity (64.516% similar) in 31 aa overlap 
(17-46:104-134) 
 
gi|217 TNACSINGNAPASIDLRQMRTVTTIRMQGGCGSCWAFSGVAATESAYLAVRNQSLDLAEQ 
               10        20        30        40        50        60 
 
                                          10        20        30    
CV127.                            QLIKDLNRILWRNSFPKRLKAQRKLLFLYVQLI 
                                                  .: .:.:  .  : :.  
gi|217 ELVDCASQHGCHGDTIPEGIEYIQHNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIY 
               70        80        90       100       110       120 
 
             40        50        60        70        80             
CV127. PPN-SKIKLKLLRSVLKNLIHPLQSQLNITTHRHMRSLILPNLSRVNI             
       ::: .::.  : ..                                               
gi|217 PPNVNKIEEALAQTHSAIAVIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNA 
              130       140       150       160       170       180 
 
gi|217 QGVDYWIVRNSWDTNWGDNGYGYFAANIDLMMIEEYPYVVIL 
              190       200       210       220   
 



 
 
 Plant Science L. L. C.  BASF Reg. Doc. No. 2008/7019371 

BASF Plant Science Report No. BPS-015-08  Page 46 of 268 

>>gi|21725578 gi|21725578|emb|CAD38370.1| unnamed protei  (222 aa) 
 initn:  42 init1:  42 opt:  50  Z-score: 87.2  bits: 21.8 E():  6.2 
Smith-Waterman score: 50;  35.484% identity (64.516% similar) in 31 aa overlap 
(17-46:104-134) 
 
gi|217 TNACSINGNAPASIDLRQMRTVTTIRMQGGCGSCWAFSGVAATESAYLAVRNQSLDLAEQ 
               10        20        30        40        50        60 
 
                                          10        20        30    
CV127.                            QLIKDLNRILWRNSFPKRLKAQRKLLFLYVQLI 
                                                  .: .:.:  .  : :.  
gi|217 ELVDCASQHGCHGDTIPEGIEYIQHNGVVQESYYRYVAQEQSCRRPNADRFGISNYCQIY 
               70        80        90       100       110       120 
 
             40        50        60        70        80             
CV127. PPN-SKIKLKLLRSVLKNLIHPLQSQLNITTHRHMRSLILPNLSRVNI             
       ::: .::.  : ..                                               
gi|217 PPNVNKIEEALAQTHSAIAVIIGIKDLDAFRHYDGQTIIQEDNGYQTNYHAVNIVGYSNA 
              130       140       150       160       170       180 
 
gi|217 QGVDYWIVRNSFDTNWGDNGYGYFAANIDLMMIEEYPYVVIL 
              190       200       210       220   
 
>>gi|19847822 gi|19847822|gb|AAK27264.1| isoflavone redu  (306 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 86.2  bits: 22.1 E():  7.1 
Smith-Waterman score: 51;  42.308% identity (65.385% similar) in 26 aa overlap 
(21-46:25-50) 
 
                   10        20        30        40        50       
CV127.     QLIKDLNRILWRNSFPKRLKAQRKLLFLYVQLIPPNSKIKLKLLRSVLKNLIHPLQ 
                               :: .  :: :. : :..  : .::.:           
gi|198 MGGSRVLIIGGTGYIGRHVTNASLAQGHPTFLLVREITPSNPEKAQLLESFTSKGATLVQ 
               10        20        30        40        50        60 
 
         60        70        80                                     
CV127. SQLNITTHRHMRSLILPNLSRVNI                                     
                                                                    
gi|198 GSIDDHASLVAALKKVDVVISTLGAPQIADQFNLIKAIKEVGTIKRFFPSEFGNDVDKHH 
               70        80        90       100       110       120 
 
gi|198 AVEPMKSMFDLKIKLRRTIEAEGIPHTYVVPHCFAGYFLTNLAQLGLAAPPRDKIVIYGD 
              130       140       150       160       170       180 
 
gi|198 GTTKAVYMKEEDIGTFTIKAVDDPRTLNKTLYLKPPANTISTNDLVALWEAKIGKTLEKV 
              190       200       210       220       230       240 
 
gi|198 YLSEEQVLKLLQDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEE 
              250       260       270       280       290       300 
 
gi|198 YISAFV 
              
 
>>gi|1478292 gi|1478292|gb|AAB35896.1| 18 kda major alle  (25 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 84.9  bits: 18.3 E():  8.4 
Smith-Waterman score: 38;  71.429% identity (100.000% similar) in 7 aa overlap 
(29-35:9-15) 
 
               10        20        30        40        50        60 
CV127. QLIKDLNRILWRNSFPKRLKAQRKLLFLYVQLIPPNSKIKLKLLRSVLKNLIHPLQSQLN 
                                   :..::::                          
gi|147                     GVYTFENEYTSLIPPXILFKAFVXD                
                                   10        20                     
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               70        80 
CV127. ITTHRHMRSLILPNLSRVNI 
 
 
 
 
80 residues in 1 query   sequences 
292011 residues in 1313 library sequences 
 Scomplib [34.26] 
 start: Sun Dec 14 22:26:31 2008 done: Sun Dec 14 22:26:31 2008 
 Total Scan time:  0.100 Total Display time:  0.040 
 
Function used was FASTA [version 34.26.5 April 26, 2007] 
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CV127.2700_d3 
 
FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26, 
2007 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
 CV127.2700_d3, 60 aa 
 vs /n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
 292011 residues in  1313 sequences 
  Expectation_n fit: rho(ln(x))= 5.7665+/-0.00468; mu= -3.6248+/- 0.241 
 mean_var=71.5377+/-17.471, 0's: 20 Z-trim: 26  B-trim: 69 in 1/43 
 Lambda= 0.151638 
 
FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2 
 join: 36, opt: 20, open/ext: -10/-2, width:  16 
The best scores are:                       opt bits E(1313) %_id  %_sim  alen 
gi|75317968 gi|75317968|sp|O22116|O ( 373)  104 31.4   0.011 0.341 0.659   44 
gi|21783 gi|21783|emb|CAA30570.1| u ( 356)   89 28.1     0.1 0.342 0.632   38 
gi|62550933 gi|62550933|emb|CAI7905 ( 326)   87 27.6    0.13 0.340 0.642   53 
gi|886967 gi|886967|emb|CAA59340.1| ( 276)   86 27.4    0.13 0.356 0.622   45 
gi|21930 gi|21930|emb|CAA44473.1| L ( 285)   84 26.9    0.18 0.378 0.622   45 
gi|76782247 gi|76782247|gb|ABA54897 ( 134)   79 25.7    0.19 0.291 0.527   55 
gi|75219081 gi|75219081|sp|O22108|O ( 285)   81 26.3    0.28 0.370 0.522   46 
gi|21773 gi|21773|emb|CAA31685.1| u ( 307)   81 26.3    0.29 0.370 0.522   46 
gi|886965 gi|886965|emb|CAA59339.1| ( 261)   79 25.8    0.35 0.348 0.565   46 
gi|886963 gi|886963|emb|CAA59338.1| ( 229)   73 24.5    0.77 0.347 0.592   49 
gi|170708 gi|170708|gb|AAA34274.1|  ( 291)   74 24.7    0.81 0.206 0.667   63 
gi|62484809 gi|62484809|emb|CAI7890 ( 285)   73 24.5    0.93 0.400 0.520   50 
gi|1168171 gi|1168171|gb|AAB35353.1 (  30)   57 20.6     1.5 0.357 0.571   28 
gi|21926 gi|21926|emb|CAA36063.1| u ( 295)   69 23.7     1.8 0.444 0.741   27 
gi|170730 gi|170730|gb|AAA34285.1|  ( 304)   68 23.4     2.1 0.347 0.571   49 
gi|170722 gi|170722|gb|AAA34281.1|  ( 262)   67 23.2     2.1 0.291 0.673   55 
gi|27818335 gi|27818335|gb|AAO24900 ( 132)   63 22.2     2.2 0.444 0.519   27 
gi|473876 gi|473876|gb|AAA17741.1|  ( 287)   67 23.2     2.3 0.291 0.673   55 
gi|170702 gi|170702|gb|AAA34272.1|  ( 302)   67 23.2     2.4 0.271 0.667   48 
gi|21765 gi|21765|emb|CAA26385.1| u ( 313)   67 23.2     2.5 0.291 0.673   55 
gi|170718 gi|170718|gb|AAA34279.1|  ( 313)   67 23.2     2.5 0.291 0.673   55 
gi|162805 gi|162805|gb|AAA30431.1|  ( 224)   65 22.7     2.5 0.356 0.578   45 
gi|459292 gi|459292|gb|AAB29137.1|  ( 224)   65 22.7     2.5 0.356 0.578   45 
gi|162931 gi|162931|gb|AAA30480.1|  ( 224)   65 22.7     2.5 0.356 0.578   45 
gi|170710 gi|170710|gb|AAA34275.1|  ( 318)   67 23.2     2.5 0.291 0.673   55 
gi|170716 gi|170716|gb|AAA34278.1|  ( 319)   67 23.2     2.5 0.291 0.673   55 
gi|1063270 gi|1063270|dbj|BAA11251. ( 279)   64 22.6     3.6 0.300 0.750   40 
gi|21755 gi|21755|emb|CAA25593.1| u ( 286)   64 22.6     3.6 0.291 0.655   55 
gi|21761 gi|21761|emb|CAA26384.1| u ( 286)   64 22.6     3.6 0.291 0.655   55 
gi|170720 gi|170720|gb|AAA34280.1|  ( 286)   64 22.6     3.6 0.291 0.655   55 
gi|162797 gi|162797|gb|AAA30430.1|  ( 224)   61 21.9     4.6 0.333 0.500   48 
gi|741844 gi|741844|prf||2008179A m ( 143)   58 21.1     4.9 0.323 0.613   31 
gi|170732 gi|170732|gb|AAA34286.1|  ( 323)   61 21.9     6.4 0.350 0.525   40 
gi|169969 gi|169969|gb|AAA33964.1|  ( 516)   61 22.0     9.6 0.333 0.741   27 
gi|736002 gi|736002|emb|CAA55977.1| ( 517)   61 22.0     9.6 0.333 0.741   27 
gi|1228078 gi|1228078|emb|CAA33034. ( 190)   55 20.5      10 0.237 0.526   38 
gi|162811 gi|162811|gb|AAA30433.1|  ( 190)   55 20.5      10 0.237 0.526   38 
 
 
>>>CV127.2700_d3, 60 aa vs 
/n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
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>>gi|75317968 gi|75317968|sp|O22116|O22116_WHEAT LMM glu  (373 aa) 
 initn: 225 init1:  86 opt: 104  Z-score: 136.9  bits: 31.4 E(): 0.011 
Smith-Waterman score: 104;  34.091% identity (65.909% similar) in 44 aa overlap 
(17-60:142-185) 
 
gi|753 ASAVAQISQQQQPPPFSQQQQPPFSQQQQPPFSQQQQSPFSQQQQQPPFSQQQQPPFSQQ 
               10        20        30        40        50        60 
 
gi|753 PLISQQQQLPFSQQQQPQFSQQQQPPYSQQQQPPYSQQQQPPFSQQQQPPFSQQQQPSFS 
               70        80        90       100       110       120 
 
                    10        20        30        40        50      
CV127.      MFTSLFFFSVSLSLAHLSPEPWRRQQQQQQHLLRSPSPPNHLLPPPNHHYQSPDS 
                            .: .  ..:::::: . .. .::    :: ... : : : 
gi|753 QQQQQPPFTQQQQPPFSQQSPISQQQQQQQQQQQQPFTQQQQPPFSQQPPISQQQQPPFS 
              130       140       150       160       170       180 
 
          60                                                        
CV127. PSHSP                                                        
        ...:                                                        
gi|753 QQQQPPFSQQQQIPVIHPSVLQQLNPCMVFLQQQCIPVAMQRCLARSQMLQQSICHVMQR 
              190       200       210       220       230       240 
 
gi|753 QCCQQLRQIPEQSRHESIRAIIYSIILQQQQQQQQQQQQQQGQSIIQYQQQPPQQLGQCV 
              250       260       270       280       290       300 
 
gi|753 SQPQQQLQQQLGQQPQQQQLAHGTFLQPHKIAQLEVMTSIALRTLPRMCSVNVPLYETTT 
              310       320       330       340       350       360 
 
gi|753 SVPLGVGIGVGVY 
              370    
 
>>gi|21783 gi|21783|emb|CAA30570.1| unnamed protein prod  (356 aa) 
 initn: 286 init1:  86 opt:  89  Z-score: 119.5  bits: 28.1 E():  0.1 
Smith-Waterman score: 89;  34.211% identity (63.158% similar) in 38 aa overlap 
(23-60:138-175) 
 
gi|217 MKTFLVFALLALAAASAVAQISQQQQAPPFSQQQQPPFSQQQQPPFSQQQQSPFSQQQQQ 
               10        20        30        40        50        60 
 
                                                                    
CV127.                                                        MFTSL 
                                                                    
gi|217 PPFAQQQQPPFSQQPPISQQQQPPFSQQQQPQFSQQQQPPYSQQQQPPYSQQQQPPFSQQ 
               70        80        90       100       110       120 
 
          10        20        30        40        50        60      
CV127. FFFSVSLSLAHLSPEPWRRQQQQQQHLLRSPSPPNHLLPPPNHHYQSPDSPSHSP      
                        ..:::::: . .. .::    :: ... : :   .. :      
gi|217 QQPPFSQQQQQPPFTQQQQQQQQQQPFTQQQQPPFSQQPPISQQQQPPFLQQQRPPFSRQ 
              130       140       150       160       170       180 
 
gi|217 QQIPVIHPSVLQQLNPCKVFLQQQCIPVAMQRCLARSQMLQQSICHVMQQQCCQQLRQIP 
              190       200       210       220       230       240 
 
gi|217 EQSRHESIRAIIYSIILQQQQQQQQQQQQQQGQSIIQYQQQQPQQLGQCVSQPLQQLQQQ 
              250       260       270       280       290       300 
 
gi|217 LGQQPQQQQLAHQIAQLEVMTSIALRTLPTMCNVNVPLYETTTSVPLGVGIGVGVY 
              310       320       330       340       350       
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>>gi|62550933 gi|62550933|emb|CAI79052.1| putative LMW-g  (326 aa) 
 initn: 125 init1:  73 opt:  87  Z-score: 117.7  bits: 27.6 E(): 0.13 
Smith-Waterman score: 87;  33.962% identity (64.151% similar) in 53 aa overlap 
(14-60:53-105) 
 
                                                      10        20  
CV127.                                        MFTSLFFFSVSLSLAHLSPEP 
                                                           :.. .  : 
gi|625 MSHIPGLERPSQQQPLRPQQTLSHHHHQQPIQQQPQQFPQQQPCSQQQQQPPLSQQQQPP 
               10        20        30        40        50        60 
 
                   30         40        50        60                
CV127. WRRQQQ-----QQQHLL-RSPSPPNHLLPPPNHHYQSPDSPSHSP                
       . .:::     ::: .: ..::  .. ::: ... : : : ...:                
gi|625 FSQQQQPPFSQQQQPVLPQQPSFSQQQLPPFSQQQQPPFSQQQQPVLPQQPSFSQQQLPP 
               70        80        90       100       110       120 
 
gi|625 FSQQLPPFSQQQQPVLLQQQIPFVHPSILQQLNPCKVFLQQQCSPVAMPQSLARSQMLQQ 
              130       140       150       160       170       180 
 
gi|625 SSCHVMQQQCCQQLPQIPQQSRYEAIRAIVYSIILQEQQQVQGSIQTQQQQPQQLGQCVS 
              190       200       210       220       230       240 
 
gi|625 QPQQQSQQQLGQCSFQQPQQLQQLGQQPQQQQIPQGIFLQPHQISQLEVMTSIALRTLPT 
              250       260       270       280       290       300 
 
gi|625 MCGVNVPLYSSTTIMPFSIGTGVGGY 
              310       320       
 
>>gi|886967 gi|886967|emb|CAA59340.1| low molecular weig  (276 aa) 
 initn: 112 init1:  69 opt:  86  Z-score: 117.6  bits: 27.4 E(): 0.13 
Smith-Waterman score: 86;  35.556% identity (62.222% similar) in 45 aa overlap 
(19-60:84-128) 
 
gi|886 HIPSLEKPSQQQPLPLQQILWYHQQQPIQQQPQPFPQQPPCSQQQQPPLSQQQQPPFSQQ 
               10        20        30        40        50        60 
 
                    10        20           30        40        50   
CV127.      MFTSLFFFSVSLSLAHLSPEPWRRQQ---QQQQHLLRSPSPPNHLLPPPNHHYQS 
                              :.  ..::   :::: :: .  : ..  :: ... :. 
gi|886 QPPFSQQELPILPQQPPFSQQQQPQFSQQQQPFPQQQQPLLLQQPPFSQQRPPFSQQQQQ 
               70        80        90       100       110       120 
 
             60                                                     
CV127. PDSPSHSP                                                     
       :  :.. :                                                     
gi|886 PVLPQQPPFSQQQQQQPILPQQPPFSLHQQPVLPQQQIPYVQPSILQQLNPCKVFLQQQC 
              130       140       150       160       170       180 
 
gi|886 SPVAMPQSLARSQMLWQSSCHVMQQQCCQQLPRIPEQSRYDAIRAIIYSIVLQEQQHGQG 
              190       200       210       220       230       240 
 
gi|886 FNQPQQQQPQQSVQGVSQPQQQQKQLGQCSFQQPQQ 
              250       260       270       
 
>>gi|21930 gi|21930|emb|CAA44473.1| LMW glutenin [Tritic  (285 aa) 
 initn:  73 init1:  53 opt:  84  Z-score: 115.1  bits: 26.9 E(): 0.18 
Smith-Waterman score: 84;  37.778% identity (62.222% similar) in 45 aa overlap 
(20-60:47-91) 
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                                          10        20        30    
CV127.                            MFTSLFFFSVSLSLAHLSPEPWRRQQQQQQHLL 
                                                     .:   :::::: .  
gi|219 MKTFLVFALLAVVATSAIAQMDTSCIPGLERPWQQQPLPPQQTFPQQPPFSQQQQQQPFP 
               10        20        30        40        50        60 
 
            40            50        60                              
CV127. RSPSPPNH--LLP--PPNHHYQSPDSPSHSP                              
       ..::  ..  .::  ::  .  .:  :..::                              
gi|219 QQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQQQLILPPQQQQQLPQQQISIVQPSV 
               70        80        90       100       110       120 
 
gi|219 LQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRA 
              130       140       150       160       170       180 
 
gi|219 ITYSIILQEQQQGQSQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQ 
              190       200       210       220       230       240 
 
gi|219 QGTFLQPHQIAHLEVMTSIALRTLPTMCSVNVPLYSSTTSVPFGV 
              250       260       270       280      
 
>>gi|76782247 gi|76782247|gb|ABA54897.1| hydrophobic see  (134 aa) 
 initn:  68 init1:  68 opt:  79  Z-score: 114.3  bits: 25.7 E(): 0.19 
Smith-Waterman score: 79;  29.091% identity (52.727% similar) in 55 aa overlap 
(4-57:16-63) 
 
                           10        20        30         40        
CV127.             MFTSLFFFSVSLSLAHLSPEPWRRQQQQQQHLLRSP-SPPNHLLPPPN 
                      ...:.:.  : .: .: :           . .: .::  : :::. 
gi|767 MGSKVVASVALLLSINILFISMVSSSSHYDPPP-------PPCYVPAPLTPPPSLSPPPS 
               10        20        30               40        50    
 
        50        60                                                
CV127. HHYQSPDSPSHSP                                                
            :..::                                                   
gi|767 LSPPPPSGPSCPDLSVCLNILDGSPADDCCALIADLVDLEASVCLCIQLRVLGIVNLDLN 
            60        70        80        90       100       110    
 
gi|767 LQLILNACGPSYPSNATCPRT 
           120       130     
 
>>gi|75219081 gi|75219081|sp|O22108|O22108_WHEAT LMM glu  (285 aa) 
 initn:  52 init1:  52 opt:  81  Z-score: 111.5  bits: 26.3 E(): 0.28 
Smith-Waterman score: 81;  36.957% identity (52.174% similar) in 46 aa overlap 
(20-60:24-68) 
                   10        20        30             40        50  
CV127.     MFTSLFFFSVSLSLAHLSPEPWRRQQQQQQHLLRSPS-----PPNHLLPPPNHHYQ 
                              .:   :::::: . ..::     ::     ::    : 
gi|752 RCIPGLERPWQQQPLPPQQTFPQQPLFSQQQQQQLFPQQPSFSQQQPPFWQQQPP-FSQQ 
               10        20        30        40        50           
 
              60                                                    
CV127. SPDSPSHSP                                                    
       .:  :.. :                                                    
gi|752 QPILPQQPPFSQQQQLVLPQQSPFSQQQQLILPPQQQQQLPQQQISIVQPSVLQQLNPCK 
      60        70        80        90       100       110          
 
gi|752 VFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQ 
     120       130       140       150       160       170          
 
gi|752 EQQQGFVQAQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQ 
     180       190       200       210       220       230          
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gi|752 PHQIAHLEVMTSIALRTLPMMCSVNVPLYSSTTSVPFGVGTGVGAY 
     240       250       260       270       280      
 
>>gi|21773 gi|21773|emb|CAA31685.1| unnamed protein prod  (307 aa) 
 initn:  83 init1:  52 opt:  81  Z-score: 111.0  bits: 26.3 E(): 0.29 
Smith-Waterman score: 81;  36.957% identity (52.174% similar) in 46 aa overlap 
(20-60:47-91) 
 
                                          10        20        30    
CV127.                            MFTSLFFFSVSLSLAHLSPEPWRRQQQQQQHLL 
                                                     .:   :::::: .  
gi|217 MKTFLVFALLAVAATSAIAQMETRCIPGLERPWQQQPLPPQQTFPQQPLFSQQQQQQLFP 
               10        20        30        40        50        60 
 
                 40        50        60                             
CV127. RSPS-----PPNHLLPPPNHHYQSPDSPSHSP                             
       ..::     ::     ::    :.:  :.. :                             
gi|217 QQPSFSQQQPPFWQQQPP-FSQQQPILPQQPPFSQQQQLVLPQQPPFSQQQQPVLPPQQS 
               70         80        90       100       110          
 
gi|217 PFPQQQQQHQQLVQQQIPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCH 
     120       130       140       150       160       170          
 
gi|217 VMQQQCCQQLPQIPQQSRYEAIRAIIYSIILQEQQQVQGSIQSQQQQPQQLGQCVSQPQQ 
     180       190       200       210       220       230          
 
gi|217 QSQQQLGQQPQQQQLAQGTFLQPHQIAQLEVMTSIALRILPTMCSVNVPLYRTTTSVPFG 
     240       250       260       270       280       290          
 
gi|217 VGTGVGAY 
     300        
 
>>gi|886965 gi|886965|emb|CAA59339.1| low molecular weig  (261 aa) 
 initn: 181 init1:  70 opt:  79  Z-score: 109.8  bits: 25.8 E(): 0.35 
Smith-Waterman score: 92;  34.783% identity (56.522% similar) in 46 aa overlap 
(19-60:32-77) 
 
                            10        20            30        40    
CV127.              MFTSLFFFSVSLSLAHLSPEPWRRQ----QQQQQHLLRSPSPPNHLL 
                                      :.:. .:    ::::  : .. .::     
gi|886 HIPSLEKPLQQQPLPLQQILWYQQQQPIQQQPQPFPQQPPCSQQQQPPLSQQQQPPFSQQ 
               10        20        30        40        50        60 
 
            50        60                                            
CV127. PPPNHHYQSPDSPSHSP                                            
        ::  . :.:  :.. :                                            
gi|886 QPPFSQQQQPILPQQPPFSQQQQQFPQQQQPLLPQQPPFSQQQPPFSQQQQQPPFSQQQQ 
               70        80        90       100       110       120 
 
gi|886 QPILLQQPPFSQHQQPVLPQQQIPSVQPSILQQLNPCKVFLQQQCSPVAMPQSLARSQML 
              130       140       150       160       170       180 
 
gi|886 WQSSCHVMQQQCCRQLPQIPEQSRYDAIRAIIYSIVLQEQQHGQGLNQPQQQQPQQSVQG 
              190       200       210       220       230       240 
 
gi|886 VSQPQQQQKQLGQCSFQQPQQ 
              250       260  
 
>>gi|886963 gi|886963|emb|CAA59338.1| low molecular weig  (229 aa) 
 initn: 113 init1:  73 opt:  73  Z-score: 103.5  bits: 24.5 E(): 0.77 
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Smith-Waterman score: 76;  34.694% identity (59.184% similar) in 49 aa overlap 
(20-60:43-91) 
 
                                      10        20           30     
CV127.                        MFTSLFFFSVSLSLAHLSPEPWRRQQ---QQQQHLLR 
                                                 .:. .::   .:::  .  
gi|886 FALIAVVATSTIAQMETSCIPGLERPWQQQPLPPQQTLFPQQQPFPQQQPPFSQQQPSFS 
               10        20        30        40        50        60 
 
               40         50        60                              
CV127. SPSPP----NHLLP-PPNHHYQSPDSPSHSP                              
       . .::    . .:: ::    :.:  :..::                              
gi|886 QQQPPFSQQQPILPEPPFSLQQQPVLPQQSPFSQQQLVLPPQQQQQLPQQQISIVQPSVL 
               70        80        90       100       110       120 
 
gi|886 QQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSRCHVMQQQCCQQLSQIPEQSRYDAICAI 
              130       140       150       160       170       180 
 
gi|886 TYSIILQEQQQGFVQAQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQ 
              190       200       210       220          
 
>>gi|170708 gi|170708|gb|AAA34274.1| gamma-gliadin B pre  (291 aa) 
 initn:  38 init1:  38 opt:  74  Z-score: 103.1  bits: 24.7 E(): 0.81 
Smith-Waterman score: 78;  20.635% identity (66.667% similar) in 63 aa overlap 
(1-58:5-65) 
 
                   10        20         30            40        50  
CV127.     MFTSLFFFSVSLSLAHLSPEP-WRRQQQQQQHLLRSPSP----PNHLLPPPNHHYQ 
           .. ... ...... :... .:  . :  ::: .:.  .:    :....: :.. .  
gi|170 MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQQTF- 
               10        20        30        40        50           
 
              60                                                    
CV127. SPDSPSHSP                                                    
        : .:..                                                      
gi|170 -PHQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQ 
       60        70        80        90       100       110         
 
gi|170 PFPQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSIILPPSDCQV 
      120       130       140       150       160       170         
 
gi|170 MRQQCCQQLAQIPQQLQCAAIHSVVHSIIMQQEQQEQLQGVQILVPLSQQQQVGQGILVQ 
      180       190       200       210       220       230         
 
gi|170 GQGIIQPQQPAQLEVIRSLVLQTLPTMCNVYVPPYCSTIRAPFASIVASIGGQ 
      240       250       260       270       280       290  
 
>>gi|62484809 gi|62484809|emb|CAI78902.1| putative gamma  (285 aa) 
 initn:  92 init1:  43 opt:  73  Z-score: 102.1  bits: 24.5 E(): 0.93 
Smith-Waterman score: 83;  40.000% identity (52.000% similar) in 50 aa overlap 
(16-60:60-105) 
                                                           10       
CV127.                                             MFTSLFFFSVSLSLAH 
                                                                  : 
gi|624 MQVNPSVQVQPTQQQPYPESQQPFISQSQQQFPQPQQPFPQQPQQPFPQSQQQCLQQPQH 
               10        20        30        40        50        60 
 
         20        30            40        50         60            
CV127. LSPEPWRRQQQQQQHLLRSPSP----PNHLLPPPNHHYQS-PDSPSHSP            
         :.:   ::  :. ::    :    :..::: : :  :: :. :.  :            
gi|624 QFPQP--TQQFPQRPLLPFTHPFLTFPDQLLPQPPH--QSFPQPPQSYPQPPLQPFPQPP 
                 70        80        90         100       110       
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gi|624 QQKYPEQPQQPFPWQQPTIQLYLQQQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVM 
        120       130       140       150       160       170       
 
gi|624 QQQCCLQLAQIPEQYKCTAIDSIVHAIFMQQGQRQGVQIVQQQPQPQQVGQCVLVQGQGV 
        180       190       200       210       220       230       
 
gi|624 VQPQQLAQMEAIRTLVLQSVPSMCNFNVPPNCSTIKAPFVGVVTGVGGQ 
        240       250       260       270       280      
 
>>gi|1168171 gi|1168171|gb|AAB35353.1| allergenic peptid  (30 aa) 
 initn:  46 init1:  46 opt:  57  Z-score: 98.5  bits: 20.6 E():  1.5 
Smith-Waterman score: 57;  35.714% identity (57.143% similar) in 28 aa overlap 
(27-53:2-29) 
 
               10        20        30         40        50          
CV127. MFTSLFFFSVSLSLAHLSPEPWRRQQQQQQHLLRSPSPP-NHLLPPPNHHYQSPDSPSHS 
                                 ::::  . . .:: ..   ::  . : :       
gi|116                          SQQQQPPFSQQQPPFSQQQQPPFSQQQPPF      
                                        10        20        30      
 
      60 
CV127. P 
 
>>gi|21926 gi|21926|emb|CAA36063.1| unnamed protein prod  (295 aa) 
 initn:  76 init1:  66 opt:  69  Z-score: 97.1  bits: 23.7 E():  1.8 
Smith-Waterman score: 69;  44.444% identity (74.074% similar) in 27 aa overlap 
(27-51:80-106) 
 
                                                                    
CV127.                                                      MFTSLFF 
                                                                    
gi|219 MKTFLVFALLAVVATSTIAQMETSCIPGLERPWQEQPLPPQHTLFPQQQPFPQQQQPPFS 
               10        20        30        40        50        60 
 
        10        20        30          40        50        60      
CV127. FSVSLSLAHLSPEPWRRQQQQQQHLL--RSPSPPNHLLPPPNHHYQSPDSPSHSP      
                          :::: .:  .::   ..:. ::...::               
gi|219 QQQPSFLQQQPILPQLPFSQQQQPVLPQQSPFSQQQLVLPPQQQYQQVLQQQIPIVQPSV 
               70        80        90       100       110       120 
 
gi|219 LQQLNPCKVFLQQQCNPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPEQSRYDVIRA 
              130       140       150       160       170       180 
 
gi|219 ITYSIILQEQQQGFVQAQQQQPQQLGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQ 
              190       200       210       220       230       240 
 
gi|219 VLQGTFLQPHQIAHLEVMTSIALRTLPTMCSVNVPLYSSTTSVPFSVGTGVGAYL 
              250       260       270       280       290      
 
>>gi|170730 gi|170730|gb|AAA34285.1| gamma-gliadin B-I p  (304 aa) 
 initn:  56 init1:  56 opt:  68  Z-score: 95.7  bits: 23.4 E():  2.1 
Smith-Waterman score: 78;  34.694% identity (57.143% similar) in 49 aa overlap 
(21-60:49-97) 
 
                                           10        20             
CV127.                             MFTSLFFFSVSLSLAHLSPEPWRRQQQQ---Q 
                                                       :. .::::   : 
gi|170 MKTFLVFALIAVVATSAIAQMETSCISGLERPWQQQPLPPQQSFSQQPPFSQQQQQPLPQ 
               10        20        30        40        50        60 
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      30         40             50        60                        
CV127. QHLLRSPSPP-NHLLP-----PPNHHYQSPDSPSHSP                        
       :  . . .:: ..  :     ::  . :.:  :..::                        
gi|170 QPSFSQQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQQQLVLPPQQQQQQLVQQQI 
               70        80        90       100       110       120 
 
gi|170 PIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPEQS 
              130       140       150       160       170       180 
 
gi|170 RYEAIRAIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLG 
              190       200       210       220       230       240 
 
gi|170 QQPQQQQQQQVLQGTFLQPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVGTG 
              250       260       270       280       290       300 
 
gi|170 VGAY 
            
>>gi|170722 gi|170722|gb|AAA34281.1| pre-alpha-/beta-gli  (262 aa) 
 initn:  44 init1:  44 opt:  67  Z-score: 95.5  bits: 23.2 E():  2.1 
Smith-Waterman score: 78;  29.091% identity (67.273% similar) in 55 aa overlap 
(9-60:20-74) 
 
                          10        20         30        40         
CV127.            MFTSLFFFSVSLSLAHLSPE-PWRRQQQQQQHLLRSPSPPNHLLP-PPN 
                          .: . . .:.:. : ..: :.:  :... .  ..  : ::. 
gi|170 MKTFLILALLAIVATTATTAVRVPVPQLQPQNPSQQQPQEQVPLVQQQQFLGQQQPFPPQ 
               10        20        30        40        50        60 
 
        50         60                                               
CV127. HHYQSPDS-PSHSP                                               
       . : .:.  ::..:                                               
gi|170 QPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPYPQPQPQYSQPQQPISQQQQQ 
               70        80        90       100       110       120 
 
gi|170 QQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHGKSQVLQQSTYQLLQELCCQH 
              130       140       150       160       170       180 
 
gi|170 LWQIPEQSQCQAIHNVVHAIILHQQQKQQQQPSSQVSFQQPLQQYPLGQGSFRPSQQNPQ 
              190       200       210       220       230       240 
 
gi|170 AQGSVQPQQLPQFEEIRNLARK 
              250       260   
 
>>gi|27818335 gi|27818335|gb|AAO24900.1| major pollen al  (132 aa) 
 initn:  75 init1:  63 opt:  63  Z-score: 95.5  bits: 22.2 E():  2.2 
Smith-Waterman score: 65;  44.444% identity (51.852% similar) in 27 aa overlap 
(35-60:100-126) 
 
gi|278 MAKCSYVFCAVLLIFIVAIGEMEAAGSKLCEKTSKTYSGKCDNKKCDKKCIEWEKAQHGA 
               10        20        30        40        50        60 
 
                    10        20        30         40        50     
CV127.      MFTSLFFFSVSLSLAHLSPEPWRRQQQQQQHLLRSPSPP-NHLLPPPNHHYQSPD 
                                              ::::: .   :::     ::  
gi|278 CHKREAGKESCFCYFDCSKSPPGATPAPPGAAPPPAAGGSPSPPADGGSPPPPADGGSPP 
               70        80        90       100       110       120 
 
           60       
CV127. SPSHSP       
         . ::       
gi|278 VDGGSPPPPSTH 
              130   
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>>gi|473876 gi|473876|gb|AAA17741.1| alpha-gliadin        (287 aa) 
 initn:  44 init1:  44 opt:  67  Z-score: 94.9  bits: 23.2 E():  2.3 
Smith-Waterman score: 78;  29.091% identity (67.273% similar) in 55 aa overlap 
(9-60:20-74) 
 
                          10        20         30        40         
CV127.            MFTSLFFFSVSLSLAHLSPE-PWRRQQQQQQHLLRSPSPPNHLLP-PPN 
                          .: . . .:.:. : ..: :.:  :... .  ..  : ::. 
gi|473 MKTFLILALLAIVATTATTAVRVPVPQLQPQNPSQQQPQEQVPLVQQQQFLGQQQPFPPQ 
               10        20        30        40        50        60 
 
        50         60                                               
CV127. HHYQSPDS-PSHSP                                               
       . : .:.  ::..:                                               
gi|473 QPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPYPQPQPQYSQPQQPISQQQQQ 
               70        80        90       100       110       120 
 
gi|473 QQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHGKSQVLQQSTYQLLQELCCQH 
              130       140       150       160       170       180 
 
gi|473 LWQIPEQSQCQAIHNVVHAIILHQQQKQQQQPSSQVSFQQPLQQYPLGQGSFRPSQQNPQ 
              190       200       210       220       230       240 
 
gi|473 AQGSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN 
              250       260       270       280        
 
>>gi|170702 gi|170702|gb|AAA34272.1| gamma gliadin precu  (302 aa) 
 initn:  38 init1:  38 opt:  67  Z-score: 94.6  bits: 23.2 E():  2.4 
Smith-Waterman score: 84;  27.083% identity (66.667% similar) in 48 aa overlap 
(12-59:105-151) 
 
gi|170 MKTLLILTILAMATTIATANMQVDPSGQVQWPQQQPFPQPQQPFCQQPQRTIPQPHQTFH 
               10        20        30        40        50        60 
 
                                                10        20        
CV127.                                  MFTSLFFFSVSLSLAHLSPEPWRRQQQ 
                                                   : . .   .:. . :: 
gi|170 HQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQQPQLPFPQQPQQPFPQPQQ 
               70        80        90       100       110       120 
 
        30        40        50        60                            
CV127. QQQHLLRSPSPPNHLLPPPNHHYQSPDSPSHSP                            
        :: . .: .: . . : :.... .:..:..:                             
gi|170 PQQPFPQSQQPQQPF-PQPQQQFPQPQQPQQSFPQQQQPAIQSFLQQQMNPCKNFLLQQC 
              130        140       150       160       170          
 
gi|170 NHVSLVSSLVSIILPRSDCQVMQQQCCQQLAQIPQQLQCAAIHSVAHSIIMQQEQQQGVP 
     180       190       200       210       220       230          
 
gi|170 ILRPLFQLAQGLGIIQPQQPAQLEGIRSLVLKTLPTMCNVYVPPDCSTINVPYANIDAGI 
     240       250       260       270       280       290          
 
gi|170 GGQ 
     300   
 
>>gi|21765 gi|21765|emb|CAA26385.1| unnamed protein prod  (313 aa) 
 initn: 217 init1:  56 opt:  67  Z-score: 94.3  bits: 23.2 E():  2.5 
Smith-Waterman score: 80;  29.091% identity (67.273% similar) in 55 aa overlap 
(9-60:17-71) 
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                       10        20         30        40         50 
CV127.         MFTSLFFFSVSLSLAHLSPE-PWRRQQQQQQHLLRSPSPPNHLLP-PPNHHY 
                       .: . . .:.:. : ..: :.:  :... . :..    ::.. : 
gi|217 MKTFLILALVATTATTAVRVPVPQLQPKNPSQQQPQEQVPLVQQQQFPGQQQQFPPQQPY 
               10        20        30        40        50        60 
 
                60                                                  
CV127. QSPDS-PSHSP                                                  
        .:.  ::..:                                                  
gi|217 PQPQPFPSQQPYLQLQPFPQPQPFLPQLPYPQPQSFPPQQPYPQQRPMYLQPQQPISQQQ 
               70        80        90       100       110       120 
 
gi|217 AQQQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHASSQVLQQSTYQLLQQL 
              130       140       150       160       170       180 
 
gi|217 CCQQLLQIPEQSRCQAIHNVVHAIIMHQQEQQQQLQQQQQQQLQQQQQQQQQQQQPSSQV 
              190       200       210       220       230       240 
 
gi|217 SFQQPQQQYPSSQGSFQPSQQNPQAQGSVQPQQLPQFAEIRNLALQTLPAMCNVYIPPHC 
              250       260       270       280       290       300 
 
gi|217 STTIAPFGIFGTN 
              310    
 
>>gi|170718 gi|170718|gb|AAA34279.1| alpha/beta-gliadin   (313 aa) 
 initn: 217 init1:  56 opt:  67  Z-score: 94.3  bits: 23.2 E():  2.5 
Smith-Waterman score: 80;  29.091% identity (67.273% similar) in 55 aa overlap 
(9-60:17-71) 
 
                       10        20         30        40         50 
CV127.         MFTSLFFFSVSLSLAHLSPE-PWRRQQQQQQHLLRSPSPPNHLLP-PPNHHY 
                       .: . . .:.:. : ..: :.:  :... . :..    ::.. : 
gi|170 MKTFLILALVATTATTAVRVPVPQLQPKNPSQQQPQEQVPLVQQQQFPGQQQQFPPQQPY 
               10        20        30        40        50        60 
 
                60                                                  
CV127. QSPDS-PSHSP                                                  
        .:.  ::..:                                                  
gi|170 PQPQPFPSQQPYLQLQPFPQPQPFLPQLPYPQPQSFPPQQPYPQQRPKYLQPQQPISQQQ 
               70        80        90       100       110       120 
 
gi|170 AQQQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHASSQVLQQSTYQLLQQL 
              130       140       150       160       170       180 
 
gi|170 CCQQLLQIPEQSRCQAIHNVVHAIIMHQQEQQQQLQQQQQQQLQQQQQQQQQQQQPSSQV 
              190       200       210       220       230       240 
 
gi|170 SFQQPQQQYPSSQGSFQPSQQNPQAQGSVQPQQLPQFAEIRNLALQTLPAMCNVYIPPHC 
              250       260       270       280       290       300 
 
gi|170 STTIAPFGIFGTN 
              310    
 
>>gi|162805 gi|162805|gb|AAA30431.1| beta-casein          (224 aa) 
 initn:  47 init1:  47 opt:  65  Z-score: 94.2  bits: 22.7 E():  2.5 
Smith-Waterman score: 65;  35.556% identity (57.778% similar) in 45 aa overlap 
(6-45:134-174) 
 
gi|162 MKVLILACLVALALARELEELNVPGEIVESLSSSEESITRINKKIEKFQSEEQQQTEDEL 
               10        20        30        40        50        60 
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gi|162 QDKIHPFAQTQSLVYPFPGPIHNSLPQNIPPLTQTPVVVPPFLQPEVMGVSKVKEAMAPK 
               70        80        90       100       110       120 
 
                       10             20        30        40        
CV127.         MFTSLFFFSVSLSLA-----HLSPEPWRRQQQQQQHLLRSPSPPNHLLPPPN 
                    :  : ::.:.     :: : :  .. ..: :   .: ::. ..::   
gi|162 HKEMPFPKYPVEPFTESQSLTLTDVENLHL-PLPLLQSWMHQPH---QPLPPTVMFPPQS 
              130       140       150        160          170       
 
        50        60                                    
CV127. HHYQSPDSPSHSP                                    
                                                        
gi|162 VLSLSQSKVLPVPQKAVPYPQRDMPIQAFLLYQEPVLGPVRGPFPIIV 
        180       190       200       210       220     
 
>>gi|459292 gi|459292|gb|AAB29137.1| beta-casein A3 [Bos  (224 aa) 
 initn:  47 init1:  47 opt:  65  Z-score: 94.2  bits: 22.7 E():  2.5 
Smith-Waterman score: 65;  35.556% identity (57.778% similar) in 45 aa overlap 
(6-45:134-174) 
 
gi|459 MKVLILACLVALALARELEELNVPGEIVESLSSSEESITRINKKIEKFQSEEQQQTEDEL 
               10        20        30        40        50        60 
 
gi|459 QDKIHPFAQTQSLVYPFPGPIPNSLPQNIPPLTQTPVVVPPFLQPEVMGVSKVKEAMAPK 
               70        80        90       100       110       120 
 
                       10             20        30        40        
CV127.         MFTSLFFFSVSLSLA-----HLSPEPWRRQQQQQQHLLRSPSPPNHLLPPPN 
                    :  : ::.:.     :: : :  .. ..: :   .: ::. ..::   
gi|459 QKEMPFPKYPVEPFTESQSLTLTDVENLHL-PLPLLQSWMHQPH---QPLPPTVMFPPQS 
              130       140       150        160          170       
 
        50        60                                    
CV127. HHYQSPDSPSHSP                                    
                                                        
gi|459 VLSLSQSKVLPVPQKAVPYPQRDMPIQAFLLYQEPVLGPVRGPFPIIV 
        180       190       200       210       220     
 
>>gi|162931 gi|162931|gb|AAA30480.1| beta-casein precurs  (224 aa) 
 initn:  47 init1:  47 opt:  65  Z-score: 94.2  bits: 22.7 E():  2.5 
Smith-Waterman score: 65;  35.556% identity (57.778% similar) in 45 aa overlap 
(6-45:134-174) 
 
gi|162 MKVLILACLVALALARELEELNVPGEIVESLSSSEESITRINKKIEKFQSEEQQQTEDEL 
               10        20        30        40        50        60 
 
gi|162 QDKIHPFAQTQSLVYPFPGPIPNSLPQNIPPLTQTPVVVPPFLQPEVMGVSKVKEAMAPK 
               70        80        90       100       110       120 
 
                       10             20        30        40        
CV127.         MFTSLFFFSVSLSLA-----HLSPEPWRRQQQQQQHLLRSPSPPNHLLPPPN 
                    :  : ::.:.     :: : :  .. ..: :   .: ::. ..::   
gi|162 HKEMPFPKYPVEPFTESQSLTLTDVENLHL-PLPLLQSWMHQPH---QPLPPTVMFPPQS 
              130       140       150        160          170       
 
        50        60                                    
CV127. HHYQSPDSPSHSP                                    
                                                        
gi|162 VLSLSQSKVLPVPQKAVPYPQRDMPIQAFLLYQEPVLGPVRGPFPIIV 
        180       190       200       210       220     
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>>gi|170710 gi|170710|gb|AAA34275.1| alpha-type gliadin   (318 aa) 
 initn: 188 init1:  48 opt:  67  Z-score: 94.2  bits: 23.2 E():  2.5 
Smith-Waterman score: 81;  29.091% identity (67.273% similar) in 55 aa overlap 
(9-60:20-74) 
 
                          10        20         30        40         
CV127.            MFTSLFFFSVSLSLAHLSPE-PWRRQQQQQQHLLRSPSPPNHLLP-PPN 
                          .: . . .:.:. : ..: :.:  :... . :..    ::. 
gi|170 MKTFLILALLAIVATTATTAVRVPVPQLQPQNPSQQQPQEQVPLVQQQQFPGQQQQFPPQ 
               10        20        30        40        50        60 
 
        50         60                                               
CV127. HHYQSPDS-PSHSP                                               
       . : .:.  ::..:                                               
gi|170 QPYPQPQPFPSQQPYLQLQPFPQPQPFPPLPYPQPQSFPPQQPYPQQQPQYLQPQQPISQ 
               70        80        90       100       110       120 
 
gi|170 QQAQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHASSQVLQQSTYQLLQQL 
              130       140       150       160       170       180 
 
gi|170 CCQQLLQIPEQSQCQAIHNVAHAIIMHQQQQQQQEQKQQLQQQQQQQQQLQQQQQQQQQQ 
              190       200       210       220       230       240 
 
gi|170 PSSQVSFQQPQQQYPSSQVSFQPSQLNPQAQGSVQPQQLPQFAEIRNLALQTLPAMCNVY 
              250       260       270       280       290       300 
 
gi|170 IPPHCSTTIAPFGISGTN 
              310         
 
>>gi|170716 gi|170716|gb|AAA34278.1| pre-alpha-/beta-gli  (319 aa) 
 initn: 188 init1:  48 opt:  67  Z-score: 94.2  bits: 23.2 E():  2.5 
Smith-Waterman score: 81;  29.091% identity (67.273% similar) in 55 aa overlap 
(9-60:20-74) 
 
                          10        20         30        40         
CV127.            MFTSLFFFSVSLSLAHLSPE-PWRRQQQQQQHLLRSPSPPNHLLP-PPN 
                          .: . . .:.:. : ..: :.:  :... . :..    ::. 
gi|170 MKTFLILALLAIVATTATTAVRVPVPQLQPQNPSQQQPQEQVPLVQQQQFPGQQQQFPPQ 
               10        20        30        40        50        60 
 
        50         60                                               
CV127. HHYQSPDS-PSHSP                                               
       . : .:.  ::..:                                               
gi|170 QPYPQPQPFPSQQPYLQLQPFPQPQPFPPQLPYPQPQSFPPQQPYPQQQPQYLQPQQPIS 
               70        80        90       100       110       120 
 
gi|170 QQQAQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHASSQVLQQSTYQLLQQ 
              130       140       150       160       170       180 
 
gi|170 LCCQQLLQIPEQSQCQAIHNVAHAIIMHQQQQQQQEQKQQLQQQQQQQQQLQQQQQQQQQ 
              190       200       210       220       230       240 
 
gi|170 QPSSQVSFQQPQQQYPSSQVSFQPSQLNPQAQGSVQPQQLPQFAEIRNLALQTLPAMCNV 
              250       260       270       280       290       300 
 
gi|170 YIPPHCSTTIAPFGISGTN 
              310          
 
>>gi|1063270 gi|1063270|dbj|BAA11251.1| gamma-gliadin pr  (279 aa) 
 initn:  43 init1:  43 opt:  64  Z-score: 91.6  bits: 22.6 E():  3.6 
Smith-Waterman score: 83;  30.000% identity (75.000% similar) in 40 aa overlap 
(20-59:79-117) 
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CV127.                                                            M 
                                                                    
gi|106 NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQQTFPHQPQQQFSQPQQPQQQFIQ 
               10        20        30        40        50        60 
 
              10        20        30        40        50        60  
CV127. FTSLFFFSVSLSLAHLSPEPWRRQQQQQQHLLRSPSPPNHLLPPPNHHYQSPDSPSHSP  
                         .:. . :: :: . .: . :.. .: :.... .:..:..:   
gi|106 PQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQS-QQPQQPFPQPQQQFPQPQQPQQSFP 
               70        80        90        100       110          
 
gi|106 QQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILPRSDCQVMRQQCCQQLAQIP 
     120       130       140       150       160       170          
 
gi|106 QQLQCAAIHSIVHSIIMQQEQQEQRQGVQILVPLSQQQQVGQGTLVQGQGIIQPQQPAQL 
     180       190       200       210       220       230          
 
gi|106 EVIRSSVLQTLATMCNVYVPPYCSTIRAPFASIVAGIGGQ 
     240       250       260       270          
 
>>gi|21755 gi|21755|emb|CAA25593.1| unnamed protein prod  (286 aa) 
 initn:  44 init1:  44 opt:  64  Z-score: 91.4  bits: 22.6 E():  3.6 
Smith-Waterman score: 75;  29.091% identity (65.455% similar) in 55 aa overlap 
(9-60:20-74) 
                          10        20         30        40         
CV127.            MFTSLFFFSVSLSLAHLSPE-PWRRQQQQQQHLLRSPSPPNHLLP-PPN 
                          .: . . .:.:. : ..: :.:  :... .  ..  : ::. 
gi|217 MKTFLILVLLAIVATTATTAVRFPVPQLQPQNPSQQQPQEQVPLVQQQQFLGQQQPFPPQ 
               10        20        30        40        50        60 
 
        50         60                                               
CV127. HHYQSPDS-PSHSP                                               
       . : .:.  ::. :                                               
gi|217 QPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPYPQPQPQYSQPQQPISQQQQQ 
               70        80        90       100       110       120 
 
gi|217 QQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQSTYQLLQELCCQHL 
              130       140       150       160       170       180 
 
gi|217 WQIPEQSQCQAILKVVHAIILHQQQKQQQQPSSQVSFQQPLQQYPLGQGSFRPSQQNPQA 
              190       200       210       220       230       240 
 
gi|217 QGSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN 
              250       260       270       280       
 
>>gi|21761 gi|21761|emb|CAA26384.1| unnamed protein prod  (286 aa) 
 initn:  44 init1:  44 opt:  64  Z-score: 91.4  bits: 22.6 E():  3.6 
Smith-Waterman score: 75;  29.091% identity (65.455% similar) in 55 aa overlap 
(9-60:20-74) 
 
                          10        20         30        40         
CV127.            MFTSLFFFSVSLSLAHLSPE-PWRRQQQQQQHLLRSPSPPNHLLP-PPN 
                          .: . . .:.:. : ..: :.:  :... .  ..  : ::. 
gi|217 MKTFLILVLLAIVATTATTAVRFPVPQLQPQNPSQQQPQEQVPLVQQQQFLGQQQPFPPQ 
               10        20        30        40        50        60 
 
        50         60                                               
CV127. HHYQSPDS-PSHSP                                               
       . : .:.  ::. :                                               
gi|217 QPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQQFRPQQPYPQPQPQYSQPQQPISQQQQQ 
               70        80        90       100       110       120 
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gi|217 QQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQSTYQLLQELCCQHL 
              130       140       150       160       170       180 
 
gi|217 WQIPEQSQCQAIHNVVHAIILHQQQKQQQQPSSQVSFQQPLQQYPLGQGSFRPSQQNPQA 
              190       200       210       220       230       240 
 
gi|217 QGSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN 
              250       260       270       280       
 
>>gi|170720 gi|170720|gb|AAA34280.1| alpha/beta-gliadin   (286 aa) 
 initn:  44 init1:  44 opt:  64  Z-score: 91.4  bits: 22.6 E():  3.6 
Smith-Waterman score: 75;  29.091% identity (65.455% similar) in 55 aa overlap 
(9-60:20-74) 
 
                          10        20         30        40         
CV127.            MFTSLFFFSVSLSLAHLSPE-PWRRQQQQQQHLLRSPSPPNHLLP-PPN 
                          .: . . .:.:. : ..: :.:  :... .  ..  : ::. 
gi|170 MKTFLILVLLAIVATTATTAVRFPVPQLQPQNPSQQQPQEQVPLVQQQQFLGQQQPFPPQ 
               10        20        30        40        50        60 
 
        50         60                                               
CV127. HHYQSPDS-PSHSP                                               
       . : .:.  ::. :                                               
gi|170 QPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPYPQPQPQYSQPQQPISQQQQQ 
               70        80        90       100       110       120 
 
gi|170 QQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQSTYQLLQELCCQHL 
              130       140       150       160       170       180 
 
gi|170 WQIPEQSQCQAIHNVVHAIILHQQQKQQQQPSSQVSFQQPLQQYPLGQGSFRPSQQNPQA 
              190       200       210       220       230       240 
 
gi|170 QGSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN 
              250       260       270       280       
 
>>gi|162797 gi|162797|gb|AAA30430.1| beta-casein precurs  (224 aa) 
 initn:  47 init1:  47 opt:  61  Z-score: 89.5  bits: 21.9 E():  4.6 
Smith-Waterman score: 61;  33.333% identity (50.000% similar) in 48 aa overlap 
(6-45:134-174) 
 
gi|162 MKVLILACLVALALARELEELNVPGEIVESLSSSEESITRINKKIEKFQSEEQQQTEDEL 
               10        20        30        40        50        60 
 
gi|162 QDKIHPFAQTQSLVYPFPGPIPNSLPQNIPPLTQTPVVVPPFLQPEVLGVSKVKEAMAPK 
               70        80        90       100       110       120 
 
                       10                20        30        40     
CV127.         MFTSLFFFSVSLSLA-----HLSP---EPWRRQQQQQQHLLRSPSPPNHLLP 
                    :  : ::.:.     :: :   . : .: .:       : ::. ..: 
gi|162 HKEMPFPKYPVEPFTESQSLTLTDVENLHLPPLLLQSWMHQPHQ-------PLPPTVMFP 
              130       140       150       160              170    
 
           50        60                                    
CV127. PPNHHYQSPDSPSHSP                                    
       :                                                   
gi|162 PQSVLSLSQSKVLPVPQKAVPYPQRDMPIQAFLLYQQPVLGPVRGPFPIIV 
           180       190       200       210       220     
 
>>gi|741844 gi|741844|prf||2008179A major allergen Par j  (143 aa) 
 initn:  64 init1:  40 opt:  58  Z-score: 89.0  bits: 21.1 E():  4.9 
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Smith-Waterman score: 58;  32.258% identity (61.290% similar) in 31 aa overlap 
(24-53:93-123) 
 
gi|741 MVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTYSDIDGK 
               10        20        30        40        50        60 
 
                        10        20        30         40        50 
CV127.          MFTSLFFFSVSLSLAHLSPEPWRRQQQQQQHLLRSP-SPPNHLLPPPNHHY 
                                       :: :    : ..: . :..  :: .: . 
gi|741 LVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSRSRPPTKHGW 
               70        80        90       100       110       120 
 
               60              
CV127. QSPDSPSHSP              
       ..:                     
gi|741 RDPRLEFRPPHRKKPNPAFSTLG 
              130       140    
 
>>gi|170732 gi|170732|gb|AAA34286.1| gamma-gliadin        (323 aa) 
 initn: 114 init1:  61 opt:  61  Z-score: 87.0  bits: 21.9 E():  6.4 
Smith-Waterman score: 62;  35.000% identity (52.500% similar) in 40 aa overlap 
(21-60:83-116) 
 
gi|170 TITRTFPIPTISSNNNHHFRSNSNHHFHSNNNQFYRNNNSPGHNNPLNNNNSPNNNSPSN 
               10        20        30        40        50        60 
 
                 10        20        30        40        50         
CV127.   MFTSLFFFSVSLSLAHLSPEPWRRQQQQQQHLLRSPSPPNHLLPPPNHHYQSPDSPSH 
                             :   . ::::     : : ..   ::  . :.:  :.. 
gi|170 HHNNSPNNNFQYHTHPSNHKNLPHTNNIQQQQ-----P-PFSQQQQPPFSQQQQPVLPQQ 
               70        80        90             100       110     
 
       60                                                           
CV127. SP                                                           
       ::                                                           
gi|170 SPFSQQQQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQ 
          120       130       140       150       160       170     
 
gi|170 MWQQSSCHVMQQQCCQQLQQIPEQSRYEAIRAIIYSIILQEQQQGFVQPQQQQPQQSGQG 
          180       190       200       210       220       230     
 
gi|170 VSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFLQPHQIAHLEAVTSIALRT 
          240       250       260       270       280       290     
 
gi|170 LPTMCSVNVPLYSATTSVPFGVGTGVGAY 
          300       310       320    
 
>>gi|169969 gi|169969|gb|AAA33964.1| glycinin             (516 aa) 
 initn: 104 init1:  56 opt:  61  Z-score: 83.8  bits: 22.0 E():  9.6 
Smith-Waterman score: 61;  33.333% identity (74.074% similar) in 27 aa overlap 
(5-31:186-210) 
 
gi|169 MGKPFFTLSLSSLCLLLLSSACFAITSSKFNECQLNNLNALEPDHRVESEGGLIETWNSQ 
               10        20        30        40        50        60 
 
gi|169 HPELQCAGVTVSKRTLNRNGSHLPSYLPYPQMIIVVQGKGAIGFAFPGCPETFEKPQQQS 
               70        80        90       100       110       120 
 
gi|169 SRRGSRSQQQLQDSHQKIRHFNEGDVLVIPLGVPYWTYNTGDEPVVAISPLDTSNFNNQL 
              130       140       150       160       170       180 
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                10        20        30        40        50          
CV127.  MFTSLFFFSVSLSLAHLSPEPWRRQQQQQQHLLRSPSPPNHLLPPPNHHYQSPDSPSHS 
            .:... . .. :  ::  ..::::..:                             
gi|169 DQNPRVFYLAGNPDIEH--PETMQQQQQQKSHGGRKQGQHRQQEEEGGSVLSGFSKHFLA 
              190         200       210       220       230         
 
      60                                                            
CV127. P                                                            
                                                                    
gi|169 QSFNTNEDTAEKLRSPDDERKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYGRTPSYPPR 
      240       250       260       270       280       290         
 
gi|169 RPSHGKHEDDEDEDEEEDQPRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHEN 
      300       310       320       330       340       350         
 
gi|169 IARPSRADFYNPKAGRISTLNSLTLPALRQFGLSAQYVVLYRNGIYSPDWNLNANSVTMT 
      360       370       380       390       400       410         
 
gi|169 RGKGRVRVVNCQGNAVFDGELRRGQLLVVPQNPAVAEQGGEQGLEYVVFKTHHNAVSSYI 
      420       430       440       450       460       470         
 
gi|169 KDVFRVIPSEVLSNSYNLGQSQVRQLKYQGNSGPLVNP 
      480       490       500       510       
 
>>gi|736002 gi|736002|emb|CAA55977.1| Gy5 [Glycine soja]  (517 aa) 
 initn: 104 init1:  56 opt:  61  Z-score: 83.8  bits: 22.0 E():  9.6 
Smith-Waterman score: 61;  33.333% identity (74.074% similar) in 27 aa overlap 
(5-31:186-210) 
 
gi|736 MGKPFFTLSLSSLCLLLLSSACFAITSSKFNECQLNNLNALEPDHRVESEGGLIETWNSQ 
               10        20        30        40        50        60 
 
gi|736 HPELQCAGVTVSKRTLNRNGLHLPSYSPYPQMIIVVQGKGAIGFAFPGCPETFEKPQQQS 
               70        80        90       100       110       120 
 
gi|736 SRRGSRSQQQLQDSHQKIRHFNEGDVLVIPPGVPYWTYNTGDEPVVAISLLDTSNFNNQL 
              130       140       150       160       170       180 
 
                10        20        30        40        50          
CV127.  MFTSLFFFSVSLSLAHLSPEPWRRQQQQQQHLLRSPSPPNHLLPPPNHHYQSPDSPSHS 
            .:... . .. :  ::  ..::::..:                             
gi|736 DQNPRVFYLAGNPDIEH--PETMQQQQQQKSHGGRKQGQHQQQEEEGGSVLSGFSKHFLA 
              190         200       210       220       230         
 
      60                                                            
CV127. P                                                            
                                                                    
gi|736 QSFNTNEDTAEKLRSPDDERKQIVTVEGGLSVISPKWQEQEDEDEDEDEEYEQTPSYPPR 
      240       250       260       270       280       290         
 
gi|736 RPSHGKHEDDEDEDEEEDQPRPDHPPQRPSRPEQQEPRGRGCQTRNGVEENICTMKLHEN 
      300       310       320       330       340       350         
 
gi|736 IARPSRADFYNPKAGRISTLNSLTLPALRQFGLSAQYVVLYRNGIYSPHWNLNANSVIYV 
      360       370       380       390       400       410         
 
gi|736 TRGKGRVRVVNCQGNAVFDGELRRGQLLVVPQNFVVAEQGGEQGLEYVVFKTHHNAVSSY 
      420       430       440       450       460       470         
 
gi|736 IKDVFRAIPSEVLSNSYNLGQSQVRQLKYQGNSGPLVNP 
      480       490       500       510        
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>>gi|1228078 gi|1228078|emb|CAA33034.1| kappa-casein [Bo  (190 aa) 
 initn:  30 init1:  30 opt:  55  Z-score: 83.5  bits: 20.5 E():   10 
Smith-Waterman score: 55;  23.684% identity (52.632% similar) in 38 aa overlap 
(21-57:105-142) 
 
gi|122 MMKSFFLVVTILALTLPFLGAQEQNQEQPIRCEKDERFFSDKIAKYIPIQYVLSRYPSYG 
               10        20        30        40        50        60 
 
                                       10        20        30       
CV127.                         MFTSLFFFSVSLSLAHLSPEPWRRQQQQQQHLLRSP 
                                                   : .  : :   . : : 
gi|122 LNYYQQKPVALINNQFLPYPYYAKPAAVRSPAQILQWQVLSNTVPAKSCQAQPTTMARHP 
               70        80        90       100       110       120 
 
         40         50        60                                    
CV127. SPPNHLLP-PPNHHYQSPDSPSHSP                                    
        :   ..  ::... .. . :.                                       
gi|122 HPHLSFMAIPPKKNQDKTEIPTINTIASGEPTSTPTTEAVESTVATLEDSPEVIESPPEI 
              130       140       150       160       170       180 
 
gi|122 NTVQVTSTAV 
              190 
 
>>gi|162811 gi|162811|gb|AAA30433.1| kappa-casein precur  (190 aa) 
 initn:  30 init1:  30 opt:  55  Z-score: 83.5  bits: 20.5 E():   10 
Smith-Waterman score: 55;  23.684% identity (52.632% similar) in 38 aa overlap 
(21-57:105-142) 
 
gi|162 MMKSFFLVVTILALTLPFLGAQEQNQEQPIRCEKDERFFSDKIAKYIPIQYVLSRYPSYG 
               10        20        30        40        50        60 
 
                                       10        20        30       
CV127.                         MFTSLFFFSVSLSLAHLSPEPWRRQQQQQQHLLRSP 
                                                   : .  : :   . : : 
gi|162 LNYYQQKPVALINNQFLPYPYYAKPAAVRSPAQILQWQVLSNTVPAKSCQAQPTTMARHP 
               70        80        90       100       110       120 
 
         40         50        60                                    
CV127. SPPNHLLP-PPNHHYQSPDSPSHSP                                    
        :   ..  ::... .. . :.                                       
gi|162 HPHLSFMAIPPKKNQDKTEIPTINTIASGEPTSTPTIEAVESTVATLEASPEVTESPPEI 
              130       140       150       160       170       180 
 
gi|162 NTVQVTSTAV 
              190 
 
 
 
 
60 residues in 1 query   sequences 
292011 residues in 1313 library sequences 
 Scomplib [34.26] 
 start: Sun Dec 14 22:10:10 2008 done: Sun Dec 14 22:10:10 2008 
 Total Scan time:  0.080 Total Display time:  0.040 
 
Function used was FASTA [version 34.26.5 April 26, 2007] 
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CV127.4448_c3:  amino acids 33-112 
 
FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26, 
2007 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
 CV127.4448_c3_33-112, 80 aa 
 vs /n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
 292011 residues in  1313 sequences 
  Expectation_n fit: rho(ln(x))= 3.2153+/-0.00419; mu= 11.9553+/- 0.221 
 mean_var=52.2786+/-14.725, 0's: 14 Z-trim: 15  B-trim: 29 in 1/41 
 Lambda= 0.177383 
 
FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2 
 join: 36, opt: 20, open/ext: -10/-2, width:  16 
The best scores are:                       opt bits E(1313) %_id  %_sim  alen 
gi|121308880 gi|121308880|dbj|BAF43 (  84)   65 23.5    0.76 0.345 0.500   58 
gi|112754 gi|112754|sp|P04403.2|2SS ( 146)   59 22.3       3 0.316 0.579   38 
gi|94471624 gi|94471624|gb|ABF21078 ( 175)   59 22.4     3.3 0.393 0.714   28 
gi|75219081 gi|75219081|sp|O22108|O ( 285)   58 22.4     5.3 0.250 0.574   68 
gi|1228078 gi|1228078|emb|CAA33034. ( 190)   56 21.7     5.9 0.294 0.588   34 
gi|162811 gi|162811|gb|AAA30433.1|  ( 190)   56 21.7     5.9 0.294 0.588   34 
gi|66845476 gi|66845476|gb|EAL85811 ( 168)   55 21.3     6.6 0.293 0.610   41 
gi|2769700 gi|2769700|gb|AAB95638.1 ( 168)   55 21.3     6.6 0.293 0.610   41 
gi|21930 gi|21930|emb|CAA44473.1| L ( 285)   56 21.9     7.5 0.250 0.559   68 
gi|75219561 gi|75219561|sp|O49178|O ( 157)   54 21.0     7.6 0.545 0.818   11 
gi|2827316 gi|2827316|gb|AAB99797.1 ( 157)   54 21.0     7.6 0.545 0.818   11 
gi|5326864 gi|5326864|gb|AAD42074.1 ( 167)   54 21.1     7.9 0.268 0.634   41 
gi|94471622 gi|94471622|gb|ABF21077 ( 223)   54 21.3     9.3 0.526 0.842   19 
 
>>>CV127.4448_c3_33-112, 80 aa vs 
/n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
>>gi|121308880 gi|121308880|dbj|BAF43535.1| protease inh  (84 aa) 
 initn:  38 init1:  38 opt:  65  Z-score: 103.7  bits: 23.5 E(): 0.76 
Smith-Waterman score: 65;  34.483% identity (50.000% similar) in 58 aa overlap 
(25-80:38-82) 
 
                            10        20        30         40       
CV127.              ATIRDHRQHMFLVRTNHIQQVRSWCIQHCLNSFSEIC-FLCHPRRWN 
                                            : ..: :.   :: . :. :    
gi|121 MFQSTFFLVLMVCVATARFANKDHCPPNEEYNECGNPCQEKCDNGEPVICTYQCEHR--- 
               10        20        30        40        50           
 
         50         60        70        80   
CV127. PASC-CKQQHVREYLVLLSRIPEKCVSSVSFVEPI   
          : ::: .::     :..  : ::    : .::   
gi|121 ---CFCKQGYVR-----LTEDGE-CVPE-EFCKPIHY 
           60             70          80     
 
>>gi|112754 gi|112754|sp|P04403.2|2SS_BEREX 2S sulfur-ri  (146 aa) 
 initn:  42 init1:  42 opt:  59  Z-score: 92.9  bits: 22.3 E():    3 
Smith-Waterman score: 59;  31.579% identity (57.895% similar) in 38 aa overlap 
(19-53:47-84) 
                                           10        20        30   
CV127.                             ATIRDHRQHMFLVRTNHIQQVRSWCIQHCLNS 
                                                     ::. : : ..  .. 
gi|112 MAKISVAAAALLVLMALGHATAFRATVTTTVVEEENQEECREQMQRQQMLSHCRMYMRQQ 
               10        20        30        40        50        60 
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             40           50        60        70        80          
CV127. FSEICFLCHPRR-WNP--ASCCKQQHVREYLVLLSRIPEKCVSSVSFVEPI          
       . :  .   :::  .:  . ::.:                                     
gi|112 MEESPYQTMPRRGMEPHMSECCEQLEGMDESCRCEGLRMMMMRMQQEEMQPRGEQMRRMM 
               70        80        90       100       110       120 
 
gi|112 RLAENIPSRCNLSPMRCPMGGSIAGF 
              130       140       
 
>>gi|94471624 gi|94471624|gb|ABF21078.1| icarapin varian  (175 aa) 
 initn:  42 init1:  42 opt:  59  Z-score: 92.1  bits: 22.4 E():  3.3 
Smith-Waterman score: 59;  39.286% identity (71.429% similar) in 28 aa overlap 
(45-71:40-67) 
 
               10        20        30        40        50        60 
CV127. ATIRDHRQHMFLVRTNHIQQVRSWCIQHCLNSFSEICFLCHPRRWNPASCCKQQHVREYL 
                                                   :  .   ....::: . 
gi|944      ERDQMMAATFDFPSLSFEDSDEGSNWNWNTLLRPNFLDGWYQTLQTHMKKVREQM 
                    10        20        30        40        50      
 
                70        80                                        
CV127. V-LLSRIPEKCVSSVSFVEPI                                        
       . .::::::. :                                                 
gi|944 AGILSRIPEQGVVNWNKIPEGANTTSTTKIIDGHVVTINETTYTDGSDDYSTLIRVRVID 
          60        70        80        90       100       110      
 
gi|944 VRPQNETILTTVSSEADSDVTTLPTLIGKNETSTQSSRSVESVEDFDNEIPKNQGDVLTA 
         120       130       140       150       160       170      
 
>>gi|75219081 gi|75219081|sp|O22108|O22108_WHEAT LMM glu  (285 aa) 
 initn:  35 init1:  35 opt:  58  Z-score: 88.5  bits: 22.4 E():  5.3 
Smith-Waterman score: 58;  25.000% identity (57.353% similar) in 68 aa overlap 
(7-69:101-163) 
 
gi|752 RCIPGLERPWQQQPLPPQQTFPQQPLFSQQQQQQLFPQQPSFSQQQPPFWQQQPPFSQQQ 
               10        20        30        40        50        60 
 
                                                 10        20       
CV127.                                   ATIRDHRQHMFLVRTNHIQQV---RS 
                                               .:.. .:. . .::.   .  
gi|752 PILPQQPPFSQQQQLVLPQQSPFSQQQQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKV 
               70        80        90       100       110       120 
 
            30        40        50          60        70        80  
CV127. WCIQHCLNSFSEICFLCHPRRWNPASC--CKQQHVREYLVLLSRIPEKCVSSVSFVEPI  
       .  :.: .  .    : . . :. .::   .::  ..    ::.:::.             
gi|752 FLQQQC-SPVAMPQRLARSQMWQQSSCHVMQQQCCQQ----LSQIPEQSRYDAIRAITYS 
               130       140       150           160       170      
 
gi|752 IILQEQQQGFVQAQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQG 
         180       190       200       210       220       230      
 
gi|752 TFLQPHQIAHLEVMTSIALRTLPMMCSVNVPLYSSTTSVPFGVGTGVGAY 
         240       250       260       270       280      
 
>>gi|1228078 gi|1228078|emb|CAA33034.1| kappa-casein [Bo  (190 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 87.6  bits: 21.7 E():  5.9 
Smith-Waterman score: 56;  29.412% identity (58.824% similar) in 34 aa overlap 
(38-70:76-109) 
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                                                     10        20   
CV127.                                       ATIRDHRQHMFLVRTNHIQQVR 
                                                                    
gi|122 MMKSFFLVVTILALTLPFLGAQEQNQEQPIRCEKDERFFSDKIAKYIPIQYVLSRYPSYG 
               10        20        30        40        50        60 
 
             30        40        50        60         70        80  
CV127. SWCIQHCLNSFSEICFLCHPRRWNPASCCKQQHVREYLVLLSRIPEK-CVSSVSFVEPI  
                      :: .:   .::.  .  .. .. :: . .: : :            
gi|122 LNYYQQKPVALINNQFLPYPYYAKPAAVRSPAQILQWQVLSNTVPAKSCQAQPTTMARHP 
               70        80        90       100       110       120 
 
gi|122 HPHLSFMAIPPKKNQDKTEIPTINTIASGEPTSTPTTEAVESTVATLEDSPEVIESPPEI 
              130       140       150       160       170       180 
 
gi|122 NTVQVTSTAV 
              190 
 
>>gi|162811 gi|162811|gb|AAA30433.1| kappa-casein precur  (190 aa) 
 initn:  55 init1:  55 opt:  56  Z-score: 87.6  bits: 21.7 E():  5.9 
Smith-Waterman score: 56;  29.412% identity (58.824% similar) in 34 aa overlap 
(38-70:76-109) 
 
                                                     10        20   
CV127.                                       ATIRDHRQHMFLVRTNHIQQVR 
                                                                    
gi|162 MMKSFFLVVTILALTLPFLGAQEQNQEQPIRCEKDERFFSDKIAKYIPIQYVLSRYPSYG 
               10        20        30        40        50        60 
 
             30        40        50        60         70        80  
CV127. SWCIQHCLNSFSEICFLCHPRRWNPASCCKQQHVREYLVLLSRIPEK-CVSSVSFVEPI  
                      :: .:   .::.  .  .. .. :: . .: : :            
gi|162 LNYYQQKPVALINNQFLPYPYYAKPAAVRSPAQILQWQVLSNTVPAKSCQAQPTTMARHP 
               70        80        90       100       110       120 
 
gi|162 HPHLSFMAIPPKKNQDKTEIPTINTIASGEPTSTPTIEAVESTVATLEASPEVTESPPEI 
              130       140       150       160       170       180 
 
gi|162 NTVQVTSTAV 
              190 
 
>>gi|66845476 gi|66845476|gb|EAL85811.1| allergen Asp F3  (168 aa) 
 initn:  28 init1:  28 opt:  55  Z-score: 86.7  bits: 21.3 E():  6.6 
Smith-Waterman score: 55;  29.268% identity (60.976% similar) in 41 aa overlap 
(35-75:47-85) 
 
                           10        20        30        40         
CV127.             ATIRDHRQHMFLVRTNHIQQVRSWCIQHCLNSFSEICFLCHPRRWNPA 
                                                     .. ..  :  ..:. 
gi|668 MSGLKAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPV 
               10        20        30        40        50        60 
 
       50        60        70        80                             
CV127. SCCKQQHVREYLVLLSRIPEKCVSSVSFVEPI                             
         :. .:: ::.  : .:  : :. :.                                  
gi|668 --CSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDAR 
                 70        80        90       100       110         
 
gi|668 FSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
      120       130       140       150       160         
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>>gi|2769700 gi|2769700|gb|AAB95638.1| peroxisomal-like   (168 aa) 
 initn:  28 init1:  28 opt:  55  Z-score: 86.7  bits: 21.3 E():  6.6 
Smith-Waterman score: 55;  29.268% identity (60.976% similar) in 41 aa overlap 
(35-75:47-85) 
 
                           10        20        30        40         
CV127.             ATIRDHRQHMFLVRTNHIQQVRSWCIQHCLNSFSEICFLCHPRRWNPA 
                                                     .. ..  :  ..:. 
gi|276 MSGLKAGDSFPSDVVFSYIPWSEDKGEITACGIPINYNASKEWADKKVILFALPGAFTPV 
               10        20        30        40        50        60 
 
       50        60        70        80                             
CV127. SCCKQQHVREYLVLLSRIPEKCVSSVSFVEPI                             
         :. .:: ::.  : .:  : :. :.                                  
gi|276 --CSARHVPEYIEKLPEIRAKGVDVVAVLAYNDAYVMSAWGKANQVTGDDILFLSDPDAR 
                 70        80        90       100       110         
 
gi|276 FSKSIGWADEEGRTKRYALVIDHGKITYAALEPAKNHLEFSSAETVLKHL 
      120       130       140       150       160         
 
>>gi|21930 gi|21930|emb|CAA44473.1| LMW glutenin [Tritic  (285 aa) 
 initn:  35 init1:  35 opt:  56  Z-score: 85.8  bits: 21.9 E():  7.5 
Smith-Waterman score: 56;  25.000% identity (55.882% similar) in 68 aa overlap 
(7-69:110-172) 
 
gi|219 MKTFLVFALLAVVATSAIAQMDTSCIPGLERPWQQQPLPPQQTFPQQPPFSQQQQQQPFP 
               10        20        30        40        50        60 
 
                                                          10        
CV127.                                            ATIRDHRQHMFLVRTNH 
                                                        .:.. .:. .  
gi|219 QQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQQQLILPPQQQQQLPQQQISIVQPSV 
               70        80        90       100       110       120 
 
        20        30           40        50          60        70   
CV127. IQQVRSWCIQHCLNSFSEICF---LCHPRRWNPASC--CKQQHVREYLVLLSRIPEKCVS 
       .::.   :     .. : . .   : . . :. .::   .::  ..    ::.:::.    
gi|219 LQQLNP-CKVFLQQQCSPVAIPQRLARSQMWQQSSCHVMQQQCCQQ----LSQIPEQSRY 
               130       140       150       160           170      
 
             80                                                     
CV127. SVSFVEPI                                                     
                                                                    
gi|219 DAIRAITYSIILQEQQQGQSQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQ 
         180       190       200       210       220       230      
 
gi|219 QQQVQQGTFLQPHQIAHLEVMTSIALRTLPTMCSVNVPLYSSTTSVPFGV 
         240       250       260       270       280      
 
>>gi|75219561 gi|75219561|sp|O49178|O49178_ORYSA Allerge  (157 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 85.7  bits: 21.0 E():  7.6 
Smith-Waterman score: 54;  54.545% identity (81.818% similar) in 11 aa overlap 
(43-53:71-81) 
 
                                           10        20        30   
CV127.                             ATIRDHRQHMFLVRTNHIQQVRSWCIQHCLNS 
                                                                    
gi|752 MASNKVVFSVLLLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGE 
               10        20        30        40        50        60 
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             40        50        60        70        80             
CV127. FSEICFLCHPRRWNPASCCKQQHVREYLVLLSRIPEKCVSSVSFVEPI             
                 ::  :..::.:                                        
gi|752 APLLGRARPRRRAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFR 
               70        80        90       100       110       120 
 
gi|752 GCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY 
              130       140       150        
 
>>gi|2827316 gi|2827316|gb|AAB99797.1| allergenic protei  (157 aa) 
 initn:  54 init1:  54 opt:  54  Z-score: 85.7  bits: 21.0 E():  7.6 
Smith-Waterman score: 54;  54.545% identity (81.818% similar) in 11 aa overlap 
(43-53:71-81) 
 
                                           10        20        30   
CV127.                             ATIRDHRQHMFLVRTNHIQQVRSWCIQHCLNS 
                                                                    
gi|282 MASNKVVFSVLLLAVVSVLAATATMAEYHHQDQVVYTPGPLCQPGMGYPMYPLRVAGVGE 
               10        20        30        40        50        60 
 
             40        50        60        70        80             
CV127. FSEICFLCHPRRWNPASCCKQQHVREYLVLLSRIPEKCVSSVSFVEPI             
                 ::  :..::.:                                        
gi|282 APLLGRARPRRRAVPGDCCRQFPPVDYSWCRCEAISHMLGGIYRELGAPDVGHPMSEVFR 
               70        80        90       100       110       120 
 
gi|282 GCRRGTWSARRRAPGVLQVDIPNGGGGVCYWLARSGY 
              130       140       150        
 
>>gi|5326864 gi|5326864|gb|AAD42074.1|AF144753_1 peroxis  (167 aa) 
 initn:  28 init1:  28 opt:  54  Z-score: 85.4  bits: 21.1 E():  7.9 
Smith-Waterman score: 54;  26.829% identity (63.415% similar) in 41 aa overlap 
(35-75:46-84) 
 
                          10        20        30        40          
CV127.            ATIRDHRQHMFLVRTNHIQQVRSWCIQHCLNSFSEICFLCHPRRWNPAS 
                                                    .. ..  :  ..:.  
gi|532 MSLKAGDSFPEGVTFSYIPWAEDASEITSCGIPINYNASKEFANKKVVLFALPGAFTPV- 
               10        20        30        40        50           
 
      50        60        70        80                              
CV127. CCKQQHVREYLVLLSRIPEKCVSSVSFVEPI                              
        :. .:: ::.  : ..  : :..:.                                   
gi|532 -CSANHVPEYIQKLPELRAKGVDQVAVLAYNDAYVMSAWGKANGVTGDDILFLSDPEAKF 
       60        70        80        90       100       110         
 
gi|532 SKSIGWADEEGRTYRYVLVIDNGKIIYAAKEAAKNSLELSRADHVLKQL 
      120       130       140       150       160        
 
>>gi|94471622 gi|94471622|gb|ABF21077.1| icarapin varian  (223 aa) 
 initn:  42 init1:  42 opt:  54  Z-score: 84.1  bits: 21.3 E():  9.3 
Smith-Waterman score: 54;  52.632% identity (84.211% similar) in 19 aa overlap 
(54-71:97-115) 
 
                                                          10        
CV127.                                            ATIRDHRQHMFLVRTNH 
                                                                    
gi|944 MKTLGVLFIAAWFIACTHSFPGAHDEDSKEERKNVDTVLVLPSIERDQMMAATFDFPSLS 
               10        20        30        40        50        60 
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        20        30        40        50        60         70       
CV127. IQQVRSWCIQHCLNSFSEICFLCHPRRWNPASCCKQQHVREYLV-LLSRIPEKCVSSVSF 
                                           ..::: .. .::::::. :      
gi|944 FEDSDEGSNWNWNTLLRPNFLDGWYQTLQSAISAHMKKVREQMAGILSRIPEQGVVNWNK 
               70        80        90       100       110       120 
 
         80                                                         
CV127. VEPI                                                         
                                                                    
gi|944 IPEGANTTSTTKIIDGHVVTINETTYTDGSDDYSTLIRVRVIDVRPQNETILTTVSSEAD 
              130       140       150       160       170       180 
 
gi|944 SDVTTLPTLIGKNETSTQSSRSVESVEDFDNEIPKNQGDVLTA 
              190       200       210       220    
 
 
 
 
80 residues in 1 query   sequences 
292011 residues in 1313 library sequences 
 Scomplib [34.26] 
 start: Sun Dec 14 22:36:56 2008 done: Sun Dec 14 22:36:56 2008 
 Total Scan time:  0.090 Total Display time:  0.030 
 
Function used was FASTA [version 34.26.5 April 26, 2007] 
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CV127.4252_c1 
 
FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26, 
2007 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
 CV127.4252_c1, 72 aa 
 vs /n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
 292011 residues in  1313 sequences 
  Expectation_n fit: rho(ln(x))= 4.7932+/-0.00412; mu= 4.1898+/- 0.214 
 mean_var=55.9193+/-14.820, 0's: 6 Z-trim: 7  B-trim: 93 in 1/43 
 Lambda= 0.171512 
 
FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2 
 join: 36, opt: 20, open/ext: -10/-2, width:  16 
The best scores are:                       opt bits E(1313) %_id  %_sim  alen 
gi|27818335 gi|27818335|gb|AAO24900 ( 132)   76 26.0    0.18 0.432 0.541   37 
gi|13430402 gi|13430402|gb|AAK25823 ( 275)   65 23.5     2.2 0.533 0.733   15 
gi|28630919 gi|28630919|gb|AAO45607 ( 269)   60 22.2     5.1 0.286 0.510   49 
gi|398830 gi|398830|emb|CAA52753.1| ( 312)   60 22.3     5.8 0.308 0.590   39 
gi|168314 gi|168314|gb|AAA63278.1|  ( 252)   58 21.7     6.8 0.375 0.521   48 
gi|75274600 gi|75274600|sp|Q9SC98|Q ( 263)   58 21.7     7.1 0.375 0.521   48 
gi|126385 gi|126385|sp|P14946.2|MPA ( 263)   58 21.7     7.1 0.375 0.521   48 
gi|33149333 gi|33149333|gb|AAP96759 ( 240)   57 21.5     7.8 0.375 0.521   48 
gi|3309039 gi|3309039|gb|AAC25994.1 ( 312)   58 21.8     8.1 0.371 0.629   35 
gi|18093991 gi|18093991|emb|CAD2040 ( 264)   57 21.5     8.4 0.375 0.521   48 
gi|14193761 gi|14193761|gb|AAK56124 ( 269)   57 21.5     8.5 0.281 0.484   64 
gi|75139991 gi|75139991|sp|Q7M1Y1|Q (  35)   47 18.5     8.9 0.636 0.727   11 
gi|170724 gi|170724|gb|AAA34282.1|  ( 297)   57 21.5     9.3 0.231 0.577   52 
gi|162650 gi|162650|gb|AAA62707.1|  (  93)   51 19.7      10 0.615 0.692   13 
 
 
>>>CV127.4252_c1, 72 aa vs 
/n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
>>gi|27818335 gi|27818335|gb|AAO24900.1| major pollen al  (132 aa) 
 initn:  57 init1:  57 opt:  76  Z-score: 114.7  bits: 26.0 E(): 0.18 
Smith-Waterman score: 76;  43.243% identity (54.054% similar) in 37 aa overlap 
(33-65:80-115) 
 
                                                              10    
CV127.                                                MPRCWLFNKSTFT 
                                                                    
gi|278 MAKCSYVFCAVLLIFIVAIGEMEAAGSKLCEKTSKTYSGKCDNKKCDKKCIEWEKAQHGA 
               10        20        30        40        50        60 
 
            20        30        40        50            60          
CV127. GRFSTRIVASSCTFIIKLPSPSISTTIASGLATDAPIAAGSPNPIA----PRPPDDSHCL 
                          ::  .:    : :.  : :.:::.: :    : :: :     
gi|278 CHKREAGKESCFCYFDCSKSPPGATPAPPG-AAPPPAAGGSPSPPADGGSPPPPADGGSP 
               70        80        90        100       110          
 
      70             
CV127. GFL           
                     
gi|278 PVDGGSPPPPSTH 
     120       130   
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>>gi|13430402 gi|13430402|gb|AAK25823.1| group V allerge  (275 aa) 
 initn:  65 init1:  65 opt:  65  Z-score: 95.3  bits: 23.5 E():  2.2 
Smith-Waterman score: 65;  53.333% identity (73.333% similar) in 15 aa overlap 
(49-63:1-15) 
 
               10        20        30        40        50        60 
CV127. MPRCWLFNKSTFTGRFSTRIVASSCTFIIKLPSPSISTTIASGLATDAPIAAGSPNPIAP 
                                                       ::.. .: :  : 
gi|134                                                 PISVTAPPPQLP 
                                                               10   
 
               70                                                   
CV127. RPPDDSHCLGFL                                                 
       :::                                                          
gi|134 RPPATPPPPPPPQLGASPYKLGPSPKARSERPAIVPPADKYRTFVATFGAASNKAFAEGL 
             20        30        40        50        60        70   
 
gi|134 SGEPKGGAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTLEV 
             80        90       100       110       120       130   
 
gi|134 HAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAAFNNAIKAGTG 
            140       150       160       170       180       190   
 
gi|134 GAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAAT 
            200       210       220       230       240       250   
 
gi|134 ATATSAVGAPTGATTAAAGGYKV 
            260       270      
 
>>gi|28630919 gi|28630919|gb|AAO45607.1| beta-expansin 9  (269 aa) 
 initn:  44 init1:  44 opt:  60  Z-score: 88.8  bits: 22.2 E():  5.1 
Smith-Waterman score: 60;  28.571% identity (51.020% similar) in 49 aa overlap 
(20-68:19-66) 
 
               10        20        30        40        50        60 
CV127. MPRCWLFNKSTFTGRFSTRIVASSCTFIIKLPSPSISTTIASGLATDAPIAAGSPNPIAP 
                          .:..::      :.:.:.:.  .   :      :.::  :  
gi|286  MGSLANNIMVVGAVLAALVVGGSCGPPKVPPGPNITTNYNGKWLTARATWYGQPNG-AG 
                10        20        30        40        50          
 
               70                                                   
CV127. RPPDDSHCLGFL                                                 
        : . . :                                                     
gi|286 APDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFIT 
       60        70        80        90       100       110         
 
gi|286 DMNYEPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEK 
      120       130       140       150       160       170         
 
gi|286 GCNPNYVAVLVKFVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRL 
      180       190       200       210       220       230         
 
gi|286 TSESGKKVIAKDIIPANWRPDAVYTSNVQFY 
      240       250       260          
 
>>gi|398830 gi|398830|emb|CAA52753.1| Phlp5 [Phleum prat  (312 aa) 
 initn:  46 init1:  46 opt:  60  Z-score: 87.8  bits: 22.3 E():  5.8 
Smith-Waterman score: 60;  30.769% identity (58.974% similar) in 39 aa overlap 
(28-66:16-53) 
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               10        20        30        40        50        60 
CV127. MPRCWLFNKSTFTGRFSTRIVASSCTFIIKLPSPSISTTIASGLATDAPIAAGSPNPIAP 
                                  ..  :. : .. .. : :: :  :::  .: .: 
gi|398             MAVHQYTVALFLAVALVAGPAASYAADLGYGPATPAAPAAGY-TPATP 
                           10        20        30        40         
 
               70                                                   
CV127. RPPDDSHCLGFL                                                 
         : ..                                                       
gi|398 AAPAEAAPAGKATTEEQKLIEKINAGFKAALAAAAGVQPADKYRTFVATFGAASNKAFAE 
        50        60        70        80        90       100        
 
gi|398 GLSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATLSEALRIIAGTL 
       110       120       130       140       150       160        
 
gi|398 EVHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAAFNDAIKAS 
       170       180       190       200       210       220        
 
gi|398 TGGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAA 
       230       240       250       260       270       280        
 
gi|398 ATATATAAVGAATGAATAATGGYKV 
       290       300       310   
 
>>gi|168314 gi|168314|gb|AAA63278.1| pollen allergen      (252 aa) 
 initn:  71 init1:  45 opt:  58  Z-score: 86.5  bits: 21.7 E():  6.8 
Smith-Waterman score: 58;  37.500% identity (52.083% similar) in 48 aa overlap 
(24-70:83-125) 
 
                                                                    
CV127.                                                            M 
                                                                    
gi|168 ALFAVFLGSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDK 
               10        20        30        40        50        60 
 
              10        20        30        40        50        60  
CV127. PRCWLFNKSTFTGRFSTRIVASSCTFIIKLPSPSISTTIASGLATDAPIAAGSPNPIAPR 
                             :: : ::  .:       :: :. . :.  . .::::  
gi|168 APFNGMTGCGNTPIFKDGRGCGSC-FEIKCTKPES----CSGEAVTVTITDDNEEPIAPY 
               70        80         90           100       110      
 
               70                                                   
CV127. PPDDS-HCLGFL                                                 
         : : : .:                                                   
gi|168 HFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVEKGSNPNYLAIL 
         120       130       140       150       160       170      
 
gi|168 VKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLTGPFTVRYTTEGGTKSEV 
         180       190       200       210       220       230      
 
gi|168 EDVIPEGWKADTSYSAK 
         240       250   
 
>>gi|75274600 gi|75274600|sp|Q9SC98|Q9SC98_LOLPR Pollen   (263 aa) 
 initn:  71 init1:  45 opt:  58  Z-score: 86.2  bits: 21.7 E():  7.1 
Smith-Waterman score: 58;  37.500% identity (52.083% similar) in 48 aa overlap 
(24-70:94-136) 
 
gi|752 MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDN 
               10        20        30        40        50        60 
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                         10        20        30        40        50 
CV127.           MPRCWLFNKSTFTGRFSTRIVASSCTFIIKLPSPSISTTIASGLATDAPI 
                                        :: : ::  .:       :: :. . : 
gi|752 GGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSC-FEIKCTKPES----CSGEAVTVTI 
               70        80        90        100           110      
 
               60         70                                        
CV127. AAGSPNPIAPRPPDDS-HCLGFL                                      
       .  . .::::   : : : .:                                        
gi|752 TDDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPDGTKPTFHVE 
         120       130       140       150       160       170      
 
gi|752 KASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLTGPFTVR 
         180       190       200       210       220       230      
 
gi|752 YTTEGGTKSEVEDVIPEGWKADTSYSAK 
         240       250       260    
 
>>gi|126385 gi|126385|sp|P14946.2|MPAL1_LOLPR Pollen all  (263 aa) 
 initn:  71 init1:  45 opt:  58  Z-score: 86.2  bits: 21.7 E():  7.1 
Smith-Waterman score: 58;  37.500% identity (52.083% similar) in 48 aa overlap 
(24-70:94-136) 
 
gi|126 MASSSSVLLVVALFAVFLGSAHGIAKVPPGPNITAEYGDKWLDAKSTWYGKPTGAGPKDN 
               10        20        30        40        50        60 
 
                         10        20        30        40        50 
CV127.           MPRCWLFNKSTFTGRFSTRIVASSCTFIIKLPSPSISTTIASGLATDAPI 
                                        :: : ::  .:       :: :. . : 
gi|126 GGACGYKNVDKAPFNGMTGCGNTPIFKDGRGCGSC-FEIKCTKPES----CSGEAVTVTI 
               70        80        90        100           110      
 
               60         70                                        
CV127. AAGSPNPIAPRPPDDS-HCLGFL                                      
       .  . .::::   : : : .:                                        
gi|126 TDDNEEPIAPYHFDLSGHAFGSMAKKGEEQNVRSAGELELQFRRVKCKYPDDTKPTFHVE 
         120       130       140       150       160       170      
 
gi|126 KASNPNYLAILVKYVDGDGDVVAVDIKEKGKDKWIELKESWGAVWRIDTPDKLTGPFTVR 
         180       190       200       210       220       230      
 
gi|126 YTTEGGTKSEFEDVIPEGWKADTSYSAK 
         240       250       260    
 
>>gi|33149333 gi|33149333|gb|AAP96759.1| group 1 allerge  (240 aa) 
 initn:  70 init1:  44 opt:  57  Z-score: 85.5  bits: 21.5 E():  7.8 
Smith-Waterman score: 57;  37.500% identity (52.083% similar) in 48 aa overlap 
(24-70:71-113) 
                                                              10    
CV127.                                                MPRCWLFNKSTFT 
                                                                    
gi|331 IPKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPKDNGGACGYKDVDKAPFNGMTGCGNT 
               10        20        30        40        50        60 
 
            20        30        40        50        60         70   
CV127. GRFSTRIVASSCTFIIKLPSPSISTTIASGLATDAPIAAGSPNPIAPRPPDDS-HCLGFL 
                 :: : ::  .:       :: :. . :.  . .::::   : : : .:   
gi|331 PIFKDGRGCGSC-FEIKCTKPES----CSGEAVTVHITDDNEEPIAPYHFDLSGHAFGSM 
               70         80            90       100       110      
 
gi|331 AKKGEEQKLRSAGELELQFRRVKCKYPEGTKLTFHVEKGSNPNYLALLVKYVDGDGDVVA 
         120       130       140       150       160       170      
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gi|331 VDIKEKGKDKWIALKESWGAIWRVDTPDKLTGPFTVRYTTEGGTKSEVEDVIPEGWKADT 
         180       190       200       210       220       230      
 
gi|331 SYEAK 
         240 
 
>>gi|3309039 gi|3309039|gb|AAC25994.1| group V allergen   (312 aa) 
 initn:  45 init1:  45 opt:  58  Z-score: 85.1  bits: 21.8 E():  8.1 
Smith-Waterman score: 58;  37.143% identity (62.857% similar) in 35 aa overlap 
(28-60:16-50) 
 
               10        20        30        40        50           
CV127. MPRCWLFNKSTFTGRFSTRIVASSCTFIIKLPSPSISTTIASGLATDAPIAAG-SP-NPI 
                                  ..  :. : .. .. : :: :  ::: .: .:  
gi|330             MAVHQYTVALFLAVALVAGPAGSYAADLGYGPATPAAPAAGYTPATPA 
                           10        20        30        40         
 
       60        70                                                 
CV127. APRPPDDSHCLGFL                                               
       ::                                                           
gi|330 APAGAEPAGKATTEEQKLIEKINAGFKAALAAAAGVPPADKYRTFVATFGAASNKAFAEG 
       50        60        70        80        90       100         
 
gi|330 LSGEPKGAAESSSKAALTSKLDAAYKLAYKTAEGATPEAKYDAYVATVSEALRIIAGTLE 
      110       120       130       140       150       160         
 
gi|330 VHAVKPAAEEVKVIPAGELQVIEKVDAAFKVAATAANAAPANDKFTVFEAAFNDAIKAST 
      170       180       190       200       210       220         
 
gi|330 GGAYESYKFIPALEAAVKQAYAATVATAPEVKYTVFETALKKAITAMSEAQKAAKPAAAA 
      230       240       250       260       270       280         
 
gi|330 TATATAAVGAATGAATAATGGYKV 
      290       300       310   
 
>>gi|18093991 gi|18093991|emb|CAD20406.1| unnamed protei  (264 aa) 
 initn:  70 init1:  44 opt:  57  Z-score: 84.9  bits: 21.5 E():  8.4 
Smith-Waterman score: 57;  37.500% identity (52.083% similar) in 48 aa overlap 
(24-70:95-137) 
 
gi|180 MASSSSSVLLVVALFAVFLGSAHGIPKVPPGPNITATYGDKWLDAKSTWYGKPTGAGPKD 
               10        20        30        40        50        60 
 
                          10        20        30        40          
CV127.            MPRCWLFNKSTFTGRFSTRIVASSCTFIIKLPSPSISTTIASGLATDAP 
                                         :: : ::  .:       :: :. .  
gi|180 NGGACGYKDVDKAPFNGMTGCGNTPIFKDGRGCGSC-FEIKCTKPES----CSGEAVTVH 
               70        80        90        100           110      
 
      50        60         70                                       
CV127. IAAGSPNPIAPRPPDDS-HCLGFL                                     
       :.  . .::::   : : : .:                                       
gi|180 ITDDNEEPIAPYHFDLSGHAFGSMAKKGEEQKLRSAGELELQFRRVKCKYPEGTKVTFHV 
         120       130       140       150       160       170      
 
gi|180 EKGSNPNYLALLVKYVDGDGDVVAVDIKEKGKDKWIALKESWGAIWRVDTPDKLTGPFTV 
         180       190       200       210       220       230      
 
gi|180 RYTTEGGTKSEVEDVIPEGWKADTSYEAK 
         240       250       260     
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>>gi|14193761 gi|14193761|gb|AAK56124.1|AF332174_1 beta-  (269 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 84.8  bits: 21.5 E():  8.5 
Smith-Waterman score: 57;  28.125% identity (48.438% similar) in 64 aa overlap 
(6-68:4-66) 
 
               10        20         30        40        50          
CV127. MPRCWLFNKSTFTGRFSTRIVAS-SCTFIIKLPSPSISTTIASGLATDAPIAAGSPNPIA 
            : :.   .:   . .::. ::      :.:.:.:.  .   :      :.::  : 
gi|141   MGSLVNNIMVVGAVLAALVAGGSCGPPKVPPGPNITTNYNGKWLTARATWYGQPNG-A 
                 10        20        30        40        50         
 
      60        70                                                  
CV127. PRPPDDSHCLGFL                                                
         : . . :                                                    
gi|141 GAPDNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYI 
        60        70        80        90       100       110        
 
gi|141 TDMNYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIE 
       120       130       140       150       160       170        
 
gi|141 KGCNPNYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIR 
       180       190       200       210       220       230        
 
gi|141 LTSESGKKVIAKDVIPANWRPDAVYTSNVQFY 
       240       250       260          
 
>>gi|75139991 gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I  (35 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 84.5  bits: 18.5 E():  8.9 
Smith-Waterman score: 47;  63.636% identity (72.727% similar) in 11 aa overlap 
(5-15:18-28) 
 
                            10        20        30        40        
CV127.              MPRCWLFNKSTFTGRFSTRIVASSCTFIIKLPSPSISTTIASGLATD 
                        ::  :::: :.                                 
gi|751 IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK                          
               10        20        30                               
 
        50        60        70   
CV127. APIAAGSPNPIAPRPPDDSHCLGFL 
 
>>gi|170724 gi|170724|gb|AAA34282.1| pre-alpha-/beta-gli  (297 aa) 
 initn:  50 init1:  50 opt:  57  Z-score: 84.1  bits: 21.5 E():  9.3 
Smith-Waterman score: 57;  23.077% identity (57.692% similar) in 52 aa overlap 
(20-67:12-63) 
 
               10        20        30        40          50         
CV127. MPRCWLFNKSTFTGRFSTRIVASSCTFIIKLPSPSISTTIASGLATD--APIAAGS--PN 
                          :::.. :. ...: :...    :    .  .:..  .  :. 
gi|170         MKTFLILALRAIVATTATIAVRVPVPQLQPQNPSQQQPQKQVPLVQQQQFPG 
                       10        20        30        40        50   
 
         60        70                                               
CV127. PIAPRPPDDSHCLGFL                                             
          : ::.. .                                                  
gi|170 QQQPFPPQQPYPQQQPFPSQQPYMQLQPFPQPQLPYPQPQLPYPQPQPFRPQQSYPQPQP 
             60        70        80        90       100       110   
 
gi|170 QYSQPQQPISQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHSIAHGSSQVLQQST 
            120       130       140       150       160       170   
 
gi|170 YQLVQQFCCQQLWQIPEQSRCQAIHNVVHAIILHQQQQQQQQQQQQQQQPLSQVCFQQSQ 
            180       190       200       210       220       230   
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gi|170 QQYPSGQGSFQPSQQNPQAQGSVQPQQLPQFEEIRNLALETLPAMCNVYIPPYCTIAPVG 
            240       250       260       270       280       290   
 
gi|170 IFGTN 
             
 
>>gi|162650 gi|162650|gb|AAA62707.1| alpha-s1-casein      (93 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 83.5  bits: 19.7 E():   10 
Smith-Waterman score: 51;  61.538% identity (69.231% similar) in 13 aa overlap 
(46-58:68-80) 
 
                                     10        20        30         
CV127.                       MPRCWLFNKSTFTGRFSTRIVASSCTFIIKLPSPSIST 
                                                                    
gi|162 PQLEIVPNSAEERLHSMKEGIHAQQKEPMIGVNQELAYFYPELFRQFYQLDAYPSGAWYY 
               10        20        30        40        50        60 
 
       40        50        60        70   
CV127. TIASGLATDAPIAAGSPNPIAPRPPDDSHCLGFL 
              ::::  .  ::::               
gi|162 VPLGTQYTDAPSFSDIPNPIGLENSEKTTMPLW  
               70        80        90     
 
 
 
 
72 residues in 1 query   sequences 
292011 residues in 1313 library sequences 
 Scomplib [34.26] 
 start: Sun Dec 14 22:34:05 2008 done: Sun Dec 14 22:34:06 2008 
 Total Scan time:  0.100 Total Display time:  0.030 
 
Function used was FASTA [version 34.26.5 April 26, 2007] 
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CV127.1365_c2 
 
FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26, 
2007 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
 CV127.1365_c2, 65 aa 
 vs /n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
 292011 residues in  1313 sequences 
  Expectation_n fit: rho(ln(x))= 4.2246+/-0.00396; mu= 7.0568+/- 0.207 
 mean_var=42.1608+/-11.699, 0's: 17 Z-trim: 17  B-trim: 15 in 1/43 
 Lambda= 0.197524 
 
FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2 
 join: 36, opt: 20, open/ext: -10/-2, width:  16 
The best scores are:                       opt bits E(1313) %_id  %_sim  alen 
gi|71057064 gi|71057064|emb|CAI3879 ( 225)   59 23.0     2.4 0.500 0.786   14 
gi|21913174 gi|21913174|gb|AAM77471 ( 115)   56 21.9     2.4 0.364 0.576   33 
gi|1842045 gi|1842045|gb|AAB47552.1 ( 157)   56 22.0     3.2 0.364 0.576   33 
gi|395407 gi|395407|emb|CAA44345.1| ( 107)   54 21.3     3.4 0.333 0.604   48 
gi|39840779 gi|39840779|emb|CAD2170 ( 152)   52 20.9     6.8 0.314 0.657   35 
 
 
>>>CV127.1365_c2, 65 aa vs 
/n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
>>gi|71057064 gi|71057064|emb|CAI38795.2| thaumatin-like  (225 aa) 
 initn:  59 init1:  59 opt:  59  Z-score: 94.8  bits: 23.0 E():  2.4 
Smith-Waterman score: 59;  50.000% identity (78.571% similar) in 14 aa overlap 
(50-63:182-195) 
 
gi|710 MSTFKSLSLSALLFIAFLFTCARGATFNIINNCPFTVWAAAVPGGGKRLDRGQNWIINPG 
               10        20        30        40        50        60 
 
gi|710 AGTKGARVWPRTGCNFDGAGRGKCQTGDCNGLLQCQAFGQPPNTLAEYALNQFNNLDFFD 
               70        80        90       100       110       120 
 
                           10        20        30        40         
CV127.             MISKFQKTLIYRSKIGNEIFLRKGVTLAIGFVTALDETNTALSEISER 
                                                                    
gi|710 ISLVDGFNVAMEFSPTSGGCTRGIKCTADINGQCPNELRAPGGCNNPCTVFKTDQYCCNS 
              130       140       150       160       170       180 
 
       50        60                                  
CV127. IDCGINGFHDFFLDRNW                             
        .::...:  :: ::                               
gi|710 GNCGLTNFSKFFKDRCPDAYSYPKDDQTSTFTCPAGTNYKVVFCP 
              190       200       210       220      
 
>>gi|21913174 gi|21913174|gb|AAM77471.1| major allergen   (115 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 94.5  bits: 21.9 E():  2.4 
Smith-Waterman score: 56;  36.364% identity (57.576% similar) in 33 aa overlap 
(35-64:70-102) 
 
                                                  10        20      
CV127.                                    MISKFQKTLIYRSKIGNEIFLRKGV 
                                                                    
gi|219 MQFTTIASLFAAAGLAAAAPLESRQDNASCPVTTKGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
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          30        40           50        60                  
CV127. TLAIGFVTALDETNTALSEISER---IDCGINGFHDFFLDRNW             
                :: : .: ..  :     .:: :.: :: .: .              
gi|219 NIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDSDRSGLLLKQKVSDE 
               70        80        90       100       110      
 
>>gi|1842045 gi|1842045|gb|AAB47552.1| major allergen Al  (157 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 92.5  bits: 22.0 E():  3.2 
Smith-Waterman score: 56;  36.364% identity (57.576% similar) in 33 aa overlap 
(35-64:70-102) 
 
                                                  10        20      
CV127.                                    MISKFQKTLIYRSKIGNEIFLRKGV 
                                                                    
gi|184 MQFTTIASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYNSLGF 
               10        20        30        40        50        60 
 
          30        40           50        60                       
CV127. TLAIGFVTALDETNTALSEISER---IDCGINGFHDFFLDRNW                  
                :: : .: ..  :     .:: :.: :: .: .                   
gi|184 NIKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFDSDRSGLLLKQKVSDDITYVA 
               70        80        90       100       110       120 
 
gi|184 TATLPNYCRAGGNGPKDFVCQGVADAYITLVTLPKSS 
              130       140       150        
 
>>gi|395407 gi|395407|emb|CAA44345.1| fel d I chain 2 pr  (107 aa) 
 initn:  29 init1:  29 opt:  54  Z-score: 91.9  bits: 21.3 E():  3.4 
Smith-Waterman score: 54;  33.333% identity (60.417% similar) in 48 aa overlap 
(16-62:37-77) 
 
                                    10        20        30          
CV127.                      MISKFQKTLIYRSKIGNEIFLRKGVTLAIGFVTALDETN 
                                           :::..:     :..  :.: .    
gi|395 MRGALLVLALLVTQALGVKMAETCPIFYDVFFAVANGNELLL----DLSLTKVNATEPER 
               10        20        30        40            50       
 
      40        50         60                                 
CV127. TALSEISERIDCGI-NGFHDFFLDRNW                            
       ::...:.   :: . ::. .  ::                               
gi|395 TAMKKIQ---DCYVENGLISRVLDGLVMIAINEYCMGEAVQNTVEDLKLNTLGR 
         60           70        80        90       100        
 
>>gi|39840779 gi|39840779|emb|CAD21706.2| Cu /Zn super-o  (152 aa) 
 initn:  37 init1:  37 opt:  52  Z-score: 86.5  bits: 20.9 E():  6.8 
Smith-Waterman score: 52;  31.429% identity (65.714% similar) in 35 aa overlap 
(23-57:12-45) 
 
               10        20        30        40        50        60 
CV127. MISKFQKTLIYRSKIGNEIFLRKGVTLAIGFVTALDETNTALSEISERIDCGINGFHDFF 
                             .::: .. :.   :  .:. ...:  .  :..:::    
gi|398            MVKAVTVLNSSEGVTGTVYFTQEGDGPTTVTGNLSG-LKPGLHGFHVHA 
                          10        20        30         40         
                                                                    
CV127. LDRNW                                                        
                                                                    
gi|398 LGDTTNGCMSTGPHFNPVGKEHGAPGDENRHAGDLGNITVGEDGTAAINIVDKQIPLTGP 
       50        60        70        80        90       100         
 
gi|398 HSIIGRAVVVHSDPDDLGRGGHELSKSTGNAGGRVACGIIGLQG 
      110       120       130       140       150   
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65 residues in 1 query   sequences 
292011 residues in 1313 library sequences 
 Scomplib [34.26] 
 start: Sun Dec 14 21:58:07 2008 done: Sun Dec 14 21:58:08 2008 
 Total Scan time:  0.080 Total Display time:  0.010 
 
Function used was FASTA [version 34.26.5 April 26, 2007] 
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CV127.1559_c3 
 
FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26, 
2007 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
 CV127.1559_c3, 41 aa 
 vs /n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
 292011 residues in  1313 sequences 
  Expectation_n fit: rho(ln(x))= 4.2049+/-0.00345; mu= 2.3228+/- 0.178 
 mean_var=36.1942+/- 8.920, 0's: 23 Z-trim: 23  B-trim: 45 in 1/43 
 Lambda= 0.213184 
 
FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2 
 join: 36, opt: 20, open/ext: -10/-2, width:  16 
The best scores are:                       opt bits E(1313) %_id  %_sim  alen 
gi|1173367 gi|1173367|sp|P18632.2|S ( 374)   55 23.3       2 0.324 0.676   34 
gi|19570315 gi|19570315|dbj|BAB8628 ( 374)   55 23.3       2 0.324 0.676   34 
gi|493634 gi|493634|dbj|BAA05543.1| ( 374)   55 23.3       2 0.324 0.676   34 
gi|51093373 gi|51093373|gb|AAT95008 ( 346)   54 23.0     2.3 0.452 0.645   31 
gi|19847822 gi|19847822|gb|AAK27264 ( 306)   51 22.0     3.9 0.471 0.706   17 
gi|22353013 gi|22353013|gb|AAK97787 ( 195)   49 21.3       4 0.423 0.654   26 
gi|14279169 gi|14279169|gb|AAK58515 ( 460)   52 22.4     4.5 0.583 0.833   12 
gi|169929 gi|169929|gb|AAB01374.1|  ( 639)   52 22.4     6.1 0.364 0.515   33 
gi|2317674 gi|2317674|dbj|BAA21760. ( 504)   51 22.1     6.1 0.448 0.586   29 
gi|139002766 gi|139002766|dbj|BAF51 ( 225)   46 20.4     8.6 0.381 0.619   21 
gi|1405736 gi|1405736|emb|CAA35188. ( 144)   44 19.8     8.8 0.323 0.581   31 
gi|19009 gi|19009|emb|CAA46705.1| C ( 148)   44 19.8       9 0.323 0.581   31 
 
 
>>>CV127.1559_c3, 41 aa vs 
/n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
>>gi|1173367 gi|1173367|sp|P18632.2|SBP_CRYJA Sugi basic  (374 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 96.2  bits: 23.3 E():    2 
Smith-Waterman score: 55;  32.353% identity (67.647% similar) in 34 aa overlap 
(7-39:157-190) 
 
gi|117 MDSPCLVALLVLSFVIGSCFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGD 
               10        20        30        40        50        60 
 
gi|117 LYTVTNSDDDPVNPAPGTLRYGATRDRPLWIIFSGNMNIKLKMPMYIAGYKTFDGRGAQV 
               70        80        90       100       110       120 
 
                                             10        20        30 
CV127.                               MMLLIGMKTSFTKNPTNPITTNPIAVRTAT 
                                           .. ::  .:..:   . ...:::: 
gi|117 YIGNGGPCVFIKRVSNVIIHGLHLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTAT 
              130       140       150       160       170       180 
 
                40                                                  
CV127. FVNSD-NQFNYK                                                 
        .  : :.:.                                                   
gi|117 NIWIDHNSFSNSSDGLVDVTLSSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAF 
              190       200       210       220       230       240 
 
gi|117 NQFGPNCGQRMPRARYGLVHVANNNYDPWTIYAIGGSSNPTILSEGNSFTAPNESYKKQV 
              250       260       270       280       290       300 
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gi|117 TIRIGCKTSSSCSNWVWQSTQDVFYNGAYFVSSGKYEGGNIYTKKEAFNVENGNATPQLT 
              310       320       330       340       350       360 
 
gi|117 KNAGVLTCSLSKRC 
              370     
 
>>gi|19570315 gi|19570315|dbj|BAB86286.1| Cry j 1 precur  (374 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 96.2  bits: 23.3 E():    2 
Smith-Waterman score: 55;  32.353% identity (67.647% similar) in 34 aa overlap 
(7-39:157-190) 
 
gi|195 MDSPCLVALLVFSFVIGSCFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGD 
               10        20        30        40        50        60 
 
gi|195 LYTVTNSDDDPVNPAPGTLRYGATRDRPLWIIFSGNMNIKLKMPMYIAGYKTFDGRGAQV 
               70        80        90       100       110       120 
 
                                             10        20        30 
CV127.                               MMLLIGMKTSFTKNPTNPITTNPIAVRTAT 
                                           .. ::  .:..:   . ...:::: 
gi|195 YIGNGGPCVFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTAT 
              130       140       150       160       170       180 
 
                40                                                  
CV127. FVNSD-NQFNYK                                                 
        .  : :.:.                                                   
gi|195 NIWIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMLLGHDDAYSDDKSMKVTVAF 
              190       200       210       220       230       240 
 
gi|195 NQFGPNCGQRMPRARYGLVHVANNNYDPWTIYAIGGSSNPTILSEGNSFTAPNESYKKQV 
              250       260       270       280       290       300 
 
gi|195 TIRIGCKTSSSCSNWVWQSTQDVFYNGAYFVSSGKYEGGNIYTKKEAFNVENGNATPQLT 
              310       320       330       340       350       360 
 
gi|195 KNAGVLTCSLSKRC 
              370     
 
>>gi|493634 gi|493634|dbj|BAA05543.1| Cry j IB precursor  (374 aa) 
 initn:  50 init1:  50 opt:  55  Z-score: 96.2  bits: 23.3 E():    2 
Smith-Waterman score: 55;  32.353% identity (67.647% similar) in 34 aa overlap 
(7-39:157-190) 
 
gi|493 MDSPCLVALLVFSFVIGSCFSDNPIDSCWRGDSNWAQNRMKLADCAVGFGSSTMGGKGGD 
               10        20        30        40        50        60 
 
gi|493 LYTVTNSDDDPVNPAPGTLRYGATRDRPLWIIFSGNMNIKLKMPMYIAGYKTFDGRGAQV 
               70        80        90       100       110       120 
 
                                             10        20        30 
CV127.                               MMLLIGMKTSFTKNPTNPITTNPIAVRTAT 
                                           .. ::  .:..:   . ...:::: 
gi|493 YIGNGGPCVFIKRVSNVIIHGLYLYGCSTSVLGNVLINESFGVEPVHPQDGDALTLRTAT 
              130       140       150       160       170       180 
 
                40                                                  
CV127. FVNSD-NQFNYK                                                 
        .  : :.:.                                                   
gi|493 NIWIDHNSFSNSSDGLVDVTLTSTGVTISNNLFFNHHKVMSLGHDDAYSDDKSMKVTVAF 
              190       200       210       220       230       240 
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gi|493 NQFGPNCGQRMPRARYGLVHVANNNYDPWTIYAIGGSSNPTILSEGNSFTAPNESYKKQV 
              250       260       270       280       290       300 
 
gi|493 TIRIGCKTSSSCSNWVWQSTQDVFYNGAYFVSSGKYEGGNIYTKKEAFNVENGNATPHLT 
              310       320       330       340       350       360 
 
gi|493 QNAGVLTCSLSKRC 
              370     
 
>>gi|51093373 gi|51093373|gb|AAT95008.1| allergen Sol i   (346 aa) 
 initn:  35 init1:  35 opt:  54  Z-score: 95.0  bits: 23.0 E():  2.3 
Smith-Waterman score: 54;  45.161% identity (64.516% similar) in 31 aa overlap 
(11-38:297-326) 
 
gi|510 MRKFAAIFVVFFVQCTHLYSLAQARAEPDPGVVEYLKQSCVYGNSSYINVYLYNSRFQGK 
               10        20        30        40        50        60 
 
gi|510 NLGNQQSCQDINASLPVVFITHGFTSSAQVSTFKDLANAFVQKGHTAFIVDWSEAACTDG 
               70        80        90       100       110       120 
 
gi|510 LPGVQFAEYNAAASNTYDIGQLMAKYTVDLMNKCKIPLNNIQYVGHSLGSHVCGFAAKHV 
              130       140       150       160       170       180 
 
gi|510 KKLINKTMPYILALDPADPSFGSNKCGERICKSDAKRIVVFKTSILGIGENIIGHLLIVF 
              190       200       210       220       230       240 
 
                                                             10     
CV127.                                               MMLLIGMKTSFTKN 
                                                               ::.: 
gi|510 DGGKSQPACSWYDVPCSHSESIVYATGMVSGRCQHLAVPWTAQQRINPIQWKFWRVFTSN 
              250       260       270       280       290       300 
 
              20        30        40                   
CV127. -PTNPI--TTNPIAVRTATFVNSDNQFNYK                  
        :. :   ::: ... : .: : :: :                     
gi|510 IPAYPTSDTTNCVVLNTNVFKN-DNTFEGEYHAFPDCARNLFKCRQQ 
              310       320        330       340       
 
>>gi|19847822 gi|19847822|gb|AAK27264.1| isoflavone redu  (306 aa) 
 initn:  51 init1:  51 opt:  51  Z-score: 90.9  bits: 22.0 E():  3.9 
Smith-Waterman score: 51;  47.059% identity (70.588% similar) in 17 aa overlap 
(8-24:209-225) 
 
gi|198 MGGSRVLIIGGTGYIGRHVTNASLAQGHPTFLLVREITPSNPEKAQLLESFTSKGATLVQ 
               10        20        30        40        50        60 
 
gi|198 GSIDDHASLVAALKKVDVVISTLGAPQIADQFNLIKAIKEVGTIKRFFPSEFGNDVDKHH 
               70        80        90       100       110       120 
 
gi|198 AVEPMKSMFDLKIKLRRTIEAEGIPHTYVVPHCFAGYFLTNLAQLGLAAPPRDKIVIYGD 
              130       140       150       160       170       180 
 
                                    10        20        30          
CV127.                      MMLLIGMKTSFTKNPTNPITTNPIAVRTATFVNSDNQFN 
                                   :: . : :.: :.:: .                
gi|198 GTTKAVYMKEEDIGTFTIKAVDDPRTLNKTLYLKPPANTISTNDLVALWEAKIGKTLEKV 
              190       200       210       220       230       240 
 
      40                                                            
CV127. YK                                                           
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gi|198 YLSEEQVLKLLQDTPFPGTFMVSIFHTIYVKGDQTNFQIGPDGVEASALYPDVKYTTVEE 
              250       260       270       280       290       300 
 
gi|198 YISAFV 
              
 
>>gi|22353013 gi|22353013|gb|AAK97787.1| allergenic prot  (195 aa) 
 initn:  30 init1:  30 opt:  49  Z-score: 90.7  bits: 21.3 E():    4 
Smith-Waterman score: 49;  42.308% identity (65.385% similar) in 26 aa overlap 
(6-31:118-142) 
 
gi|223 GLEQAFCNLKFRQNVNRPSHADVFNPRAGRINTVNSNNLPILEFLQLSAQHVVLYKNAII 
               10        20        30        40        50        60 
 
                                                                    
CV127.                                                     MMLLIGMK 
                                                                :.. 
gi|223 GPRWNLNAHSALYVTRGEGRVQVVGDEGKSVFDDNVQRGQILVVPQGFAVVVKAGRQGLE 
               70        80        90       100       110       120 
 
       10        20        30        40                             
CV127. TSFTKNPTNPITTNPIAVRTATFVNSDNQFNYK                            
           ::  : ::. ::: ::...                                      
gi|223 WVELKNNDNAITS-PIAGRTSVLRAIPVEVLANSYDISTEEAYKLKNGRQEVEVFRPFQS 
              130        140       150       160       170          
 
gi|223 RYEKEEEKERERFSIV 
     180       190      
 
>>gi|14279169 gi|14279169|gb|AAK58515.1|AF249675_1 beta-  (460 aa) 
 initn:  45 init1:  45 opt:  52  Z-score: 89.7  bits: 22.4 E():  4.5 
Smith-Waterman score: 52;  58.333% identity (83.333% similar) in 12 aa overlap 
(12-23:353-364) 
 
gi|142 MAANVQTSSLLFLVFLLLQNFYSANSQSFLGVNYGQLSDNLPSLQATVNLLKSTTIQKVR 
               10        20        30        40        50        60 
 
gi|142 LFGAEPAVIKAFANTGVEIVIGFDNGDIPTLASNPNVASQFVKSNVMSFYPASNIIAITV 
               70        80        90       100       110       120 
 
gi|142 GNEVLTSGDQKLISQLLPAMQNVQNALNAASLGGKVKVSTVHAMAVLSQSYPPSSGVFNP 
              130       140       150       160       170       180 
 
gi|142 GLGDTMKALLQFQSANDAPFMISPYPYFAYKNQPTPDTLAFCLFQPNAGQVDSGNGHKYT 
              190       200       210       220       230       240 
 
gi|142 NMFDAQVDAVHSALNAMGFKDIEIVVAETGWPHGGDSNEVGPSLDNAKAYVGNLINHLKS 
              250       260       270       280       290       300 
 
                                                        10          
CV127.                                          MMLLIGMKTSFTKNPTNPI 
                                                           :.:::.:  
gi|142 KVGTPLMPGKSIDTYLFSLYDEDKKTGASSEKYFGLFKPDGSTTYDVGLLKNTQNPTTPA 
              310       320       330       340       350       360 
 
      20        30        40                                        
CV127. TTNPIAVRTATFVNSDNQFNYK                                       
       : .:                                                         
gi|142 TPTPTPKAAGSWCVPKPGVSDDQLTGNINYACGQGIDCGPIQPGGACFEPNTVKAHAAYV 
              370       380       390       400       410       420 
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gi|142 MNLYYQSAGRNSWNCDFSQTATLTNTNPSYGACNFPSGSN 
              430       440       450       460 
 
>>gi|169929 gi|169929|gb|AAB01374.1| beta-conglycinin st  (639 aa) 
 initn:  49 init1:  49 opt:  52  Z-score: 87.4  bits: 22.4 E():  6.1 
Smith-Waterman score: 52;  36.364% identity (51.515% similar) in 33 aa overlap 
(9-41:308-340) 
 
gi|169 MMRARFPLLLLGVVFLASVSVSFGIAYWEKQNPSHNKCLRSCNSEKDSYRNQACHARCNL 
               10        20        30        40        50        60 
 
gi|169 LKVEEEEECEEGQIPRPRPQHPERERQQHGEKEEDEGEQPRPFPFPRPRQPHQEEEHEQK 
               70        80        90       100       110       120 
 
gi|169 EEHEWHRKEEKHGGKGSEEEQDEREHPRPHQPHQKEEEKHEWQHKQEKHQGKESEEEEED 
              130       140       150       160       170       180 
 
gi|169 QDEDEEQDKESQESEGSESQREPRRHKNKNPFHFNSKRFQTLFKNQYGHVRVLQRFNKRS 
              190       200       210       220       230       240 
 
                                                                    
CV127.                                                            M 
                                                                    
gi|169 QQLQNLRDYRILEFNSKPNTLLLPHHADADYLIVILNGTAILTLVNNDDRDSYNLQSGDA 
              250       260       270       280       290       300 
 
              10        20        30        40                      
CV127. MLLIGMKTSFTKNPTNPITTNPIAVRTATFVNSDNQFNYK                     
              : .. :: :  .   ::  :   :: ::. : .                     
gi|169 LRVPAGTTFYVVNPDNDENLRMIAGTTFYVVNPDNDENLRMITLAIPVNKPGRFESFFLS 
              310       320       330       340       350       360 
 
gi|169 STQAQQSYLQGFSKNILEASYDTKFEEINKVLFGREEGQQQGEERLQESVIVEISKKQIR 
              370       380       390       400       410       420 
 
gi|169 ELSKHAKSSSRKTISSEDKPFNLGSRDPIYSNKLGKLFEITQRNPQLRDLDVFLSVVDMN 
              430       440       450       460       470       480 
 
gi|169 EGALFLPHFNSKAIVVLVINEGEANIELVGIKEQQQRQQQEEQPLEVRKYRAELSEQDIF 
              490       500       510       520       530       540 
 
gi|169 VIPAGYPVMVNATSDLNFFAFGINAENNQRNFLAGSKDNVISQIPSQVQELAFPRSAKDI 
              550       560       570       580       590       600 
 
gi|169 ENLIKSQSESYFVDAQPQQKEEGNKGRKGPLSSILRAFY 
              610       620       630          
 
>>gi|2317674 gi|2317674|dbj|BAA21760.1| legumin-like pro  (504 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 87.4  bits: 22.1 E():  6.1 
Smith-Waterman score: 51;  44.828% identity (58.621% similar) in 29 aa overlap 
(11-36:324-351) 
 
gi|231 MSTKLILSFSLCLMVLSCSAQLWPWQKGQGSRPHHGRQQHQFQHQCDIQRLTASEPSRRV 
               10        20        30        40        50        60 
 
gi|231 RSEAGVTEIWDHDTPEFRCTGFVAVRVVIQPGGLLLPSYSNAPYITFVEQGRGVQGVVIP 
               70        80        90       100       110       120 
 
gi|231 GCPETFQSDSEFEYPQSQRGRHSRQSESEEESSRGDQHQKIFRIREGDVIPSPAGVVQWT 
              130       140       150       160       170       180 
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gi|231 HNDGNDDLISVTLLDANSYHKQLDENVRSFFLAGQSQRETREEGSDRQSRESDDDEALLG 
              190       200       210       220       230       240 
 
gi|231 ANILSGFQDEILHELFRDVDRETISKLRGENDQRGFIVQAQDLKLRVPQDFEEEYERERG 
              250       260       270       280       290       300 
 
                            10           20        30        40     
CV127.              MMLLIGMKTSFTKN---PTNPITTNPIAVRTATFVNSDNQFNYK    
                              : .:   :::  . :: : :  : :::..         
gi|231 DRRRGQGGSGRSNGVEQGFCNLKFRRNFNTPTNTYVFNPRAGRINT-VNSNSLPILEFLQ 
              310       320       330       340        350          
 
gi|231 LSAQHVVLYKNAIIGPRWNLNAHSALYVTRGEGRVQVVGDEGKSVFDDKVQRGQILVVPQ 
     360       370       380       390       400       410          
 
gi|231 GFAVVLKAGREGLEWVELKNSGNAITSPIGGRTSVLRAIPVEVLANSYDISTKEAYKLKN 
     420       430       440       450       460       470          
 
gi|231 GRQEVEVFRPFQSRDEKERERFSIV 
     480       490       500     
 
>>gi|139002766 gi|139002766|dbj|BAF51970.1| thaumatin-li  (225 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 84.7  bits: 20.4 E():  8.6 
Smith-Waterman score: 46;  38.095% identity (61.905% similar) in 21 aa overlap 
(3-23:122-142) 
 
gi|139 MAKVSDLALLLVAGMAISLYIQETGAVKFDIKNQCGYTVWAAGLPGGGQQLTQGQTWTVN 
               10        20        30        40        50        60 
 
                                                                    
CV127.                                                            M 
                                                                    
gi|139 LAAGTQSARFWGRTGCSFDASGKGTCQTGDCGGQLSCTVSGAVPATLAEYTQSDQDYYDV 
               70        80        90       100       110       120 
 
              10        20        30        40                      
CV127. MLLIGMKTSFTKNPTNPITTNPIAVRTATFVNSDNQFNYK                     
        :. :..  .. ::::   : :                                       
gi|139 SLVDGFNIPLSINPTNAQCTAPACKADVNAVCPAELKVDGGCKSACAAFQTDQYCCTGTY 
              130       140       150       160       170       180 
 
gi|139 ANSCPATNYSMIFKNQCPQAYSYPKDDTATFACPSGTDYSIVFCP 
              190       200       210       220      
 
>>gi|1405736 gi|1405736|emb|CAA35188.1| trypsin inhibito  (144 aa) 
 initn:  29 init1:  29 opt:  44  Z-score: 84.5  bits: 19.8 E():  8.8 
Smith-Waterman score: 44;  32.258% identity (58.065% similar) in 31 aa overlap 
(1-28:15-45) 
 
                             10          20         30        40    
CV127.               MMLLIGMKTSFTKN--PTNPITTNPI-AVRTATFVNSDNQFNYK   
                     . .:..  :::  .  : . .  ::. : ::                
gi|140 MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQICHQGPRLLT 
               10        20        30        40        50        60 
 
gi|140 SDMKRRCCDELSAIPAYCRCEALRIIMQGVVTWQGAFEGAYFKDSPNCPRERQTSYAANL 
               70        80        90       100       110       120 
 
gi|140 VTPQECNLGTIHGSAYCPELQPAY 
              130       140     
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>>gi|19009 gi|19009|emb|CAA46705.1| CMe [Hordeum vulgare  (148 aa) 
 initn:  29 init1:  29 opt:  44  Z-score: 84.3  bits: 19.8 E():    9 
Smith-Waterman score: 44;  32.258% identity (58.065% similar) in 31 aa overlap 
(1-28:15-45) 
 
                             10          20         30        40    
CV127.               MMLLIGMKTSFTKN--PTNPITTNPI-AVRTATFVNSDNQFNYK   
                     . .:..  :::  .  : . .  ::. : ::                
gi|190 MAFKYQLLLSAAVMLAILVATATSFGDSCAPGDALPHNPLRACRTYVVSQICHQGPRLLT 
               10        20        30        40        50        60 
 
gi|190 SDMKRRCCDELSAIPAYCRCEALRIIMQGVVTWQGAFEGAYFKDSPNCPRERQTSYAANL 
               70        80        90       100       110       120 
 
gi|190 VTPQECNLGTIHGSAYCPELQPGYGVVL 
              130       140         
 
 
 
 
41 residues in 1 query   sequences 
292011 residues in 1313 library sequences 
 Scomplib [34.26] 
 start: Sun Dec 14 22:00:18 2008 done: Sun Dec 14 22:00:18 2008 
 Total Scan time:  0.060 Total Display time:  0.020 
 
Function used was FASTA [version 34.26.5 April 26, 2007] 
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CV127.1581_c2 
 
FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26, 
2007 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
 CV127.1581_c2, 51 aa 
 vs /n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
 292011 residues in  1313 sequences 
  Expectation_n fit: rho(ln(x))= 6.0286+/-0.00321; mu= -6.3528+/- 0.166 
 mean_var=38.9082+/- 8.854, 0's: 24 Z-trim: 24  B-trim: 0 in 0/44 
 Lambda= 0.205614 
 
FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2 
 join: 36, opt: 20, open/ext: -10/-2, width:  16 
The best scores are:                       opt bits E(1313) %_id  %_sim  alen 
gi|169929 gi|169929|gb|AAB01374.1|  ( 639)   61 24.3     2.1 0.333 0.690   42 
gi|170732 gi|170732|gb|AAA34286.1|  ( 323)   56 23.0     2.6 0.375 0.750   24 
gi|5712199 gi|5712199|gb|AAD47382.1 ( 530)   55 22.5     5.8 0.321 0.714   28 
gi|1350779 gi|1350779|sp|P49148.1|R ( 110)   45 20.1     6.5 0.333 0.600   30 
gi|47117012 gi|47117012|sp|Q7M4I5.1 ( 134)   45 20.0     8.3 0.317 0.610   41 
gi|7271239 gi|7271239|emb|CAA09886. ( 179)   46 20.2     9.7 0.476 0.667   21 
 
 
>>>CV127.1581_c2, 51 aa vs 
/n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
>>gi|169929 gi|169929|gb|AAB01374.1| beta-conglycinin st  (639 aa) 
 initn:  37 init1:  37 opt:  61  Z-score: 95.5  bits: 24.3 E():  2.1 
Smith-Waterman score: 61;  33.333% identity (69.048% similar) in 42 aa overlap 
(7-45:165-206) 
 
gi|169 MMRARFPLLLLGVVFLASVSVSFGIAYWEKQNPSHNKCLRSCNSEKDSYRNQACHARCNL 
               10        20        30        40        50        60 
 
gi|169 LKVEEEEECEEGQIPRPRPQHPERERQQHGEKEEDEGEQPRPFPFPRPRQPHQEEEHEQK 
               70        80        90       100       110       120 
 
                                                     10        20   
CV127.                                       MRDQLPRKESTTLRRSNDDVVD 
                                                   ..:.   ..:...  : 
gi|169 EEHEWHRKEEKHGGKGSEEEQDEREHPRPHQPHQKEEEKHEWQHKQEKHQGKESEEEEED 
              130       140       150       160       170       180 
 
             30         40          50                              
CV127. WDENELHE-ESNESHHHKSNR--RTHSYFREF                             
        ::.: .. ::.::.  .:.:  : :                                   
gi|169 QDEDEEQDKESQESEGSESQREPRRHKNKNPFHFNSKRFQTLFKNQYGHVRVLQRFNKRS 
              190       200       210       220       230       240 
 
gi|169 QQLQNLRDYRILEFNSKPNTLLLPHHADADYLIVILNGTAILTLVNNDDRDSYNLQSGDA 
              250       260       270       280       290       300 
 
gi|169 LRVPAGTTFYVVNPDNDENLRMIAGTTFYVVNPDNDENLRMITLAIPVNKPGRFESFFLS 
              310       320       330       340       350       360 
 
gi|169 STQAQQSYLQGFSKNILEASYDTKFEEINKVLFGREEGQQQGEERLQESVIVEISKKQIR 
              370       380       390       400       410       420 
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gi|169 ELSKHAKSSSRKTISSEDKPFNLGSRDPIYSNKLGKLFEITQRNPQLRDLDVFLSVVDMN 
              430       440       450       460       470       480 
 
gi|169 EGALFLPHFNSKAIVVLVINEGEANIELVGIKEQQQRQQQEEQPLEVRKYRAELSEQDIF 
              490       500       510       520       530       540 
 
gi|169 VIPAGYPVMVNATSDLNFFAFGINAENNQRNFLAGSKDNVISQIPSQVQELAFPRSAKDI 
              550       560       570       580       590       600 
 
gi|169 ENLIKSQSESYFVDAQPQQKEEGNKGRKGPLSSILRAFY 
              610       620       630          
 
>>gi|170732 gi|170732|gb|AAA34286.1| gamma-gliadin        (323 aa) 
 initn:  54 init1:  54 opt:  56  Z-score: 94.1  bits: 23.0 E():  2.6 
Smith-Waterman score: 56;  37.500% identity (75.000% similar) in 24 aa overlap 
(26-49:15-36) 
 
               10        20        30        40        50           
CV127. MRDQLPRKESTTLRRSNDDVVDWDENELHEESNESHHHKSNRRTHSYFREF          
                                :. : .:: .:: .::  .....:            
gi|170            TITRTFPIPTISSNNNHHFRSNSNHHFHSN--NNQFYRNNNSPGHNNPL 
                          10        20        30          40        
 
gi|170 NNNNSPNNNSPSNHHNNSPNNNFQYHTHPSNHKNLPHTNNIQQQQPPFSQQQQPPFSQQQ 
        50        60        70        80        90       100        
 
gi|170 QPVLPQQSPFSQQQQLVLPPQQQQQQLVQQQIPIVQPSVLQQLNPCKVFLQQQCSPVAMP 
       110       120       130       140       150       160        
 
gi|170 QRLARSQMWQQSSCHVMQQQCCQQLQQIPEQSRYEAIRAIIYSIILQEQQQGFVQPQQQQ 
       170       180       190       200       210       220        
 
gi|170 PQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQQQQVLQGTFLQPHQIAHLEAV 
       230       240       250       260       270       280        
 
gi|170 TSIALRTLPTMCSVNVPLYSATTSVPFGVGTGVGAY 
       290       300       310       320    
 
>>gi|5712199 gi|5712199|gb|AAD47382.1| glycinin [Arachis  (530 aa) 
 initn:  74 init1:  52 opt:  55  Z-score: 87.7  bits: 22.5 E():  5.8 
Smith-Waterman score: 55;  32.143% identity (71.429% similar) in 28 aa overlap 
(16-43:309-336) 
 
gi|571 MAKLLELSFCFCFLVLGASSISFRQQPEENACQFQRLNAQRPDNRIESEGGYIETWNPNN 
               10        20        30        40        50        60 
 
gi|571 QEFECAGVALSRLVLRRNALRRPFYSNAPQEIFIQQGRGYFGLIFPGCPSTYEEPAQQGR 
               70        80        90       100       110       120 
 
gi|571 RYQSQRPPRRLQEEDQSQQQQDSHQKVHRFNEGDLIAVPTGVAFWLYNDHDTDVVAVSLT 
              130       140       150       160       170       180 
 
gi|571 DTNNNDNQLDQFPRRFNLAGNHEQEFLRYQQQSRQSRRRSLPYSPYSPHSRPRREEREFR 
              190       200       210       220       230       240 
 
                                                                    
CV127.                                                      MRDQLPR 
                                                                    
gi|571 PRGQHSRRERAGQEEEDEGGNIFSGFTPEFLEQAFQVDDRQIVQNLWGENESEEEGAIVT 
              250       260       270       280       290       300 
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        10        20        30        40        50                  
CV127. KESTTLRRSNDDVVDWDENELHEESNESHHHKSNRRTHSYFREF                 
               : : .   ::.: ..:..  .:....::                         
gi|571 VRGGLRILSPDGTRGADEEEEYDEDQYEYHEQDGRRGRGSRGGGNGIEETICTACVKKNI 
              310       320       330       340       350       360 
 
gi|571 GGNRSPHIYDPQRWFTQNCHDLNLLILRWLGLSAEYGNLYRNALFVPHYNTNAHSIIYAL 
              370       380       390       400       410       420 
 
gi|571 RGRAHVQVVDSNGNRVYDEELQEGHVLVVPQNFAVAGKSQSENFEYVAFKTDSRPSIANF 
              430       440       450       460       470       480 
 
gi|571 AGENSFIDNLPEEVVANSYGLPREQARQLKNNNPFKFFVPPFQQSPRAVA 
              490       500       510       520       530 
 
>>gi|1350779 gi|1350779|sp|P49148.1|RLA1_ALTAL 60S acidi  (110 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 86.9  bits: 20.1 E():  6.5 
Smith-Waterman score: 45;  33.333% identity (60.000% similar) in 30 aa overlap 
(6-35:71-100) 
 
gi|135 MSTSELATSYAALILADDGVDITADKLQSLIKAAKIEEVEPIWTTLFAKALEGKDVKDLL 
               10        20        30        40        50        60 
 
                    10        20        30        40        50  
CV127.      MRDQLPRKESTTLRRSNDDVVDWDENELHEESNESHHHKSNRRTHSYFREF 
                 :  :.  ::    :..   :.. .::..::                 
gi|135 LNVGSGGGAAPLPEALLLRWRAADAAPAAEEKKEEEKEESDEDMGFGLFD       
               70        80        90       100       110       
 
>>gi|47117012 gi|47117012|sp|Q7M4I5.1|PA2_APIDO Phosphol  (134 aa) 
 initn:  24 init1:  24 opt:  45  Z-score: 85.0  bits: 20.0 E():  8.3 
Smith-Waterman score: 45;  31.707% identity (60.976% similar) in 41 aa overlap 
(3-39:19-58) 
 
                                10           20        30        40 
CV127.                 MRDQLPR-KESTTLRRSND---DVVDWDENELHEESNESHHHKS 
                         :.: : :.. .  ::.:   ::..  :.. :  .: . : .  
gi|471 IIYPGTLWCGHGNVSSSPDELGRFKHTDSCCRSHDMCPDVMSAGESK-HGLTNTASHTRL 
               10        20        30        40         50          
 
               50                                                   
CV127. NRRTHSYFREF                                                  
                                                                    
gi|471 SCDCDDKFYDCLKNSSDTISSYFVGEMYFNILDTKCYKLEHPVTGCGKRTEGRCLNYTVD 
      60        70        80        90       100       110          
 
gi|471 KSKPKVYQWFDLRKY 
     120       130     
 
>>gi|7271239 gi|7271239|emb|CAA09886.2| allergen [Malass  (179 aa) 
 initn:  31 init1:  31 opt:  46  Z-score: 83.8  bits: 20.2 E():  9.7 
Smith-Waterman score: 46;  47.619% identity (66.667% similar) in 21 aa overlap 
(6-26:102-120) 
 
gi|727 MVALKFAAVLSVVAAAVMAAPSSMDRRASPDNQVWVTSASDYCLILPRHRESIGDSESPG 
               10        20        30        40        50        60 
 
                                                   10        20     
CV127.                                     MRDQLPRKESTTLRRSNDDVVDWD 
                                                :: .:: :  :.::  ..: 
gi|727 RMRSFCSKPYDSSQGQINPGFWKEVHFKKTKNYVQLTGCINPRVQSTLL--SHDDGGQYD 
               70        80        90       100         110         
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           30        40        50                                   
CV127. ENELHEESNESHHHKSNRRTHSYFREF                                  
        :                                                           
gi|727 SNGNGGVGNPEGSVCLGYSSYVELVEPSDGKACIRCCVNDKYCDVGHDEDGCEAVIPGQY 
      120       130       140       150       160       170         
 
gi|727 C 
         
 
 
 
 
51 residues in 1 query   sequences 
292011 residues in 1313 library sequences 
 Scomplib [34.26] 
 start: Sun Dec 14 22:02:12 2008 done: Sun Dec 14 22:02:12 2008 
 Total Scan time:  0.080 Total Display time:  0.010 
 
Function used was FASTA [version 34.26.5 April 26, 2007] 
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CV127.5534_c3 
 
FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26, 
2007 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
 CV127.5534_c3, 51 aa 
 vs /n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
 292011 residues in  1313 sequences 
  Expectation_n fit: rho(ln(x))= 4.7392+/-0.00334; mu= 1.6178+/- 0.172 
 mean_var=39.4535+/-10.186, 0's: 29 Z-trim: 29  B-trim: 5 in 1/41 
 Lambda= 0.204189 
 
FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2 
 join: 36, opt: 20, open/ext: -10/-2, width:  16 
The best scores are:                       opt bits E(1313) %_id  %_sim  alen 
gi|170702 gi|170702|gb|AAA34272.1|  ( 302)   59 23.7     1.5 0.260 0.700   50 
gi|295774 gi|295774|emb|CAA29664.1| ( 142)   52 21.6       3 0.333 0.741   27 
gi|162644 gi|162644|gb|AAA30367.1|  ( 142)   52 21.6       3 0.333 0.741   27 
gi|27462836 gi|27462836|gb|AAO15607 ( 219)   54 22.2     3.1 0.304 0.630   46 
gi|807138 gi|807138|gb|AAB32224.1|  ( 219)   53 21.9     3.8 0.286 0.595   42 
gi|62484809 gi|62484809|emb|CAI7890 ( 285)   54 22.2       4 0.235 0.647   51 
gi|320546 gi|320546|pir||B45786 maj (  51)   43 18.9     7.1 0.375 0.667   24 
gi|1063270 gi|1063270|dbj|BAA11251. ( 279)   51 21.3     7.2 0.240 0.680   50 
gi|2677826 gi|2677826|gb|AAB97141.1 ( 160)   48 20.4     7.7 0.318 0.591   22 
gi|298737 gi|298737|gb|AAB25851.1|  (  51)   42 18.6     8.7 0.458 0.708   24 
 
 
>>>CV127.5534_c3, 51 aa vs 
/n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
>>gi|170702 gi|170702|gb|AAA34272.1| gamma gliadin precu  (302 aa) 
 initn:  38 init1:  38 opt:  59  Z-score: 98.3  bits: 23.7 E():  1.5 
Smith-Waterman score: 59;  26.000% identity (70.000% similar) in 50 aa overlap 
(2-48:164-213) 
 
gi|170 MKTLLILTILAMATTIATANMQVDPSGQVQWPQQQPFPQPQQPFCQQPQRTIPQPHQTFH 
               10        20        30        40        50        60 
 
gi|170 HQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQQPQLPFPQQPQQPFPQPQQ 
               70        80        90       100       110       120 
 
                                                         10         
CV127.                                           MLEKEMKKYKKFLLF-IK 
                                                  :...:.  :.:::   . 
gi|170 PQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQSFLQQQMNPCKNFLLQQCN 
              130       140       150       160       170       180 
 
        20          30        40        50                          
CV127. FTTLI--LVSFLFFKSFCHLLKKKKLFEIFLLPMSD                         
        ..:.  :::... .: :......   ..  .:                            
gi|170 HVSLVSSLVSIILPRSDCQVMQQQCCQQLAQIPQQLQCAAIHSVAHSIIMQQEQQQGVPI 
              190       200       210       220       230       240 
 
gi|170 LRPLFQLAQGLGIIQPQQPAQLEGIRSLVLKTLPTMCNVYVPPDCSTINVPYANIDAGIG 
              250       260       270       280       290       300 
 
gi|170 GQ 
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>>gi|295774 gi|295774|emb|CAA29664.1| alpha-lactalbumin   (142 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 92.8  bits: 21.6 E():    3 
Smith-Waterman score: 52;  33.333% identity (74.074% similar) in 27 aa overlap 
(16-42:2-28) 
 
               10        20        30        40        50           
CV127. MLEKEMKKYKKFLLFIKFTTLILVSFLFFKSFCHLLKKKKLFEIFLLPMSD          
                      ..:..:.::..::  .  . : : ..:                   
gi|295               MMSFVSLLLVGILFHATQAEQLTKCEVFRELKDLKGYGGVSLPEWV 
                             10        20        30        40       
 
gi|295 CTAFHTSGYDTQAIVQNNDSTEYGLFQINNKIWCKDDQNPHSSNICNISCDKFLDDDLTD 
         50        60        70        80        90       100       
 
gi|295 DIMCVKKILDKVGINYWLAHKALCSEKLDQWLCEKL 
        110       120       130       140   
 
>>gi|162644 gi|162644|gb|AAA30367.1| alpha-lactalbumin p  (142 aa) 
 initn:  42 init1:  42 opt:  52  Z-score: 92.8  bits: 21.6 E():    3 
Smith-Waterman score: 52;  33.333% identity (74.074% similar) in 27 aa overlap 
(16-42:2-28) 
 
               10        20        30        40        50           
CV127. MLEKEMKKYKKFLLFIKFTTLILVSFLFFKSFCHLLKKKKLFEIFLLPMSD          
                      ..:..:.::..::  .  . : : ..:                   
gi|162               MMSFVSLLLVGILFHATQAEQLTKCEVFRELKDLKGYGGVSLPEWV 
                             10        20        30        40       
 
gi|162 CTTFHTSGYDTQAIVQNNDSTEYGLFQINNKIWCKDDQNPHSSNICNISCDKFLDDDLTD 
         50        60        70        80        90       100       
 
gi|162 DIMCVKKILDKVGINYWLAHKALCSEKLDQWLCEKL 
        110       120       130       140   
 
>>gi|27462836 gi|27462836|gb|AAO15607.1|AF462190_1 gluta  (219 aa) 
 initn:  34 init1:  34 opt:  54  Z-score: 92.7  bits: 22.2 E():  3.1 
Smith-Waterman score: 54;  30.435% identity (63.043% similar) in 46 aa overlap 
(2-45:133-177) 
 
gi|274 MSSKPTLGYWDLRGLGQSIRILLTYAGVDFVDKRYKIGSAPDFDRGEWLNDKFNLGLDFP 
               10        20        30        40        50        60 
 
gi|274 NLPYYIEGDVKLTQSIAILRYLGRKHKLDGQNEQEWRRITLCEQQIMDLLMALARICYDP 
               70        80        90       100       110       120 
 
                          10        20        30        40          
CV127.            MLEKEMKKYKKFLLFIKFTTLILVSFLFFKSFCHLLKKKKLF--EIFLL 
                   :  ..: ..:::   .:..   .:.. :  . .:.. : .:  :::   
gi|274 NFEKLKLDLVAKLPDDLKLFSKFLGDHQFVAGTNISYIDFLVYEYLIRVK-IFAPEIFTK 
              130       140       150       160       170           
 
        50                                      
CV127. PMSD                                     
                                                
gi|274 FPNLNSYITRIESMPKISAYIKQQEPQLFNGPMAKWNTKY 
     180       190       200       210          
 
>>gi|807138 gi|807138|gb|AAB32224.1| major allergen p Dp  (219 aa) 
 initn:  44 init1:  44 opt:  53  Z-score: 91.1  bits: 21.9 E():  3.8 
Smith-Waterman score: 53;  28.571% identity (59.524% similar) in 42 aa overlap 
(4-45:137-176) 
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gi|807 MSQPILGYWDIRGYAQPIRLLLTYSGVDFVDKRYQIGPAPDFDRSEWLNEKFNLGLDFPN 
               10        20        30        40        50        60 
 
gi|807 LPYYIDGDMKMTQTFAILRYLGRKYKLNGSNDHEEIRISMAEQQTEDMMAAMIRVCYDAN 
               70        80        90       100       110       120 
 
                            10        20        30        40        
CV127.              MLEKEMKKYKKFLLFIKFTTLILVSFLFFKSFCHLLKKKKLFEIFLL 
                       : :.:.     ::  ...  :.: ... .::.  :  . :.:   
gi|807 CDKLKPDYLKSLPDCLKLMSKFVGEHAFIAGANISYVDFNLYEYLCHV--KVMVPEVFGQ 
              130       140       150       160         170         
 
        50                                       
CV127. PMSD                                      
                                                 
gi|807 FENLKRYVERMESLPRVSDYIKKQQPKTFNAPTSKWNASYA 
      180       190       200       210          
 
>>gi|62484809 gi|62484809|emb|CAI78902.1| putative gamma  (285 aa) 
 initn:  35 init1:  35 opt:  54  Z-score: 90.7  bits: 22.2 E():    4 
Smith-Waterman score: 54;  23.529% identity (64.706% similar) in 51 aa overlap 
(2-48:139-188) 
 
gi|624 MQVNPSVQVQPTQQQPYPESQQPFISQSQQQFPQPQQPFPQQPQQPFPQSQQQCLQQPQH 
               10        20        30        40        50        60 
 
gi|624 QFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKY 
               70        80        90       100       110       120 
 
                                10        20        30              
CV127.                  MLEKEMKKYKKFLLFIKFTTLILVSFLFFK----SFCHLLKKK 
                         :.....  :.:::  .   . :.:.:. :    : :...... 
gi|624 PEQPQQPFPWQQPTIQLYLQQQLNPCKEFLL-QQCRPVSLLSYLWSKIVQQSSCRVMQQQ 
              130       140       150        160       170          
 
      40        50                                                  
CV127. KLFEIFLLPMSD                                                 
         ...  .:                                                    
gi|624 CCLQLAQIPEQYKCTAIDSIVHAIFMQQGQRQGVQIVQQQPQPQQVGQCVLVQGQGVVQP 
     180       190       200       210       220       230          
 
gi|624 QQLAQMEAIRTLVLQSVPSMCNFNVPPNCSTIKAPFVGVVTGVGGQ 
     240       250       260       270       280      
 
>>gi|320546 gi|320546|pir||B45786 major pollen allergen   (51 aa) 
 initn:  35 init1:  35 opt:  43  Z-score: 86.2  bits: 18.9 E():  7.1 
Smith-Waterman score: 43;  37.500% identity (66.667% similar) in 24 aa overlap 
(19-42:9-30) 
 
               10        20        30        40        50           
CV127. MLEKEMKKYKKFLLFIKFTTLILVSFLFFKSFCHLLKKKKLFEIFLLPMSD          
                         :: .. . ..::.:  .:   :::                   
gi|320           SVFNYETETTSVIPAAMLFKAF--ILDGDKLFPKVAPQXQSIVXNXYRVY 
                         10        20          30        40         
 
gi|320 XPK 
       50  
 
>>gi|1063270 gi|1063270|dbj|BAA11251.1| gamma-gliadin pr  (279 aa) 
 initn:  34 init1:  34 opt:  51  Z-score: 86.1  bits: 21.3 E():  7.2 
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Smith-Waterman score: 51;  24.000% identity (68.000% similar) in 50 aa overlap 
(2-48:130-179) 
 
gi|106 NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQQTFPHQPQQQFSQPQQPQQQFIQ 
               10        20        30        40        50        60 
 
gi|106 PQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQ 
               70        80        90       100       110       120 
 
                       10         20          30        40          
CV127.         MLEKEMKKYKKFLLF-IKFTTLI--LVSFLFFKSFCHLLKKKKLFEIFLLPM 
                :.....  :.:::   : ..:.  : :... .: :......   ..  .:  
gi|106 QQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILPRSDCQVMRQQCCQQLAQIPQ 
              130       140       150       160       170       180 
 
      50                                                            
CV127. SD                                                           
                                                                    
gi|106 QLQCAAIHSIVHSIIMQQEQQEQRQGVQILVPLSQQQQVGQGTLVQGQGIIQPQQPAQLE 
              190       200       210       220       230       240 
 
gi|106 VIRSSVLQTLATMCNVYVPPYCSTIRAPFASIVAGIGGQ 
              250       260       270          
 
>>gi|2677826 gi|2677826|gb|AAB97141.1| major allergen pr  (160 aa) 
 initn:  34 init1:  34 opt:  48  Z-score: 85.6  bits: 20.4 E():  7.7 
Smith-Waterman score: 48;  31.818% identity (59.091% similar) in 22 aa overlap 
(26-47:4-25) 
 
               10        20        30        40        50           
CV127. MLEKEMKKYKKFLLFIKFTTLILVSFLFFKSFCHLLKKKKLFEIFLLPMSD          
                                : .   :  ..  .:::. :.:              
gi|267                       MGVFTYETEFTSVIPPEKLFKAFILDADNLIPKVAPTA 
                                     10        20        30         
 
gi|267 VKGTEILEGDGGVGTIKKVTFGEGSQYAYVKHRVDGIDKDNLSYSYTLIEGDALSDVIEN 
       40        50        60        70        80        90         
 
gi|267 IAYDIKLVASPDGGSIVKTTSHYHTKGDVEIKEEQVKAGKEKAAGLFKLVEAYLLANPDA 
      100       110       120       130       140       150         
 
gi|267 YN 
      160 
 
>>gi|298737 gi|298737|gb|AAB25851.1| isoallergen {N-term  (51 aa) 
 initn:  33 init1:  33 opt:  42  Z-score: 84.6  bits: 18.6 E():  8.7 
Smith-Waterman score: 42;  45.833% identity (70.833% similar) in 24 aa overlap 
(19-42:10-30) 
 
               10        20        30        40        50           
CV127. MLEKEMKKYKKFLLFIKFTTLILVSFLFFKSFCHLLKKKKLFEIFLLPMSD          
                         :..: ..::: :.:  .:   :::                   
gi|298          SVFNYETETTSVIPAAFLF-KAF--ILDGDKLFPKVAPQXQSIVXNXYRVY 
                        10         20          30        40         
 
gi|298 XPK 
       50  
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51 residues in 1 query   sequences 
292011 residues in 1313 library sequences 
 Scomplib [34.26] 
 start: Sun Dec 14 22:43:39 2008 done: Sun Dec 14 22:43:39 2008 
 Total Scan time:  0.080 Total Display time:  0.010 
 
Function used was FASTA [version 34.26.5 April 26, 2007] 
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CV127.5723_c3 
 
FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26, 
2007 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
 CV127.5723_c3, 62 aa 
 vs /n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
 292011 residues in  1313 sequences 
  Expectation_n fit: rho(ln(x))= 4.9838+/-0.00389; mu= -0.8788+/- 0.201 
 mean_var=44.2940+/-11.603, 0's: 17 Z-trim: 17  B-trim: 0 in 0/44 
 Lambda= 0.192709 
 
FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2 
 join: 36, opt: 20, open/ext: -10/-2, width:  16 
The best scores are:                       opt bits E(1313) %_id  %_sim  alen 
gi|3097321 gi|3097321|dbj|BAA25899. ( 379)   58 23.5     2.6 0.359 0.615   39 
gi|21783 gi|21783|emb|CAA30570.1| u ( 356)   54 22.4     5.3 0.500 0.727   22 
gi|22353013 gi|22353013|gb|AAK97787 ( 195)   51 21.5     5.3 0.345 0.655   29 
gi|1199563 gi|1199563|gb|AAB09252.1 ( 379)   54 22.4     5.6 0.364 0.606   33 
gi|129353 gi|129353|sp|P22895.1|P34 ( 379)   54 22.4     5.6 0.364 0.606   33 
gi|71360928 gi|71360928|emb|CAJ1970 ( 114)   46 20.1     8.3 0.333 0.630   27 
gi|62484809 gi|62484809|emb|CAI7890 ( 285)   50 21.3     9.3 0.250 0.625   24 
 
 
>>>CV127.5723_c3, 62 aa vs 
/n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
>>gi|3097321 gi|3097321|dbj|BAA25899.1| Bd 30K [Glycine   (379 aa) 
 initn:  28 init1:  28 opt:  58  Z-score: 94.0  bits: 23.5 E():  2.6 
Smith-Waterman score: 58;  35.897% identity (61.538% similar) in 39 aa overlap 
(8-43:71-109) 
 
gi|309 MGFLVLLLFSLLGLSSSSSISTHRSILDLDLTKFTTQKQVSSLFQLWKSEHGRVYHNHEE 
               10        20        30        40        50        60 
 
                  10         20        30          40        50     
CV127.    MRSLILPNLSRV-NINMNNLSPTSKSLKLTRDTIIKP--YSKRQQQITMLHSVICIH 
                 ::. . ..: :  :: :. : :.. . : :  .::.  :            
gi|309 EAKRLEIFKNNLNYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKM 
               70        80        90       100       110       120 
 
           60                                                       
CV127. SPMHSKHM                                                     
                                                                    
gi|309 ANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGSGWAFSATGAIEAAHAIATGDLV 
              130       140       150       160       170       180 
 
gi|309 SLSEQELVDCVEESEGCYNGWHYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVT 
              190       200       210       220       230       240 
 
gi|309 IDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFHLYTGGIYDGENCTSPYGIN 
              250       260       270       280       290       300 
 
gi|309 HFVLLVGYGSADGVDYWIAKNSWGEDWGEDGYIWIQRNTGNLLGVCGMNYFASYPTKEES 
              310       320       330       340       350       360 
 
gi|309 ETLVSARVKGHRRVDHSPL 
              370          
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>>gi|21783 gi|21783|emb|CAA30570.1| unnamed protein prod  (356 aa) 
 initn:  72 init1:  46 opt:  54  Z-score: 88.5  bits: 22.4 E():  5.3 
Smith-Waterman score: 54;  50.000% identity (72.727% similar) in 22 aa overlap 
(36-56:176-196) 
 
gi|217 MKTFLVFALLALAAASAVAQISQQQQAPPFSQQQQPPFSQQQQPPFSQQQQSPFSQQQQQ 
               10        20        30        40        50        60 
 
gi|217 PPFAQQQQPPFSQQPPISQQQQPPFSQQQQPQFSQQQQPPYSQQQQPPYSQQQQPPFSQQ 
               70        80        90       100       110       120 
 
                                   10        20        30        40 
CV127.                     MRSLILPNLSRVNINMNNLSPTSKSLKLTRDTIIKPYSKR 
                                                              :.: : 
gi|217 QQPPFSQQQQQPPFTQQQQQQQQQQPFTQQQQPPFSQQPPISQQQQPPFLQQQRPPFS-R 
              130       140       150       160       170           
 
                50        60                                        
CV127. QQQITMLH-SVICIHSPMHSKHM                                      
       :::: ..: ::.   .:                                            
gi|217 QQQIPVIHPSVLQQLNPCKVFLQQQCIPVAMQRCLARSQMLQQSICHVMQQQCCQQLRQI 
     180       190       200       210       220       230          
 
gi|217 PEQSRHESIRAIIYSIILQQQQQQQQQQQQQQGQSIIQYQQQQPQQLGQCVSQPLQQLQQ 
     240       250       260       270       280       290          
 
gi|217 QLGQQPQQQQLAHQIAQLEVMTSIALRTLPTMCNVNVPLYETTTSVPLGVGIGVGVY 
     300       310       320       330       340       350       
 
>>gi|22353013 gi|22353013|gb|AAK97787.1| allergenic prot  (195 aa) 
 initn:  28 init1:  28 opt:  51  Z-score: 88.5  bits: 21.5 E():  5.3 
Smith-Waterman score: 51;  34.483% identity (65.517% similar) in 29 aa overlap 
(7-34:26-53) 
 
                                  10         20        30        40 
CV127.                    MRSLILPNLSRVN-INMNNLSPTSKSLKLTRDTIIKPYSKR 
                                :  .:.: .: ::: :  . :.:. . ..       
gi|223 GLEQAFCNLKFRQNVNRPSHADVFNPRAGRINTVNSNNL-PILEFLQLSAQHVVLYKNAI 
               10        20        30         40        50          
 
               50        60                                         
CV127. QQQITMLHSVICIHSPMHSKHM                                       
                                                                    
gi|223 IGPRWNLNAHSALYVTRGEGRVQVVGDEGKSVFDDNVQRGQILVVPQGFAVVVKAGRQGL 
      60        70        80        90       100       110          
 
gi|223 EWVELKNNDNAITSPIAGRTSVLRAIPVEVLANSYDISTEEAYKLKNGRQEVEVFRPFQS 
     120       130       140       150       160       170          
 
gi|223 RYEKEEEKERERFSIV 
     180       190      
 
>>gi|1199563 gi|1199563|gb|AAB09252.1| 34 kDa maturing s  (379 aa) 
 initn:  28 init1:  28 opt:  54  Z-score: 88.0  bits: 22.4 E():  5.6 
Smith-Waterman score: 54;  36.364% identity (60.606% similar) in 33 aa overlap 
(13-43:77-109) 
 
gi|119 MGFLVLLLFSLLGLSSSSSISTHRSILDLDLTKFTTQKQVSSLFQLWKSEHGRVYHNHEE 
               10        20        30        40        50        60 
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                   10        20        30          40        50     
CV127.     MRSLILPNLSRVNINMNNLSPTSKSLKLTRDTIIKP--YSKRQQQITMLHSVICIH 
                       ..: :  :: :. : :.. . : :  .::.  :            
gi|119 EAKRLEIFKNNSNYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKM 
               70        80        90       100       110       120 
 
           60                                                       
CV127. SPMHSKHM                                                     
                                                                    
gi|119 ANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLV 
              130       140       150       160       170       180 
 
gi|119 SLSEQELVDCVEESEGSYNGWQYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVT 
              190       200       210       220       230       240 
 
gi|119 IDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFHLYTGGIYDGENCTSPYGIN 
              250       260       270       280       290       300 
 
gi|119 HFVLLVGYGSADGVDYWIAKNSWGEDWGEDGYIWIQRNTGNLLGVCGMNYFASYPTKEES 
              310       320       330       340       350       360 
 
gi|119 ETLVSARVKGHRRVDHSPL 
              370          
 
>>gi|129353 gi|129353|sp|P22895.1|P34_SOYBN P34 probable  (379 aa) 
 initn:  28 init1:  28 opt:  54  Z-score: 88.0  bits: 22.4 E():  5.6 
Smith-Waterman score: 54;  36.364% identity (60.606% similar) in 33 aa overlap 
(13-43:77-109) 
 
gi|129 MGFLVLLLFSLLGLSSSSSISTHRSILDLDLTKFTTQKQVSSLFQLWKSEHGRVYHNHEE 
               10        20        30        40        50        60 
 
                   10        20        30          40        50     
CV127.     MRSLILPNLSRVNINMNNLSPTSKSLKLTRDTIIKP--YSKRQQQITMLHSVICIH 
                       ..: :  :: :. : :.. . : :  .::.  :            
gi|129 EAKRLEIFKNNSNYIRDMNANRKSPHSHRLGLNKFADITPQEFSKKYLQAPKDVSQQIKM 
               70        80        90       100       110       120 
 
           60                                                       
CV127. SPMHSKHM                                                     
                                                                    
gi|129 ANKKMKKEQYSCDHPPASWDWRKKGVITQVKYQGGCGRGWAFSATGAIEAAHAIATGDLV 
              130       140       150       160       170       180 
 
gi|129 SLSEQELVDCVEESEGSYNGWQYQSFEWVLEHGGIATDDDYPYRAKEGRCKANKIQDKVT 
              190       200       210       220       230       240 
 
gi|129 IDGYETLIMSDESTESETEQAFLSAILEQPISVSIDAKDFHLYTGGIYDGENCTSPYGIN 
              250       260       270       280       290       300 
 
gi|129 HFVLLVGYGSADGVDYWIAKNSWGFDWGEDGYIWIQRNTGNLLGVCGMNYFASYPTKEES 
              310       320       330       340       350       360 
 
gi|129 ETLVSARVKGHRRVDHSPL 
              370          
 
>>gi|71360928 gi|71360928|emb|CAJ19705.1| non-specific l  (114 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 85.0  bits: 20.1 E():  8.3 
Smith-Waterman score: 46;  33.333% identity (62.963% similar) in 27 aa overlap 
(2-28:88-113) 
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gi|713 MEMVNKIACFVLLCMVVVAPHAEALTCGQVTSTLAPCLPYLMNRGPLRNCCDGVKGLLGQ 
               10        20        30        40        50        60 
 
                                         10        20        30     
CV127.                           MRSLILPNLSRVNINMNNLSPTSKSLKLTRDTII 
                                  ..  :::   ::: .. .::..   :.       
gi|713 AKTTVDRQAACTCLKSAASSFTGLNLGKAAALPNTCSVNIPYK-ISPSTDCSKVQ      
               70        80        90       100        110          
 
           40        50        60   
CV127. KPYSKRQQQITMLHSVICIHSPMHSKHM 
 
>>gi|62484809 gi|62484809|emb|CAI78902.1| putative gamma  (285 aa) 
 initn:  37 init1:  37 opt:  50  Z-score: 84.1  bits: 21.3 E():  9.3 
Smith-Waterman score: 50;  25.000% identity (62.500% similar) in 24 aa overlap 
(35-58:37-60) 
 
                 10        20        30        40        50         
CV127.   MRSLILPNLSRVNINMNNLSPTSKSLKLTRDTIIKPYSKRQQQITMLHSVICIHSPMH 
                                           .:. .. ::     .  :...:.: 
gi|624 MQVNPSVQVQPTQQQPYPESQQPFISQSQQQFPQPQQPFPQQPQQPFPQSQQQCLQQPQH 
               10        20        30        40        50        60 
 
       60                                                           
CV127. SKHM                                                         
                                                                    
gi|624 QFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKY 
               70        80        90       100       110       120 
 
gi|624 PEQPQQPFPWQQPTIQLYLQQQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQC 
              130       140       150       160       170       180 
 
gi|624 CLQLAQIPEQYKCTAIDSIVHAIFMQQGQRQGVQIVQQQPQPQQVGQCVLVQGQGVVQPQ 
              190       200       210       220       230       240 
 
gi|624 QLAQMEAIRTLVLQSVPSMCNFNVPPNCSTIKAPFVGVVTGVGGQ 
              250       260       270       280      
 
 
 
 
62 residues in 1 query   sequences 
292011 residues in 1313 library sequences 
 Scomplib [34.26] 
 start: Sun Dec 14 22:47:34 2008 done: Sun Dec 14 22:47:34 2008 
 Total Scan time:  0.080 Total Display time:  0.010 
 
Function used was FASTA [version 34.26.5 April 26, 2007] 
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CV127.1392_d3 
 
FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26, 
2007 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
 CV127.1392_d3, 44 aa 
 vs /n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
 292011 residues in  1313 sequences 
  Expectation_n fit: rho(ln(x))= 3.2196+/-0.00331; mu= 8.5459+/- 0.174 
 mean_var=39.2699+/-11.256, 0's: 13 Z-trim: 13  B-trim: 76 in 1/43 
 Lambda= 0.204665 
 
FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2 
 join: 36, opt: 20, open/ext: -10/-2, width:  16 
The best scores are:                       opt bits E(1313) %_id  %_sim  alen 
gi|31339067 gi|31339067|dbj|BAC7715 ( 194)   53 22.0     2.7 0.438 0.812   16 
gi|47605452 gi|47605452|sp|Q7Z1K3.1 ( 194)   53 22.0     2.7 0.438 0.812   16 
gi|14423846 gi|14423846|sp|O82040.1 (  78)   49 20.4     3.3 0.324 0.595   37 
gi|123062 gi|123062|sp|P02877.2|HEV ( 204)   52 21.7     3.4 0.400 0.680   25 
gi|2832430 gi|2832430|emb|CAA05978. ( 187)   51 21.4     3.9 0.400 0.680   25 
gi|1247373 gi|1247373|emb|CAA01909. (  71)   47 19.7     4.7 0.357 0.607   28 
gi|1247375 gi|1247375|emb|CAA01910. (  73)   47 19.8     4.8 0.357 0.607   28 
gi|62240390 gi|62240390|gb|AAX77383 ( 510)   53 22.5       5 0.371 0.686   35 
gi|1871507 gi|1871507|emb|CAA62634. (  82)   47 19.8     5.1 0.357 0.607   28 
gi|14423643 gi|14423643|sp|O24172.1 (  50)   45 19.0     5.6 0.538 0.769   13 
gi|664852 gi|664852|gb|AAB07620.1|  ( 250)   49 21.0     7.1 0.394 0.636   33 
gi|217308 gi|217308|dbj|BAA01241.1| ( 138)   47 20.1     7.2 0.233 0.605   43 
gi|546852 gi|546852|gb|AAB30829.1|  ( 142)   47 20.1     7.4 0.233 0.605   43 
gi|55859470 gi|55859470|emb|CAI0585 ( 146)   47 20.1     7.5 0.233 0.605   43 
gi|56378069 gi|56378069|dbj|BAD7406 ( 146)   47 20.1     7.5 0.233 0.605   43 
gi|86450747 gi|86450747|gb|ABC96702 ( 146)   47 20.1     7.5 0.233 0.605   43 
gi|55859468 gi|55859468|emb|CAI0584 ( 146)   47 20.1     7.5 0.233 0.605   43 
gi|217306 gi|217306|dbj|BAA01240.1| ( 146)   47 20.1     7.5 0.233 0.605   43 
gi|66849502 gi|66849502|gb|EAL89830 ( 304)   49 21.1     8.1 0.394 0.636   33 
gi|83300352 gi|83300352|sp|P79017.2 ( 310)   49 21.1     8.2 0.394 0.636   33 
gi|17978844 gi|17978844|gb|AAL47677 ( 129)   46 19.7     8.5 0.250 0.611   36 
 
 
>>>CV127.1392_d3, 44 aa vs 
/n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
>>gi|31339067 gi|31339067|dbj|BAC77154.1| 21k allergen [  (194 aa) 
 initn:  35 init1:  35 opt:  53  Z-score: 93.9  bits: 22.0 E():  2.7 
Smith-Waterman score: 53;  43.750% identity (81.250% similar) in 16 aa overlap 
(23-38:82-97) 
 
                                                                    
CV127.                                                            M 
                                                                    
gi|313 MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDKSGICL 
               10        20        30        40        50        60 
 
              10        20        30        40                      
CV127. EAIDSAIDPLRDFAKSSVRLVQRCHKPDRKGNAFSQKNLISDF                  
                            :.:. ::: . :...:                        
gi|313 SFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKPAEDSNGEQLVCAGMREDKCPNG 
               70        80        90       100       110       120 
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gi|313 YQCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPED 
              130       140       150       160       170       180 
 
gi|313 AKCERGKLFANCCK 
              190     
 
>>gi|47605452 gi|47605452|sp|Q7Z1K3.1|ANIS1_ANISI Major   (194 aa) 
 initn:  35 init1:  35 opt:  53  Z-score: 93.9  bits: 22.0 E():  2.7 
Smith-Waterman score: 53;  43.750% identity (81.250% similar) in 16 aa overlap 
(23-38:82-97) 
 
                                                                    
CV127.                                                            M 
                                                                    
gi|476 MASMQHFSLAALLLAASICLGDADRTECQLPLDKGTPCTQEGGVKPSVAWWHDDKSGICL 
               10        20        30        40        50        60 
 
              10        20        30        40                      
CV127. EAIDSAIDPLRDFAKSSVRLVQRCHKPDRKGNAFSQKNLISDF                  
                            :.:. ::: . :...:                        
gi|476 SFKYTGCGGNANRFTTIKNCEQHCKMPDRGACALGKKPAEDSNGEQLVCAGMREDKCPNG 
               70        80        90       100       110       120 
 
gi|476 YQCKMMAFMGLCCPTKEEELFAREYEGVCKSGKPVKMDRGSGWMMTILGKSCDDQFCPED 
              130       140       150       160       170       180 
 
gi|476 AKCERGKLFANCCK 
              190     
 
>>gi|14423846 gi|14423846|sp|O82040.1|POLC7_PHLPR Polcal  (78 aa) 
 initn:  40 init1:  40 opt:  49  Z-score: 92.2  bits: 20.4 E():  3.3 
Smith-Waterman score: 49;  32.432% identity (59.459% similar) in 37 aa overlap 
(9-44:27-63) 
 
                                 10        20         30        40  
CV127.                   MEAIDSAIDPLRDFAKSSVRLVQRCHKP-DRKGNAFSQKNLI 
                                 : :: ....:.  :::     :  :..: . : . 
gi|144 MADDMERIFKRFDTNGDGKISLSELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFNEF 
               10        20        30        40        50        60 
 
                          
CV127. SDF                
        .:                
gi|144 ISFCNANPGLMKDVAKVF 
               70         
 
>>gi|123062 gi|123062|sp|P02877.2|HEVE_HEVBR Pro-hevein   (204 aa) 
 initn:  48 init1:  48 opt:  52  Z-score: 92.0  bits: 21.7 E():  3.4 
Smith-Waterman score: 52;  40.000% identity (68.000% similar) in 25 aa overlap 
(15-37:141-165) 
 
gi|123 MNIFIVVLLCLTGVAIAEQCGRQAGGKLCPNNLCCSQWGWCGSTDEYCSPDHNCQSNCKD 
               10        20        30        40        50        60 
 
gi|123 SGEGVGGGSASNVLATYHLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPV 
               70        80        90       100       110       120 
 
                     10        20          30        40             
CV127.       MEAIDSAIDPLRDFAKSSVRLVQRCHKP--DRKGNAFSQKNLISDF         
                           ::..::.:..: .   :   :.: :                
gi|123 GAHGQSSCGKCLSVTNTGTGAKTTVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHITV 
              130       140       150       160       170       180 
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gi|123 NYQFVDCGDSFNPLFSVMKSSVIN 
              190       200     
 
>>gi|2832430 gi|2832430|emb|CAA05978.1| prohevein [Hevea  (187 aa) 
 initn:  47 init1:  47 opt:  51  Z-score: 90.9  bits: 21.4 E():  3.9 
Smith-Waterman score: 51;  40.000% identity (68.000% similar) in 25 aa overlap 
(15-37:124-148) 
 
gi|283 EQCGRQAGGKLCPNNLCCSQWGWCGSTDEYCSPDHNCQSNCKDSGEGVGGGSASNVLATY 
               10        20        30        40        50        60 
 
                                                                10  
CV127.                                                  MEAIDSAIDPL 
                                                                    
gi|283 HLYNSQDHGWDLNAASAYCSTWDANKPYSWRSKYGWTAFCGPVGAHGQPSCGKCLSVTNT 
               70        80        90       100       110       120 
 
              20          30        40                              
CV127. RDFAKSSVRLVQRCHKP--DRKGNAFSQKNLISDF                          
          ::..::.:..: .   :   :.: :                                 
gi|283 GTGAKATVRIVDQCSNGGLDLDVNVFRQLDTDGKGYERGHLTVNYQFVDCGDSFNPLFSV 
              130       140       150       160       170       180 
 
gi|283 MKSSVIN 
               
 
>>gi|1247373 gi|1247373|emb|CAA01909.1| B1 protein aller  (71 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 89.5  bits: 19.7 E():  4.7 
Smith-Waterman score: 47;  35.714% identity (60.714% similar) in 28 aa overlap 
(9-35:20-47) 
 
                          10        20         30        40         
CV127.            MEAIDSAIDPLRDFAKSSVRLVQRCHKP-DRKGNAFSQKNLISDF     
                          : :: ....:.  :::     :  :..:              
gi|124 GTRRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFDEFISFCNAN 
               10        20        30        40        50        60 
 
gi|124 PGLMKDVAKVF 
               70  
 
>>gi|1247375 gi|1247375|emb|CAA01910.1| B4 protein aller  (73 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 89.3  bits: 19.8 E():  4.8 
Smith-Waterman score: 47;  35.714% identity (60.714% similar) in 28 aa overlap 
(9-35:22-49) 
 
                            10        20         30        40       
CV127.              MEAIDSAIDPLRDFAKSSVRLVQRCHKP-DRKGNAFSQKNLISDF   
                            : :: ....:.  :::     :  :..:            
gi|124 GTSFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGFIDFDEFISFCN 
               10        20        30        40        50        60 
 
gi|124 ANPGLMKDVAKVF 
               70    
 
>>gi|62240390 gi|62240390|gb|AAX77383.1| 11S globulin pr  (510 aa) 
 initn:  31 init1:  31 opt:  53  Z-score: 88.9  bits: 22.5 E():    5 
Smith-Waterman score: 53;  37.143% identity (68.571% similar) in 35 aa overlap 
(2-33:249-283) 
 
gi|622 MVKLAHLLVATVGVLLVLNGCLARQSLGVPPQVKDACNLDNLDVLQPTEVIKSEAGQVEY 
               10        20        30        40        50        60 
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gi|622 WDHNHPQIRCAGVSIARLVIQKGGLYLPTFFSSPFISYVVQGMGISGRVIPGCAETFMDS 
               70        80        90       100       110       120 
 
gi|622 QPMQGQQGQQQGQQGQQGQQGQQGQQGQQGQQGQQGQQGQQGQQGQQGQQGQGFRDMHQK 
              130       140       150       160       170       180 
 
gi|622 VEHVRHGDAIAMTPGSAQWIYNTGDQPLIIVSLIDIANYQNQLDRNPRTFRLAGNNQQGS 
              190       200       210       220       230       240 
 
                      10          20         30        40           
CV127.        MEAIDSAIDP--LRDFAKSSVRLVQRCH-KPDRKGNAFSQKNLISDF       
               . : :..::  : .  : .:::.:. . . :..::                  
gi|622 SQQQQQQQQNILSGFDPQVLAQALKIDVRLAQELQNQQDKRGNIVRVKGPFQVVRPPLRQ 
              250       260       270       280       290       300 
 
gi|622 AYESEQWRHPRGPPQSPQDNGLEETICSMRTHENIDDPARADIYKPNLGRVTSVNSYTLP 
              310       320       330       340       350       360 
 
gi|622 ILQYIRLSATRGILQGSAMVLPKYNMNANEILYCTQGQARIQVVNDNGQNVLDQQVQKGQ 
              370       380       390       400       410       420 
 
gi|622 LVVIPQGFAYVVQSQNNFEWISFKTNANAMISTLAGRTSALRALPLEVITNAYQISLEEA 
              430       440       450       460       470       480 
 
gi|622 RKIKFNTLETTLTRARGGQQPQLIEEIVEV 
              490       500       510 
 
>>gi|1871507 gi|1871507|emb|CAA62634.1| calcium-binding   (82 aa) 
 initn:  40 init1:  40 opt:  47  Z-score: 88.7  bits: 19.8 E():  5.1 
Smith-Waterman score: 47;  35.714% identity (60.714% similar) in 28 aa overlap 
(9-35:31-58) 
 
                                     10        20         30        
CV127.                       MEAIDSAIDPLRDFAKSSVRLVQRCHKP-DRKGNAFSQ 
                                     : :: ....:.  :::     :  :..:   
gi|187 KTMADTGDMEHIFKRFDTNGDGKISLAELTDALRTLGSTSADEVQRMMAEIDTDGDGFID 
               10        20        30        40        50        60 
 
        40                    
CV127. KNLISDF                
                              
gi|187 FDEFISFCNANPGLMKDVAKVF 
               70        80   
 
>>gi|14423643 gi|14423643|sp|O24172.1|ALL6_OLEEU Pollen   (50 aa) 
 initn:  31 init1:  31 opt:  45  Z-score: 88.1  bits: 19.0 E():  5.6 
Smith-Waterman score: 45;  53.846% identity (76.923% similar) in 13 aa overlap 
(25-36:12-24) 
 
               10        20         30        40                    
CV127. MEAIDSAIDPLRDFAKSSVRLVQRCHKP-DRKGNAFSQKNLISDF                
                               :::  . :::.:.                        
gi|144              DEAQFKECYDTCHKECSDKGNGFTFCEMKCDTDCSVKDVKEKLENYK 
                            10        20        30        40        
 
gi|144 PKN 
        50 
 
>>gi|664852 gi|664852|gb|AAB07620.1| Asp FII [Aspergillu  (250 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 86.2  bits: 21.0 E():  7.1 
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Smith-Waterman score: 49;  39.394% identity (63.636% similar) in 33 aa overlap 
(1-33:42-69) 
 
                                                        10          
CV127.                                          MEAIDSAIDPLRDFAKSSV 
                                                :::. .: : . .  :..: 
gi|664 SARDEAGLNEAVELARHAKAHILRWGNESEIYRKYFGNRPTMEAV-GAYDVIVNGDKANV 
               10        20        30        40         50          
 
      20        30        40                                        
CV127. RLVQRCHKPDRKGNAFSQKNLISDF                                    
        .  :: .::  ::                                               
gi|664 LF--RCDNPD--GNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSE 
      60            70        80        90       100       110      
 
gi|664 TNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEAFEYFALEAY 
         120       130       140       150       160       170      
 
gi|664 AFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSATIDV 
         180       190       200       210       220       230      
 
gi|664 PSNCHTHEGGQLHCT 
         240       250 
 
>>gi|217308 gi|217308|dbj|BAA01241.1| mite allergen Der   (138 aa) 
 initn:  28 init1:  28 opt:  47  Z-score: 86.0  bits: 20.1 E():  7.2 
Smith-Waterman score: 47;  23.256% identity (60.465% similar) in 43 aa overlap 
(4-40:8-49) 
 
                   10        20              30        40           
CV127.     MEAIDSAIDPLRDFAKSSVR--LVQRCHKPD----RKGNAFSQKNLISDF       
              . . .: ..: :.. ..  .:. ::  :    ..:. :. . :           
gi|217 SLLVAAVVADQVD-VKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTA 
               10         20        30        40        50          
 
gi|217 KIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPKSENVVVTVKL 
      60        70        80        90       100       110          
 
gi|217 VGDNGVLACAIATHAKIRD 
     120       130         
 
>>gi|546852 gi|546852|gb|AAB30829.1| Der f II [Dermatoph  (142 aa) 
 initn:  28 init1:  28 opt:  47  Z-score: 85.9  bits: 20.1 E():  7.4 
Smith-Waterman score: 47;  23.256% identity (60.465% similar) in 43 aa overlap 
(4-40:12-53) 
 
                       10        20              30        40       
CV127.         MEAIDSAIDPLRDFAKSSVR--LVQRCHKPD----RKGNAFSQKNLISDF   
                  . . .: ..: :.. ..  .:. ::  :    ..:. :. . :       
gi|546 GTMVSLLVAAVVADQVD-VKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQN 
               10         20        30        40        50          
 
gi|546 TKTAKIEIKASLDGLEIDVPGIDTNACHFVKCPLVKGQQYDIKYTWNVPKIAPKSENVVV 
      60        70        80        90       100       110          
 
gi|546 TVKLIGDNGVLACAIATHGKIRD 
     120       130       140   
 
>>gi|55859470 gi|55859470|emb|CAI05850.1| mite allergen   (146 aa) 
 initn:  28 init1:  28 opt:  47  Z-score: 85.8  bits: 20.1 E():  7.5 
Smith-Waterman score: 47;  23.256% identity (60.465% similar) in 43 aa overlap 
(4-40:16-57) 
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                           10        20              30        40   
CV127.             MEAIDSAIDPLRDFAKSSVR--LVQRCHKPD----RKGNAFSQKNLIS 
                      . . .: ..: :.. ..  .:. ::  :    ..:. :. . :   
gi|558 MISKILCLSLLVAAVVADQVD-VKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10        20         30        40        50          
 
                                                                    
CV127. DF                                                           
                                                                    
gi|558 ANQNTKTAKIEIKANIDGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
gi|558 NVVVTVKLVGDNGVLACAIATHAKIRD 
     120       130       140       
 
>>gi|56378069 gi|56378069|dbj|BAD74060.1| group 2 allerg  (146 aa) 
 initn:  28 init1:  28 opt:  47  Z-score: 85.8  bits: 20.1 E():  7.5 
Smith-Waterman score: 47;  23.256% identity (60.465% similar) in 43 aa overlap 
(4-40:16-57) 
 
                           10        20              30        40   
CV127.             MEAIDSAIDPLRDFAKSSVR--LVQRCHKPD----RKGNAFSQKNLIS 
                      . . .: ..: :.. ..  .:. ::  :    ..:. :. . :   
gi|563 MISKILCLSLLVAAVVADQVD-VKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10        20         30        40        50          
 
                                                                    
CV127. DF                                                           
                                                                    
gi|563 ANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWDVPKIAPKSE 
      60        70        80        90       100       110          
 
gi|563 NVVVTVKLVGDNGVLACAIATHGKIRD 
     120       130       140       
 
>>gi|86450747 gi|86450747|gb|ABC96702.1| Der s 2 a aller  (146 aa) 
 initn:  28 init1:  28 opt:  47  Z-score: 85.8  bits: 20.1 E():  7.5 
Smith-Waterman score: 47;  23.256% identity (60.465% similar) in 43 aa overlap 
(4-40:16-57) 
 
                           10        20              30        40   
CV127.             MEAIDSAIDPLRDFAKSSVR--LVQRCHKPD----RKGNAFSQKNLIS 
                      . . .: ..: :.. ..  .:. ::  :    ..:. :. . :   
gi|864 MISKILCLSLLVAAVVADQVD-VKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10        20         30        40        50          
 
                                                                    
CV127. DF                                                           
                                                                    
gi|864 ANQNTKTAKIEIKANIDGLEVDVPGIDTNACHFIKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
gi|864 NVVVTVKLIGDNGVLACAIATHAKIRD 
     120       130       140       
 
>>gi|55859468 gi|55859468|emb|CAI05849.1| Der f 2 [Derma  (146 aa) 
 initn:  28 init1:  28 opt:  47  Z-score: 85.8  bits: 20.1 E():  7.5 
Smith-Waterman score: 47;  23.256% identity (60.465% similar) in 43 aa overlap 
(4-40:16-57) 
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                           10        20              30        40   
CV127.             MEAIDSAIDPLRDFAKSSVR--LVQRCHKPD----RKGNAFSQKNLIS 
                      . . .: ..: :.. ..  .:. ::  :    ..:. :. . :   
gi|558 MISKILCLSLLVAAVVADQVD-VKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10        20         30        40        50          
 
                                                                    
CV127. DF                                                           
                                                                    
gi|558 ANQNTKTAKIEIKANINGLEVDVPGIDTNACHYIKCPLVKGQQYDAKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
gi|558 NVVVTVKLIGDNGVLACAIATHAKIRD 
     120       130       140       
 
>>gi|217306 gi|217306|dbj|BAA01240.1| mite allergen Der   (146 aa) 
 initn:  28 init1:  28 opt:  47  Z-score: 85.8  bits: 20.1 E():  7.5 
Smith-Waterman score: 47;  23.256% identity (60.465% similar) in 43 aa overlap 
(4-40:16-57) 
 
                           10        20              30        40   
CV127.             MEAIDSAIDPLRDFAKSSVR--LVQRCHKPD----RKGNAFSQKNLIS 
                      . . .: ..: :.. ..  .:. ::  :    ..:. :. . :   
gi|217 MISKILCLSLLVAAVVADQVD-VKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFD 
               10        20         30        40        50          
                                                                    
CV127. DF                                                           
                                                                    
gi|217 ANQNTKTAKIEIKASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDIKYTWNVPKIAPKSE 
      60        70        80        90       100       110          
 
gi|217 NVVVTVKLIGDNGVLACAIATHGKIRD 
     120       130       140       
 
>>gi|66849502 gi|66849502|gb|EAL89830.1| major allergen   (304 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 85.2  bits: 21.1 E():  8.1 
Smith-Waterman score: 49;  39.394% identity (63.636% similar) in 33 aa overlap 
(1-33:102-129) 
 
gi|668 MAALLRLAVLLPLAAPLVATLPTSPVPIAARATPHEPVFFSWDAGAVTSFPIHSSCNATQ 
               10        20        30        40        50        60 
 
                                                        10          
CV127.                                          MEAIDSAIDPLRDFAKSSV 
                                                :::. .: : . .  :..: 
gi|668 RRQIEAGLNEAVELARHAKAHILRWGNESEIYRKYFGNRPTMEAV-GAYDVIVNGDKANV 
               70        80        90       100        110          
 
      20        30        40                                        
CV127. RLVQRCHKPDRKGNAFSQKNLISDF                                    
        .  :: .::  ::                                               
gi|668 LF--RCDNPD--GNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSE 
     120           130       140       150       160       170      
 
gi|668 TNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFALEAY 
         180       190       200       210       220       230      
 
gi|668 AFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSATIDV 
         240       250       260       270       280       290      
 
gi|668 PPVRTVRIS 
         300     
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>>gi|83300352 gi|83300352|sp|P79017.2|ALL2_ASPFU Major a  (310 aa) 
 initn:  37 init1:  37 opt:  49  Z-score: 85.1  bits: 21.1 E():  8.2 
Smith-Waterman score: 49;  39.394% identity (63.636% similar) in 33 aa overlap 
(1-33:102-129) 
 
gi|833 MAALLRLAVLLPLAAPLVATLPTSPVPIAARATPHEPVFFSWDAGAVTSFPIHSSCNATQ 
               10        20        30        40        50        60 
 
                                                        10          
CV127.                                          MEAIDSAIDPLRDFAKSSV 
                                                :::. .: : . .  :..: 
gi|833 RRQIEAGLNEAVELARHAKAHILRWGNESEIYRKYFGNRPTMEAV-GAYDVIVNGDKANV 
               70        80        90       100        110          
 
      20        30        40                                        
CV127. RLVQRCHKPDRKGNAFSQKNLISDF                                    
        .  :: .::  ::                                               
gi|833 LF--RCDNPD--GNCALEGWGGHWRGANATSETVICDRSYTTRRWLVSMCSQGYTVAGSE 
     120           130       140       150       160       170      
 
gi|833 TNTFWASDLMHRLYHVPAVGQGWVDHFADGYDEVIALAKSNGTESTHDSEALQYFALEAY 
         180       190       200       210       220       230      
 
gi|833 AFDIAAPGVGCAGESHGPDQGHDTGSASAPASTSTSSSSSGSGSGATTTPTDSPSATIDV 
         240       250       260       270       280       290      
 
gi|833 PSNCHTHEGGQLHCT 
         300       310 
 
>>gi|17978844 gi|17978844|gb|AAL47677.1| major Der f 2 i  (129 aa) 
 initn:  28 init1:  28 opt:  46  Z-score: 84.8  bits: 19.7 E():  8.5 
Smith-Waterman score: 46;  25.000% identity (61.111% similar) in 36 aa overlap 
(11-40:5-40) 
 
               10        20              30        40               
CV127. MEAIDSAIDPLRDFAKSSVR--LVQRCHKPD----RKGNAFSQKNLISDF           
                 ..: :.. ..  .:. ::  :    ..:. :. . :               
gi|179       DQVDVKDCANNEIKKVMVDGCHGSDPCIIHRGKPFTLEALFDANQNTKTAKIEI 
                     10        20        30        40        50     
 
gi|179 KASLDGLEIDVPGIDTNACHFMKCPLVKGQQYDAKYTWNVPKIAPESENVVVTVKLVGDN 
           60        70        80        90       100       110     
 
gi|179 GVLACAIATHAKIRD 
          120          
 
 
 
 
44 residues in 1 query   sequences 
292011 residues in 1313 library sequences 
 Scomplib [34.26] 
 start: Sun Dec 14 21:55:32 2008 done: Sun Dec 14 21:55:32 2008 
 Total Scan time:  0.080 Total Display time:  0.020 
 
Function used was FASTA [version 34.26.5 April 26, 2007] 
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CV127.2973_d3 
 
FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26, 
2007 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
 CV127.2973_d3, 36 aa 
 vs /n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
 292011 residues in  1313 sequences 
  Expectation_n fit: rho(ln(x))= 5.2458+/-0.00415; mu= -3.9189+/- 0.214 
 mean_var=49.2478+/-13.013, 0's: 20 Z-trim: 21  B-trim: 70 in 1/41 
 Lambda= 0.182760 
 
FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2 
 join: 36, opt: 20, open/ext: -10/-2, width:  16 
The best scores are:                       opt bits E(1313) %_id  %_sim  alen 
gi|170736 gi|170736|gb|AAA34288.1|  ( 251)   70 25.8     0.2 0.450 0.750   20 
gi|170716 gi|170716|gb|AAA34278.1|  ( 319)   68 25.3    0.36 0.385 0.577   26 
gi|170718 gi|170718|gb|AAA34279.1|  ( 313)   67 25.0    0.43 0.385 0.577   26 
gi|21765 gi|21765|emb|CAA26385.1| u ( 313)   67 25.0    0.43 0.385 0.577   26 
gi|170738 gi|170738|gb|AAA34289.1|  ( 327)   67 25.0    0.45 0.471 0.765   17 
gi|170708 gi|170708|gb|AAA34274.1|  ( 291)   65 24.5    0.57 0.471 0.706   17 
gi|170724 gi|170724|gb|AAA34282.1|  ( 297)   63 24.0    0.84 0.529 0.765   17 
gi|21673 gi|21673|emb|CAA35238.1| u ( 307)   63 24.0    0.87 0.529 0.765   17 
gi|1304264 gi|1304264|dbj|BAA12318. ( 259)   62 23.7    0.89 0.360 0.600   25 
gi|170722 gi|170722|gb|AAA34281.1|  ( 262)   62 23.7     0.9 0.360 0.600   25 
gi|62484809 gi|62484809|emb|CAI7890 ( 285)   62 23.7    0.98 0.308 0.513   39 
gi|170720 gi|170720|gb|AAA34280.1|  ( 286)   62 23.7    0.98 0.360 0.600   25 
gi|21755 gi|21755|emb|CAA25593.1| u ( 286)   62 23.7    0.98 0.360 0.600   25 
gi|473876 gi|473876|gb|AAA17741.1|  ( 287)   62 23.7    0.98 0.360 0.600   25 
gi|170726 gi|170726|gb|AAA34283.1|  ( 282)   61 23.5     1.2 0.375 0.542   24 
gi|170740 gi|170740|gb|AAA34290.1|  ( 296)   61 23.5     1.2 0.412 0.765   17 
gi|21757 gi|21757|emb|CAA26383.1| u ( 296)   61 23.5     1.2 0.375 0.542   24 
gi|75219081 gi|75219081|sp|O22108|O ( 285)   60 23.2     1.4 0.324 0.676   34 
gi|21773 gi|21773|emb|CAA31685.1| u ( 307)   60 23.2     1.5 0.324 0.676   34 
gi|170712 gi|170712|gb|AAA34276.1|  ( 291)   58 22.7     2.1 0.385 0.615   26 
gi|170702 gi|170702|gb|AAA34272.1|  ( 302)   58 22.7     2.1 0.438 0.750   16 
gi|21930 gi|21930|emb|CAA44473.1| L ( 285)   57 22.4     2.4 0.324 0.647   34 
gi|76782247 gi|76782247|gb|ABA54897 ( 134)   51 20.8     3.5 0.478 0.565   23 
gi|21926 gi|21926|emb|CAA36063.1| u ( 295)   55 21.9     3.6 0.367 0.600   30 
gi|1063270 gi|1063270|dbj|BAA11251. ( 279)   53 21.3     4.9 0.370 0.630   27 
gi|170734 gi|170734|gb|AAA34287.1|  ( 244)   52 21.1     5.2 0.333 0.545   33 
gi|3915783 gi|3915783|sp|P43217.3|N ( 139)   49 20.2     5.3 0.348 0.609   23 
gi|162811 gi|162811|gb|AAA30433.1|  ( 190)   50 20.5     5.9 0.333 0.667   30 
gi|1228078 gi|1228078|emb|CAA33034. ( 190)   50 20.5     5.9 0.333 0.667   30 
gi|21761 gi|21761|emb|CAA26384.1| u ( 286)   52 21.1     6.1 0.385 0.615   26 
gi|1532058 gi|1532058|emb|CAA65123. ( 176)   49 20.3     6.6 0.348 0.609   23 
gi|886963 gi|886963|emb|CAA59338.1| ( 229)   50 20.5     7.1 0.423 0.577   26 
gi|170730 gi|170730|gb|AAA34285.1|  ( 304)   51 20.8     7.7 0.429 0.667   21 
gi|886965 gi|886965|emb|CAA59339.1| ( 261)   50 20.6       8 0.400 0.640   25 
gi|62550933 gi|62550933|emb|CAI7905 ( 326)   51 20.8     8.3 0.367 0.633   30 
gi|886967 gi|886967|emb|CAA59340.1| ( 276)   50 20.6     8.5 0.400 0.640   25 
 
 
>>>CV127.2973_d3, 36 aa vs 
/n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
>>gi|170736 gi|170736|gb|AAA34288.1| gamma-gliadin        (251 aa) 
 initn: 170 init1:  70 opt:  70  Z-score: 114.0  bits: 25.8 E():  0.2 
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Smith-Waterman score: 70;  45.000% identity (75.000% similar) in 20 aa overlap 
(3-22:90-109) 
 
gi|170 MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQTFP 
               10        20        30        40        50        60 
 
                                          10        20        30    
CV127.                            MSQPLPLQPNLPNPKHSSPDSLQINPAKALISS 
                                    :: : ::. : :. ..:..:            
gi|170 HQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQF 
               70        80        90       100       110       120 
                                                                    
CV127. SKL                                                          
                                                                    
gi|170 SQPQQQFPQPQQPQQSFPQQQPPFIQPSLQQQVNPCKNFLLQQCKPVSLVSSLWSMIWPQ 
              130       140       150       160       170       180 
 
gi|170 SDCQVMRQQCCQQLAQIPQQLQCAAIHTIIHSIIMQQEQQEQQQGMHILLPLYQQQQVGQ 
              190       200       210       220       230       240 
 
gi|170 GTLVQGQGIIQ 
              250  
 
>>gi|170716 gi|170716|gb|AAA34278.1| pre-alpha-/beta-gli  (319 aa) 
 initn:  95 init1:  63 opt:  68  Z-score: 109.4  bits: 25.3 E(): 0.36 
Smith-Waterman score: 68;  38.462% identity (57.692% similar) in 26 aa overlap 
(3-28:83-108) 
 
gi|170 MKTFLILALLAIVATTATTAVRVPVPQLQPQNPSQQQPQEQVPLVQQQQFPGQQQQFPPQ 
               10        20        30        40        50        60 
 
                                   10        20        30           
CV127.                     MSQPLPLQPNLPNPKHSSPDSLQINPAKALISSSKL     
                             :: :. :.:: :. .:    :  : .             
gi|170 QPYPQPQPFPSQQPYLQLQPFPQPQPFPPQLPYPQPQSFPPQQPYPQQQPQYLQPQQPIS 
               70        80        90       100       110       120 
 
gi|170 QQQAQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHASSQVLQQSTYQLLQQ 
              130       140       150       160       170       180 
 
gi|170 LCCQQLLQIPEQSQCQAIHNVAHAIIMHQQQQQQQEQKQQLQQQQQQQQQLQQQQQQQQQ 
              190       200       210       220       230       240 
 
gi|170 QPSSQVSFQQPQQQYPSSQVSFQPSQLNPQAQGSVQPQQLPQFAEIRNLALQTLPAMCNV 
              250       260       270       280       290       300 
 
gi|170 YIPPHCSTTIAPFGISGTN 
              310          
 
>>gi|170718 gi|170718|gb|AAA34279.1| alpha/beta-gliadin   (313 aa) 
 initn:  62 init1:  62 opt:  67  Z-score: 108.1  bits: 25.0 E(): 0.43 
Smith-Waterman score: 67;  38.462% identity (57.692% similar) in 26 aa overlap 
(3-28:80-105) 
 
gi|170 MKTFLILALVATTATTAVRVPVPQLQPKNPSQQQPQEQVPLVQQQQFPGQQQQFPPQQPY 
               10        20        30        40        50        60 
 
                                10        20        30              
CV127.                  MSQPLPLQPNLPNPKHSSPDSLQINPAKALISSSKL        
                          :: :. :.:: :. .:    :  : .                
gi|170 PQPQPFPSQQPYLQLQPFPQPQPFLPQLPYPQPQSFPPQQPYPQQRPKYLQPQQPISQQQ 
               70        80        90       100       110       120 
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gi|170 AQQQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHASSQVLQQSTYQLLQQL 
              130       140       150       160       170       180 
 
gi|170 CCQQLLQIPEQSRCQAIHNVVHAIIMHQQEQQQQLQQQQQQQLQQQQQQQQQQQQPSSQV 
              190       200       210       220       230       240 
 
gi|170 SFQQPQQQYPSSQGSFQPSQQNPQAQGSVQPQQLPQFAEIRNLALQTLPAMCNVYIPPHC 
              250       260       270       280       290       300 
 
gi|170 STTIAPFGIFGTN 
              310    
 
>>gi|21765 gi|21765|emb|CAA26385.1| unnamed protein prod  (313 aa) 
 initn:  62 init1:  62 opt:  67  Z-score: 108.1  bits: 25.0 E(): 0.43 
Smith-Waterman score: 67;  38.462% identity (57.692% similar) in 26 aa overlap 
(3-28:80-105) 
 
gi|217 MKTFLILALVATTATTAVRVPVPQLQPKNPSQQQPQEQVPLVQQQQFPGQQQQFPPQQPY 
               10        20        30        40        50        60 
 
                                10        20        30              
CV127.                  MSQPLPLQPNLPNPKHSSPDSLQINPAKALISSSKL        
                          :: :. :.:: :. .:    :  : .                
gi|217 PQPQPFPSQQPYLQLQPFPQPQPFLPQLPYPQPQSFPPQQPYPQQRPMYLQPQQPISQQQ 
               70        80        90       100       110       120 
 
gi|217 AQQQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHASSQVLQQSTYQLLQQL 
              130       140       150       160       170       180 
 
gi|217 CCQQLLQIPEQSRCQAIHNVVHAIIMHQQEQQQQLQQQQQQQLQQQQQQQQQQQQPSSQV 
              190       200       210       220       230       240 
 
gi|217 SFQQPQQQYPSSQGSFQPSQQNPQAQGSVQPQQLPQFAEIRNLALQTLPAMCNVYIPPHC 
              250       260       270       280       290       300 
 
gi|217 STTIAPFGIFGTN 
              310    
 
>>gi|170738 gi|170738|gb|AAA34289.1| gamma-gliadin        (327 aa) 
 initn: 250 init1:  67 opt:  67  Z-score: 107.8  bits: 25.0 E(): 0.45 
Smith-Waterman score: 67;  47.059% identity (76.471% similar) in 17 aa overlap 
(3-19:82-98) 
 
gi|170 MKTLLILTILAMAITIGTANIQVDPSGQVQWLQQQLVPQLQQPLSQQPQQTFPQPQQTFP 
               10        20        30        40        50        60 
 
                                  10        20        30            
CV127.                    MSQPLPLQPNLPNPKHSSPDSLQINPAKALISSSKL      
                            ::.: ::. : :. ..:                       
gi|170 HQPQQQVPQPQQPQQPFLQPQQPFPQQPQQPFPQTQQPQQPFPQQPQQPFPQTQQPQQPF 
               70        80        90       100       110       120 
 
gi|170 PQQPQQPFPQTQQPQQPFPQLQQPQQPFPQPQQQLPQPQQPQQSFPQQQRPFIQPSLQQQ 
              130       140       150       160       170       180 
 
gi|170 LNPCKNILLQQSKPASLVSSLWSIIWPQSDCQVMRQQCCQQLAQIPQQLQCAAIHSVVHS 
              190       200       210       220       230       240 
 
gi|170 IIMQQQQQQQQQQGIDIFLPLSQHEQVGQGSLVQGQGIIQPQQPAQLEAIRSLVLQTLPS 
              250       260       270       280       290       300 
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gi|170 MCNVYVPPECSIMRAPFASIVAGIGGQ 
              310       320        
 
>>gi|170708 gi|170708|gb|AAA34274.1| gamma-gliadin B pre  (291 aa) 
 initn:  65 init1:  65 opt:  65  Z-score: 105.8  bits: 24.5 E(): 0.57 
Smith-Waterman score: 65;  47.059% identity (70.588% similar) in 17 aa overlap 
(3-19:90-106) 
 
gi|170 MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQQTFP 
               10        20        30        40        50        60 
 
                                          10        20        30    
CV127.                            MSQPLPLQPNLPNPKHSSPDSLQINPAKALISS 
                                    :: : ::. : :. ..:               
gi|170 HQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQPF 
               70        80        90       100       110       120 
 
                                                                    
CV127. SKL                                                          
                                                                    
gi|170 PQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSIILPPSDCQVMR 
              130       140       150       160       170       180 
 
gi|170 QQCCQQLAQIPQQLQCAAIHSVVHSIIMQQEQQEQLQGVQILVPLSQQQQVGQGILVQGQ 
              190       200       210       220       230       240 
 
gi|170 GIIQPQQPAQLEVIRSLVLQTLPTMCNVYVPPYCSTIRAPFASIVASIGGQ 
              250       260       270       280       290  
 
>>gi|170724 gi|170724|gb|AAA34282.1| pre-alpha-/beta-gli  (297 aa) 
 initn:  93 init1:  42 opt:  63  Z-score: 102.8  bits: 24.0 E(): 0.84 
Smith-Waterman score: 63;  52.941% identity (76.471% similar) in 17 aa overlap 
(3-19:79-94) 
 
gi|170 MKTFLILALRAIVATTATIAVRVPVPQLQPQNPSQQQPQKQVPLVQQQQFPGQQQPFPPQ 
               10        20        30        40        50        60 
 
                               10        20        30               
CV127.                 MSQPLPLQPNLPNPKHSSPDSLQINPAKALISSSKL         
                         ::.: ::.:: :. . :                          
gi|170 QPYPQQQPFPSQQPYMQLQPFP-QPQLPYPQPQLPYPQPQPFRPQQSYPQPQPQYSQPQQ 
               70        80         90       100       110          
 
gi|170 PISQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHSIAHGSSQVLQQSTYQLVQQF 
     120       130       140       150       160       170          
 
gi|170 CCQQLWQIPEQSRCQAIHNVVHAIILHQQQQQQQQQQQQQQQPLSQVCFQQSQQQYPSGQ 
     180       190       200       210       220       230          
 
gi|170 GSFQPSQQNPQAQGSVQPQQLPQFEEIRNLALETLPAMCNVYIPPYCTIAPVGIFGTN 
     240       250       260       270       280       290        
 
>>gi|21673 gi|21673|emb|CAA35238.1| unnamed protein prod  (307 aa) 
 initn: 126 init1:  42 opt:  63  Z-score: 102.5  bits: 24.0 E(): 0.87 
Smith-Waterman score: 63;  52.941% identity (76.471% similar) in 17 aa overlap 
(3-19:79-94) 
 
gi|216 MKTFLILALLAIVATTARIAVRVPVPQLQPQNPSQQQPQEQVPLVQQQQFPGQQQPFPPQ 
               10        20        30        40        50        60 
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                               10        20        30               
CV127.                 MSQPLPLQPNLPNPKHSSPDSLQINPAKALISSSKL         
                         ::.: ::.:: :. . :                          
gi|216 QPYPQPQPFPSQQPYLQLQPFP-QPQLPYPQPQLPYPQPQLPYPQPQPFRPQQPYPQSQP 
               70        80         90       100       110          
 
gi|216 QYSQPQQPISQQQQQQQQQQQQKQQQQQQQQILQQILQQQLIPCRDVVLQQHSIAYGSSQ 
     120       130       140       150       160       170          
 
gi|216 VLQQSTYQLVQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQQQQQQQQQQPLSQVSFQ 
     180       190       200       210       220       230          
 
gi|216 QPQQQYPSGQGSFQPSQQNPQAQGSVQPQQLPQFEEIRNLALETLPAMCNVYIPPYCTIA 
     240       250       260       270       280       290          
 
gi|216 PVGIFGTN 
     300        
 
>>gi|1304264 gi|1304264|dbj|BAA12318.1| alpha-gliadin [T  (259 aa) 
 initn:  82 init1:  60 opt:  62  Z-score: 102.4  bits: 23.7 E(): 0.89 
Smith-Waterman score: 62;  36.000% identity (60.000% similar) in 25 aa overlap 
(2-26:69-93) 
 
gi|130 VRVPVPQLQPQNPSQQQPQEQVPLVQQQQFLGQQQPFPPQQPYPQPQPFPSQQPYLQLQP 
               10        20        30        40        50        60 
 
                      10        20        30                        
CV127.        MSQPLPLQPNLPNPKHSSPDSLQINPAKALISSSKL                  
               ::: :..:. : :. .   :   .:                            
gi|130 FPQPQLPYSQPQPFRPQQPYPQPQPQYSQPQEPISQQQQQQQQQQQILQQILQQQLIPCM 
               70        80        90       100       110       120 
 
gi|130 DVVLQQHNIAHGRSQVLQQSTYQLLQELCCQHLWQIPEQSQCQAIQNVVHAIILHQQQKQ 
              130       140       150       160       170       180 
 
gi|130 QQQPSSQVSFQQPLQQYPLGQGSFRPSQQNPQDQGSVQPQQLPQFEEIRNLALQTLPAMC 
              190       200       210       220       230       240 
 
gi|130 NVYIPPYCTIAPFGIFGTN 
              250          
 
>>gi|170722 gi|170722|gb|AAA34281.1| pre-alpha-/beta-gli  (262 aa) 
 initn: 106 init1:  60 opt:  62  Z-score: 102.3  bits: 23.7 E():  0.9 
Smith-Waterman score: 62;  36.000% identity (60.000% similar) in 25 aa overlap 
(2-26:89-113) 
 
gi|170 MKTFLILALLAIVATTATTAVRVPVPQLQPQNPSQQQPQEQVPLVQQQQFLGQQQPFPPQ 
               10        20        30        40        50        60 
 
                                          10        20        30    
CV127.                            MSQPLPLQPNLPNPKHSSPDSLQINPAKALISS 
                                   ::: :..:. : :. .   :   .:        
gi|170 QPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPYPQPQPQYSQPQQPISQQQQQ 
               70        80        90       100       110       120 
                                                                    
CV127. SKL                                                          
                                                                    
gi|170 QQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHGKSQVLQQSTYQLLQELCCQH 
              130       140       150       160       170       180 
 
gi|170 LWQIPEQSQCQAIHNVVHAIILHQQQKQQQQPSSQVSFQQPLQQYPLGQGSFRPSQQNPQ 
              190       200       210       220       230       240 
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gi|170 AQGSVQPQQLPQFEEIRNLARK 
              250       260   
 
>>gi|62484809 gi|62484809|emb|CAI78902.1| putative gamma  (285 aa) 
 initn:  59 init1:  59 opt:  62  Z-score: 101.7  bits: 23.7 E(): 0.98 
Smith-Waterman score: 66;  30.769% identity (51.282% similar) in 39 aa overlap 
(3-31:37-75) 
 
                                                 10                 
CV127.                                   MSQPLPLQPNLP----------NPKH 
                                           ::.: ::. :          .:.: 
gi|624 MQVNPSVQVQPTQQQPYPESQQPFISQSQQQFPQPQQPFPQQPQQPFPQSQQQCLQQPQH 
               10        20        30        40        50        60 
 
         20        30                                               
CV127. SSPDSLQINPAKALISSSKL                                         
       . :.  :  : . :.                                              
gi|624 QFPQPTQQFPQRPLLPFTHPFLTFPDQLLPQPPHQSFPQPPQSYPQPPLQPFPQPPQQKY 
               70        80        90       100       110       120 
 
gi|624 PEQPQQPFPWQQPTIQLYLQQQLNPCKEFLLQQCRPVSLLSYLWSKIVQQSSCRVMQQQC 
              130       140       150       160       170       180 
 
gi|624 CLQLAQIPEQYKCTAIDSIVHAIFMQQGQRQGVQIVQQQPQPQQVGQCVLVQGQGVVQPQ 
              190       200       210       220       230       240 
 
gi|624 QLAQMEAIRTLVLQSVPSMCNFNVPPNCSTIKAPFVGVVTGVGGQ 
              250       260       270       280      
 
>>gi|170720 gi|170720|gb|AAA34280.1| alpha/beta-gliadin   (286 aa) 
 initn: 108 init1:  60 opt:  62  Z-score: 101.7  bits: 23.7 E(): 0.98 
Smith-Waterman score: 62;  36.000% identity (60.000% similar) in 25 aa overlap 
(2-26:89-113) 
 
gi|170 MKTFLILVLLAIVATTATTAVRFPVPQLQPQNPSQQQPQEQVPLVQQQQFLGQQQPFPPQ 
               10        20        30        40        50        60 
 
                                          10        20        30    
CV127.                            MSQPLPLQPNLPNPKHSSPDSLQINPAKALISS 
                                   ::: :..:. : :. .   :   .:        
gi|170 QPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPYPQPQPQYSQPQQPISQQQQQ 
               70        80        90       100       110       120 
                                                                    
CV127. SKL                                                          
                                                                    
gi|170 QQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQSTYQLLQELCCQHL 
              130       140       150       160       170       180 
 
gi|170 WQIPEQSQCQAIHNVVHAIILHQQQKQQQQPSSQVSFQQPLQQYPLGQGSFRPSQQNPQA 
              190       200       210       220       230       240 
 
gi|170 QGSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN 
              250       260       270       280       
 
>>gi|21755 gi|21755|emb|CAA25593.1| unnamed protein prod  (286 aa) 
 initn: 108 init1:  60 opt:  62  Z-score: 101.7  bits: 23.7 E(): 0.98 
Smith-Waterman score: 62;  36.000% identity (60.000% similar) in 25 aa overlap 
(2-26:89-113) 
 
gi|217 MKTFLILVLLAIVATTATTAVRFPVPQLQPQNPSQQQPQEQVPLVQQQQFLGQQQPFPPQ 
               10        20        30        40        50        60 
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                                          10        20        30    
CV127.                            MSQPLPLQPNLPNPKHSSPDSLQINPAKALISS 
                                   ::: :..:. : :. .   :   .:        
gi|217 QPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQPFRPQQPYPQPQPQYSQPQQPISQQQQQ 
               70        80        90       100       110       120 
 
                                                                    
CV127. SKL                                                          
                                                                    
gi|217 QQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQSTYQLLQELCCQHL 
              130       140       150       160       170       180 
 
gi|217 WQIPEQSQCQAILKVVHAIILHQQQKQQQQPSSQVSFQQPLQQYPLGQGSFRPSQQNPQA 
              190       200       210       220       230       240 
 
gi|217 QGSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN 
              250       260       270       280       
 
>>gi|473876 gi|473876|gb|AAA17741.1| alpha-gliadin        (287 aa) 
 initn: 106 init1:  60 opt:  62  Z-score: 101.6  bits: 23.7 E(): 0.98 
Smith-Waterman score: 62;  36.000% identity (60.000% similar) in 25 aa overlap 
(2-26:89-113) 
 
gi|473 MKTFLILALLAIVATTATTAVRVPVPQLQPQNPSQQQPQEQVPLVQQQQFLGQQQPFPPQ 
               10        20        30        40        50        60 
 
                                          10        20        30    
CV127.                            MSQPLPLQPNLPNPKHSSPDSLQINPAKALISS 
                                   ::: :..:. : :. .   :   .:        
gi|473 QPYPQPQPFPSQQPYLQLQPFLQPQLPYSQPQPFRPQQPYPQPQPQYSQPQQPISQQQQQ 
               70        80        90       100       110       120 
 
                                                                    
CV127. SKL                                                          
                                                                    
gi|473 QQQQQQQQQQQQQQIIQQILQQQLIPCMDVVLQQHNIVHGKSQVLQQSTYQLLQELCCQH 
              130       140       150       160       170       180 
 
gi|473 LWQIPEQSQCQAIHNVVHAIILHQQQKQQQQPSSQVSFQQPLQQYPLGQGSFRPSQQNPQ 
              190       200       210       220       230       240 
 
gi|473 AQGSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN 
              250       260       270       280        
 
>>gi|170726 gi|170726|gb|AAA34283.1| pre-alpha-/beta-gli  (282 aa) 
 initn: 109 init1:  60 opt:  61  Z-score: 100.3  bits: 23.5 E():  1.2 
Smith-Waterman score: 61;  37.500% identity (54.167% similar) in 24 aa overlap 
(3-26:78-101) 
 
gi|170 MKTFLILALLAIVATTATSAVRVPVPQLQPQNPSQQQPQEQVPLMQQQQQFPGQQEQFPP 
               10        20        30        40        50        60 
 
                              10        20        30                
CV127.                MSQPLPLQPNLPNPKHSSPDSLQINPAKALISSSKL          
                        :: :. :.:: :. .     :  :                    
gi|170 QQPYPHQQPFPSQQPYPQPQPFPPQLPYPQTQPFPPQQPYPQPQPQYPQPQQPISQQQAQ 
               70        80        90       100       110       120 
 
gi|170 QQQQQQQTLQQILQQQLIPCRDVVLQQHNIAHASSQVLQQSSYQQLQQLCCQQLFQIPEQ 
              130       140       150       160       170       180 
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gi|170 SRCQAIHNVVHAIILHHHQQQQQQPSSQVSYQQPQEQYPSGQVSFQSSQQNPQAQGSVQP 
              190       200       210       220       230       240 
 
gi|170 QQLPQFQEIRNLALQTLPAMCNVYIPPYCSTTIAPFGIFGTN 
              250       260       270       280   
 
>>gi|170740 gi|170740|gb|AAA34290.1| gliadin              (296 aa) 
 initn: 108 init1:  60 opt:  61  Z-score: 100.0  bits: 23.5 E():  1.2 
Smith-Waterman score: 62;  41.176% identity (76.471% similar) in 17 aa overlap 
(3-19:27-43) 
 
                                       10        20        30       
CV127.                         MSQPLPLQPNLPNPKHSSPDSLQINPAKALISSSKL 
                                 :: : .:. :.:... :                  
gi|170 MKTFLILALLAIVATTATTAVRVPVPQPQPQNPSQPQPQRQVPLVQQQQFPGQQQQFPPQ 
               10        20        30        40        50        60 
 
gi|170 QPYPQPQPFPSQQPYLQLQPFPQPQPFPPQLPYPQPPPFSPQQPYPQPQPQYPQPQQPIS 
               70        80        90       100       110       120 
 
gi|170 QQQAQQQQQQQQQQQQQQQQQQILPQILQQQLIPCRDVVLQQHNIAHARSQVLQQSTYQP 
              130       140       150       160       170       180 
 
gi|170 LQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQQQQQPSSQVSLQQPQQQYPSGQGFFQ 
              190       200       210       220       230       240 
 
gi|170 PSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTTAPFGIFGTN 
              250       260       270       280       290       
 
>>gi|21757 gi|21757|emb|CAA26383.1| unnamed protein prod  (296 aa) 
 initn: 108 init1:  60 opt:  61  Z-score: 100.0  bits: 23.5 E():  1.2 
Smith-Waterman score: 61;  37.500% identity (54.167% similar) in 24 aa overlap 
(3-26:83-106) 
 
gi|217 MKTFLILALLAIVATTATTAVRVPVPQPQPQNPSQPQPQGQVPLVQQQQFPGQQQQFPPQ 
               10        20        30        40        50        60 
 
                                   10        20        30           
CV127.                     MSQPLPLQPNLPNPKHSSPDSLQINPAKALISSSKL     
                             :: :. :.:: :.    .  :  :               
gi|217 QPYPQPQPFPSQQPYLQLQPFPQPQPFPPQLPYPQPPPFSPQQPYPQPQPQYPQPQQPIS 
               70        80        90       100       110       120 
 
gi|217 QQQAQQQQQQQQQQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHARSQVLQQSTYQP 
              130       140       150       160       170       180 
 
gi|217 LQQLCCQQLWQIPEQSRCQAIHNVVHAIILHQQQRQQQPSSQVSLQQPQQQYPSGQGFFQ 
              190       200       210       220       230       240 
 
gi|217 PSQQNPQAQGSVQPQQLPQFEEIRNLALQTLPRMCNVYIPPYCSTTIAPFGIFGTN 
              250       260       270       280       290       
 
>>gi|75219081 gi|75219081|sp|O22108|O22108_WHEAT LMM glu  (285 aa) 
 initn:  45 init1:  45 opt:  60  Z-score: 98.8  bits: 23.2 E():  1.4 
Smith-Waterman score: 60;  32.353% identity (67.647% similar) in 34 aa overlap 
(3-35:13-46) 
 
                         10         20        30                    
CV127.           MSQPLPLQPNLPN-PKHSSPDSLQINPAKALISSSKL              
                   :::: : ..:. :  :. .. :. : .  .:...               
gi|752 RCIPGLERPWQQQPLPPQQTFPQQPLFSQQQQQQLFPQQPSFSQQQPPFWQQQPPFSQQQ 
               10        20        30        40        50        60 
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gi|752 PILPQQPPFSQQQQLVLPQQSPFSQQQQLILPPQQQQQLPQQQISIVQPSVLQQLNPCKV 
               70        80        90       100       110       120 
 
gi|752 FLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRAITYSIILQE 
              130       140       150       160       170       180 
 
gi|752 QQQGFVQAQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQQGTFLQP 
              190       200       210       220       230       240 
 
gi|752 HQIAHLEVMTSIALRTLPMMCSVNVPLYSSTTSVPFGVGTGVGAY 
              250       260       270       280      
 
>>gi|21773 gi|21773|emb|CAA31685.1| unnamed protein prod  (307 aa) 
 initn:  45 init1:  45 opt:  60  Z-score: 98.3  bits: 23.2 E():  1.5 
Smith-Waterman score: 60;  32.353% identity (67.647% similar) in 34 aa overlap 
(3-35:36-69) 
 
                                                10         20       
CV127.                                  MSQPLPLQPNLPN-PKHSSPDSLQINP 
                                          :::: : ..:. :  :. .. :. : 
gi|217 MKTFLVFALLAVAATSAIAQMETRCIPGLERPWQQQPLPPQQTFPQQPLFSQQQQQQLFP 
               10        20        30        40        50        60 
 
         30                                                         
CV127. AKALISSSKL                                                   
        .  .:...                                                    
gi|217 QQPSFSQQQPPFWQQQPPFSQQQPILPQQPPFSQQQQLVLPQQPPFSQQQQPVLPPQQSP 
               70        80        90       100       110       120 
 
gi|217 FPQQQQQHQQLVQQQIPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHV 
              130       140       150       160       170       180 
 
gi|217 MQQQCCQQLPQIPQQSRYEAIRAIIYSIILQEQQQVQGSIQSQQQQPQQLGQCVSQPQQQ 
              190       200       210       220       230       240 
 
gi|217 SQQQLGQQPQQQQLAQGTFLQPHQIAQLEVMTSIALRILPTMCSVNVPLYRTTTSVPFGV 
              250       260       270       280       290       300 
 
gi|217 GTGVGAY 
               
 
>>gi|170712 gi|170712|gb|AAA34276.1| pre-alpha-/beta-gli  (291 aa) 
 initn:  65 init1:  42 opt:  58  Z-score: 95.8  bits: 22.7 E():  2.1 
Smith-Waterman score: 58;  38.462% identity (61.538% similar) in 26 aa overlap 
(3-26:55-80) 
 
                                                                    
CV127.                                                     MSQPLPLQ 
                                                             ::.: : 
gi|170 MKTFPILALLAIVATTATTAVRVPVPQLQLQNPSQQQPQEQVPLVQEQQFQGQQQPFPPQ 
               10        20        30        40        50        60 
 
       10          20        30                                     
CV127. PNLPNPKH--SSPDSLQINPAKALISSSKL                               
          :.:.   :.   ::..:                                         
gi|170 QPYPQPQPFPSQQPYLQLQPFPQPQLPYPQPQPFRPQQPYPQPQPQYSQPQQPISQQQQQ 
               70        80        90       100       110       120 
 
gi|170 QQQQQQQQQQILQQILQQQLIPCRDVVLQQHNIAHGSSQVLQESTYQLVQQLCCQQLWQI 
              130       140       150       160       170       180 
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gi|170 PEQSRCQAIHNVVHAIILHQQHHHHQQQQQQQQQQPLSQVSFQQPQQQYPSGQGFFQPSQ 
              190       200       210       220       230       240 
 
gi|170 QNPQAQGSFQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN 
              250       260       270       280       290  
 
>>gi|170702 gi|170702|gb|AAA34272.1| gamma gliadin precu  (302 aa) 
 initn:  74 init1:  47 opt:  58  Z-score: 95.5  bits: 22.7 E():  2.1 
Smith-Waterman score: 60;  43.750% identity (75.000% similar) in 16 aa overlap 
(4-19:106-121) 
 
gi|170 MKTLLILTILAMATTIATANMQVDPSGQVQWPQQQPFPQPQQPFCQQPQRTIPQPHQTFH 
               10        20        30        40        50        60 
 
                                                         10         
CV127.                                           MSQPLPLQPNLPNPKHSS 
                                                    :.: ::. : :. .. 
gi|170 HQPQQTFPQPQQTYPHQPQQQFPQTQQPQQPFPQPQQTFPQQPQLPFPQQPQQPFPQPQQ 
               70        80        90       100       110       120 
 
       20        30                                                 
CV127. PDSLQINPAKALISSSKL                                           
       :                                                            
gi|170 PQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQQQQPAIQSFLQQQMNPCKNFLLQQCN 
              130       140       150       160       170       180 
 
gi|170 HVSLVSSLVSIILPRSDCQVMQQQCCQQLAQIPQQLQCAAIHSVAHSIIMQQEQQQGVPI 
              190       200       210       220       230       240 
 
gi|170 LRPLFQLAQGLGIIQPQQPAQLEGIRSLVLKTLPTMCNVYVPPDCSTINVPYANIDAGIG 
              250       260       270       280       290       300 
 
gi|170 GQ 
          
 
>>gi|21930 gi|21930|emb|CAA44473.1| LMW glutenin [Tritic  (285 aa) 
 initn:  76 init1:  45 opt:  57  Z-score: 94.6  bits: 22.4 E():  2.4 
Smith-Waterman score: 57;  32.353% identity (64.706% similar) in 34 aa overlap 
(3-35:36-69) 
 
                                                10         20       
CV127.                                  MSQPLPLQPNLPN-PKHSSPDSLQINP 
                                          :::: : ..:. :  :. .. :  : 
gi|219 MKTFLVFALLAVVATSAIAQMDTSCIPGLERPWQQQPLPPQQTFPQQPPFSQQQQQQPFP 
               10        20        30        40        50        60 
 
         30                                                         
CV127. AKALISSSKL                                                   
        .  .:...                                                    
gi|219 QQPSFSQQQPILPQGPPFPQQTQPVLPQQSPFSQQQQLILPPQQQQQLPQQQISIVQPSV 
               70        80        90       100       110       120 
 
gi|219 LQQLNPCKVFLQQQCSPVAIPQRLARSQMWQQSSCHVMQQQCCQQLSQIPEQSRYDAIRA 
              130       140       150       160       170       180 
 
gi|219 ITYSIILQEQQQGQSQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQVQ 
              190       200       210       220       230       240 
 
gi|219 QGTFLQPHQIAHLEVMTSIALRTLPTMCSVNVPLYSSTTSVPFGV 
              250       260       270       280      
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>>gi|76782247 gi|76782247|gb|ABA54897.1| hydrophobic see  (134 aa) 
 initn:  42 init1:  42 opt:  51  Z-score: 91.6  bits: 20.8 E():  3.5 
Smith-Waterman score: 51;  47.826% identity (56.522% similar) in 23 aa overlap 
(4-26:39-58) 
 
                                                  10        20      
CV127.                                    MSQPLPLQPNLPNPKHSSPDSLQIN 
                                             : :: :  : :. : : ::.   
gi|767 MGSKVVASVALLLSINILFISMVSSSSHYDPPPPPCYVPAPLTP--P-PSLSPPPSLSPP 
               10        20        30        40           50        
 
          30                                                        
CV127. PAKALISSSKL                                                  
       :                                                            
gi|767 PPSGPSCPDLSVCLNILDGSPADDCCALIADLVDLEASVCLCIQLRVLGIVNLDLNLQLI 
        60        70        80        90       100       110        
 
gi|767 LNACGPSYPSNATCPRT 
       120       130     
 
>>gi|21926 gi|21926|emb|CAA36063.1| unnamed protein prod  (295 aa) 
 initn:  38 init1:  38 opt:  55  Z-score: 91.4  bits: 21.9 E():  3.6 
Smith-Waterman score: 55;  36.667% identity (60.000% similar) in 30 aa overlap 
(3-27:36-65) 
 
                                                10             20   
CV127.                                  MSQPLPLQPNL-----PNPKHSSPDSL 
                                          :::: : .:     : :....:    
gi|219 MKTFLVFALLAVVATSTIAQMETSCIPGLERPWQEQPLPPQHTLFPQQQPFPQQQQPPFS 
               10        20        30        40        50        60 
 
             30                                                     
CV127. QINPAKALISSSKL                                               
       : .:.                                                        
gi|219 QQQPSFLQQQPILPQLPFSQQQQPVLPQQSPFSQQQLVLPPQQQYQQVLQQQIPIVQPSV 
               70        80        90       100       110       120 
 
gi|219 LQQLNPCKVFLQQQCNPVAMPQRLARSQMLQQSSCHVMQQQCCQQLPQIPEQSRYDVIRA 
              130       140       150       160       170       180 
 
gi|219 ITYSIILQEQQQGFVQAQQQQPQQLGQGVSQSQQQSQQQLGQCSFQQPQQQLGQQPQQQQ 
              190       200       210       220       230       240 
 
gi|219 VLQGTFLQPHQIAHLEVMTSIALRTLPTMCSVNVPLYSSTTSVPFSVGTGVGAYL 
              250       260       270       280       290      
 
>>gi|1063270 gi|1063270|dbj|BAA11251.1| gamma-gliadin pr  (279 aa) 
 initn:  43 init1:  43 opt:  53  Z-score: 89.0  bits: 21.3 E():  4.9 
Smith-Waterman score: 57;  37.037% identity (62.963% similar) in 27 aa overlap 
(3-26:16-41) 
 
                            10           20        30               
CV127.              MSQPLPLQPNLP---NPKHSSPDSLQINPAKALISSSKL         
                      ::.: ::. :   .:... :.  :  :                   
gi|106 NIQVDPSGQVQWPQQQPFP-QPHQPFSQQPQQTFPQPQQTFPHQPQQQFSQPQQPQQQFI 
               10         20        30        40        50          
 
gi|106 QPQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFP 
      60        70        80        90       100       110          
 
gi|106 QQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILPRSDCQVMRQQCCQQLAQIP 
     120       130       140       150       160       170          
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gi|106 QQLQCAAIHSIVHSIIMQQEQQEQRQGVQILVPLSQQQQVGQGTLVQGQGIIQPQQPAQL 
     180       190       200       210       220       230          
 
gi|106 EVIRSSVLQTLATMCNVYVPPYCSTIRAPFASIVAGIGGQ 
     240       250       260       270          
 
>>gi|170734 gi|170734|gb|AAA34287.1| gamma gliadin B-III  (244 aa) 
 initn: 124 init1:  52 opt:  52  Z-score: 88.6  bits: 21.1 E():  5.2 
Smith-Waterman score: 57;  33.333% identity (54.545% similar) in 33 aa overlap 
(3-24:3-35) 
 
               10                   20        30                    
CV127. MSQPLPLQPN-----------LPNPKHSSPDSLQINPAKALISSSKL              
         ::.::::.           : .:.. ::.  :.                          
gi|170 PQQPFPLQPQQSFLWQSQQPFLQQPQQPSPQPQQVVQIISPATPTTIPSAGKPTSAPFPQ 
               10        20        30        40        50        60 
 
gi|170 QQQQHQQLAQQQIPVVQPSILQQLNPCKVFLQQQCSPVAMPQRLARSQMLQQSSCHVMQQ 
               70        80        90       100       110       120 
 
gi|170 QCCQQLPQIPQQSRYQAIRAIIYSIILQEQQQVQGSIQSQQQQPQQLGQCVSQPQQQSQQ 
              130       140       150       160       170       180 
 
gi|170 QLGQQPQQQQLAQGTFLQPHQIAQLEVMTSIALRILPTMCSVNVPLYRTTTSVPFGVGTG 
              190       200       210       220       230       240 
 
gi|170 VGAY 
            
>>gi|3915783 gi|3915783|sp|P43217.3|NLT11_PARJU Probable  (139 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 88.5  bits: 20.2 E():  5.3 
Smith-Waterman score: 49;  34.783% identity (60.870% similar) in 23 aa overlap 
(5-27:97-119) 
 
gi|391 QETCGTMVRALMPCLPFVQGKEKEPSKGCCSGAKRLDGETKTGPQRVHACECIQTAMKTY 
               10        20        30        40        50        60 
 
                                               10        20         
CV127.                                 MSQPLPLQPNLPNPKHSSPDSLQINPAK 
                                           .: ::.::   . .: .   .::  
gi|391 SDIDGKLVSEVPKHCGIVDSKLPPIDVNMDCKTVGVVPRQPQLPVSLRHGPVTGPSDPAH 
               70        80        90       100       110       120 
 
       30                  
CV127. ALISSSKL            
                           
gi|391 KARLERPQIRVPPPAPEKA 
              130          
 
>>gi|162811 gi|162811|gb|AAA30433.1| kappa-casein precur  (190 aa) 
 initn:  35 init1:  35 opt:  50  Z-score: 87.6  bits: 20.5 E():  5.9 
Smith-Waterman score: 50;  33.333% identity (66.667% similar) in 30 aa overlap 
(3-30:67-95) 
 
gi|162 MMKSFFLVVTILALTLPFLGAQEQNQEQPIRCEKDERFFSDKIAKYIPIQYVLSRYPSYG 
               10        20        30        40        50        60 
 
                   10          20        30                         
CV127.     MSQPLPLQPN--LPNPKHSSPDSLQINPAKALISSSKL                   
             .:. :  :  :: : ...: ... .::. :                         
gi|162 LNYYQQKPVALINNQFLPYPYYAKPAAVR-SPAQILQWQVLSNTVPAKSCQAQPTTMARH 
               70        80         90       100       110          
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gi|162 PHPHLSFMAIPPKKNQDKTEIPTINTIASGEPTSTPTIEAVESTVATLEASPEVTESPPE 
     120       130       140       150       160       170          
 
gi|162 INTVQVTSTAV 
     180       190 
 
>>gi|1228078 gi|1228078|emb|CAA33034.1| kappa-casein [Bo  (190 aa) 
 initn:  35 init1:  35 opt:  50  Z-score: 87.6  bits: 20.5 E():  5.9 
Smith-Waterman score: 50;  33.333% identity (66.667% similar) in 30 aa overlap 
(3-30:67-95) 
 
gi|122 MMKSFFLVVTILALTLPFLGAQEQNQEQPIRCEKDERFFSDKIAKYIPIQYVLSRYPSYG 
               10        20        30        40        50        60 
 
                   10          20        30                         
CV127.     MSQPLPLQPN--LPNPKHSSPDSLQINPAKALISSSKL                   
             .:. :  :  :: : ...: ... .::. :                         
gi|122 LNYYQQKPVALINNQFLPYPYYAKPAAVR-SPAQILQWQVLSNTVPAKSCQAQPTTMARH 
               70        80         90       100       110          
 
gi|122 PHPHLSFMAIPPKKNQDKTEIPTINTIASGEPTSTPTTEAVESTVATLEDSPEVIESPPE 
     120       130       140       150       160       170          
 
gi|122 INTVQVTSTAV 
     180       190 
 
>>gi|21761 gi|21761|emb|CAA26384.1| unnamed protein prod  (286 aa) 
 initn:  97 init1:  49 opt:  52  Z-score: 87.4  bits: 21.1 E():  6.1 
Smith-Waterman score: 55;  38.462% identity (61.538% similar) in 26 aa overlap 
(3-26:55-80) 
                                                                    
CV127.                                                     MSQPLPLQ 
                                                             ::.: : 
gi|217 MKTFLILVLLAIVATTATTAVRFPVPQLQPQNPSQQQPQEQVPLVQQQQFLGQQQPFPPQ 
               10        20        30        40        50        60 
 
       10          20        30                                     
CV127. PNLPNPKH--SSPDSLQINPAKALISSSKL                               
          :.:.   :.   ::..:                                         
gi|217 QPYPQPQPFPSQLPYLQLQPFPQPQLPYSQPQQFRPQQPYPQPQPQYSQPQQPISQQQQQ 
               70        80        90       100       110       120 
 
gi|217 QQQQQQQQQQQQQILQQILQQQLIPCMDVVLQQHNIAHGRSQVLQQSTYQLLQELCCQHL 
              130       140       150       160       170       180 
 
gi|217 WQIPEQSQCQAIHNVVHAIILHQQQKQQQQPSSQVSFQQPLQQYPLGQGSFRPSQQNPQA 
              190       200       210       220       230       240 
 
gi|217 QGSVQPQQLPQFEEIRNLALQTLPAMCNVYIPPYCTIAPFGIFGTN 
              250       260       270       280       
 
>>gi|1532058 gi|1532058|emb|CAA65123.1| P9 protein [Pari  (176 aa) 
 initn:  49 init1:  49 opt:  49  Z-score: 86.8  bits: 20.3 E():  6.6 
Smith-Waterman score: 49;  34.783% identity (60.870% similar) in 23 aa overlap 
(5-27:134-156) 
 
gi|153 MRTVSAPSAVALVVIVAAGLAWTSLASVAPPAPAPGSEETCGTVVRALMPCLPFVQGKEK 
               10        20        30        40        50        60 
 
gi|153 EPSKGCCSGAKRLDGETKTGLQRVHACECIQTAMKTYSDIDGKLVSEVPKHCGIVDSKLP 
               70        80        90       100       110       120 
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                        10        20        30                  
CV127.          MSQPLPLQPNLPNPKHSSPDSLQINPAKALISSSKL            
                    .: ::.::   . .: .   .::                     
gi|153 PIDVNMDCKTLGVVPRQPQLPVSLRHGPVTGPSDPAHKARLERPQIRVPPPAPEKA 
              130       140       150       160       170       
 
>>gi|886963 gi|886963|emb|CAA59338.1| low molecular weig  (229 aa) 
 initn:  67 init1:  42 opt:  50  Z-score: 86.2  bits: 20.5 E():  7.1 
Smith-Waterman score: 52;  42.308% identity (57.692% similar) in 26 aa overlap 
(3-23:30-55) 
 
                                          10             20         
CV127.                            MSQPLPLQPNL-----PNPKHSSPDSLQINPAK 
                                    :::: : .:     : :... : : :      
gi|886 FALIAVVATSTIAQMETSCIPGLERPWQQQPLPPQQTLFPQQQPFPQQQPPFSQQQPSFS 
               10        20        30        40        50        60 
 
       30                                                           
CV127. ALISSSKL                                                     
                                                                    
gi|886 QQQPPFSQQQPILPEPPFSLQQQPVLPQQSPFSQQQLVLPPQQQQQLPQQQISIVQPSVL 
               70        80        90       100       110       120 
 
gi|886 QQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSRCHVMQQQCCQQLSQIPEQSRYDAICAI 
              130       140       150       160       170       180 
 
gi|886 TYSIILQEQQQGFVQAQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQ 
              190       200       210       220          
 
>>gi|170730 gi|170730|gb|AAA34285.1| gamma-gliadin B-I p  (304 aa) 
 initn:  71 init1:  49 opt:  51  Z-score: 85.5  bits: 20.8 E():  7.7 
Smith-Waterman score: 51;  42.857% identity (66.667% similar) in 21 aa overlap 
(3-23:56-74) 
 
                                                                    
CV127.                                                      MSQPLPL 
                                                              ::::  
gi|170 MKTFLVFALIAVVATSAIAQMETSCISGLERPWQQQPLPPQQSFSQQPPFSQQQQQPLPQ 
               10        20        30        40        50        60 
 
        10        20        30                                      
CV127. QPNLPNPKHSSPDSLQINPAKALISSSKL                                
       ::..   ... : : :                                             
gi|170 QPSFS--QQQPPFSQQQPILSQQPPFSQQQQPVLPQQSPFSQQQQLVLPPQQQQQQLVQQ 
                 70        80        90       100       110         
 
gi|170 QIPIVQPSVLQQLNPCKVFLQQQCSPVAMPQRLARSQMWQQSSCHVMQQQCCQQLQQIPE 
      120       130       140       150       160       170         
 
gi|170 QSRYEAIRAIIYSIILQEQQQGFVQPQQQQPQQSGQGVSQSQQQSQQQLGQCSFQQPQQQ 
      180       190       200       210       220       230         
 
gi|170 LGQQPQQQQQQQVLQGTFLQPHQIAHLEAVTSIALRTLPTMCSVNVPLYSATTSVPFGVG 
      240       250       260       270       280       290         
 
gi|170 TGVGAY 
      300     
 
>>gi|886965 gi|886965|emb|CAA59339.1| low molecular weig  (261 aa) 
 initn:  73 init1:  45 opt:  50  Z-score: 85.2  bits: 20.6 E():    8 
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Smith-Waterman score: 53;  40.000% identity (64.000% similar) in 25 aa overlap 
(3-26:33-55) 
 
                                             10        20           
CV127.                               MSQPLPLQPNLPNPKHSSPD-SLQINPAKA 
                                       ::.: ::  :  ....:  : : .:    
gi|886 HIPSLEKPLQQQPLPLQQILWYQQQQPIQQQPQPFPQQP--PCSQQQQPPLSQQQQPPFS 
               10        20        30          40        50         
 
      30                                                            
CV127. LISSSKL                                                      
                                                                    
gi|886 QQQPPFSQQQQPILPQQPPFSQQQQQFPQQQQPLLPQQPPFSQQQPPFSQQQQQPPFSQQ 
       60        70        80        90       100       110         
 
gi|886 QQQPILLQQPPFSQHQQPVLPQQQIPSVQPSILQQLNPCKVFLQQQCSPVAMPQSLARSQ 
      120       130       140       150       160       170         
 
gi|886 MLWQSSCHVMQQQCCRQLPQIPEQSRYDAIRAIIYSIVLQEQQHGQGLNQPQQQQPQQSV 
      180       190       200       210       220       230         
 
gi|886 QGVSQPQQQQKQLGQCSFQQPQQ 
      240       250       260  
 
>>gi|62550933 gi|62550933|emb|CAI79052.1| putative LMW-g  (326 aa) 
 initn:  37 init1:  37 opt:  51  Z-score: 85.0  bits: 20.8 E():  8.3 
Smith-Waterman score: 51;  36.667% identity (63.333% similar) in 30 aa overlap 
(3-31:133-159) 
 
gi|625 MSHIPGLERPSQQQPLRPQQTLSHHHHQQPIQQQPQQFPQQQPCSQQQQQPPLSQQQQPP 
               10        20        30        40        50        60 
 
gi|625 FSQQQQPPFSQQQQPVLPQQPSFSQQQLPPFSQQQQPPFSQQQQPVLPQQPSFSQQQLPP 
               70        80        90       100       110       120 
 
                         10        20         30                    
CV127.           MSQPLPLQPNLPNPKHSSPDSLQ-INPAKALISSSKL              
                   ::. :: ..:      :. :: .:: :...                   
gi|625 FSQQLPPFSQQQQPVLLQQQIP---FVHPSILQQLNPCKVFLQQQCSPVAMPQSLARSQM 
              130       140          150       160       170        
 
gi|625 LQQSSCHVMQQQCCQQLPQIPQQSRYEAIRAIVYSIILQEQQQVQGSIQTQQQQPQQLGQ 
       180       190       200       210       220       230        
 
gi|625 CVSQPQQQSQQQLGQCSFQQPQQLQQLGQQPQQQQIPQGIFLQPHQISQLEVMTSIALRT 
       240       250       260       270       280       290        
 
gi|625 LPTMCGVNVPLYSSTTIMPFSIGTGVGGY 
       300       310       320       
 
>>gi|886967 gi|886967|emb|CAA59340.1| low molecular weig  (276 aa) 
 initn:  71 init1:  45 opt:  50  Z-score: 84.8  bits: 20.6 E():  8.5 
Smith-Waterman score: 53;  40.000% identity (64.000% similar) in 25 aa overlap 
(3-26:33-55) 
 
                                             10        20           
CV127.                               MSQPLPLQPNLPNPKHSSPD-SLQINPAKA 
                                       ::.: ::  :  ....:  : : .:    
gi|886 HIPSLEKPSQQQPLPLQQILWYHQQQPIQQQPQPFPQQP--PCSQQQQPPLSQQQQPPFS 
               10        20        30          40        50         
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      30                                                            
CV127. LISSSKL                                                      
                                                                    
gi|886 QQQPPFSQQELPILPQQPPFSQQQQPQFSQQQQPFPQQQQPLLLQQPPFSQQRPPFSQQQ 
       60        70        80        90       100       110         
 
gi|886 QQPVLPQQPPFSQQQQQQPILPQQPPFSLHQQPVLPQQQIPYVQPSILQQLNPCKVFLQQ 
      120       130       140       150       160       170         
 
gi|886 QCSPVAMPQSLARSQMLWQSSCHVMQQQCCQQLPRIPEQSRYDAIRAIIYSIVLQEQQHG 
      180       190       200       210       220       230         
 
gi|886 QGFNQPQQQQPQQSVQGVSQPQQQQKQLGQCSFQQPQQ 
      240       250       260       270       
 
 
 
 
36 residues in 1 query   sequences 
292011 residues in 1313 library sequences 
 Scomplib [34.26] 
 start: Sun Dec 14 22:16:33 2008 done: Sun Dec 14 22:16:33 2008 
 Total Scan time:  0.070 Total Display time:  0.030 
 
Function used was FASTA [version 34.26.5 April 26, 2007] 
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CV127.3783_d3 
 
FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26, 
2007 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
 CV127.3783_d3, 31 aa 
 vs /n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
 292011 residues in  1313 sequences 
  Expectation_n fit: rho(ln(x))= 3.8021+/-0.00408; mu= 1.1706+/- 0.212 
 mean_var=51.9844+/-12.802, 0's: 39 Z-trim: 40  B-trim: 50 in 1/41 
 Lambda= 0.177884 
 
FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2 
 join: 36, opt: 20, open/ext: -10/-2, width:  16 
The best scores are:                       opt bits E(1313) %_id  %_sim  alen 
gi|76666767 gi|76666767|emb|CAA5507 ( 497)   70 26.3    0.24 0.387 0.613   31 
gi|170708 gi|170708|gb|AAA34274.1|  ( 291)   52 21.5       4 0.261 0.652   23 
gi|3913017 gi|3913017|sp|P81496.1|A (  27)   42 17.8     4.8 0.385 0.615   13 
gi|1063270 gi|1063270|dbj|BAA11251. ( 279)   49 20.7     6.7 0.217 0.652   23 
gi|1169665 gi|1169665|sp|P30438.2|F (  92)   44 18.9     7.7 0.308 0.692   13 
gi|256429 gi|256429|gb|AAB23464.1|  ( 216)   47 20.1     8.1 0.333 0.625   24 
gi|18770 gi|18770|emb|CAA45777.1| t ( 217)   47 20.1     8.1 0.333 0.625   24 
gi|1514943 gi|1514943|dbj|BAA08246. ( 375)   49 20.8     8.2 0.290 0.516   31 
gi|170736 gi|170736|gb|AAA34288.1|  ( 251)   47 20.1     8.9 0.227 0.636   22 
gi|50659891 gi|50659891|gb|AAT80665 ( 115)   44 19.0       9 0.296 0.519   27 
gi|50659889 gi|50659889|gb|AAT80664 ( 115)   44 19.0       9 0.296 0.519   27 
gi|50659885 gi|50659885|gb|AAT80662 ( 115)   44 19.0       9 0.296 0.519   27 
gi|38492338 gi|38492338|gb|AAR22488 ( 115)   44 19.0       9 0.222 0.519   27 
gi|14285595 gi|14285595|sp|O04004.1 ( 118)   44 19.0     9.1 0.368 0.632   19 
 
>>>CV127.3783_d3, 31 aa vs 
/n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
>>gi|76666767 gi|76666767|emb|CAA55071.2| aldehyde dehyd  (497 aa) 
 initn:  43 init1:  43 opt:  70  Z-score: 112.7  bits: 26.3 E(): 0.24 
Smith-Waterman score: 70;  38.710% identity (61.290% similar) in 31 aa overlap 
(3-31:146-176) 
 
gi|766 MTSVKLSTPQTGEFEQPTGLFINNEFVKAVDGKTFDVINPSTEEVICSVQEATEKDVDIA 
               10        20        30        40        50        60 
 
gi|766 VAAARKAFNGPWRKETPENRGKLLNKLADLFEKNADLIAAVEALDNGKAFSMAKNVDVPA 
               70        80        90       100       110       120 
 
                                      10        20          30      
CV127.                        MMSCRYICLECMGLCMQITLWS--IVICCWRLG     
                                :  ::  : .:.: ::  :.  :..  :..:     
gi|766 AAGCLRYYGGWADKIEGKVVDTAPDSFNYIRKEPIGVCGQIIPWNFPILMWSWKIGPAIA 
              130       140       150       160       170       180 
 
gi|766 TGNTVVLKTAEQTPLSAYIACKLIQEAGFPPGVINVITGFGKIAGAAMSAHMDIDKIAFT 
              190       200       210       220       230       240 
 
gi|766 GSTVVGRQIMKSAAGSNLKKVTLELGGKSPNIVFADADLDEAIHWVNFGIYFNHGQACCA 
              250       260       270       280       290       300 
 
gi|766 GSRIYVQEEIYDKFIQRFKERAAQNAVGDPFAADTFQGPQVSQLQFDRIMGYIEEGKKSG 
              310       320       330       340       350       360 
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gi|766 ATIETGGNRKGDKGYFIEPTIFSNVTEDMKIQQEEIFGPVCTISKFKTKADVIKIGNNTT 
              370       380       390       400       410       420 
 
gi|766 YGLAAAVHTSNLTTAIEVANALRAGTVWVNSYNTLHWQLPFGGYKESGIGRELGEAALDN 
              430       440       450       460       470       480 
 
gi|766 YIQTKTVSIRLGDVLFG 
              490        
 
>>gi|170708 gi|170708|gb|AAA34274.1| gamma-gliadin B pre  (291 aa) 
 initn:  36 init1:  36 opt:  52  Z-score: 90.6  bits: 21.5 E():    4 
Smith-Waterman score: 52;  26.087% identity (65.217% similar) in 23 aa overlap 
(4-25:149-171) 
 
gi|170 MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQQTFP 
               10        20        30        40        50        60 
 
gi|170 HQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQPF 
               70        80        90       100       110       120 
 
                                         10        20        30     
CV127.                          MMSCR-YICLECMGLCMQITLWSIVICCWRLG    
                                   :. ..  .:  . .  .::::..          
gi|170 PQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSIILPPSDCQVMR 
              130       140       150       160       170       180 
 
gi|170 QQCCQQLAQIPQQLQCAAIHSVVHSIIMQQEQQEQLQGVQILVPLSQQQQVGQGILVQGQ 
              190       200       210       220       230       240 
 
gi|170 GIIQPQQPAQLEVIRSLVLQTLPTMCNVYVPPYCSTIRAPFASIVASIGGQ 
              250       260       270       280       290  
 
>>gi|3913017 gi|3913017|sp|P81496.1|ALCC_WHEAT Allergen   (27 aa) 
 initn:  34 init1:  34 opt:  42  Z-score: 89.2  bits: 17.8 E():  4.8 
Smith-Waterman score: 42;  38.462% identity (61.538% similar) in 13 aa overlap 
(5-17:10-22) 
 
                    10        20        30  
CV127.      MMSCRYICLECMGLCMQITLWSIVICCWRLG 
                : :  ::.. : .               
gi|391 SFREQCVPGREITYECLNACAEYAVRQ          
               10        20                 
 
>>gi|1063270 gi|1063270|dbj|BAA11251.1| gamma-gliadin pr  (279 aa) 
 initn:  33 init1:  33 opt:  49  Z-score: 86.6  bits: 20.7 E():  6.7 
Smith-Waterman score: 49;  21.739% identity (65.217% similar) in 23 aa overlap 
(4-25:137-159) 
 
gi|106 NIQVDPSGQVQWPQQQPFPQPHQPFSQQPQQTFPQPQQTFPHQPQQQFSQPQQPQQQFIQ 
               10        20        30        40        50        60 
 
gi|106 PQQPFPQQPQQTYPQRPQQPFPQTQQPQQPFPQSQQPQQPFPQPQQQFPQPQQPQQSFPQ 
               70        80        90       100       110       120 
 
                             10        20        30                 
CV127.              MMSCR-YICLECMGLCMQITLWSIVICCWRLG                
                       :. ..  .:  . .  .:::...                      
gi|106 QQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSMILPRSDCQVMRQQCCQQLAQIPQ 
              130       140       150       160       170       180 
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gi|106 QLQCAAIHSIVHSIIMQQEQQEQRQGVQILVPLSQQQQVGQGTLVQGQGIIQPQQPAQLE 
              190       200       210       220       230       240 
 
gi|106 VIRSSVLQTLATMCNVYVPPYCSTIRAPFASIVAGIGGQ 
              250       260       270          
 
>>gi|1169665 gi|1169665|sp|P30438.2|FEL1A_FELCA Major al  (92 aa) 
 initn:  23 init1:  23 opt:  44  Z-score: 85.6  bits: 18.9 E():  7.7 
Smith-Waterman score: 44;  30.769% identity (69.231% similar) in 13 aa overlap 
(13-25:3-15) 
 
               10        20        30                               
CV127. MMSCRYICLECMGLCMQITLWSIVICCWRLG                              
                   : :. . ::. ..                                    
gi|116           MKGACVLVLLWAALLLISGGNCEICPAVKRDVDLFLTGTPDEYVEQVAQY 
                         10        20        30        40        50 
 
gi|116 KALPVVLENARILKNCVDAKMTEEDKENALSVLDKIYTSPLC 
               60        70        80        90   
 
>>gi|256429 gi|256429|gb|AAB23464.1| Kunitz trypsin inhi  (216 aa) 
 initn:  29 init1:  29 opt:  47  Z-score: 85.2  bits: 20.1 E():  8.1 
Smith-Waterman score: 47;  33.333% identity (62.500% similar) in 24 aa overlap 
(2-24:97-120) 
 
gi|256 MKSTIFFLFLFCAFTTSYLPSAIADFVLDNEGNPLENGGTYYILSDITAFGGIRAAPTGN 
               10        20        30        40        50        60 
 
                                                  10         20     
CV127.                                    MMSCRYICLECMGLCMQI-TLWSIV 
                                           .: ..  .  . ::. : : ::.: 
gi|256 ERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVV 
               70        80        90       100       110       120 
 
           30                                                       
CV127. ICCWRLG                                                      
                                                                    
gi|256 EDLPEGPAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDD 
              130       140       150       160       170       180 
 
gi|256 GTRRLVVSKNKPLVVQFQKLDKESLAKKNHGLSRSE 
              190       200       210       
 
>>gi|18770 gi|18770|emb|CAA45777.1| trypsin inhibitor su  (217 aa) 
 initn:  29 init1:  29 opt:  47  Z-score: 85.2  bits: 20.1 E():  8.1 
Smith-Waterman score: 47;  33.333% identity (62.500% similar) in 24 aa overlap 
(2-24:98-121) 
 
gi|187 MKSTIFFALFLFCAFTTSYLPSAIADFVLDNEGNPLENGGTYYILSDITAFGGIRAAPTG 
               10        20        30        40        50        60 
 
                                                   10         20    
CV127.                                     MMSCRYICLECMGLCMQI-TLWSI 
                                            .: ..  .  . ::. : : ::. 
gi|187 NERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSV 
               70        80        90       100       110       120 
 
            30                                                      
CV127. VICCWRLG                                                     
       :                                                            
gi|187 VEDLPEGPAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHD 
              130       140       150       160       170       180 
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gi|187 DGTRRLVVSKNKPLVVQFQKLDKESLAKKNHGLSRSE 
              190       200       210        
 
>>gi|1514943 gi|1514943|dbj|BAA08246.1| Chao1 [Chamaecyp  (375 aa) 
 initn:  35 init1:  35 opt:  49  Z-score: 85.1  bits: 20.8 E():  8.2 
Smith-Waterman score: 49;  29.032% identity (51.613% similar) in 31 aa overlap 
(1-29:1-30) 
 
               10        20          30                             
CV127. MMSCRYICLECMGLCMQITLWS--IVICCWRLG                            
       : ::  . .  . ::  .. .:   .  :::                              
gi|151 MASCTLLAVLVF-LCAIVSCFSDNPIDSCWRGDANWDQNRMKLADCAVGFGSSAMGGKGG 
               10         20        30        40        50          
 
gi|151 AFYTVTSSDDDPVNPAPGTLRYGATRERSLWIIFSKNLNIKLNMPLYIAGNKTIDGRGAE 
      60        70        80        90       100       110          
 
gi|151 VHIGNGGPCLFMRTVSHVILHGLNIHGCNTSVSGNVLISEASGVVPVHAQDGDAITMRNV 
     120       130       140       150       160       170          
 
gi|151 TDVWIDHNSLSDSSDGLVDVTLASTGVTISNNHFFNHHKVMLLGHSDIYSDDKSMKVTVA 
     180       190       200       210       220       230          
 
gi|151 FNQFGPNAGQRMPRARYGLIHVANNNYDPWSIYAIGGSSNPTILSEGNSFTAPNDSDKKE 
     240       250       260       270       280       290          
 
gi|151 VTRRVGCESPSTCANWVWRSTQDSFNNGAYFVSSGKNEGTNIYNNNEAFKVENGSAAPQL 
     300       310       320       330       340       350          
 
gi|151 TKNAGVLTCILSKPCS 
     360       370      
 
>>gi|170736 gi|170736|gb|AAA34288.1| gamma-gliadin        (251 aa) 
 initn:  31 init1:  31 opt:  47  Z-score: 84.4  bits: 20.1 E():  8.9 
Smith-Waterman score: 47;  22.727% identity (63.636% similar) in 22 aa overlap 
(4-24:156-177) 
 
gi|170 MKTLLILTILAMAITIGTANMQVDPSSQVQWPQQQPVPQPHQPFSQQPQQTFPQPQQTFP 
               10        20        30        40        50        60 
 
gi|170 HQPQQQFPQPQQPQQQFLQPQQPFPQQPQQPYPQQPQQPFPQTQQPQQLFPQSQQPQQQF 
               70        80        90       100       110       120 
 
                                                10        20        
CV127.                                 MMSCR-YICLECMGLCMQITLWSIVICC 
                                          :. ..  .:  . .  .:::..    
gi|170 SQPQQQFPQPQQPQQSFPQQQPPFIQPSLQQQVNPCKNFLLQQCKPVSLVSSLWSMIWPQ 
              130       140       150       160       170       180 
 
        30                                                          
CV127. WRLG                                                         
                                                                    
gi|170 SDCQVMRQQCCQQLAQIPQQLQCAAIHTIIHSIIMQQEQQEQQQGMHILLPLYQQQQVGQ 
              190       200       210       220       230       240 
 
gi|170 GTLVQGQGIIQ 
              250  
 
>>gi|50659891 gi|50659891|gb|AAT80665.1| lipid transfer   (115 aa) 
 initn:  31 init1:  31 opt:  44  Z-score: 84.4  bits: 19.0 E():    9 
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Smith-Waterman score: 44;  29.630% identity (51.852% similar) in 27 aa overlap 
(1-26:1-27) 
 
               10         20        30                              
CV127. MMSCRYICLE-CMGLCMQITLWSIVICCWRLG                             
       : :   : :   ..::: ...   . :                                  
gi|506 MASSAVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTING 
               10        20        30        40        50        60 
 
gi|506 LAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCATVK 
               70        80        90       100       110      
 
>>gi|50659889 gi|50659889|gb|AAT80664.1| lipid transfer   (115 aa) 
 initn:  31 init1:  31 opt:  44  Z-score: 84.4  bits: 19.0 E():    9 
Smith-Waterman score: 44;  29.630% identity (51.852% similar) in 27 aa overlap 
(1-26:1-27) 
 
               10         20        30                              
CV127. MMSCRYICLE-CMGLCMQITLWSIVICCWRLG                             
       : :   : :   ..::: ...   . :                                  
gi|506 MASSAVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCNGIRTING 
               10        20        30        40        50        60 
 
gi|506 LAKTTPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
               70        80        90       100       110      
 
>>gi|50659885 gi|50659885|gb|AAT80662.1| lipid transfer   (115 aa) 
 initn:  31 init1:  31 opt:  44  Z-score: 84.4  bits: 19.0 E():    9 
Smith-Waterman score: 44;  29.630% identity (51.852% similar) in 27 aa overlap 
(1-26:1-27) 
 
               10         20        30                              
CV127. MMSCRYICLE-CMGLCMQITLWSIVICCWRLG                             
       : :   : :   ..::: ...   . :                                  
gi|506 MASSAVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCNGIRTING 
               10        20        30        40        50        60 
 
gi|506 LAKTTPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCATVK 
               70        80        90       100       110      
 
>>gi|38492338 gi|38492338|gb|AAR22488.1| allergen Mal d   (115 aa) 
 initn:  31 init1:  31 opt:  44  Z-score: 84.4  bits: 19.0 E():    9 
Smith-Waterman score: 44;  22.222% identity (51.852% similar) in 27 aa overlap 
(2-26:1-27) 
 
               10          20        30                             
CV127. MMSCRYICLECM--GLCMQITLWSIVICCWRLG                            
        :.:  .    .  .::: ...   . :                                 
gi|384  MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACCNGIRTIN 
                10        20        30        40        50          
 
gi|384 GLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCATVK 
      60        70        80        90       100       110      
 
>>gi|14285595 gi|14285595|sp|O04004.1|NLTP6_AMBAR Non-sp  (118 aa) 
 initn:  33 init1:  33 opt:  44  Z-score: 84.2  bits: 19.0 E():  9.1 
Smith-Waterman score: 44;  36.842% identity (63.158% similar) in 19 aa overlap 
(15-29:3-20) 
 



 
 
 Plant Science L. L. C.  BASF Reg. Doc. No. 2008/7019371 

BASF Plant Science Report No. BPS-015-08  Page 130 of 268 

               10        20            30                           
CV127. MMSCRYICLECMGLCMQITLWSIVI----CCWRLG                          
                     :..: :::...      ::                            
gi|142             MDCIRI-LWSVAVGLLLVSWRPTMFAASPTCDTVQNILAPCAGFLTGQ 
                            10        20        30        40        
 
gi|142 EPSKACCTGVNNLNNSRKTKADRVAVCNCIKELTKSIAYDPKRMPLLSTKCGVKPDFPAV 
        50        60        70        80        90       100        
 
gi|142 DKNLDCSKLPV 
       110         
 
 
 
 
31 residues in 1 query   sequences 
292011 residues in 1313 library sequences 
 Scomplib [34.26] 
 start: Sun Dec 14 22:22:21 2008 done: Sun Dec 14 22:22:21 2008 
 Total Scan time:  0.040 Total Display time:  0.010 
 
Function used was FASTA [version 34.26.5 April 26, 2007] 
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CV127.1962_c2 
 
FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26, 
2007 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
 CV127.1962_c2, 39 aa 
 vs /n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
 292011 residues in  1313 sequences 
  Expectation_n fit: rho(ln(x))= 2.9418+/-0.00331; mu= 10.1224+/- 0.172 
 mean_var=35.5373+/- 9.492, 0's: 21 Z-trim: 21  B-trim: 15 in 1/43 
 Lambda= 0.215145 
 
FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2 
 join: 36, opt: 20, open/ext: -10/-2, width:  16 
The best scores are:                       opt bits E(1313) %_id  %_sim  alen 
gi|127533 gi|127533|sp|P02761.1|MUP ( 181)   49 20.9     4.6 0.333 0.667   24 
gi|37725377 gi|37725377|gb|AAO33897 (  52)   45 19.0       5 0.333 0.633   30 
gi|46014884 gi|46014884|pdb|1H4B|A  (  84)   44 19.0     8.3 0.333 0.633   30 
gi|14423850 gi|14423850|sp|Q39419.1 (  85)   44 19.0     8.4 0.333 0.633   30 
gi|59800144 gi|59800144|sp|P69197.1 (  79)   43 18.6     9.9 0.344 0.625   32 
gi|59800143 gi|59800143|sp|P69196.1 (  79)   43 18.6     9.9 0.344 0.625   32 
 
 
>>>CV127.1962_c2, 39 aa vs 
/n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
>>gi|127533 gi|127533|sp|P02761.1|MUP_RAT Major urinary   (181 aa) 
 initn:  48 init1:  48 opt:  49  Z-score: 89.6  bits: 20.9 E():  4.6 
Smith-Waterman score: 49;  33.333% identity (66.667% similar) in 24 aa overlap 
(9-31:21-44) 
 
                           10        20         30                  
CV127.             MTPERTNTEQTKLMGRIDIIKIQGDR-SVSIAEAMETAKH         
                           : ..  : .:. :..::  :. .:                 
gi|127 MKLLLLLLCLGLTLVCGHAEEASSTRGNLDVAKLNGDWFSIVVASNKREKIEENGSMRVF 
               10        20        30        40        50        60 
 
gi|127 MQHIDVLENSLGFKFRIKENGECRELYLVAYKTPEDGEYFVEYDGGNTFTILKTDYDRYV 
               70        80        90       100       110       120 
 
gi|127 MFHLINFKNGETFQLMVLYGRTKDLSSDIKEKFAKLCEAHGITRDNIIDLTKTDRCLQAR 
              130       140       150       160       170       180 
 
gi|127 G 
       
>>gi|37725377 gi|37725377|gb|AAO33897.1| Ole e 3 allerge  (52 aa) 
 initn:  36 init1:  36 opt:  45  Z-score: 89.0  bits: 19.0 E():    5 
Smith-Waterman score: 45;  33.333% identity (63.333% similar) in 30 aa overlap 
(9-38:1-27) 
 
               10        20        30                               
CV127. MTPERTNTEQTKLMGRIDIIKIQGDRSVSIAEAMETAKH                      
               :. ... :.:    .:: ..: .:  :: :                       
gi|377         EHERIFKRFDA---KGDGKISSSELGETLKPLGSVTLEEIQRMMAEIDTDGD 
                       10           20        30        40          
 
gi|377 GFL 
      50   
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>>gi|46014884 gi|46014884|pdb|1H4B|A Chain A, Solution S  (84 aa) 
 initn:  32 init1:  32 opt:  44  Z-score: 85.0  bits: 19.0 E():  8.3 
Smith-Waterman score: 44;  33.333% identity (63.333% similar) in 30 aa overlap 
(9-38:10-36) 
 
                10        20        30                              
CV127.  MTPERTNTEQTKLMGRIDIIKIQGDRSVSIAEAMETAKH                     
                :. ... :.:    .:: ..: ::  :. :                      
gi|460 XDDHPQDKAERERIFKRFDA---NGDGKISAAELGEALKTLGSITPDEVKHMMAEIDTDG 
               10        20           30        40        50        
 
gi|460 DGFISFQEFTDFGRANRGLLKDVAKIF 
        60        70        80     
 
>>gi|14423850 gi|14423850|sp|Q39419.1|POLC4_BETVE Polcal  (85 aa) 
 initn:  32 init1:  32 opt:  44  Z-score: 84.9  bits: 19.0 E():  8.4 
Smith-Waterman score: 44;  33.333% identity (63.333% similar) in 30 aa overlap 
(9-38:11-37) 
 
                 10        20        30                             
CV127.   MTPERTNTEQTKLMGRIDIIKIQGDRSVSIAEAMETAKH                    
                 :. ... :.:    .:: ..: ::  :. :                     
gi|144 MADDHPQDKAERERIFKRFDA---NGDGKISAAELGEALKTLGSITPDEVKHMMAEIDTD 
               10        20           30        40        50        
 
gi|144 GDGFISFQEFTDFGRANRGLLKDVAKIF 
        60        70        80      
 
>>gi|59800144 gi|59800144|sp|P69197.1|POLC1_BRARA Polcal  (79 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 83.6  bits: 18.6 E():  9.9 
Smith-Waterman score: 51;  34.375% identity (62.500% similar) in 32 aa overlap 
(6-37:37-65) 
 
                                              10        20          
CV127.                                MTPERTNTEQTKLMGRIDIIKIQGDRSVS 
                                           :  . :..:..::    .:: ..: 
gi|598 MADAEHERIFKKFDTDGDGKISAAELEEALKKLGSVTPDDVTRMMAKID---TDGDGNIS 
               10        20        30        40           50        
 
      30                      
CV127. IAEAMETAKH             
       . :  : :               
gi|598 FQEFTEFASANPGLMKDVAKVF 
        60        70          
 
>>gi|59800143 gi|59800143|sp|P69196.1|POLC1_BRANA Polcal  (79 aa) 
 initn:  38 init1:  38 opt:  43  Z-score: 83.6  bits: 18.6 E():  9.9 
Smith-Waterman score: 51;  34.375% identity (62.500% similar) in 32 aa overlap 
(6-37:37-65) 
 
                                              10        20          
CV127.                                MTPERTNTEQTKLMGRIDIIKIQGDRSVS 
                                           :  . :..:..::    .:: ..: 
gi|598 MADAEHERIFKKFDTDGDGKISAAELEEALKKLGSVTPDDVTRMMAKID---TDGDGNIS 
               10        20        30        40           50        
 
      30                      
CV127. IAEAMETAKH             
       . :  : :               
gi|598 FQEFTEFASANPGLMKDVAKVF 
        60        70          
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39 residues in 1 query   sequences 
292011 residues in 1313 library sequences 
 Scomplib [34.26] 
 start: Sun Dec 14 22:04:09 2008 done: Sun Dec 14 22:04:09 2008 
 Total Scan time:  0.080 Total Display time:  0.000 
 
Function used was FASTA [version 34.26.5 April 26, 2007] 
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CV127.2197_d1 
 
FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26, 
2007 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
 CV127.2197_d1, 45 aa 
 vs /n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
 292011 residues in  1313 sequences 
  Expectation_n fit: rho(ln(x))= 2.6069+/-0.00316; mu= 13.7020+/- 0.165 
 mean_var=23.5410+/- 5.414, 0's: 17 Z-trim: 17  B-trim: 9 in 1/42 
 Lambda= 0.264339 
 
FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2 
 join: 36, opt: 20, open/ext: -10/-2, width:  16 
The best scores are:                       opt bits E(1313) %_id  %_sim  alen 
gi|17939981 gi|17939981|gb|AAL49391 (  98)   48 21.5       2 0.379 0.621   29 
gi|2735118 gi|2735118|gb|AAB93839.1 ( 134)   43 19.7     9.3 0.600 0.900   10 
 
 
>>>CV127.2197_d1, 45 aa vs 
/n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
>>gi|17939981 gi|17939981|gb|AAL49391.1| cystatin [Felis  (98 aa) 
 initn:  46 init1:  46 opt:  48  Z-score: 96.1  bits: 21.5 E():    2 
Smith-Waterman score: 48;  37.931% identity (62.069% similar) in 29 aa overlap 
(8-36:28-55) 
 
                                   10        20        30        40 
CV127.                     MLRGVGGEERTKRHYQPFEEALSFVIVFVAKFSILIPFSL 
                                  ::.:.. :: :: :. .    :: ..  :     
gi|179 MIPGGLSEAKPATPEIQEIANEVKPQLEEKTNETYQKFE-AIEYKTQVVAGINYYIKVQV 
               10        20        30         40        50          
 
                                               
CV127. ISCSL                                   
                                               
gi|179 DDNRYIHIKVFKGLPVQDSSLTLTGYQTGKSEDDELTGF 
      60        70        80        90         
 
>>gi|2735118 gi|2735118|gb|AAB93839.1| ABA-1 allergen [A  (134 aa) 
 initn:  32 init1:  32 opt:  43  Z-score: 84.1  bits: 19.7 E():  9.3 
Smith-Waterman score: 43;  60.000% identity (90.000% similar) in 10 aa overlap 
(1-10:65-74) 
 
gi|273 HTMEHYLKTYLSWLTEEQKEKLKEMKEAGKTKAEIQHEVMHFYDQLHGEEKQQATEKLKV 
               10        20        30        40        50        60 
 
                   10        20        30        40                 
CV127.     MLRGVGGEERTKRHYQPFEEALSFVIVFVAKFSILIPFSLISCSL            
           .:.:: :::.                                               
gi|273 GCKMLLKGVIGEEKVVELRNMKEAGADIQELQQKVEKMLSEVTDEKQKEKVHEYGPACKK 
               70        80        90       100       110       120 
 
gi|273 IFGATTLQHHRRRR 
              130     
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45 residues in 1 query   sequences 
292011 residues in 1313 library sequences 
 Scomplib [34.26] 
 start: Sun Dec 14 22:08:06 2008 done: Sun Dec 14 22:08:06 2008 
 Total Scan time:  0.070 Total Display time:  0.000 
 
Function used was FASTA [version 34.26.5 April 26, 2007] 
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CV127.3982_c1 
 
FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26, 
2007 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
 CV127.3982_c1, 72 aa 
 vs /n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
 292011 residues in  1313 sequences 
  Expectation_n fit: rho(ln(x))= 4.7725+/-0.00324; mu= 2.7904+/- 0.168 
 mean_var=36.5555+/- 8.725, 0's: 10 Z-trim: 10  B-trim: 0 in 0/43 
 Lambda= 0.212128 
 
FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2 
 join: 36, opt: 20, open/ext: -10/-2, width:  16 
The best scores are:                       opt bits E(1313) %_id  %_sim  alen 
gi|113475 gi|113475|sp|P27759.1|MPA ( 396)   60 24.4     1.7 0.500 0.812   16 
gi|62738637 gi|62738637|pdb|1YG9|A  ( 330)   54 22.6       5 0.389 0.667   18 
gi|1703445 gi|1703445|sp|P54958.1|A ( 352)   54 22.6     5.3 0.389 0.667   18 
gi|807698 gi|807698|dbj|BAA06905.1| ( 731)   57 23.5     5.9 0.345 0.759   29 
gi|1304216 gi|1304216|dbj|BAA07772. ( 111)   48 20.8     5.9 0.306 0.556   36 
gi|1359600 gi|1359600|emb|CAA64868. ( 316)   52 22.0     7.3 0.312 0.625   32 
gi|549188 gi|549188|sp|P35780.1|VA5 ( 205)   49 21.0     8.9 0.533 0.733   15 
gi|549187 gi|549187|sp|P35759.1|VA5 ( 205)   49 21.0     8.9 0.533 0.733   15 
gi|160780 gi|160780|gb|AAA29793.1|  ( 209)   49 21.0     9.1 0.533 0.733   15 
gi|51093375 gi|51093375|gb|AAT95009 ( 226)   49 21.0     9.9 0.533 0.733   15 
 
 
>>>CV127.3982_c1, 72 aa vs 
/n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
>>gi|113475 gi|113475|sp|P27759.1|MPA11_AMBAR Pollen all  (396 aa) 
 initn:  60 init1:  60 opt:  60  Z-score: 97.4  bits: 24.4 E():  1.7 
Smith-Waterman score: 60;  50.000% identity (81.250% similar) in 16 aa overlap 
(17-32:298-313) 
 
gi|113 MGIKHCCYILYFTLALVTLLQPVRSAEDLQEILPVNETRRLTTSGAYNIIDGCWRGKADW 
               10        20        30        40        50        60 
 
gi|113 AENRKALADCAQGFGKGTVGGKDGDIYTVTSELDDDVANPKEGTLRFGAAQNRPLWIIFE 
               70        80        90       100       110       120 
 
gi|113 RDMVIRLDKEMVVNSDKTIDGRGAKVEIINAGFTLNGVKNVIIHNINMHDVKVNPGGLIK 
              130       140       150       160       170       180 
 
gi|113 SNDGPAAPRAGSDGDAISISGSSQIWIDHCSLSKSVDGLVDAKLGTTRLTVSNSLFTQHQ 
              190       200       210       220       230       240 
 
                                                        10          
CV127.                                          MAFPSVNSSRTLIAYCGGI 
                                                                ::  
gi|113 FVLLFGAGDENIEDRGMLATVAFNTFTDNVDQRMPRCRHGFFQVVNNNYDKWGSYAIGGS 
              250       260       270       280       290       300 
 
      20        30        40        50        60        70          
CV127. ASPNVLKLNGNFCFCTFNSFLQTPKSSLSSSARFSRTLFIPCKASLTSPHTDT        
       :::..:. .. ::                                                
gi|113 ASPTILSQGNRFCAPDERSKKNVLGRHGEAAAESMKWNWRTNKDVLENGAIFVASGVDPV 
              310       320       330       340       350       360 
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gi|113 LTPEQSAGMIPAEPGESALSLTSSAGVLSCQPGAPC 
              370       380       390       
 
>>gi|62738637 gi|62738637|pdb|1YG9|A Chain A, The Struct  (330 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 88.9  bits: 22.6 E():    5 
Smith-Waterman score: 54;  38.889% identity (66.667% similar) in 18 aa overlap 
(19-36:276-293) 
 
gi|627 GASIVPLYKLVHVFINTQYAGITKIGNQNFLTVFDSTSCNVVVASQECVGGACVCPNLQK 
               10        20        30        40        50        60 
 
gi|627 YEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISQLTTSQQDIVLADELSQEVCILSA 
               70        80        90       100       110       120 
 
gi|627 DVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHARFQDGEHFGEIIFGGSDWKYV 
              130       140       150       160       170       180 
 
gi|627 DGEFTYVPLVGDDSWKFRLDGVKIGDTTVAPAGTQAIIDTSKAIIVGPKAYVNPINEAIG 
              190       200       210       220       230       240 
 
                                10        20        30        40    
CV127.                  MAFPSVNSSRTLIAYCGGIASPNVLKLNGNFCFCTFNSFLQTP 
                                          :.:   .. :::.:.  :        
gi|627 CVVEKTTTRRICKLDCSKIPSLPDVTFVINGRNFNISSQYYIQQNGNLCYSGFQPXGHSD 
              250       260       270       280       290       300 
 
            50        60        70    
CV127. KSSLSSSARFSRTLFIPCKASLTSPHTDT  
                                      
gi|627 HFFIGDFFVDHYYSEFNWENKTMGFGRSVE 
              310       320       330 
 
>>gi|1703445 gi|1703445|sp|P54958.1|ASP2_BLAGE Aspartic   (352 aa) 
 initn:  45 init1:  45 opt:  54  Z-score: 88.4  bits: 22.6 E():  5.3 
Smith-Waterman score: 54;  38.889% identity (66.667% similar) in 18 aa overlap 
(19-36:296-313) 
 
gi|170 MIGLKLVTVLFAVATITHAAELQRVPLYKLVHVFINTQYAGITKIGNQNFLTVFDSTSCN 
               10        20        30        40        50        60 
 
gi|170 VVVASQECVGGACVCPNLQKYEKLKPKYISDGNVQVKFFDTGSAVGRGIEDSLTISNLTT 
               70        80        90       100       110       120 
 
gi|170 SQQDIVLADELSQEVCILSADVVVGIAAPGCPNALKGKTVLENFVEENLIAPVFSIHHAR 
              130       140       150       160       170       180 
 
gi|170 FQDGEHFGEIIFGGSDWKYVDGEFTYVPLVGDDSWKFRLDGVKIGDTTVAPAGTQAIIDT 
              190       200       210       220       230       240 
 
                                                    10        20    
CV127.                                      MAFPSVNSSRTLIAYCGGIASPN 
                                                              :.:   
gi|170 SKAIIVGPKAYVNPINEAIGCVVEKTTTRRICKLDCSKIPSLPDVTFVINGRNFNISSQY 
              250       260       270       280       290       300 
 
            30        40        50        60        70      
CV127. VLKLNGNFCFCTFNSFLQTPKSSLSSSARFSRTLFIPCKASLTSPHTDT    
        .. :::.:.  :                                        
gi|170 YIQQNGNLCYSGFQPCGHSDHFFIGDFFVDHYYSEFNWENKTMGFGRSVESV 
              310       320       330       340       350   
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>>gi|807698 gi|807698|dbj|BAA06905.1| pre-pro-cucumisin   (731 aa) 
 initn:  44 init1:  44 opt:  57  Z-score: 87.6  bits: 23.5 E():  5.9 
Smith-Waterman score: 57;  34.483% identity (75.862% similar) in 29 aa overlap 
(4-29:660-688) 
 
gi|807 MSSSLIFKLFFFSLFFSNRLASRLDSDDDGKNIYIVYMGRKLEDPDSAHLHHRAMLEQVV 
               10        20        30        40        50        60 
 
gi|807 GSTFAPESVLHTYKRSFNGFAVKLTEEEAEKIASMEGVVSVFLNEMNELHTTRSWDFLGF 
               70        80        90       100       110       120 
 
gi|807 PLTVPRRSQVESNIVVGVLDTGIWPESPSFDDEGFSPPPPKWKGTCETSNNFRCNRKIIG 
              130       140       150       160       170       180 
 
gi|807 ARSYHIGRPISPGDVNGPRDTNGHGTHTASTAAGGLVSQANLYGLGLGTARGGVPLARIA 
              190       200       210       220       230       240 
 
gi|807 AYKVCWNDGCSDTDILAAYDDAIADGVDIISLSVGGANPRHYFVDAIAIGSFHAVERGIL 
              250       260       270       280       290       300 
 
gi|807 TSNSAGNGGPNFFTTASLSPWLLSVAASTMDRKFVTQVQIGNGQSFQGVSINTFDNQYYP 
              310       320       330       340       350       360 
 
gi|807 LVSGRDIPNTGFDKSTSRFCTDKSVNPNLLKGKIVVCEASFGPHEFFKSLDGAAGVLMTS 
              370       380       390       400       410       420 
 
gi|807 NTRDYADSYPLPSSVLDPNDLLATLRYIYSIRSPGATIFKSTTILNASAPVVVSFSSRGP 
              430       440       450       460       470       480 
 
gi|807 NRATKDVIKPDISGPGVEILAAWPSVAPVGGIRRNTLFNIISGTSMSCPHITGIATYVKT 
              490       500       510       520       530       540 
 
gi|807 YNPTWSPAAIKSALMTTASPMNARFNPQAEFAYGSGHVNPLKAVRPGLVYDANESDYVKF 
              550       560       570       580       590       600 
 
                                                                    
CV127.                                                         MAFP 
                                                                  : 
gi|807 LCGQGYNTQAVRRITGDYSACTSGNTGRVWDLNYPSFGLSVSPSQTFNQYFNRTLTSVAP 
              610       620       630       640       650       660 
 
           10        20           30        40        50        60  
CV127. SVNSSRTLIAYCGGIA---SPNVLKLNGNFCFCTFNSFLQTPKSSLSSSARFSRTLFIPC 
       .... :..:.   :..   .::::..::                                 
gi|807 QASTYRAMISAPQGLTISVNPNVLSFNGLGDRKSFTLTVRGSIKGFVVSASLVWSDGVHY 
              670       680       690       700       710       720 
 
              70   
CV127. KASLTSPHTDT 
                   
gi|807 VRSPITITSLV 
              730  
 
>>gi|1304216 gi|1304216|dbj|BAA07772.1| allergenic prote  (111 aa) 
 initn:  37 init1:  37 opt:  48  Z-score: 87.6  bits: 20.8 E():  5.9 
Smith-Waterman score: 48;  30.556% identity (55.556% similar) in 36 aa overlap 
(10-45:80-109) 
 
gi|130 RHEVKRQCVATTHPAAPGTEQLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVG 
               10        20        30        40        50        60 
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                         10        20        30        40        50 
CV127.           MAFPSVNSSRTLIAYCGGIASPNVLKLNGNFCFCTFNSFLQTPKSSLSSS 
                          :.: :.:      ::   ::.   : . .. .::..      
gi|130 HPMAEVFPGCRRGDLERRRRSLPAFC------NVDIPNGTGGVCYWLGYPRTPRTGH    
               70        80              90       100       110     
 
               60        70   
CV127. ARFSRTLFIPCKASLTSPHTDT 
 
>>gi|1359600 gi|1359600|emb|CAA64868.1| chitinase Ib [Ca  (316 aa) 
 initn:  31 init1:  31 opt:  52  Z-score: 86.0  bits: 22.0 E():  7.3 
Smith-Waterman score: 52;  31.250% identity (62.500% similar) in 32 aa overlap 
(19-50:210-241) 
 
gi|135 MKLFSLLLFLAFLLGTSAEQCGRQAGGAACANNLCCSQFGWCGNTAEYCGAGCQSQCSSP 
               10        20        30        40        50        60 
 
gi|135 TTTTSSPTASSGGGGDVGSLISASLFDQMLKYRNDPRCKSNGFYTYNAFIAAARSFNGFG 
               70        80        90       100       110       120 
 
gi|135 TTGDVTTRKRELAAFLAQTSHETTGGWATAPDGPYAWGYCFVMENNKQTYCTSKSWPCVF 
              130       140       150       160       170       180 
 
                          10        20        30        40          
CV127.            MAFPSVNSSRTLIAYCGGIASPNVLKLNGNFCFCTFNSFLQTPKSSLSS 
                                    : .:...  : .. : :   : .::...  : 
gi|135 GKQYYGRGPIQLTHNYNYGQAGKAIGADLINNPDLVATNPTISFKTAIWFWMTPQANKPS 
              190       200       210       220       230       240 
 
      50        60        70                                        
CV127. SARFSRTLFIPCKASLTSPHTDT                                      
       :                                                            
gi|135 SHDVIIGNWRPSAADTSAGRVPSYGVITNIINGGLECGHGSDDRVANRIGFYKRYCDTLG 
              250       260       270       280       290       300 
 
gi|135 VSYGNNLDCYNQKPFA 
              310       
 
>>gi|549188 gi|549188|sp|P35780.1|VA5_POLFU Venom allerg  (205 aa) 
 initn:  33 init1:  33 opt:  49  Z-score: 84.4  bits: 21.0 E():  8.9 
Smith-Waterman score: 49;  53.333% identity (73.333% similar) in 15 aa overlap 
(13-27:116-130) 
 
gi|549 VDYCKIKCSSGIHTVCQYGESTKPSKNCADKVIKSVGPTEEEKKLIVNEHNRFRQKVAQG 
               10        20        30        40        50        60 
 
                                                          10        
CV127.                                            MAFPSVNSSRTLIAYCG 
                                                              ::: : 
gi|549 LETRGNPGPQPAASDMNNLVWNDELAHIAQVWASQCQILVHDKCRNTAKYQVGQNIAYAG 
               70        80        90       100       110       120 
 
        20        30        40        50        60        70        
CV127. GIASPNVLKLNGNFCFCTFNSFLQTPKSSLSSSARFSRTLFIPCKASLTSPHTDT      
       :   :.:..:                                                   
gi|549 GSKLPDVVSLIKLWENEVKDFNYNKGITKQNFGKVGHYTQMIWAKTKEIGCGSLKYMKNN 
              130       140       150       160       170       180 
 
gi|549 MQHHYLICNYGPAGNYLGQLPYTKK 
              190       200      
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>>gi|549187 gi|549187|sp|P35759.1|VA5_POLEX Venom allerg  (205 aa) 
 initn:  33 init1:  33 opt:  49  Z-score: 84.4  bits: 21.0 E():  8.9 
Smith-Waterman score: 49;  53.333% identity (73.333% similar) in 15 aa overlap 
(13-27:116-130) 
 
gi|549 VDYCKIKCPSGIHTVCQYGESTKPSKNCAGKVIKSVGPTEEEKKLIVSEHNRFRQKVAQG 
               10        20        30        40        50        60 
 
                                                          10        
CV127.                                            MAFPSVNSSRTLIAYCG 
                                                              ::: : 
gi|549 LETRGNPGPQPAASDMNDLVWNDELAHIAQVWASQCQFLVHDKCRNTAKYPVGQNIAYAG 
               70        80        90       100       110       120 
 
        20        30        40        50        60        70        
CV127. GIASPNVLKLNGNFCFCTFNSFLQTPKSSLSSSARFSRTLFIPCKASLTSPHTDT      
       :   :.:..:                                                   
gi|549 GSKLPDVVSLIKLWENEVKDFNYNTGITKQNFAKIGHYTQMVWGKTKEIGCGSLKYIENK 
              130       140       150       160       170       180 
 
gi|549 MQNHYLICNYGPAGNYLGQLPYTKK 
              190       200      
 
>>gi|160780 gi|160780|gb|AAA29793.1| allergen 5           (209 aa) 
 initn:  33 init1:  33 opt:  49  Z-score: 84.3  bits: 21.0 E():  9.1 
Smith-Waterman score: 49;  53.333% identity (73.333% similar) in 15 aa overlap 
(13-27:120-134) 
 
gi|160 SSQGVDYCKIKCPSGIHTVCQYGESTKPSKNCAGKVIKSVGPTEEEKKLIVSEHNRFRQK 
               10        20        30        40        50        60 
 
                                                              10    
CV127.                                                MAFPSVNSSRTLI 
                                                                  : 
gi|160 VAQGLETRGNPGPQPAASDMNDLVWNDELAHIAQVWASQCQFLVHDKCRNTAKYPVGQNI 
               70        80        90       100       110       120 
 
            20        30        40        50        60        70    
CV127. AYCGGIASPNVLKLNGNFCFCTFNSFLQTPKSSLSSSARFSRTLFIPCKASLTSPHTDT  
       :: ::   :.:..:                                               
gi|160 AYAGGSNLPDVVSLIKLWENEVKDFNYNTGITKQNFAKIGHYTQMVWGKTKEIGCGSLKY 
              130       140       150       160       170       180 
 
gi|160 MENNMQNHYLICNYGPAGNYLGQLPYTKK 
              190       200          
 
>>gi|51093375 gi|51093375|gb|AAT95009.1| allergen Pol e   (226 aa) 
 initn:  33 init1:  33 opt:  49  Z-score: 83.6  bits: 21.0 E():  9.9 
Smith-Waterman score: 49;  53.333% identity (73.333% similar) in 15 aa overlap 
(13-27:137-151) 
 
gi|510 MEIGGLVYLVIVVAIIHSSQGVDYCKIRCPSGIHTVCQYGESTKPSKNCAGKVIKSVGPT 
               10        20        30        40        50        60 
 
gi|510 EEEKKLIVSEHNRFRQKVAQGLETRGNPGPQPAASDMNDLVWNDELAHIAQVWASQCQFL 
               70        80        90       100       110       120 
 
                   10        20        30        40        50       
CV127.     MAFPSVNSSRTLIAYCGGIASPNVLKLNGNFCFCTFNSFLQTPKSSLSSSARFSRT 
                       ::: ::   :.:..:                              
gi|510 VHDKCRNTAKYPVGQNIAYAGGSKLPDVVSLIKLWENEVKDFNYNTGITKQNFAKIGHYT 
              130       140       150       160       170       180 
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         60        70                                 
CV127. LFIPCKASLTSPHTDT                               
                                                      
gi|510 QMVWGKTKEIGCGSLKYMENKMQNHYLICNYGPAGNYLGQLPNTKK 
              190       200       210       220       
 
 
 
 
72 residues in 1 query   sequences 
292011 residues in 1313 library sequences 
 Scomplib [34.26] 
 start: Sun Dec 14 22:29:51 2008 done: Sun Dec 14 22:29:51 2008 
 Total Scan time:  0.100 Total Display time:  0.020 
 
Function used was FASTA [version 34.26.5 April 26, 2007] 
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CV127.4164_c2 
 
FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26, 
2007 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
 CV127.4164_c2, 38 aa 
 vs /n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
 292011 residues in  1313 sequences 
  Expectation_n fit: rho(ln(x))= 4.3779+/-0.00334; mu= 0.9766+/- 0.175 
 mean_var=34.6864+/- 9.332, 0's: 14 Z-trim: 14  B-trim: 104 in 2/41 
 Lambda= 0.217768 
 
FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2 
 join: 36, opt: 20, open/ext: -10/-2, width:  16 
The best scores are:                       opt bits E(1313) %_id  %_sim  alen 
gi|999009 gi|999009|gb|AAB34785.1|  ( 117)   50 21.8     1.6 0.296 0.630   27 
gi|99031759 gi|99031759|pdb|2A0A|A  ( 131)   47 20.9     3.4 0.375 0.625   24 
gi|8118421 gi|8118421|gb|AAF72983.1 ( 267)   49 21.5     4.4 0.290 0.516   31 
gi|8118439 gi|8118439|gb|AAF72991.1 ( 267)   49 21.5     4.4 0.275 0.550   40 
gi|109913547 gi|109913547|sp|Q40638 ( 267)   49 21.5     4.4 0.290 0.516   31 
gi|28630919 gi|28630919|gb|AAO45607 ( 269)   48 21.2     5.5 0.282 0.538   39 
gi|28630923 gi|28630923|gb|AAO45608 ( 269)   48 21.2     5.5 0.282 0.538   39 
gi|14193761 gi|14193761|gb|AAK56124 ( 269)   48 21.2     5.5 0.282 0.538   39 
gi|111120428 gi|111120428|gb|ABH063 ( 129)   44 19.9     6.5 0.250 0.625   32 
gi|83300389 gi|83300389|sp|O42799.2 ( 270)   47 20.9     6.8 0.333 0.708   24 
gi|66849793 gi|66849793|gb|EAL90121 ( 270)   47 20.9     6.8 0.333 0.708   24 
gi|75139991 gi|75139991|sp|Q7M1Y1|Q (  35)   38 18.0     6.9 0.304 0.522   23 
gi|111120420 gi|111120420|gb|ABH063 ( 129)   43 19.6       8 0.250 0.594   32 
gi|111120432 gi|111120432|gb|ABH063 ( 129)   43 19.6       8 0.250 0.594   32 
gi|111120424 gi|111120424|gb|ABH063 ( 129)   43 19.6       8 0.250 0.594   32 
gi|111494253 gi|111494253|gb|ABH063 ( 129)   43 19.6       8 0.250 0.594   32 
gi|2507248 gi|2507248|sp|P49275.2|D ( 259)   46 20.6     8.1 0.412 0.706   17 
gi|407609 gi|407609|gb|AAB27812.1|  (  37)   37 17.6       9 0.310 0.517   29 
 
 
>>>CV127.4164_c2, 38 aa vs 
/n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
>>gi|999009 gi|999009|gb|AAB34785.1| 68 kDa allergen [Pe  (117 aa) 
 initn:  23 init1:  23 opt:  50  Z-score: 97.8  bits: 21.8 E():  1.6 
Smith-Waterman score: 50;  29.630% identity (62.963% similar) in 27 aa overlap 
(1-27:90-116) 
 
gi|999 GPYKTWQRIYDYDFLTNLTSSEANDIIGAEAPLWSEQVDDVTVSSVFWPRAAALGELVWS 
               10        20        30        40        50        60 
 
                                            10        20        30  
CV127.                              MIATALVSCNCRTAPPTFDVARHQYLLWLFH 
                                    ..:.:::   :   : . :. ..: ..     
gi|999 GNRDAAGRKRTTSFTQRILNFREYLVANGVMAAALVPKYCLQHPHACDLYKNQTVMS    
               70        80        90       100       110           
 
               
CV127. QSTHQGP 
 
>>gi|99031759 gi|99031759|pdb|2A0A|A Chain A, Solution S  (131 aa) 
 initn:  45 init1:  45 opt:  47  Z-score: 91.9  bits: 20.9 E():  3.4 
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Smith-Waterman score: 47;  37.500% identity (62.500% similar) in 24 aa overlap 
(6-27:28-51) 
 
                                     10        20          30       
CV127.                       MIATALVSCNCRTAPPTFDVA--RHQYLLWLFHQSTHQ 
                                  .:.   .:  :::.::    ::..          
gi|990 MASIEGKYKLEKSEKFDEFLDKLGVGFMVKTAAKTLKPTFEVAIENDQYIFRSLSTFKNT 
               10        20        30        40        50        60 
 
                                                                    
CV127. GP                                                           
                                                                    
gi|990 EAKFKLGEEFEEDRADGKRVKTVIQKEGDNKFVQTQFGDKEVKIIREFNGDEVVVTASCD 
               70        80        90       100       110       120 
 
gi|990 GVTSVRTYKRI 
              130  
 
>>gi|8118421 gi|8118421|gb|AAF72983.1| beta-expansin [Or  (267 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 90.0  bits: 21.5 E():  4.4 
Smith-Waterman score: 49;  29.032% identity (51.613% similar) in 31 aa overlap 
(7-37:20-50) 
 
                            10        20        30                  
CV127.              MIATALVSCNCRTAPPTFDVARHQYLLWLFHQSTHQGP          
                          :::.   .::  ...      ::  ..:  :           
gi|811 MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGDKWLEAKATWYGAPKGAGPKDN 
               10        20        30        40        50        60 
 
gi|811 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
gi|811 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
gi|811 NYLALLVKYVAGDGDVVEVEIKEKGSEEWKALKESWGAIWRIDTPKPLKGPFSVRVTTEG 
              190       200       210       220       230       240 
 
gi|811 GEKIIAEDAIPDGWKADSVYKSNVQAK 
              250       260        
 
>>gi|8118439 gi|8118439|gb|AAF72991.1|AF261278_1 beta-ex  (267 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 90.0  bits: 21.5 E():  4.4 
Smith-Waterman score: 49;  27.500% identity (55.000% similar) in 40 aa overlap 
(1-37:11-50) 
                            10        20        30                  
CV127.           MIATALVS---CNCRTAPPTFDVARHQYLLWLFHQSTHQGP          
                 ..:.:.::   :.   .::  ...      ::  ..:  :           
gi|811 MASSCLLLACVVAAAMVSAVSCGPPKVPPGPNITAAYGKQWLEARGTWYGKPKGAGPDDN 
               10        20        30        40        50        60 
 
gi|811 GGACGYKDIDKAPFLGMNSCGNDPIFKDGKGCGSCFEVKCSKPEACSDKPVIIHITDMNT 
               70        80        90       100       110       120 
 
gi|811 EPIAAYHFDLSGHAFGAMAKEGKDEELRKAGIIDMQFRRVRCKYPGETKVTFHVEKGSNP 
              130       140       150       160       170       180 
 
gi|811 NYFAVLVKYVGGDGDVVKVELKEKGSEEWKPLNESWGAIWRIDTPKPLKGPFSLRVTTES 
              190       200       210       220       230       240 
 
gi|811 DQKLVANDVIPDNWKANALYKSEIQVD 
              250       260        
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>>gi|109913547 gi|109913547|sp|Q40638.2|EXPB1_ORYSJ Expa  (267 aa) 
 initn:  42 init1:  42 opt:  49  Z-score: 90.0  bits: 21.5 E():  4.4 
Smith-Waterman score: 49;  29.032% identity (51.613% similar) in 31 aa overlap 
(7-37:20-50) 
 
                            10        20        30                  
CV127.              MIATALVSCNCRTAPPTFDVARHQYLLWLFHQSTHQGP          
                          :::.   .::  ...      ::  ..:  :           
gi|109 MASSSLLLACVVVAAMVSAVSCGPPKVPPGPNITTSYGDKWLEAKATWYGAPKGAGPKDN 
               10        20        30        40        50        60 
 
gi|109 GGACGYKDVDKAPFLGMNSCGNDPIFKDGKGCGSCFEIKCSKPEACSDKPALIHVTDMND 
               70        80        90       100       110       120 
 
gi|109 EPIAAYHFDLSGLAFGAMAKDGKDEELRKAGIIDTQFRRVKCKYPADTKITFHIEKASNP 
              130       140       150       160       170       180 
 
gi|109 NYLALLVKYVAGDGDVVEVEIKEKGSEEWKALKESWGAIWRIDTPKPLKGPFSVRVTTEG 
              190       200       210       220       230       240 
 
gi|109 GEKIIAEDAIPDGWKADSVYKSNVQAK 
              250       260        
 
>>gi|28630919 gi|28630919|gb|AAO45607.1| beta-expansin 9  (269 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 88.3  bits: 21.2 E():  5.5 
Smith-Waterman score: 48;  28.205% identity (53.846% similar) in 39 aa overlap 
(2-37:14-52) 
 
                              10        20        30                
CV127.             MIATALV---SCNCRTAPPTFDVARHQYLLWLFHQSTHQGP        
                    . .:::   ::.   .::  ... .    ::  ..:  :         
gi|286 MGSLANNIMVVGAVLAALVVGGSCGPPKVPPGPNITTNYNGKWLTARATWYGQPNGAGAP 
               10        20        30        40        50        60 
 
gi|286 DNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDM 
               70        80        90       100       110       120 
 
gi|286 NYEPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGC 
              130       140       150       160       170       180 
 
gi|286 NPNYVAVLVKFVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTS 
              190       200       210       220       230       240 
 
gi|286 ESGKKVIAKDIIPANWRPDAVYTSNVQFY 
              250       260          
 
>>gi|28630923 gi|28630923|gb|AAO45608.1| beta-expansin 1  (269 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 88.3  bits: 21.2 E():  5.5 
Smith-Waterman score: 48;  28.205% identity (53.846% similar) in 39 aa overlap 
(2-37:14-52) 
                              10        20        30                
CV127.             MIATALV---SCNCRTAPPTFDVARHQYLLWLFHQSTHQGP        
                    . .:::   ::.   .::  ... .    ::  ..:  :         
gi|286 MGSLANNIMVVGAVLAALVAGGSCGPPKVPPGPNITTNYNGKWLTARATWYGQPNGAGAP 
               10        20        30        40        50        60 
 
gi|286 DNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDM 
               70        80        90       100       110       120 
 
gi|286 NYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGC 
              130       140       150       160       170       180 
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gi|286 NPNYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTS 
              190       200       210       220       230       240 
 
gi|286 ESGKKVIAKDVIPANWRPDAVYTSNVQFY 
              250       260          
 
>>gi|14193761 gi|14193761|gb|AAK56124.1|AF332174_1 beta-  (269 aa) 
 initn:  47 init1:  47 opt:  48  Z-score: 88.3  bits: 21.2 E():  5.5 
Smith-Waterman score: 48;  28.205% identity (53.846% similar) in 39 aa overlap 
(2-37:14-52) 
 
                              10        20        30                
CV127.             MIATALV---SCNCRTAPPTFDVARHQYLLWLFHQSTHQGP        
                    . .:::   ::.   .::  ... .    ::  ..:  :         
gi|141 MGSLVNNIMVVGAVLAALVAGGSCGPPKVPPGPNITTNYNGKWLTARATWYGQPNGAGAP 
               10        20        30        40        50        60 
 
gi|141 DNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDM 
               70        80        90       100       110       120 
 
gi|141 NYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGC 
              130       140       150       160       170       180 
 
gi|141 NPNYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTS 
              190       200       210       220       230       240 
 
gi|141 ESGKKVIAKDVIPANWRPDAVYTSNVQFY 
              250       260          
 
>>gi|111120428 gi|111120428|gb|ABH06348.1| Blo t 21 alle  (129 aa) 
 initn:  30 init1:  30 opt:  44  Z-score: 86.9  bits: 19.9 E():  6.5 
Smith-Waterman score: 44;  25.000% identity (62.500% similar) in 32 aa overlap 
(5-36:9-39) 
 
                   10        20        30                           
CV127.     MIATALVSCNCRTAPPTFDVARHQYLLWLFHQSTHQGP                   
               ::..  : . : . :  ::..   ... .:..                     
gi|111 MKFIIALAALIAVAC-ALPVSNDNFRHEFDHMIINTATQRFHEIEKFLLHITHEVDDLEK 
               10         20        30        40        50          
 
gi|111 TGNKDEKARLLRELTVSEAFIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLK 
      60        70        80        90       100       110          
 
gi|111 ALQKRVQDSE 
     120          
 
>>gi|83300389 gi|83300389|sp|O42799.2|ALL7_ASPFU Allerge  (270 aa) 
 initn:  30 init1:  30 opt:  47  Z-score: 86.5  bits: 20.9 E():  6.8 
Smith-Waterman score: 47;  33.333% identity (70.833% similar) in 24 aa overlap 
(3-25:230-251) 
 
gi|833 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
gi|833 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
gi|833 EEPAPQPATTAAPSTSTTTQAAPSAPPAANSGSTEKAASSGYSGPCSKGSPCVGQLTYYD 
              130       140       150       160       170       180 
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                                                               10   
CV127.                                                MIATALVSC-NCR 
                                                        ::.. .: .:. 
gi|833 TATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVVDKCMGCK 
              190       200       210       220       230       240 
 
             20        30               
CV127. TAPPTFDVARHQYLLWLFHQSTHQGP       
         :  .:..:: .                    
gi|833 --PTDLDASRHLFGELADFSAGRIDGMSWYFN 
                250       260       270 
 
>>gi|66849793 gi|66849793|gb|EAL90121.1| allergen Asp F7  (270 aa) 
 initn:  30 init1:  30 opt:  47  Z-score: 86.5  bits: 20.9 E():  6.8 
Smith-Waterman score: 47;  33.333% identity (70.833% similar) in 24 aa overlap 
(3-25:230-251) 
 
gi|668 MAPIFKSLALVSALFAAISSAAPVNLDKREVDVVWTTVTTVVWTTIDVTTTIYPTPQAPT 
               10        20        30        40        50        60 
 
gi|668 PPVVESTPTPTPSAAPEQAEPIETSTQPETTKSQPTQPSVATFIPVAAAAAAADSAAPIP 
               70        80        90       100       110       120 
 
gi|668 EEPAPQPATTAAPSTSTTTQAAPSAPPAANSGSTEKAASSGYSGPCSKGSPCVGQLTYYD 
              130       140       150       160       170       180 
 
                                                               10   
CV127.                                                MIATALVSC-NCR 
                                                        ::.. .: .:. 
gi|668 TATSASAPSSCGLTNDGFSENVVALPVGIMTDADCGKTVTITYNGITKTATVVDKCMGCK 
              190       200       210       220       230       240 
 
             20        30               
CV127. TAPPTFDVARHQYLLWLFHQSTHQGP       
         :  .:..:: .                    
gi|668 --PTDLDASRHLFGELADFSAGRIDGMSWYFN 
                250       260       270 
 
>>gi|75139991 gi|75139991|sp|Q7M1Y1|Q7M1Y1_FESAR Group I  (35 aa) 
 initn:  38 init1:  38 opt:  38  Z-score: 86.4  bits: 18.0 E():  6.9 
Smith-Waterman score: 38;  30.435% identity (52.174% similar) in 23 aa overlap 
(15-37:5-27) 
 
               10        20        30                
CV127. MIATALVSCNCRTAPPTFDVARHQYLLWLFHQSTHQGP        
                     ::  ... .    ::  .::  :         
gi|751           IAKVPPGPNITAEYGDKWLDAKSTFYGKPTGAGPK 
                         10        20        30      
 
>>gi|111120420 gi|111120420|gb|ABH06344.1| Blo t 21 alle  (129 aa) 
 initn:  30 init1:  30 opt:  43  Z-score: 85.2  bits: 19.6 E():    8 
Smith-Waterman score: 43;  25.000% identity (59.375% similar) in 32 aa overlap 
(5-36:9-39) 
 
                   10        20        30                           
CV127.     MIATALVSCNCRTAPPTFDVARHQYLLWLFHQSTHQGP                   
               ::..  : . : . :  ::..   . . .:..                     
gi|111 MKFIIALAALIAVAC-ALPVSNDNFRHEFDHMIVNTATQRFHEIEKFLLHITHEVDDLEK 
               10         20        30        40        50          
 
gi|111 TGNKDEKARLLRELTVSEAFIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLK 
      60        70        80        90       100       110          
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gi|111 ALQKRVQDSE 
     120          
 
>>gi|111120432 gi|111120432|gb|ABH06350.1| Blo t 21 alle  (129 aa) 
 initn:  30 init1:  30 opt:  43  Z-score: 85.2  bits: 19.6 E():    8 
Smith-Waterman score: 43;  25.000% identity (59.375% similar) in 32 aa overlap 
(5-36:9-39) 
 
                   10        20        30                           
CV127.     MIATALVSCNCRTAPPTFDVARHQYLLWLFHQSTHQGP                   
               ::..  : . : . :  ::..   . . .:..                     
gi|111 MKFIIALAALIAVAC-ALPVSNDNFRHEFDHMIVNTATQRFHEIEKFLLHITHEVDDLEE 
               10         20        30        40        50          
 
gi|111 TGNKDEKARLLRELTVSEAFIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLK 
      60        70        80        90       100       110          
 
gi|111 ALQKRVQDSE 
     120          
 
>>gi|111120424 gi|111120424|gb|ABH06346.1| Blo t 21 alle  (129 aa) 
 initn:  30 init1:  30 opt:  43  Z-score: 85.2  bits: 19.6 E():    8 
Smith-Waterman score: 43;  25.000% identity (59.375% similar) in 32 aa overlap 
(5-36:9-39) 
 
                   10        20        30                           
CV127.     MIATALVSCNCRTAPPTFDVARHQYLLWLFHQSTHQGP                   
               ::..  : . : . :  ::..   . . .:..                     
gi|111 MKFIIALAALIAVAC-ALPVSNDNFRHEFDHMIVNTATQRFHEIEKFLLHITHEVDDLEK 
               10         20        30        40        50          
 
gi|111 TGNKDEKARPLRELTVSEAFIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLK 
      60        70        80        90       100       110          
 
gi|111 ALQKRVQDSE 
     120          
 
>>gi|111494253 gi|111494253|gb|ABH06347.1| Blo t 21 alle  (129 aa) 
 initn:  30 init1:  30 opt:  43  Z-score: 85.2  bits: 19.6 E():    8 
Smith-Waterman score: 43;  25.000% identity (59.375% similar) in 32 aa overlap 
(5-36:9-39) 
 
                   10        20        30                           
CV127.     MIATALVSCNCRTAPPTFDVARHQYLLWLFHQSTHQGP                   
               ::..  : . : . :  ::..   . . .:..                     
gi|111 MKFIIALAALIAVAC-ALPVSNDNFRHEFDHMIVNAATQRFHEIEKFLLHITHEVDDLEK 
               10         20        30        40        50          
 
gi|111 TGNKDEKARLLRELTVSEAFIEGSRGYFQRELKRTDLDLLEKFNFEAALATGDLLLKDLK 
      60        70        80        90       100       110          
 
gi|111 ALQKRVQDSE 
     120          
 
>>gi|2507248 gi|2507248|sp|P49275.2|DERF3_DERFA Mite all  (259 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 85.1  bits: 20.6 E():  8.1 
Smith-Waterman score: 46;  41.176% identity (70.588% similar) in 17 aa overlap 
(8-24:207-223) 
 
gi|250 MMILTIVVLLAANILATPILPSSPNATIVGGVKAQAGDCPYQISLQSSSHFCGGSILDEY 
               10        20        30        40        50        60 
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gi|250 WILTAAHCVNGQSAKKLSIRYNTLKHASGGEKIQVAEIYQHENYDSMTIDNDVALIKLKT 
               70        80        90       100       110       120 
 
gi|250 PMTLDQTNAKPVPLPAQGSDVKVGDKIRVSGWGYLQEGSYSLPSELQRVDIDVVSREQCD 
              130       140       150       160       170       180 
 
                                  10        20        30            
CV127.                    MIATALVSCNCRTAPPTFDVARHQYLLWLFHQSTHQGP    
                                 ::.  .. :. ::: .:                  
gi|250 QLYSKAGADVSENMICGGDVANGGVDSCQGDSGGPVVDVATKQIVGIVSWGYGCARKGYP 
              190       200       210       220       230       240 
 
gi|250 GVYTRVGNFVDWIESKRSQ 
              250          
 
>>gi|407609 gi|407609|gb|AAB27812.1| Bra j IE small chai  (37 aa) 
 initn:  35 init1:  35 opt:  37  Z-score: 84.3  bits: 17.6 E():    9 
Smith-Waterman score: 37;  31.034% identity (51.724% similar) in 29 aa overlap 
(11-37:9-34) 
 
               10        20          30           
CV127. MIATALVSCNCRTAPPTFDVARHQYLL--WLFHQSTHQGP   
                 ::     :. :.:      :: .:. ..:    
gi|407   AGPFRFPRCRK---EFQQAQHLRACQQWLHKQAMQSGSGP 
                 10           20        30        
 
 
 
 
38 residues in 1 query   sequences 
292011 residues in 1313 library sequences 
 Scomplib [34.26] 
 start: Sun Dec 14 22:32:00 2008 done: Sun Dec 14 22:32:00 2008 
 Total Scan time:  0.070 Total Display time:  0.020 
 
Function used was FASTA [version 34.26.5 April 26, 2007] 
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CV127.5086_c1 
 
FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26, 
2007 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
 CV127.5086_c1, 44 aa 
 vs /n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
 292011 residues in  1313 sequences 
  Expectation_n fit: rho(ln(x))= 3.1453+/-0.00329; mu= 7.5936+/- 0.171 
 mean_var=32.0458+/- 9.962, 0's: 25 Z-trim: 25  B-trim: 52 in 1/42 
 Lambda= 0.226563 
 
FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2 
 join: 36, opt: 20, open/ext: -10/-2, width:  16 
The best scores are:                       opt bits E(1313) %_id  %_sim  alen 
gi|34495278 gi|34495278|gb|AAQ73486 ( 141)   50 22.2     1.7 0.364 0.727   22 
gi|34495286 gi|34495286|gb|AAQ73490 ( 141)   48 21.6     2.7 0.364 0.727   22 
gi|4572592 gi|4572592|gb|AAD13530.2 ( 412)   50 22.6     3.6 0.611 0.778   18 
gi|4138173 gi|4138173|emb|CAA09884. ( 162)   47 21.3     3.7 0.636 0.909   11 
gi|34495282 gi|34495282|gb|AAQ73488 ( 141)   46 20.9     4.2 0.364 0.727   22 
gi|34495280 gi|34495280|gb|AAQ73487 ( 140)   45 20.6     5.2 0.364 0.682   22 
gi|34495290 gi|34495290|gb|AAQ73492 ( 141)   45 20.6     5.2 0.364 0.682   22 
gi|34495288 gi|34495288|gb|AAQ73491 ( 141)   45 20.6     5.2 0.364 0.682   22 
gi|33772588 gi|33772588|gb|AAQ54603 ( 141)   45 20.6     5.2 0.364 0.682   22 
gi|34495284 gi|34495284|gb|AAQ73489 ( 141)   45 20.6     5.2 0.364 0.682   22 
gi|34495274 gi|34495274|gb|AAQ73484 ( 141)   44 20.2     6.6 0.364 0.682   22 
gi|129641 gi|129641|sp|P15476|PAT1_ ( 377)   47 21.6     6.7 0.444 0.722   18 
gi|21510 gi|21510|emb|CAA31575.1| u ( 386)   47 21.6     6.8 0.444 0.722   18 
gi|21514 gi|21514|emb|CAA27588.1| p ( 386)   47 21.6     6.8 0.444 0.722   18 
gi|21512 gi|21512|emb|CAA27571.1| p ( 386)   47 21.6     6.8 0.444 0.722   18 
gi|169500 gi|169500|gb|AAA33819.1|  ( 386)   47 21.6     6.8 0.444 0.722   18 
gi|2253610 gi|2253610|gb|AAC34737.1 ( 274)   45 20.8     8.4 0.417 0.750   24 
gi|2580504 gi|2580504|gb|AAB82404.1 ( 395)   46 21.3     8.7 0.257 0.629   35 
gi|729764 gi|729764|sp|P40918.1|HSP ( 643)   47 21.9     9.8 0.367 0.667   30 
 
 
>>>CV127.5086_c1, 44 aa vs 
/n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
>>gi|34495278 gi|34495278|gb|AAQ73486.1| type 2 allergen  (141 aa) 
 initn:  50 init1:  50 opt:  50  Z-score: 97.4  bits: 22.2 E():  1.7 
Smith-Waterman score: 50;  36.364% identity (72.727% similar) in 22 aa overlap 
(13-34:5-26) 
 
               10        20        30        40                     
CV127. MWTQLILLLDDIVVLFNLETTAHMSTFQLKTNGKSIFHARFERY                 
                   .::: :...:  . ...:  ::                           
gi|344         MMKFIVLFALDAVASAGKMKFKDCGKGEVTELDITDCSGDFCVLHRGKSVTL 
                       10        20        30        40        50   
 
gi|344 DAKFVANQDSAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAI 
             60        70        80        90       100       110   
 
gi|344 TPKIKAEVTAELIGDHGILACGTVNGQVE 
            120       130       140  
 
>>gi|34495286 gi|34495286|gb|AAQ73490.1| type 2 allergen  (141 aa) 
 initn:  48 init1:  48 opt:  48  Z-score: 93.9  bits: 21.6 E():  2.7 
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Smith-Waterman score: 48;  36.364% identity (72.727% similar) in 22 aa overlap 
(13-34:5-26) 
 
               10        20        30        40                     
CV127. MWTQLILLLDDIVVLFNLETTAHMSTFQLKTNGKSIFHARFERY                 
                   .::: :...:  . ...:  ::                           
gi|344         MMKFIVLFALNAVASAGKMKFKDCGKGEVTELDITDCSGDFCVLHRGKSVTL 
                       10        20        30        40        50   
 
gi|344 DAKFVANQDSAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAI 
             60        70        80        90       100       110   
 
gi|344 TPKIKAEVTAELIGDHGILACGTVNGQVE 
            120       130       140  
 
>>gi|4572592 gi|4572592|gb|AAD13530.2| major allergen Bl  (412 aa) 
 initn:  46 init1:  46 opt:  50  Z-score: 91.5  bits: 22.6 E():  3.6 
Smith-Waterman score: 50;  61.111% identity (77.778% similar) in 18 aa overlap 
(6-21:338-355) 
 
gi|457 NLLEKLREKGVDVDKIIELIRALFGLTLNAKASRNLQDDLQDFLALIPVDQIIAIATDYL 
               10        20        30        40        50        60 
 
gi|457 ANDAEVQAAVAYLQSDEFETIVVALDALPELQNFLNFLEANGLNAIDFLNGIHDLLGIPH 
               70        80        90       100       110       120 
 
gi|457 IPVSGRKYHIRRGVGITGLIDDVLAILPIEDLKALFNEKLETSPDFLALYNAIRSPEFQS 
              130       140       150       160       170       180 
 
gi|457 IVQTLNAMPEYQNLLQKLREKGVDVDKIIELIRALFGLTLNGKASRNLQDDLQDFLALIP 
              190       200       210       220       230       240 
 
gi|457 VDQIIAIATDYLANDAEVQAAVAYLQSDEFETIVVTLDALPELQNFLNFLEANGLNAIDF 
              250       260       270       280       290       300 
 
                                               10          20       
CV127.                                 MWTQLILLLDDIVVLFN--LETTAHMST 
                                            :: :::. .:::  :::.      
gi|457 LNGIHDLLGIPHIPVSGRKYHIRRGVGITGLIDDVLAILPLDDLKALFNEKLETSPDFLA 
              310       320       330       340       350       360 
 
         30        40                                       
CV127. FQLKTNGKSIFHARFERY                                   
                                                            
gi|457 LYNAIKSPEFQSIVQTLNAMPEYQNLLEKLREKGVDVDKIIELIRALFGLTH 
              370       380       390       400       410   
 
>>gi|4138173 gi|4138173|emb|CAA09884.1| allergen [Malass  (162 aa) 
 initn:  42 init1:  42 opt:  47  Z-score: 91.3  bits: 21.3 E():  3.7 
Smith-Waterman score: 47;  63.636% identity (90.909% similar) in 11 aa overlap 
(31-41:71-81) 
                                                       10        20 
CV127.                                         MWTQLILLLDDIVVLFNLET 
                                                                    
gi|413 MSNVFFDITKNGAPLGTIKFKLFDDVVPKTAANFRALCTGEKGFGYAGSHFHRVIPDFML 
               10        20        30        40        50        60 
 
               30        40                                         
CV127. TAHMSTFQLKTNGKSIFHARFERY                                     
                 :.::::. :.:                                        
gi|413 QGGDFTAGNGTGGKSIYGAKFADENFQLKHNKPGLLSMANAGPNTNGSQFFITTVVTSWL 
               70        80        90       100       110       120 
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gi|413 DGKHVVFGEVIDGMNVVKAIEAEGSGSGKPRSRIEIAKCGVC 
              130       140       150       160   
 
>>gi|34495282 gi|34495282|gb|AAQ73488.1| type 2 allergen  (141 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 90.3  bits: 20.9 E():  4.2 
Smith-Waterman score: 46;  36.364% identity (72.727% similar) in 22 aa overlap 
(13-34:5-26) 
 
               10        20        30        40                     
CV127. MWTQLILLLDDIVVLFNLETTAHMSTFQLKTNGKSIFHARFERY                 
                   .::: : ..:  .....:  ::                           
gi|344         MMKFIVLFALVAVASAGNMKFKDCGKGEVTELDITDCSGDFCVLHRGKSVTL 
                       10        20        30        40        50   
 
gi|344 DAKFVANQDSAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAI 
             60        70        80        90       100       110   
 
gi|344 TPKIKAEVTAELIGDHGILACGTVNGQVE 
            120       130       140  
 
>>gi|34495280 gi|34495280|gb|AAQ73487.1| type 2 allergen  (140 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 88.6  bits: 20.6 E():  5.2 
Smith-Waterman score: 45;  36.364% identity (68.182% similar) in 22 aa overlap 
(13-34:4-25) 
 
               10        20        30        40                     
CV127. MWTQLILLLDDIVVLFNLETTAHMSTFQLKTNGKSIFHARFERY                 
                   .::: : ..:  . ...:  ::                           
gi|344          MKFIVLFALVAVASAGKMKFKDCGKGEVTELDITDCSGDFCVLHRGQSVTL 
                        10        20        30        40        50  
 
gi|344 DAKFVANQDSAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAI 
              60        70        80        90       100       110  
 
gi|344 TPKIKAEVTAELIGDHGILACGTVNGQVE 
             120       130       140 
 
>>gi|34495290 gi|34495290|gb|AAQ73492.1| type 2 allergen  (141 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 88.6  bits: 20.6 E():  5.2 
Smith-Waterman score: 45;  36.364% identity (68.182% similar) in 22 aa overlap 
(13-34:5-26) 
 
               10        20        30        40                     
CV127. MWTQLILLLDDIVVLFNLETTAHMSTFQLKTNGKSIFHARFERY                 
                   .::: : ..:  . ...:  ::                           
gi|344         MMKFIVLFALVAVASAGKMKFKDCGKGEVTELDITDCSGDFCVLHRGKSVTL 
                       10        20        30        40        50   
 
gi|344 DAKFVANQDSAKATIKVLAKVVGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAI 
             60        70        80        90       100       110   
 
gi|344 TPKIKAEVTAELIGDHGILACGTVNGTVE 
            120       130       140  
 
>>gi|34495288 gi|34495288|gb|AAQ73491.1| type 2 allergen  (141 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 88.6  bits: 20.6 E():  5.2 
Smith-Waterman score: 45;  36.364% identity (68.182% similar) in 22 aa overlap 
(13-34:5-26) 
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               10        20        30        40                     
CV127. MWTQLILLLDDIVVLFNLETTAHMSTFQLKTNGKSIFHARFERY                 
                   .::: : ..:  . ...:  ::                           
gi|344         MMKFIVLFALVAVASAGKMKFKDCGKGEVTELDITDCSGDFCVLHRGKSVTL 
                       10        20        30        40        50   
 
gi|344 DAKFVANQDSAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAI 
             60        70        80        90       100       110   
 
gi|344 TPKIKAEVTAELIGDHGILACGTVNGQVE 
            120       130       140  
 
>>gi|33772588 gi|33772588|gb|AAQ54603.1| Gly d 2.03 [Gly  (141 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 88.6  bits: 20.6 E():  5.2 
Smith-Waterman score: 45;  36.364% identity (68.182% similar) in 22 aa overlap 
(13-34:5-26) 
 
               10        20        30        40                     
CV127. MWTQLILLLDDIVVLFNLETTAHMSTFQLKTNGKSIFHARFERY                 
                   .::: : ..:  . ...:  ::                           
gi|337         MMKFIVLFALVAVASAGKMKFKDCGKGEVTELDITDCSGDFCVLHRGKSVTL 
                       10        20        30        40        50   
 
gi|337 DAKFVANQDSAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAI 
             60        70        80        90       100       110   
 
gi|337 TPKIKAEVTAELIGDHGILACGTVNGQVE 
            120       130       140  
 
>>gi|34495284 gi|34495284|gb|AAQ73489.1| type 2 allergen  (141 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 88.6  bits: 20.6 E():  5.2 
Smith-Waterman score: 45;  36.364% identity (68.182% similar) in 22 aa overlap 
(13-34:5-26) 
 
               10        20        30        40                     
CV127. MWTQLILLLDDIVVLFNLETTAHMSTFQLKTNGKSIFHARFERY                 
                   .::: : ..:  . ...:  ::                           
gi|344         MMKFIVLFALVAVASAGKMKFKDCGKGEVTELDITDCSGGFCVLHRGKSVTL 
                       10        20        30        40        50   
 
gi|344 DAKFVANQDSAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAI 
             60        70        80        90       100       110   
 
gi|344 TPKIKAEVTAELIGDHGILACGTVNGQVE 
            120       130       140  
 
>>gi|34495274 gi|34495274|gb|AAQ73484.1| type 2 allergen  (141 aa) 
 initn:  44 init1:  44 opt:  44  Z-score: 86.8  bits: 20.2 E():  6.6 
Smith-Waterman score: 44;  36.364% identity (68.182% similar) in 22 aa overlap 
(13-34:5-26) 
 
               10        20        30        40                     
CV127. MWTQLILLLDDIVVLFNLETTAHMSTFQLKTNGKSIFHARFERY                 
                   .::: : ..:  . ...:  ::                           
gi|344         MMKFIVLFALIAVASAGKMKFKDCGKGEVTELDITDCSGDFCVLHRGKSVTL 
                       10        20        30        40        50   
 
gi|344 DAKFVANQDSAKATIKVLAKVAGTQIQVPGFDTDGCKIIKCPIKKGDPIDFKYSGTIPAI 
             60        70        80        90       100       110   
 
gi|344 TPKIKAEVTAELIGDHGILACGTVNGQVE 
            120       130       140  
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>>gi|129641 gi|129641|sp|P15476|PAT1_SOLTU Patatin B1 pr  (377 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 86.7  bits: 21.6 E():  6.7 
Smith-Waterman score: 47;  44.444% identity (72.222% similar) in 18 aa overlap 
(20-37:139-156) 
 
gi|129 LFFMILATTSSTCAKLEEMVTVLSIDGGGIKGIIPAIILEFLEGQLQEVDNNKDARLADY 
               10        20        30        40        50        60 
 
                                                                    
CV127.                                                            M 
                                                                    
gi|129 FDVIGGTSTGGLLTAMITTPNENNRPFAAAKDIVPFYFEHGPHIFNYSGSIFGPRYDGKY 
               70        80        90       100       110       120 
 
              10        20        30        40                      
CV127. WTQLILLLDDIVVLFNLETTAHMSTFQLKTNGKSIFHARFERY                  
                         : . .:.:..:::   ::                         
gi|129 LLQVLQEKLGETRVHQALTEVAISSFDIKTNKPVIFTKSNLAKSPELDAKMYDICYSIAA 
              130       140       150       160       170       180 
 
gi|129 APIYFPPHHFVTHTSNGATYEFNLVDGGVATVGDPALLSLSVATRLAQEDPAFSSIKSLD 
              190       200       210       220       230       240 
 
gi|129 YKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQLTNAASSYMTDYYISTVFQA 
              250       260       270       280       290       300 
 
gi|129 RHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPETYEEALKRF 
              310       320       330       340       350       360 
 
gi|129 AKLLSNRKKLRANKASY 
              370        
 
>>gi|21510 gi|21510|emb|CAA31575.1| unnamed protein prod  (386 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 86.5  bits: 21.6 E():  6.8 
Smith-Waterman score: 47;  44.444% identity (72.222% similar) in 18 aa overlap 
(20-37:148-165) 
 
gi|215 MATTKSFLILFFMILATTSSTCAKLEEMVTVLSIDGGGIKGIIPAIILEFLEGQLQEVDN 
               10        20        30        40        50        60 
 
gi|215 NKDARLADYFDVIGGTSTGGLLTAMITTPNENNRPFAAAKDIVPFYFEHGPHIFNYSGSI 
               70        80        90       100       110       120 
 
                       10        20        30        40             
CV127.         MWTQLILLLDDIVVLFNLETTAHMSTFQLKTNGKSIFHARFERY         
                                  : . .:.:..:::   ::                
gi|215 LGPMYDGKYLLQVLQEKLGETRVHQALTEVAISSFDIKTNKPVIFTKSNLAKSPELDAKM 
              130       140       150       160       170       180 
 
gi|215 YDICYSTAAAPIYFPPHHFVTHTSNGARYEFNLVDGAVATVGDPALLSLSVATRLAQEDP 
              190       200       210       220       230       240 
 
gi|215 AFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMTNAASSYMTD 
              250       260       270       280       290       300 
 
gi|215 YYISTVFQARHSQNNYLRVQENALNGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPE 
              310       320       330       340       350       360 
 
gi|215 TYEEALKRFAKLLSDRKKLRANKASH 
              370       380       
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>>gi|21514 gi|21514|emb|CAA27588.1| patatin [Solanum tub  (386 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 86.5  bits: 21.6 E():  6.8 
Smith-Waterman score: 47;  44.444% identity (72.222% similar) in 18 aa overlap 
(20-37:148-165) 
 
gi|215 MATTKSFLILFFMILATTSSTCATLGEMVTVLSIDGGGIKGIIPAIILEFLEGQLQEVDN 
               10        20        30        40        50        60 
 
gi|215 NKDARLADYFDVIGGTSTGGLLTAMITTPNENNRPFAAAKDIVPFYFEHGPHIFNYSGSI 
               70        80        90       100       110       120 
 
                       10        20        30        40             
CV127.         MWTQLILLLDDIVVLFNLETTAHMSTFQLKTNGKSIFHARFERY         
                                  : . .:.:..:::   ::                
gi|215 FGPRYDGKYLLQVLQEKLGETRVHQALTEVAISSFDIKTNKPVIFTKSNLAESPQLDAKM 
              130       140       150       160       170       180 
 
gi|215 YDICYSTAAAPIYFPPHHFVTHTSNGATYEFNLVDGAVATVGDPALLSLSVATRLAQDDP 
              190       200       210       220       230       240 
 
gi|215 AFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAEEAAKWGPLRWMLAIQQMTNAASSYMTD 
              250       260       270       280       290       300 
 
gi|215 YYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPE 
              310       320       330       340       350       360 
 
gi|215 TYEEALKRFAKLLSDRKKLRANKASH 
              370       380       
 
>>gi|21512 gi|21512|emb|CAA27571.1| patatin [Solanum tub  (386 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 86.5  bits: 21.6 E():  6.8 
Smith-Waterman score: 47;  44.444% identity (72.222% similar) in 18 aa overlap 
(20-37:148-165) 
 
gi|215 MATTNSFTILIFMILATTSSTFATLGEMVTVLSIDGGGIKGIIPATILEFLEGQLQEVDN 
               10        20        30        40        50        60 
 
gi|215 NTDARLADYFDVIGGTSTGGLLTAMITTPNETNRPFAAAKDIVPFYFEHGPKIFQSSGSI 
               70        80        90       100       110       120 
 
                       10        20        30        40             
CV127.         MWTQLILLLDDIVVLFNLETTAHMSTFQLKTNGKSIFHARFERY         
                                  : . .:.:..:::   ::                
gi|215 FGPKYDGKYLMQVLQEKLGETRVHQALTEVAISSFDIKTNKPVIFTKSNLAKSPELDAKM 
              130       140       150       160       170       180 
 
gi|215 YDICYSTAAAPTFFPPHYFATNTSNGDKYEFNLVDGAVATVDDPALLSISVATKLAQVDP 
              190       200       210       220       230       240 
 
gi|215 KFASIKSLNYKQMLLLSLGTGTTSEFDKTYTAEETAKWGTARWMLVIQKMTSAASSYMTD 
              250       260       270       280       290       300 
 
gi|215 YYLSTAFQALDSQNNYLRVQENALTGTTTELDDASEANMQLLVQVGEDLLKKSVSKDNPE 
              310       320       330       340       350       360 
 
gi|215 TYEEALKRFAKLLSDRKKLRANKASY 
              370       380       
 
>>gi|169500 gi|169500|gb|AAA33819.1| patatin              (386 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 86.5  bits: 21.6 E():  6.8 
Smith-Waterman score: 47;  44.444% identity (72.222% similar) in 18 aa overlap 
(20-37:148-165) 
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gi|169 MATTKSFLILFFMILATTSSTCAKLEEMVTVLSIDGGGIKGIIPAIILEFLEGQLQEVDN 
               10        20        30        40        50        60 
 
gi|169 NKDARLADYFDVIGGTSTGGLLTAMITTPNENNRPFAAAKDIVPFYFEHGPHIFNYSGSI 
               70        80        90       100       110       120 
 
                       10        20        30        40             
CV127.         MWTQLILLLDDIVVLFNLETTAHMSTFQLKTNGKSIFHARFERY         
                                  : . .:.:..:::   ::                
gi|169 IGPMYDGKYLLQVLQEKLGETRVHQALTEVAISSFDIKTNKPVIFTKSNLAKSPELDAKM 
              130       140       150       160       170       180 
 
gi|169 YDICYSTAAAPIYFPPHYFITHTSNGDIYEFNLVDGGVATVGDPALLSLSVATRLAQEDP 
              190       200       210       220       230       240 
 
gi|169 AFSSIKSLDYKQMLLLSLGTGTNSEFDKTYTAQEAAKWGPLRWMLAIQQMTNAASSYMTD 
              250       260       270       280       290       300 
 
gi|169 YYISTVFQARHSQNNYLRVQENALTGTTTEMDDASEANMELLVQVGETLLKKPVSKDSPE 
              310       320       330       340       350       360 
 
gi|169 TYEEALKRFAKLLSDRKKLRANKASY 
              370       380       
 
>>gi|2253610 gi|2253610|gb|AAC34737.1| Cr-PII allergen [  (274 aa) 
 initn:  36 init1:  36 opt:  45  Z-score: 84.9  bits: 20.8 E():  8.4 
Smith-Waterman score: 45;  41.667% identity (75.000% similar) in 24 aa overlap 
(6-27:13-36) 
 
                      10          20        30        40            
CV127.        MWTQLILLLDDIVVLFN--LETTAHMSTFQLKTNGKSIFHARFERY        
                   :: .::. .::.  :::.  ...:                         
gi|225 VGVDGLIDDIIAILPIDDLKALFQEKLETSLDFKAFYDAVRSPEFQSIVQTLNAMPEYQD 
               10        20        30        40        50        60 
 
gi|225 LLQKLRDKGVDVDHYIELIRALFGLTREARNLQDDLNDFLALIPTDQILAIAMDYLANDA 
               70        80        90       100       110       120 
 
gi|225 EVQELVAYLQSDDFHKIINTIEALPEFANFYNFLKGHGLDVANYINEIHSIIGLPPFVPP 
              130       140       150       160       170       180 
 
gi|225 SRRHARRGVGINGLIDDVIAILPVDELKTLFQEKLETSPDFKALYDAIRSPEFQSIISTL 
              190       200       210       220       230       240 
 
gi|225 NAMPEYQELLQNLRDKGVDVDHFIELIRSWFGLP 
              250       260       270     
 
>>gi|2580504 gi|2580504|gb|AAB82404.1| Cr-PII [Periplane  (395 aa) 
 initn:  36 init1:  36 opt:  46  Z-score: 84.6  bits: 21.3 E():  8.7 
Smith-Waterman score: 47;  25.714% identity (62.857% similar) in 35 aa overlap 
(8-42:127-159) 
 
gi|258 MKLPIMILAVLGVAFGKSLPNRNLQDDLNDFLALLPVDEITAIVMDYLANDAEVQEAVAY 
               10        20        30        40        50        60 
 
                                                                    
CV127.                                                            M 
                                                                    
gi|258 LQGEEFHKIVFTVEGLQEFGNFVQFLEDHGLDAVGYINRLHSVFGWDPYVPSSKRKHTRR 
               70        80        90       100       110       120 
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              10        20        30        40                      
CV127. WTQLILLLDDIVVLFNLETTAHMSTFQLKTNGKSIFHARFERY                  
             :.:::.... ..    .  :: : . .  :.: ..                    
gi|258 GVGVDGLIDDIIAILPIDDLKAL--FQEKLETSPDFKAFYDAVRSPEFQSIVQTLNAMPE 
              130       140         150       160       170         
 
gi|258 YQDLLQKLRDKGVDVDHYIELIRALFGLTRAARNLQDDLNDFLALIPTDQILAIAMDYLA 
      180       190       200       210       220       230         
 
gi|258 NDAEVQELVAYLQSDDFHKIINTIEALPEFANFYNFLKGHGLDVADYINEIHSIIGLPPF 
      240       250       260       270       280       290         
 
gi|258 VPPSRRHARRGVGINGLIDDVIAILPVDELKALFQEKLETSPDFKALYDAIRSPEFQSII 
      300       310       320       330       340       350         
 
gi|258 STLNAMPEYQELLQNLRDKAVDVDHFIELIRSLFGLP 
      360       370       380       390      
 
>>gi|729764 gi|729764|sp|P40918.1|HSP70_CLAHE Heat shock  (643 aa) 
 initn:  34 init1:  34 opt:  47  Z-score: 83.7  bits: 21.9 E():  9.8 
Smith-Waterman score: 47;  36.667% identity (66.667% similar) in 30 aa overlap 
(3-32:387-416) 
 
gi|729 MAPAIGIDLGTTYSCVGIYRDDRIEIIANDQGNRTTPSFVAFTDTERLIGDSAKNQVAIN 
               10        20        30        40        50        60 
 
gi|729 PHNTVFDAKRLIGRKFQDAEVQADMKHFPFKVIEKAGKPVTQVEFKGETKDFTPEEISSM 
               70        80        90       100       110       120 
 
gi|729 ILTKMRETAESYLGGTVNNAVITVPAYFNDSQRQATKDAGLIAGLNVLRIINEPTAAAIA 
              130       140       150       160       170       180 
 
gi|729 YGLDKKQEGEKNVLIFDLGGGTFDVSFLTIEEGIFEVKSTAGDTHLGGEDFDNRLVNHFS 
              190       200       210       220       230       240 
 
gi|729 NEFKRKHKKDLSDNARALRRLRTACERAKRTLSSSAQTSIEIDSLFEGIDFFTSNTRARF 
              250       260       270       280       290       300 
 
gi|729 EEVGQDLFRGNMEPGERTLRDDKIDKSSVHEIVLGGGSTRIPKVQKLVSDFFNGKEPCKS 
              310       320       330       340       350       360 
 
                                       10        20        30       
CV127.                         MWTQLILLLDDIVVLFNLETTAHMSTFQLKTNGKSI 
                                 :. :::::   . ...::.. . :  .: :     
gi|729 INPDEAVAYGAAVQAAILSGDTSSKSTKEILLLDVAPLSLGIETAGGVMTALIKRNTTIP 
              370       380       390       400       410       420 
 
         40                                                         
CV127. FHARFERY                                                     
                                                                    
gi|729 TKKSETFSTFSDNQPGVLIQVFEGERARTKDINLMGKFELSGIRPAPRGVPQIEVTFDLD 
              430       440       450       460       470       480 
 
gi|729 ANGIMNVSALEKGTGKTNKIVITNDKGRLSKEEIERMLADAEKYKEEDEAEAGRIQAKNG 
              490       500       510       520       530       540 
 
gi|729 LESYAYSLKNTVSDPKVEEKLSAEDKETLTGAIDKTVAWIDENQTATKEEYEAEQKQLES 
              550       560       570       580       590       600 
 
gi|729 VANPVMMKIYGAEGGAPGGMPGQGAGAPPPGAGDDGPTVEEVD 
              610       620       630       640    
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44 residues in 1 query   sequences 
292011 residues in 1313 library sequences 
 Scomplib [34.26] 
 start: Sun Dec 14 22:41:41 2008 done: Sun Dec 14 22:41:41 2008 
 Total Scan time:  0.070 Total Display time:  0.030 
 
Function used was FASTA [version 34.26.5 April 26, 2007] 
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CV127.5688_d3 
 
FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26, 
2007 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
 CV127.5688_d3, 38 aa 
 vs /n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
 292011 residues in  1313 sequences 
  Expectation_n fit: rho(ln(x))= 4.8710+/-0.00414; mu= -4.2852+/- 0.215 
 mean_var=53.4008+/-13.453, 0's: 39 Z-trim: 40  B-trim: 50 in 1/41 
 Lambda= 0.175509 
 
FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2 
 join: 36, opt: 20, open/ext: -10/-2, width:  16 
The best scores are:                       opt bits E(1313) %_id  %_sim  alen 
gi|76666767 gi|76666767|emb|CAA5507 ( 497)   67 25.4    0.55 0.423 0.577   26 
gi|3913017 gi|3913017|sp|P81496.1|A (  27)   42 18.5     3.7 0.385 0.615   13 
gi|170708 gi|170708|gb|AAA34274.1|  ( 291)   52 21.5     4.8 0.261 0.652   23 
gi|1169665 gi|1169665|sp|P30438.2|F (  92)   44 19.3     7.3 0.308 0.692   13 
gi|50659889 gi|50659889|gb|AAT80664 ( 115)   44 19.3     8.9 0.296 0.519   27 
gi|50659885 gi|50659885|gb|AAT80662 ( 115)   44 19.3     8.9 0.296 0.519   27 
gi|38492338 gi|38492338|gb|AAR22488 ( 115)   44 19.3     8.9 0.222 0.519   27 
gi|50659891 gi|50659891|gb|AAT80665 ( 115)   44 19.3     8.9 0.296 0.519   27 
gi|256429 gi|256429|gb|AAB23464.1|  ( 216)   47 20.2       9 0.333 0.625   24 
gi|18770 gi|18770|emb|CAA45777.1| t ( 217)   47 20.2       9 0.333 0.625   24 
gi|14285595 gi|14285595|sp|O04004.1 ( 118)   44 19.3     9.1 0.368 0.632   19 
 
>>>CV127.5688_d3, 38 aa vs 
/n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
>>gi|76666767 gi|76666767|emb|CAA55071.2| aldehyde dehyd  (497 aa) 
 initn:  43 init1:  43 opt:  67  Z-score: 106.2  bits: 25.4 E(): 0.55 
Smith-Waterman score: 67;  42.308% identity (57.692% similar) in 26 aa overlap 
(10-35:146-171) 
 
gi|766 MTSVKLSTPQTGEFEQPTGLFINNEFVKAVDGKTFDVINPSTEEVICSVQEATEKDVDIA 
               10        20        30        40        50        60 
 
gi|766 VAAARKAFNGPWRKETPENRGKLLNKLADLFEKNADLIAAVEALDNGKAFSMAKNVDVPA 
               70        80        90       100       110       120 
 
                               10        20        30               
CV127.                 MRDLILVMMSCRYICLECMGLCMQITLWSIVICCWRLE       
                                :  ::  : .:.: ::  :.. :  :          
gi|766 AAGCLRYYGGWADKIEGKVVDTAPDSFNYIRKEPIGVCGQIIPWNFPILMWSWKIGPAIA 
              130       140       150       160       170       180 
 
gi|766 TGNTVVLKTAEQTPLSAYIACKLIQEAGFPPGVINVITGFGKIAGAAMSAHMDIDKIAFT 
              190       200       210       220       230       240 
 
gi|766 GSTVVGRQIMKSAAGSNLKKVTLELGGKSPNIVFADADLDEAIHWVNFGIYFNHGQACCA 
              250       260       270       280       290       300 
 
gi|766 GSRIYVQEEIYDKFIQRFKERAAQNAVGDPFAADTFQGPQVSQLQFDRIMGYIEEGKKSG 
              310       320       330       340       350       360 
 
gi|766 ATIETGGNRKGDKGYFIEPTIFSNVTEDMKIQQEEIFGPVCTISKFKTKADVIKIGNNTT 
              370       380       390       400       410       420 
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gi|766 YGLAAAVHTSNLTTAIEVANALRAGTVWVNSYNTLHWQLPFGGYKESGIGRELGEAALDN 
              430       440       450       460       470       480 
 
gi|766 YIQTKTVSIRLGDVLFG 
              490        
 
>>gi|3913017 gi|3913017|sp|P81496.1|ALCC_WHEAT Allergen   (27 aa) 
 initn:  34 init1:  34 opt:  42  Z-score: 91.4  bits: 18.5 E():  3.7 
Smith-Waterman score: 42;  38.462% identity (61.538% similar) in 13 aa overlap 
(12-24:10-22) 
 
               10        20        30         
CV127. MRDLILVMMSCRYICLECMGLCMQITLWSIVICCWRLE 
                  : :  ::.. : .               
gi|391   SFREQCVPGREITYECLNACAEYAVRQ          
                 10        20                 
 
>>gi|170708 gi|170708|gb|AAA34274.1| gamma-gliadin B pre  (291 aa) 
 initn:  36 init1:  36 opt:  52  Z-score: 89.2  bits: 21.5 E():  4.8 
Smith-Waterman score: 52;  26.087% identity (65.217% similar) in 23 aa overlap 
(11-32:149-171) 
 
gi|170 MKTLLILTILAMAITIATANMQADPSGQVQWPQQQPFLQPHQPFSQQPQQIFPQPQQTFP 
               10        20        30        40        50        60 
 
gi|170 HQPQQQFPQPQQPQQQFLQPRQPFPQQPQQPYPQQPQQPFPQTQQPQQPFPQSKQPQQPF 
               70        80        90       100       110       120 
 
                                 10         20        30            
CV127.                   MRDLILVMMSCR-YICLECMGLCMQITLWSIVICCWRLE    
                                   :. ..  .:  . .  .::::..          
gi|170 PQPQQPQQSFPQQQPSLIQQSLQQQLNPCKNFLLQQCKPVSLVSSLWSIILPPSDCQVMR 
              130       140       150       160       170       180 
 
gi|170 QQCCQQLAQIPQQLQCAAIHSVVHSIIMQQEQQEQLQGVQILVPLSQQQQVGQGILVQGQ 
              190       200       210       220       230       240 
 
gi|170 GIIQPQQPAQLEVIRSLVLQTLPTMCNVYVPPYCSTIRAPFASIVASIGGQ 
              250       260       270       280       290  
 
>>gi|1169665 gi|1169665|sp|P30438.2|FEL1A_FELCA Major al  (92 aa) 
 initn:  23 init1:  23 opt:  44  Z-score: 85.9  bits: 19.3 E():  7.3 
Smith-Waterman score: 44;  30.769% identity (69.231% similar) in 13 aa overlap 
(20-32:3-15) 
 
               10        20        30                               
CV127. MRDLILVMMSCRYICLECMGLCMQITLWSIVICCWRLE                       
                          : :. . ::. ..                             
gi|116                  MKGACVLVLLWAALLLISGGNCEICPAVKRDVDLFLTGTPDEY 
                                10        20        30        40    
 
gi|116 VEQVAQYKALPVVLENARILKNCVDAKMTEEDKENALSVLDKIYTSPLC 
            50        60        70        80        90   
 
>>gi|50659889 gi|50659889|gb|AAT80664.1| lipid transfer   (115 aa) 
 initn:  31 init1:  31 opt:  44  Z-score: 84.4  bits: 19.3 E():  8.9 
Smith-Waterman score: 44;  29.630% identity (51.852% similar) in 27 aa overlap 
(8-33:1-27) 
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               10         20        30                              
CV127. MRDLILVMMSCRYICLE-CMGLCMQITLWSIVICCWRLE                      
              : :   : :   ..::: ...   . :                           
gi|506        MASSAVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSDGPVPPACCN 
                      10        20        30        40        50    
 
gi|506 GIRTINGLAKTTPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCAT 
            60        70        80        90       100       110    
 
gi|506 VK 
          
 
>>gi|50659885 gi|50659885|gb|AAT80662.1| lipid transfer   (115 aa) 
 initn:  31 init1:  31 opt:  44  Z-score: 84.4  bits: 19.3 E():  8.9 
Smith-Waterman score: 44;  29.630% identity (51.852% similar) in 27 aa overlap 
(8-33:1-27) 
 
               10         20        30                              
CV127. MRDLILVMMSCRYICLE-CMGLCMQITLWSIVICCWRLE                      
              : :   : :   ..::: ...   . :                           
gi|506        MASSAVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCN 
                      10        20        30        40        50    
 
gi|506 GIRTINGLAKTTPDRQAACNCLKSLAGSVSGVNPGNAESLPGKCGVNVPYKISTSTNCAT 
            60        70        80        90       100       110    
 
gi|506 VK 
          
 
>>gi|38492338 gi|38492338|gb|AAR22488.1| allergen Mal d   (115 aa) 
 initn:  31 init1:  31 opt:  44  Z-score: 84.4  bits: 19.3 E():  8.9 
Smith-Waterman score: 44;  22.222% identity (51.852% similar) in 27 aa overlap 
(9-33:1-27) 
 
               10          20        30                             
CV127. MRDLILVMMSCRYICLECM--GLCMQITLWSIVICCWRLE                     
               :.:  .    .  .::: ...   . :                          
gi|384         MACSAVIKLALVVALCMAVSVAHAITCGQVTSSLAPCIGYVRSGGAVPPACC 
                       10        20        30        40        50   
 
gi|384 NGIRTINGLARTTADRQTACNCLKNLAGSISGVNPNNAAGLPGKCGVNVPYKISTSTNCA 
             60        70        80        90       100       110   
 
gi|384 TVK 
           
 
>>gi|50659891 gi|50659891|gb|AAT80665.1| lipid transfer   (115 aa) 
 initn:  31 init1:  31 opt:  44  Z-score: 84.4  bits: 19.3 E():  8.9 
Smith-Waterman score: 44;  29.630% identity (51.852% similar) in 27 aa overlap 
(8-33:1-27) 
 
               10         20        30                              
CV127. MRDLILVMMSCRYICLE-CMGLCMQITLWSIVICCWRLE                      
              : :   : :   ..::: ...   . :                           
gi|506        MASSAVINLALVVALCMAVSVAHAITCGQVSSNLVPCFDYVRSGGPVPPACCN 
                      10        20        30        40        50    
 
gi|506 GIRTINGLAKTTPDRQAACNCLKSLAGSVSGVNPGNVESLPGKCGVNVPYKISTSTNCAT 
            60        70        80        90       100       110    
 
gi|506 VK 
          



 
 
 Plant Science L. L. C.  BASF Reg. Doc. No. 2008/7019371 

BASF Plant Science Report No. BPS-015-08  Page 161 of 268 

 
>>gi|256429 gi|256429|gb|AAB23464.1| Kunitz trypsin inhi  (216 aa) 
 initn:  29 init1:  29 opt:  47  Z-score: 84.4  bits: 20.2 E():    9 
Smith-Waterman score: 47;  33.333% identity (62.500% similar) in 24 aa overlap 
(9-31:97-120) 
 
gi|256 MKSTIFFLFLFCAFTTSYLPSAIADFVLDNEGNPLENGGTYYILSDITAFGGIRAAPTGN 
               10        20        30        40        50        60 
 
                                           10        20         30  
CV127.                             MRDLILVMMSCRYICLECMGLCMQI-TLWSIV 
                                           .: ..  .  . ::. : : ::.: 
gi|256 ERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSVV 
               70        80        90       100       110       120 
 
                                                                    
CV127. ICCWRLE                                                      
                                                                    
gi|256 EDLPEGPAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHDD 
              130       140       150       160       170       180 
 
gi|256 GTRRLVVSKNKPLVVQFQKLDKESLAKKNHGLSRSE 
              190       200       210       
 
>>gi|18770 gi|18770|emb|CAA45777.1| trypsin inhibitor su  (217 aa) 
 initn:  29 init1:  29 opt:  47  Z-score: 84.3  bits: 20.2 E():    9 
Smith-Waterman score: 47;  33.333% identity (62.500% similar) in 24 aa overlap 
(9-31:98-121) 
 
gi|187 MKSTIFFALFLFCAFTTSYLPSAIADFVLDNEGNPLENGGTYYILSDITAFGGIRAAPTG 
               10        20        30        40        50        60 
 
                                            10        20         30 
CV127.                              MRDLILVMMSCRYICLECMGLCMQI-TLWSI 
                                            .: ..  .  . ::. : : ::. 
gi|187 NERCPLTVVQSRNELDKGIGTIISSPYRIRFIAEGHPLSLKFDSFAVIMLCVGIPTEWSV 
               70        80        90       100       110       120 
                                                                    
CV127. VICCWRLE                                                     
       :                                                            
gi|187 VEDLPEGPAVKIGENKDAMDGWFRLERVSDDEFNNYKLVFCPQQAEDDKCGDIGISIDHD 
              130       140       150       160       170       180 
 
gi|187 DGTRRLVVSKNKPLVVQFQKLDKESLAKKNHGLSRSE 
              190       200       210        
 
>>gi|14285595 gi|14285595|sp|O04004.1|NLTP6_AMBAR Non-sp  (118 aa) 
 initn:  33 init1:  33 opt:  44  Z-score: 84.3  bits: 19.3 E():  9.1 
Smith-Waterman score: 44;  36.842% identity (63.158% similar) in 19 aa overlap 
(22-36:3-20) 
 
               10        20        30                               
CV127. MRDLILVMMSCRYICLECMGLCMQITLWSIVI----CCWRLE                   
                            :..: :::...      ::                     
gi|142                    MDCIRI-LWSVAVGLLLVSWRPTMFAASPTCDTVQNILAPC 
                                   10        20        30        40 
 
gi|142 AGFLTGQEPSKACCTGVNNLNNSRKTKADRVAVCNCIKELTKSIAYDPKRMPLLSTKCGV 
               50        60        70        80        90       100 
 
gi|142 KPDFPAVDKNLDCSKLPV 
              110         
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38 residues in 1 query   sequences 
292011 residues in 1313 library sequences 
 Scomplib [34.26] 
 start: Sun Dec 14 22:45:32 2008 done: Sun Dec 14 22:45:32 2008 
 Total Scan time:  0.070 Total Display time:  0.000 
 
Function used was FASTA [version 34.26.5 April 26, 2007] 
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CV127.2041_d1 
 
FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26, 
2007 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
 CV127.2041_d1, 34 aa 
 vs /n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
 292011 residues in  1313 sequences 
  Expectation_n fit: rho(ln(x))= 3.5071+/-0.0039; mu= 7.4621+/- 0.204 
 mean_var=63.4947+/-18.147, 0's: 43 Z-trim: 43  B-trim: 29 in 1/41 
 Lambda= 0.160955 
 
FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2 
 join: 36, opt: 20, open/ext: -10/-2, width:  16 
The best scores are:                       opt bits E(1313) %_id  %_sim  alen 
gi|50199132 gi|50199132|emb|CAH0379 (  91)   62 21.4     1.4 0.500 0.650   20 
gi|114794319 gi|114794319|pdb|2HCZ| ( 245)   56 20.6     6.7 0.357 0.571   28 
gi|28630919 gi|28630919|gb|AAO45607 ( 269)   56 20.7       7 0.357 0.571   28 
gi|28630923 gi|28630923|gb|AAO45608 ( 269)   56 20.7       7 0.357 0.571   28 
gi|14193761 gi|14193761|gb|AAK56124 ( 269)   56 20.7       7 0.357 0.571   28 
 
 
>>>CV127.2041_d1, 34 aa vs 
/n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
>>gi|50199132 gi|50199132|emb|CAH03799.1| lipid transfer  (91 aa) 
 initn:  40 init1:  40 opt:  62  Z-score: 98.6  bits: 21.4 E():  1.4 
Smith-Waterman score: 62;  50.000% identity (65.000% similar) in 20 aa overlap 
(5-24:13-29) 
 
                       10        20        30                       
CV127.         MSFVCSVFVRSGVMDGVSVPCFCNACWVVSCKKC                   
                   : :..:::    . ::: ::                             
gi|501 ITCGQVTGSLAPCIVYLRSG--GPIPVPC-CNGVRSLNAAARTTPDRQTACNCLKQAAGS 
               10        20           30        40        50        
 
gi|501 IPNLNPNNAVGLPRACGVSIPYKISISTDCSKVR 
        60        70        80        90  
 
>>gi|114794319 gi|114794319|pdb|2HCZ|X Chain X, Crystal   (245 aa) 
 initn:  32 init1:  32 opt:  56  Z-score: 86.7  bits: 20.6 E():  6.7 
Smith-Waterman score: 56;  35.714% identity (57.143% similar) in 28 aa overlap 
(11-33:53-80) 
 
                                                         10         
CV127.                                           MSFVCSVFVRSGVMDGVS 
                                                           ::.    . 
gi|114 GPPKVPPGXNITTNYNGKWLTARATWYGQPNGAGAPDNGGACGIKNVNLPPYSGMTACGN 
               10        20        30        40        50        60 
 
       20             30                                            
CV127. VPCF-----CNACWVVSCKKC                                        
       :: :     :..:. : ::.                                         
gi|114 VPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNYEPIAPYHFDLSGKAFGSLAKPG 
               70        80        90       100       110       120 
 
gi|114 LNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGCNPNYLAVLVKYVADDGDIVLMEIQ 
              130       140       150       160       170       180 
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gi|114 DKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTSESGKKVIAKDVIPANWRPDAVYTS 
              190       200       210       220       230       240 
 
gi|114 NVQFY 
             
 
>>gi|28630919 gi|28630919|gb|AAO45607.1| beta-expansin 9  (269 aa) 
 initn:  32 init1:  32 opt:  56  Z-score: 86.3  bits: 20.7 E():    7 
Smith-Waterman score: 56;  35.714% identity (57.143% similar) in 28 aa overlap 
(11-33:77-104) 
 
gi|286 MGSLANNIMVVGAVLAALVVGGSCGPPKVPPGPNITTNYNGKWLTARATWYGQPNGAGAP 
               10        20        30        40        50        60 
 
                     10        20             30                    
CV127.       MSFVCSVFVRSGVMDGVSVPCF-----CNACWVVSCKKC                
                       ::.    .:: :     :..:. : ::.                 
gi|286 DNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVFITDM 
               70        80        90       100       110       120 
 
gi|286 NYEPIAPYHFDLSGKAFGSLAKPGLNDKLRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGC 
              130       140       150       160       170       180 
 
gi|286 NPNYVAVLVKFVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTS 
              190       200       210       220       230       240 
 
gi|286 ESGKKVIAKDIIPANWRPDAVYTSNVQFY 
              250       260          
 
>>gi|28630923 gi|28630923|gb|AAO45608.1| beta-expansin 1  (269 aa) 
 initn:  32 init1:  32 opt:  56  Z-score: 86.3  bits: 20.7 E():    7 
Smith-Waterman score: 56;  35.714% identity (57.143% similar) in 28 aa overlap 
(11-33:77-104) 
 
gi|286 MGSLANNIMVVGAVLAALVAGGSCGPPKVPPGPNITTNYNGKWLTARATWYGQPNGAGAP 
               10        20        30        40        50        60 
 
                     10        20             30                    
CV127.       MSFVCSVFVRSGVMDGVSVPCF-----CNACWVVSCKKC                
                       ::.    .:: :     :..:. : ::.                 
gi|286 DNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDM 
               70        80        90       100       110       120 
 
gi|286 NYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGC 
              130       140       150       160       170       180 
 
gi|286 NPNYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTS 
              190       200       210       220       230       240 
 
gi|286 ESGKKVIAKDVIPANWRPDAVYTSNVQFY 
              250       260          
 
>>gi|14193761 gi|14193761|gb|AAK56124.1|AF332174_1 beta-  (269 aa) 
 initn:  32 init1:  32 opt:  56  Z-score: 86.3  bits: 20.7 E():    7 
Smith-Waterman score: 56;  35.714% identity (57.143% similar) in 28 aa overlap 
(11-33:77-104) 
 
gi|141 MGSLVNNIMVVGAVLAALVAGGSCGPPKVPPGPNITTNYNGKWLTARATWYGQPNGAGAP 
               10        20        30        40        50        60 
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                     10        20             30                    
CV127.       MSFVCSVFVRSGVMDGVSVPCF-----CNACWVVSCKKC                
                       ::.    .:: :     :..:. : ::.                 
gi|141 DNGGACGIKNVNLPPYSGMTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDM 
               70        80        90       100       110       120 
 
gi|141 NYEPIAPYHFDLSGKAFGSLAKPGLNDKIRHCGIMDVEFRRVRCKYPAGQKIVFHIEKGC 
              130       140       150       160       170       180 
 
gi|141 NPNYLAVLVKYVADDGDIVLMEIQDKLSAEWKPMKLSWGAIWRMDTAKALKGPFSIRLTS 
              190       200       210       220       230       240 
 
gi|141 ESGKKVIAKDVIPANWRPDAVYTSNVQFY 
              250       260          
 
 
 
 
34 residues in 1 query   sequences 
292011 residues in 1313 library sequences 
 Scomplib [34.26] 
 start: Sun Dec 14 22:06:06 2008 done: Sun Dec 14 22:06:06 2008 
 Total Scan time:  0.060 Total Display time:  0.000 
 
Function used was FASTA [version 34.26.5 April 26, 2007] 
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CV127.4778_d2 
 
FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26, 
2007 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
 CV127.4778_d2, 34 aa 
 vs /n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
 292011 residues in  1313 sequences 
  Expectation_n fit: rho(ln(x))= 4.1657+/-0.00359; mu= 1.2040+/- 0.186 
 mean_var=30.2246+/- 7.518, 0's: 25 Z-trim: 25  B-trim: 5 in 1/42 
 Lambda= 0.233289 
 
FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2 
 join: 36, opt: 20, open/ext: -10/-2, width:  16 
The best scores are:                       opt bits E(1313) %_id  %_sim  alen 
gi|20135538 gi|20135538|gb|AAL25839 ( 116)   45 20.9     2.7 0.259 0.556   27 
gi|13507262 gi|13507262|gb|AAK28533 ( 115)   44 20.5     3.4 0.417 0.542   24 
gi|21725604 gi|21725604|emb|CAD3838 ( 129)   42 19.8     6.1 0.438 0.625   16 
gi|21725592 gi|21725592|emb|CAD3837 ( 129)   42 19.8     6.1 0.438 0.625   16 
gi|45108967 gi|45108967|emb|CAF3256 ( 500)   46 21.2       9 0.294 0.647   17 
gi|45108973 gi|45108973|emb|CAF3256 ( 500)   46 21.2       9 0.294 0.647   17 
gi|54144332 gi|54144332|emb|CAD5467 ( 508)   46 21.3     9.1 0.294 0.647   17 
gi|10189816 gi|10189816|emb|CAC0923 ( 213)   42 19.9     9.9 0.370 0.593   27 
gi|2498299 gi|2498299|sp|Q26456.1|A ( 213)   42 19.9     9.9 0.370 0.593   27 
 
 
>>>CV127.4778_d2, 34 aa vs 
/n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
>>gi|20135538 gi|20135538|gb|AAL25839.1| lipid transfer   (116 aa) 
 initn:  31 init1:  31 opt:  45  Z-score: 93.6  bits: 20.9 E():  2.7 
Smith-Waterman score: 45;  25.926% identity (55.556% similar) in 27 aa overlap 
(1-27:1-27) 
 
               10        20        30                               
CV127. MKPVIIRTFYGLCMHMVKKLSLQFPVCFGNLSFF                           
       :  . . .:  ::: ..  .. :  .:                                  
gi|201 MAALKMVSFLVLCMLVAAPMTAQAITCGQVQSALVPCLSYLKTTGPTPPATCCNGVRTIN 
               10        20        30        40        50        60 
 
gi|201 NAAKTTADRRTACQCLKSAAGSVKGLNPTTVAGLPGKCGVNIPYKISLSTNCATVK 
               70        80        90       100       110       
 
>>gi|13507262 gi|13507262|gb|AAK28533.1|AF329829_1 lipid  (115 aa) 
 initn:  30 init1:  30 opt:  44  Z-score: 91.9  bits: 20.5 E():  3.4 
Smith-Waterman score: 44;  41.667% identity (54.167% similar) in 24 aa overlap 
(12-32:12-35) 
 
               10           20        30                            
CV127. MKPVIIRTFYGLCMHM---VKKLSLQFPVCFGNLSFF                        
                  ::: .   : . ::  :   :::.                          
gi|135 MGSLKLVCAVLLCMMVAAPVARASLTCPQIKGNLTPCVLYLKNGGVLPPSCCKGVRAVND 
               10        20        30        40        50        60 
 
gi|135 ASRTTSDRQSACNCLKDTAKGIAGLNPNLAAGLPGKCGVNIPYKISPSTNCNNVK 
               70        80        90       100       110      
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>>gi|21725604 gi|21725604|emb|CAD38383.1| unnamed protei  (129 aa) 
 initn:  33 init1:  33 opt:  42  Z-score: 87.4  bits: 19.8 E():  6.1 
Smith-Waterman score: 42;  43.750% identity (62.500% similar) in 16 aa overlap 
(15-30:11-24) 
 
               10        20        30                               
CV127. MKPVIIRTFYGLCMHMVKKLSLQFPVCFGNLSFF                           
                     : .::. .  : : ::                               
gi|217     DQVDVKDCANHEIKKVLV--PGCHGNEPCIIHSGKPFQLEALFEANQNSATAKIEI 
                   10          20        30        40        50     
 
gi|217 KASIDGLSVDVPGIDPNACNYMKCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDN 
           60        70        80        90       100       110     
 
gi|217 GVLACAIATHAKIQD 
          120          
 
>>gi|21725592 gi|21725592|emb|CAD38377.1| unnamed protei  (129 aa) 
 initn:  33 init1:  33 opt:  42  Z-score: 87.4  bits: 19.8 E():  6.1 
Smith-Waterman score: 42;  43.750% identity (62.500% similar) in 16 aa overlap 
(15-30:11-24) 
 
               10        20        30                               
CV127. MKPVIIRTFYGLCMHMVKKLSLQFPVCFGNLSFF                           
                     : .::. .  : : ::                               
gi|217     DQVDVKDCANHEIKKVLV--PGCHGNEPCIIGRGKPFQLEALFEANQNSATAKIEI 
                   10          20        30        40        50     
 
gi|217 KASIDGLSVDVPGIDPNACHYMNCPLVNGQQYDIKYTWNVPKIAPNSENVVVTVKVLGDN 
           60        70        80        90       100       110     
 
gi|217 GVLACAIATHAKIQD 
          120          
 
>>gi|45108967 gi|45108967|emb|CAF32566.2| unnamed protei  (500 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 84.4  bits: 21.2 E():    9 
Smith-Waterman score: 46;  29.412% identity (64.706% similar) in 17 aa overlap 
(9-25:277-293) 
 
gi|451 YFPPPAAKEDFLGCLVKEIPPRLLYAKSSPAYPSVLGQTIRNSRWSSPDNVKPIYIVTPT 
               10        20        30        40        50        60 
 
gi|451 NASHIQSAVVCGRRHGVRIRVRSGGHDYEGLSYRSLQPEEFAVVDLSKMRAVWVDGKART 
               70        80        90       100       110       120 
 
gi|451 AWVDSGAQLGELYYAIHKASTVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVID 
              130       140       150       160       170       180 
 
gi|451 VKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPKKASE 
              190       200       210       220       230       240 
 
                                           10        20        30   
CV127.                             MKPVIIRTFYGLCMHMVKKLSLQFPVCFGNLS 
                                           . : :. ..  .: .::        
gi|451 GAVDIINRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPELGMNAS 
              250       260       270       280       290       300 
 
                                                                    
CV127. FF                                                           
                                                                    
gi|451 HCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKRVWEQIFSTW 
              310       320       330       340       350       360 
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gi|451 LLKPGAGIMIFDPYGATISATPEWATPFPHRKGVLFNIQYVNYWFAPGAGAAPLSWSKEI 
              370       380       390       400       410       420 
 
gi|451 YNYMEPYVSKNPRQAYANYRDIDLGRNEVVNDVSTFSSGLVWGQKYFKGNFQRLAITKGK 
              430       440       450       460       470       480 
 
gi|451 VDPTDYFRNEQSIPPLIKKY 
              490       500 
 
>>gi|45108973 gi|45108973|emb|CAF32567.2| unnamed protei  (500 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 84.4  bits: 21.2 E():    9 
Smith-Waterman score: 46;  29.412% identity (64.706% similar) in 17 aa overlap 
(9-25:277-293) 
 
gi|451 YFPPPAAKEDFLGCLVKEIPPRLLYAKSSPAYPSVLGQTIRNSRWSSPDNVKPIYIVTPT 
               10        20        30        40        50        60 
 
gi|451 NASHIQSAVVCGRRHGVRIRVRSGGHDYEGLSYRSLQPEEFAVVDLSKMRAVWVDGKART 
               70        80        90       100       110       120 
 
gi|451 AWVDSGAQLGELYYAIHKASPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYGIAAENVID 
              130       140       150       160       170       180 
 
gi|451 VKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVFKIPKKASE 
              190       200       210       220       230       240 
 
                                           10        20        30   
CV127.                             MKPVIIRTFYGLCMHMVKKLSLQFPVCFGNLS 
                                           . : :. ..  .: .::        
gi|451 GAVDIINRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKFPELGMNAS 
              250       260       270       280       290       300 
 
                                                                    
CV127. FF                                                           
                                                                    
gi|451 HCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEVWEQIFSTW 
              310       320       330       340       350       360 
 
gi|451 LLKPGAGIMIFDPYGATISATPEWATPFPHRKGVLFNIQYVNYWFAPGAGAAPLSWSKEI 
              370       380       390       400       410       420 
 
gi|451 YNYMEPYVSKNPRQAYANYRDIDLGRNEVVNDVSTFSSGLVWGQKYFKGNFQRLAITKGK 
              430       440       450       460       470       480 
 
gi|451 VDPTDYFRNEQSIPPLIKKY 
              490       500 
 
>>gi|54144332 gi|54144332|emb|CAD54670.2| pollen allerge  (508 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 84.3  bits: 21.3 E():  9.1 
Smith-Waterman score: 46;  29.412% identity (64.706% similar) in 17 aa overlap 
(9-25:285-301) 
 
gi|541 SSCEVALSYYPTPLAKEDFLRCLVKEIPPRLLYAKSSPAYPSVLGQTIRNSRWSSPDNVK 
               10        20        30        40        50        60 
 
gi|541 PIYIVTPTNASHIQSAVVCGRRHGVRIRVRSGGHDYEGLSYRSLQPEEFAVVDLSKMRAV 
               70        80        90       100       110       120 
 
gi|541 WVDGKARTAWVDSGAQLGELYYAIHKASPVLAFPAGVCPTIGVGGNFAGGGFGMLLRKYG 
              130       140       150       160       170       180 
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gi|541 IAAENVIDVKLVDANGTLHDKKSMGDDHFWAVRGGGGESFGIVVAWKVRLLPVPPTVTVF 
              190       200       210       220       230       240 
 
                                                   10        20     
CV127.                                     MKPVIIRTFYGLCMHMVKKLSLQF 
                                                   . : :. ..  .: .: 
gi|541 KIPKKASEGAVDIINRWQVVAPQLPDDLMIRVIAQGPTATFEAMYLGTCQTLTPMMSSKF 
              250       260       270       280       290       300 
 
           30                                                       
CV127. PVCFGNLSFF                                                   
       :                                                            
gi|541 PELGMNASHCNEMSWIQSIPFVHLGHRDNIEDDLLNRNNTFKPFAEYKSDYVYEPFPKEV 
              310       320       330       340       350       360 
 
gi|541 WEQIFSTWLLKPGAGIMIFDPYGATISATPEWATPFPHRKGVLFNIQYVNYWFAPGAGAA 
              370       380       390       400       410       420 
 
gi|541 PLSWSKEIYNYMEPYVSKNPRQAYANYRDIDLGRNEVVNDVSTFSSGLVWGQKYFKGNFQ 
              430       440       450       460       470       480 
 
gi|541 RLAITKGKVDPTDYFRNEQSIPPLIQKY 
              490       500         
 
>>gi|10189816 gi|10189816|emb|CAC09235.1| unnamed protei  (213 aa) 
 initn:  23 init1:  23 opt:  42  Z-score: 83.6  bits: 19.9 E():  9.9 
Smith-Waterman score: 42;  37.037% identity (59.259% similar) in 27 aa overlap 
(6-32:159-183) 
 
gi|101 MMKFLLIAAVAFVAVSADPIHYDKITEEINKAIDDAIAAIEQSETIDPMKVPDHADKFER 
               10        20        30        40        50        60 
 
gi|101 HVGIVDFKGELAMRNIEARGLKQMKRQGDANVKGEEGIVKAHLLIGVHDDIVSMEYDLAY 
               70        80        90       100       110       120 
 
                                                10        20        
CV127.                                  MKPVIIRTFYGLCMHMVKKLSLQFPVC 
                                             .: : ..  : .  ::.  :.  
gi|101 KLGDLHPTTHVISDIQDFVVALSLEISDEGNITMTSFEVRQFANVVNH-IGGLSILDPI- 
              130       140       150       160        170          
        30                                 
CV127. FGNLSFF                             
       :: ::                               
gi|101 FGVLSDVLTAIFQDTVRKEMTKVLAPAFKRELEKN 
      180       190       200       210    
 
>>gi|2498299 gi|2498299|sp|Q26456.1|ALL7_DERFA Mite alle  (213 aa) 
 initn:  23 init1:  23 opt:  42  Z-score: 83.6  bits: 19.9 E():  9.9 
Smith-Waterman score: 42;  37.037% identity (59.259% similar) in 27 aa overlap 
(6-32:159-183) 
 
gi|249 MMKFLLIAAVAFVAVSADPIHYDKITEEINKAIDDAIAAIEQSETIDPMKVPDHADKFER 
               10        20        30        40        50        60 
 
gi|249 HVGIVDFKGELAMRNIEARGLKQMKRQGDANVKGEEGIVKAHLLIGVHDDIVSMEYDLAY 
               70        80        90       100       110       120 
 
                                                10        20        
CV127.                                  MKPVIIRTFYGLCMHMVKKLSLQFPVC 
                                             .: : ..  : .  ::.  :.  
gi|249 KLGDLHPTTHVISDIQDFVVALSLEISDEGNITMTSFEVRQFANVVNH-IGGLSILDPI- 
              130       140       150       160        170          
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        30                                 
CV127. FGNLSFF                             
       :: ::                               
gi|249 FGVLSDVLTAIFQDTVRKEMTKVLAPAFKRELEKN 
      180       190       200       210    
 
 
 
 
34 residues in 1 query   sequences 
292011 residues in 1313 library sequences 
 Scomplib [34.26] 
 start: Sun Dec 14 22:39:44 2008 done: Sun Dec 14 22:39:44 2008 
 Total Scan time:  0.060 Total Display time:  0.000 
 
Function used was FASTA [version 34.26.5 April 26, 2007] 
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CV127.3311_c3 
 
FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26, 
2007 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
 CV127.3311_c3, 37 aa 
 vs /n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
 292011 residues in  1313 sequences 
  Expectation_n fit: rho(ln(x))= 2.6434+/-0.00377; mu= 10.0790+/- 0.198 
 mean_var=38.2772+/-10.748, 0's: 40 Z-trim: 41  B-trim: 18 in 1/41 
 Lambda= 0.207302 
 
FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2 
 join: 36, opt: 20, open/ext: -10/-2, width:  16 
The best scores are:                       opt bits E(1313) %_id  %_sim  alen 
gi|60280839 gi|60280839|gb|AAX18312 ( 159)   61 24.6    0.31 0.500 0.667   18 
gi|999009 gi|999009|gb|AAB34785.1|  ( 117)   53 22.0     1.4 0.320 0.600   25 
gi|60280837 gi|60280837|gb|AAX18311 ( 159)   50 21.3       3 0.467 0.667   15 
gi|7435005 gi|7435005|pir||A59055 p ( 134)   45 19.7     7.7 0.636 0.727   11 
gi|47117012 gi|47117012|sp|Q7M4I5.1 ( 134)   45 19.7     7.7 0.636 0.727   11 
gi|24638082 gi|24638082|sp|Q9BMK4.1 ( 134)   45 19.7     7.7 0.636 0.727   11 
gi|24418862 gi|24418862|sp|P00630.3 ( 167)   45 19.8     8.7 0.636 0.727   11 
 
 
>>>CV127.3311_c3, 37 aa vs 
/n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
>>gi|60280839 gi|60280839|gb|AAX18312.1| major allergen   (159 aa) 
 initn:  61 init1:  61 opt:  61  Z-score: 110.6  bits: 24.6 E(): 0.31 
Smith-Waterman score: 61;  50.000% identity (66.667% similar) in 18 aa overlap 
(10-27:109-126) 
 
gi|602 MGVFTYESESTSVIPPARLFNATALDGDKLIAKLAPQAVKSVEILEGDGGAGTIMKISFG 
               10        20        30        40        50        60 
 
                                                      10        20  
CV127.                                        MLRNRTRYLNNRSLLKRICTN 
                                                       :: :..:: :   
gi|602 ESSTYGYVKKRIDAIDKENFVYKYSMIEGDAISETIEKISYETMLVASNNGSIIKRTCHY 
               70        80        90       100       110       120 
 
              30                               
CV127. HTTRDLSCDCYKRNTI                        
       ::  :.                                  
gi|602 HTKGDVEIKEEHLKAGKEKASQLLKLVENYLLEHQDAYN 
              130       140       150          
 
>>gi|999009 gi|999009|gb|AAB34785.1| 68 kDa allergen [Pe  (117 aa) 
 initn:  41 init1:  41 opt:  53  Z-score: 99.0  bits: 22.0 E():  1.4 
Smith-Waterman score: 53;  32.000% identity (60.000% similar) in 25 aa overlap 
(13-37:94-115) 
 
gi|999 GPYKTWQRIYDYDFLTNLTSSEANDIIGAEAPLWSEQVDDVTVSSVFWPRAAALGELVWS 
               10        20        30        40        50        60 
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                                    10        20        30          
CV127.                      MLRNRTRYLNNRSLLKRICTNHTTRDLSCDCYKRNTI   
                                        .:. . : .:     .:: :: .:.   
gi|999 GNRDAAGRKRTTSFTQRILNFREYLVANGVMAAALVPKYCLQHPH---ACDLYKNQTVMS 
               70        80        90       100          110        
 
>>gi|60280837 gi|60280837|gb|AAX18311.1| major allergen   (159 aa) 
 initn:  41 init1:  41 opt:  50  Z-score: 92.9  bits: 21.3 E():    3 
Smith-Waterman score: 50;  46.667% identity (66.667% similar) in 15 aa overlap 
(13-27:112-126) 
 
gi|602 MGVFTYESETTSVIPPARLFNATALDGDELIAKLAPQAVKSIEILEGDGGVGTVQKIIFG 
               10        20        30        40        50        60 
 
                                                      10        20  
CV127.                                        MLRNRTRYLNNRSLLKRICTN 
                                                          :..:: :   
gi|602 EGSTNGYVKKRIDVIDKDNFVYKYSMIEGDAISETIEKISYETTLVASGSGSIIKRTCHY 
               70        80        90       100       110       120 
 
              30                               
CV127. HTTRDLSCDCYKRNTI                        
       ::  :.                                  
gi|602 HTKGDVEINEEHLKASKEKSSHLLKLVENYLLEHQDAYN 
              130       140       150          
 
>>gi|7435005 gi|7435005|pir||A59055 phospholipase A2 (EC  (134 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 85.5  bits: 19.7 E():  7.7 
Smith-Waterman score: 45;  63.636% identity (72.727% similar) in 11 aa overlap 
(21-31:55-63) 
 
                                                 10        20       
CV127.                                   MLRNRTRYLNNRSLLKRICTNHTTRD 
                                                             .::    
gi|743 IIYPGTLWCGHGNVSSGPNELGRFKHTDACCRTHDMCPDVMSAGESKHGLTNTASHTR-- 
               10        20        30        40        50           
 
         30                                                         
CV127. LSCDCYKRNTI                                                  
       :::::                                                        
gi|743 LSCDCDDTFYDCLKNSGEKISSYFVGKMYFNLIDTKCYKLEHPVTGCGERTEGRCLRYTV 
       60        70        80        90       100       110         
 
gi|743 DKSKPKVYQWFDLRKY 
      120       130     
 
>>gi|47117012 gi|47117012|sp|Q7M4I5.1|PA2_APIDO Phosphol  (134 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 85.5  bits: 19.7 E():  7.7 
Smith-Waterman score: 45;  63.636% identity (72.727% similar) in 11 aa overlap 
(21-31:55-63) 
 
                                                 10        20       
CV127.                                   MLRNRTRYLNNRSLLKRICTNHTTRD 
                                                             .::    
gi|471 IIYPGTLWCGHGNVSSSPDELGRFKHTDSCCRSHDMCPDVMSAGESKHGLTNTASHTR-- 
               10        20        30        40        50           
 
         30                                                         
CV127. LSCDCYKRNTI                                                  
       :::::                                                        
gi|471 LSCDCDDKFYDCLKNSSDTISSYFVGEMYFNILDTKCYKLEHPVTGCGKRTEGRCLNYTV 
       60        70        80        90       100       110         
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gi|471 DKSKPKVYQWFDLRKY 
      120       130     
 
>>gi|24638082 gi|24638082|sp|Q9BMK4.1|PA2_APICC Phosphol  (134 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 85.5  bits: 19.7 E():  7.7 
Smith-Waterman score: 45;  63.636% identity (72.727% similar) in 11 aa overlap 
(21-31:55-63) 
 
                                                 10        20       
CV127.                                   MLRNRTRYLNNRSLLKRICTNHTTRD 
                                                             .::    
gi|246 IIYPGTLWCGHGNVSSGPNELGRFKHTDACCRTHDMCPDVMSAGESKHGLTNTASHTR-- 
               10        20        30        40        50           
 
         30                                                         
CV127. LSCDCYKRNTI                                                  
       :::::                                                        
gi|246 LSCDCDDTFYDCLKNSGDKISSYFVGKMYFNLIDTKCYKLEHPVTGCGERTEGRCLRYTV 
       60        70        80        90       100       110         
 
gi|246 DKSKPKAYQWFDLRKY 
      120       130     
 
>>gi|24418862 gi|24418862|sp|P00630.3|PA2_APIME Phosphol  (167 aa) 
 initn:  44 init1:  44 opt:  45  Z-score: 84.6  bits: 19.8 E():  8.7 
Smith-Waterman score: 45;  63.636% identity (72.727% similar) in 11 aa overlap 
(21-31:88-96) 
 
gi|244 MQVVLGSLFLLLLSTSHGWQIRDRIGDNELEERIIYPGTLWCGHGNKSSGPNELGRFKHT 
               10        20        30        40        50        60 
 
                      10        20        30                        
CV127.        MLRNRTRYLNNRSLLKRICTNHTTRDLSCDCYKRNTI                 
                                  .::   :::::                       
gi|244 DACCRTHDMCPDVMSAGESKHGLTNTASHTR--LSCDCDDKFYDCLKNSADTISSYFVGK 
               70        80        90         100       110         
 
gi|244 MYFNLIDTKCYKLEHPVTGCGERTEGRCLHYTVDKSKPKVYQWFDLRKY 
      120       130       140       150       160        
 
 
 
 
37 residues in 1 query   sequences 
292011 residues in 1313 library sequences 
 Scomplib [34.26] 
 start: Sun Dec 14 22:20:24 2008 done: Sun Dec 14 22:20:24 2008 
 Total Scan time:  0.070 Total Display time:  0.010 
 
Function used was FASTA [version 34.26.5 April 26, 2007] 
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CV127.2733_c2 
 
FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26, 
2007 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
 CV127.2733_c2, 54 aa 
 vs /n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
 292011 residues in  1313 sequences 
  Expectation_n fit: rho(ln(x))= 6.0761+/-0.00354; mu= -7.8405+/- 0.184 
 mean_var=34.7071+/- 7.506, 0's: 31 Z-trim: 31  B-trim: 5 in 1/43 
 Lambda= 0.217703 
 
FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2 
 join: 36, opt: 20, open/ext: -10/-2, width:  16 
The best scores are:                       opt bits E(1313) %_id  %_sim  alen 
gi|56550550 gi|56550550|dbj|BAD7793 ( 281)   52 22.8     2.8 0.308 0.615   26 
gi|1587177 gi|1587177|prf||2206305A (  75)   43 20.5     3.5 0.333 0.619   21 
gi|2498604 gi|2498604|sp|Q26464.1|M (  75)   43 20.5     3.5 0.333 0.619   21 
gi|1311510 gi|1311510|gb|AAB36009.1 (  15)   33 18.2     3.6 0.750 1.000    4 
gi|2506771 gi|2506771|sp|P16968.2|I ( 146)   45 20.9     5.4 0.429 0.714   14 
gi|3608493 gi|3608493|gb|AAC35986.1 ( 218)   46 21.0     7.4 0.250 0.607   28 
gi|1311509 gi|1311509|gb|AAB36008.1 (  17)   30 17.2     8.3 0.375 0.750    8 
gi|94400907 gi|94400907|ref|NP_0010 (  92)   40 19.5     8.8 0.625 0.875    8 
gi|163825 gi|163825|gb|AAC37318.1|  (  92)   40 19.5     8.8 0.214 0.714   14 
gi|23894240 gi|23894240|emb|CAD2361 ( 292)   47 21.2     8.8 0.556 1.000    9 
gi|94400875 gi|94400875|ref|NP_0010 (  94)   40 19.5       9 0.625 0.875    8 
gi|1911819 gi|1911819|gb|AAB50883.1 ( 112)   41 19.7     9.1 0.462 0.769   13 
gi|730091 gi|730091|sp|Q07932.1|MYR ( 112)   41 19.7     9.1 0.462 0.769   13 
gi|4538529 gi|4538529|emb|CAB39376. (  81)   39 19.3     9.2 0.667 0.778    9 
 
 
>>>CV127.2733_c2, 54 aa vs 
/n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
>>gi|56550550 gi|56550550|dbj|BAD77932.1| class IV chiti  (281 aa) 
 initn:  27 init1:  27 opt:  52  Z-score: 93.4  bits: 22.8 E():  2.8 
Smith-Waterman score: 52;  30.769% identity (61.538% similar) in 26 aa overlap 
(17-42:3-28) 
 
               10        20        30        40        50           
CV127. MICWGLGRMGGRIWRLVMVIWRRKEMVWWRRRSKKMLLLLLLPPPWFRRKMSKR       
                       .:.    :  ..:   .. .:.::::                   
gi|565               MQIMATQNSKSNIFWSSSASVVLVLLLLVDVGVCQNCGCNGLCCSQ 
                             10        20        30        40       
 
gi|565 YGYCGSGEAYCGAGCKEGPCSSSSPPSTGTGVGSIVSSDVFNSIVGGAASGCAGNGFYTY 
         50        60        70        80        90       100       
 
gi|565 DSFISAANAFNGFGTSGSSDVNKREIAAFFANAAHETGGFCYIEEQNPTSIYCDASNTQY 
        110       120       130       140       150       160       
 
gi|565 PCASGKTYHGRGPLQLSWNYNYGAAGSYIQFDGLNNPEIVGTDSTISFKTAVWFWMVNSN 
        170       180       190       200       210       220       
 
gi|565 CHTAITSGQGFGATIRAINSMECDGGNAATVASRVNYYQKFCQQLNVDTGSNLQC 
        230       240       250       260       270       280  
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>>gi|1587177 gi|1587177|prf||2206305A major allergen Myr  (75 aa) 
 initn:  35 init1:  35 opt:  43  Z-score: 91.8  bits: 20.5 E():  3.5 
Smith-Waterman score: 43;  33.333% identity (61.905% similar) in 21 aa overlap 
(21-41:51-68) 
 
                                             10        20        30 
CV127.                               MICWGLGRMGGRIWRLVMVIWRRKEMVWWR 
                                                         :..   : :. 
gi|158 MKLSCLLLTLAIIFVLTIVHAPNVEAKALADPESDAVGFADAVGGADPIDWKK---VDWK 
               10        20        30        40        50           
 
               40        50     
CV127. RRSKKMLLLLLLPPPWFRRKMSKR 
       . :::   ..:              
gi|158 KVSKKTCKVMLKACKFLG       
        60        70            
 
>>gi|2498604 gi|2498604|sp|Q26464.1|MYR2_MYRPI Pilosulin  (75 aa) 
 initn:  35 init1:  35 opt:  43  Z-score: 91.8  bits: 20.5 E():  3.5 
Smith-Waterman score: 43;  33.333% identity (61.905% similar) in 21 aa overlap 
(21-41:51-68) 
 
                                             10        20        30 
CV127.                               MICWGLGRMGGRIWRLVMVIWRRKEMVWWR 
                                                         :..   : :. 
gi|249 MKLSCLLLTLAIIFVLTIVHAPNVEAKALADPESDAVGFADAVGEADPIDWKK---VDWK 
               10        20        30        40        50           
 
               40        50     
CV127. RRSKKMLLLLLLPPPWFRRKMSKR 
       . :::   ..:              
gi|249 KVSKKTCKVMLKACKFLG       
        60        70            
 
>>gi|1311510 gi|1311510|gb|AAB36009.1| mAb 8C7-reactive   (15 aa) 
 initn:  33 init1:  33 opt:  33  Z-score: 91.4  bits: 18.2 E():  3.6 
Smith-Waterman score: 33;  75.000% identity (100.000% similar) in 4 aa overlap 
(42-45:11-14) 
 
               10        20        30        40        50     
CV127. MICWGLGRMGGRIWRLVMVIWRRKEMVWWRRRSKKMLLLLLLPPPWFRRKMSKR 
                                                .:::          
gi|131                                APAGGVVVAAMPPPL         
                                              10              
 
>>gi|2506771 gi|2506771|sp|P16968.2|IAA1_HORVU Alpha-amy  (146 aa) 
 initn:  45 init1:  45 opt:  45  Z-score: 88.3  bits: 20.9 E():  5.4 
Smith-Waterman score: 45;  42.857% identity (71.429% similar) in 14 aa overlap 
(2-15:68-81) 
 
gi|250 PTSVAVDQGSMVSNSPGEWCWPGMGYPVYPFPRCRALVKSQCAGGQVVESIQKDCCRQIA 
               10        20        30        40        50        60 
 
                     10        20        30        40        50     
CV127.       MICWGLGRMGGRIWRLVMVIWRRKEMVWWRRRSKKMLLLLLLPPPWFRRKMSKR 
              :: .:: : : ...                                        
gi|250 AIGDEWCICGALGSMRGSMYKELGVALADDKATVAEVFPGCRTEVMDRAVASLPAVCNQY 
               70        80        90       100       110       120 
 
gi|250 IPNTNGTDGVCYWLSYYQPPRQMSSR 
              130       140       
 



 
 
 Plant Science L. L. C.  BASF Reg. Doc. No. 2008/7019371 

BASF Plant Science Report No. BPS-015-08  Page 176 of 268 

>>gi|3608493 gi|3608493|gb|AAC35986.1| secreted protein   (218 aa) 
 initn:  29 init1:  29 opt:  46  Z-score: 85.9  bits: 21.0 E():  7.4 
Smith-Waterman score: 46;  25.000% identity (60.714% similar) in 28 aa overlap 
(4-28:127-154) 
 
gi|360 MLVLVPLLALLAVSVHGNSMRCGNNGMTDEARQKFLDVHNSYRSMVAKGQAKDAISGNAP 
               10        20        30        40        50        60 
 
gi|360 KAAKMKKMIYDCNVESTAMQNAKKCVFAHSHRKGVGENIWMSTARQMDKAQAAQQASDGW 
               70        80        90       100       110       120 
 
                     10        20        30        40        50     
CV127.    MICWGLG---RMGGRIWRLVMVIWRRKEMVWWRRRSKKMLLLLLLPPPWFRRKMSKR 
             .:.:   ..  ..:   ..: .  .:::                           
gi|360 FSELAKYGVGQENKLTTQLWNRGVMIGHYTQMVWQESYKLGCYVEWCSSMTYGVCQYSPQ 
              130       140       150       160       170       180 
 
gi|360 GNMMNSLIYEKGNPCTKDSDCGSNASCSAGEALCVVRG 
              190       200       210         
 
>>gi|1311509 gi|1311509|gb|AAB36008.1| mAb 2F9-reactive   (17 aa) 
 initn:  27 init1:  27 opt:  30  Z-score: 85.0  bits: 17.2 E():  8.3 
Smith-Waterman score: 30;  37.500% identity (75.000% similar) in 8 aa overlap 
(40-47:9-16) 
 
               10        20        30        40        50     
CV127. MICWGLGRMGGRIWRLVMVIWRRKEMVWWRRRSKKMLLLLLLPPPWFRRKMSKR 
                                              ...::  :        
gi|131                                APAGGVVPIIMPPXXFF       
                                              10              
 
>>gi|94400907 gi|94400907|ref|NP_001035360.1| allergen A  (92 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 84.6  bits: 19.5 E():  8.8 
Smith-Waterman score: 40;  62.500% identity (87.500% similar) in 8 aa overlap 
(5-12:27-34) 
 
                                     10        20        30         
CV127.                       MICWGLGRMGGRIWRLVMVIWRRKEMVWWRRRSKKMLL 
                                 :.: .:::                           
gi|944 MSRLVLASFLLLAIFSMLVGGFGGFGGFGGLGGRGKCPSNEIFSRCDGRCQRFCPNVVPK 
               10        20        30        40        50        60 
 
       40        50                     
CV127. LLLLPPPWFRRKMSKR                 
                                        
gi|944 PLCIKICAPGCVCRLGYLRNKKKVCVPRSKCG 
               70        80        90   
 
>>gi|163825 gi|163825|gb|AAC37318.1| major allergen I     (92 aa) 
 initn:  38 init1:  38 opt:  40  Z-score: 84.6  bits: 19.5 E():  8.8 
Smith-Waterman score: 40;  21.429% identity (71.429% similar) in 14 aa overlap 
(15-28:5-18) 
 
               10        20        30        40        50           
CV127. MICWGLGRMGGRIWRLVMVIWRRKEMVWWRRRSKKMLLLLLLPPPWFRRKMSKR       
                     :.....:    ..:                                 
gi|163           MKGARVLVLLWAALLLIWGGNCEICPAVKRDVDLFLTGTPDEYVEQVAQY 
                         10        20        30        40        50 
 
gi|163 KALPVVLENARILKNCVDAKMTEEDKENALSLLDKIYTSPLC 
               60        70        80        90   
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>>gi|23894240 gi|23894240|emb|CAD23613.1| tri m 2 allerg  (292 aa) 
 initn:  47 init1:  47 opt:  47  Z-score: 84.5  bits: 21.2 E():  8.8 
Smith-Waterman score: 47;  55.556% identity (100.000% similar) in 9 aa overlap 
(4-12:32-40) 
 
                                           10        20        30   
CV127.                             MICWGLGRMGGRIWRLVMVIWRRKEMVWWRRR 
                                      :::.:.:..                     
gi|238 NHDDVDYIEPDFVVRTSTNGTNLTRQENVPSWGLARVGSKKAGGTTYYYDSSAGKGVTAY 
               10        20        30        40        50        60 
 
             40        50                                           
CV127. SKKMLLLLLLPPPWFRRKMSKR                                       
                                                                    
gi|238 IIDTGIDINHEDFGGRAKWGKNFVDKMDEDCNGHGTHVAGTVGGTKYGLAKGVTLVAVKV 
               70        80        90       100       110       120 
 
gi|238 LDCDGSGSNSGVIEGMEWAMREASGGGNGTAKAAGKAVMNMSLGGPRSQASNDAAKAISD 
              130       140       150       160       170       180 
 
gi|238 AGIFMAVAAGNENMDAQHSSPASEPSVCTVAASTEDDGKAEFSNYGAVVDVYAPGKDITS 
              190       200       210       220       230       240 
 
gi|238 LKPGGSTDTLSGTSMASPHVCGLGAYLIGLGKQGGPGLCDTIKEMANEAIQR 
              250       260       270       280       290   
 
>>gi|94400875 gi|94400875|ref|NP_001035358.1| allergen A  (94 aa) 
 initn:  40 init1:  40 opt:  40  Z-score: 84.3  bits: 19.5 E():    9 
Smith-Waterman score: 40;  62.500% identity (87.500% similar) in 8 aa overlap 
(5-12:27-34) 
 
                                     10        20        30         
CV127.                       MICWGLGRMGGRIWRLVMVIWRRKEMVWWRRRSKKMLL 
                                 :.: .:::                           
gi|944 MSRLVLASFLLLAVFSMLVGGFGGFGGFGGLGGRGKCPSNEIFSRCDGRCQRFCPNVVPK 
               10        20        30        40        50        60 
 
       40        50                       
CV127. LLLLPPPWFRRKMSKR                   
                                          
gi|944 PLCIKICAPGCVCRLGYLRNKKKVCVPRSKCLPG 
               70        80        90     
 
>>gi|1911819 gi|1911819|gb|AAB50883.1| Myr p I=allergeni  (112 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 84.2  bits: 19.7 E():  9.1 
Smith-Waterman score: 41;  46.154% identity (76.923% similar) in 13 aa overlap 
(5-17:57-69) 
 
                                                                    
CV127.                                                     MICWGLGR 
                                                               :::  
gi|191 MKLSCLLLTLAIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
       10        20        30        40        50           
CV127. MGGRIWRLVMVIWRRKEMVWWRRRSKKMLLLLLLPPPWFRRKMSKR       
       . ::. :..                                            
gi|191 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|730091 gi|730091|sp|Q07932.1|MYR1_MYRPI Pilosulin-1  (112 aa) 
 initn:  41 init1:  41 opt:  41  Z-score: 84.2  bits: 19.7 E():  9.1 
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Smith-Waterman score: 41;  46.154% identity (76.923% similar) in 13 aa overlap 
(5-17:57-69) 
 
                                                                    
CV127.                                                     MICWGLGR 
                                                               :::  
gi|730 MKLSCLLLTLTIIFVLTIVHAPNVEAKDLADPESEAVGFADAFGEADAVGEADPNAGLGS 
               10        20        30        40        50        60 
 
       10        20        30        40        50           
CV127. MGGRIWRLVMVIWRRKEMVWWRRRSKKMLLLLLLPPPWFRRKMSKR       
       . ::. :..                                            
gi|730 VFGRLARILGRVIPKVAKKLGPKVAKVLPKVMKEAIPMAVEMAKSQEEQQPQ 
               70        80        90       100       110   
 
>>gi|4538529 gi|4538529|emb|CAB39376.1| Cop c1 allergen   (81 aa) 
 initn:  39 init1:  39 opt:  39  Z-score: 84.2  bits: 19.3 E():  9.2 
Smith-Waterman score: 39;  66.667% identity (77.778% similar) in 9 aa overlap 
(36-44:54-62) 
 
                                 10        20        30        40   
CV127.                   MICWGLGRMGGRIWRLVMVIWRRKEMVWWRRRSKKMLLLLLL 
                                                            .:: : : 
gi|453 RFLPSSSHLNPQHLPWLVHPAPVLLLPVLPQLKPVAHPLLLLPLDTTTLHMPPLLLQLQL 
               10        20        30        40        50        60 
 
             50              
CV127. PPPWFRRKMSKR          
       ::                    
gi|453 PPLLSQGNPACSPKWLQLLVP 
               70        80  
 
 
 
 
54 residues in 1 query   sequences 
292011 residues in 1313 library sequences 
 Scomplib [34.26] 
 start: Sun Dec 14 22:12:05 2008 done: Sun Dec 14 22:12:05 2008 
 Total Scan time:  0.080 Total Display time:  0.010 
 
Function used was FASTA [version 34.26.5 April 26, 2007] 
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CV127.3021_c2 
 
FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26, 
2007 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
 CV127.3021_c2, 35 aa 
 vs /n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
 292011 residues in  1313 sequences 
  Expectation_n fit: rho(ln(x))= 3.8720+/-0.00285; mu= 3.1501+/- 0.151 
 mean_var=31.6686+/- 8.405, 0's: 26 Z-trim: 26  B-trim: 191 in 1/42 
 Lambda= 0.227908 
 
FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2 
 join: 36, opt: 20, open/ext: -10/-2, width:  16 
The best scores are:                       opt bits E(1313) %_id  %_sim  alen 
gi|1304216 gi|1304216|dbj|BAA07772. ( 111)   48 21.5     1.7 0.368 0.684   19 
gi|3914426 gi|3914426|sp|O24169.1|P ( 134)   46 20.9     3.2 0.200 0.571   35 
gi|3914428 gi|3914428|sp|O24171.1|P ( 134)   46 20.9     3.2 0.200 0.571   35 
gi|3914427 gi|3914427|sp|O24170.1|P ( 134)   46 20.9     3.2 0.200 0.571   35 
gi|1942360 gi|1942360|pdb|1CQA|  Bi ( 133)   44 20.2       5 0.200 0.571   35 
gi|130975 gi|130975|sp|P25816.1|PRO ( 133)   44 20.2       5 0.200 0.571   35 
gi|14422363 gi|14422363|emb|CAC4163 ( 131)   43 19.9     6.2 0.400 0.667   15 
gi|14347293 gi|14347293|emb|CAC4120 ( 207)   44 20.3     7.4 0.500 0.688   16 
gi|60418858 gi|60418858|gb|AAX19856 ( 131)   42 19.6     7.8 0.229 0.543   35 
gi|60418854 gi|60418854|gb|AAX19854 ( 131)   42 19.6     7.8 0.229 0.543   35 
gi|14423860 gi|14423860|sp|Q9M7N0.1 ( 131)   42 19.6     7.8 0.200 0.543   35 
gi|14423856 gi|14423856|sp|Q9LEI8.1 ( 131)   42 19.6     7.8 0.200 0.543   35 
gi|14423858 gi|14423858|sp|Q9M7M8.1 ( 131)   42 19.6     7.8 0.200 0.543   35 
gi|14423873 gi|14423873|sp|Q9XF40.1 ( 131)   42 19.6     7.8 0.229 0.543   35 
gi|28881453 gi|28881453|emb|CAD4655 ( 131)   42 19.6     7.8 0.229 0.543   35 
gi|18652049 gi|18652049|gb|AAL76933 ( 134)   42 19.6     7.9 0.200 0.571   35 
gi|1168696 gi|1168696|sp|P43187.1|A ( 205)   43 20.0     9.2 0.500 0.786   14 
 
 
>>>CV127.3021_c2, 35 aa vs 
/n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
>>gi|1304216 gi|1304216|dbj|BAA07772.1| allergenic prote  (111 aa) 
 initn:  39 init1:  39 opt:  48  Z-score: 97.3  bits: 21.5 E():  1.7 
Smith-Waterman score: 48;  36.842% identity (68.421% similar) in 19 aa overlap 
(12-30:72-90) 
 
gi|130 RHEVKRQCVATTHPAAPGTEQLRQDCCRQLAAVDDSWCRCSALNHMVGGIYRELGATDVG 
               10        20        30        40        50        60 
 
               10        20        30                      
CV127. MHLQGKRIRFLRLDVLKLRRGYQRLCGVDLERIGR                 
                  : :. . ::.   .:.::.                      
gi|130 HPMAEVFPGCRRGDLERRRRSLPAFCNVDIPNGTGGVCYWLGYPRTPRTGH 
               70        80        90       100       110  
 
>>gi|3914426 gi|3914426|sp|O24169.1|PROF1_OLEEU Profilin  (134 aa) 
 initn:  30 init1:  30 opt:  46  Z-score: 92.4  bits: 20.9 E():  3.2 
Smith-Waterman score: 46;  20.000% identity (57.143% similar) in 35 aa overlap 
(1-35:68-102) 
 
gi|391 MSWQAYVDDHLMCDIEGHEDHRLTAAAIVGHDGSVWAQSATFPQFKPEEMNGIMTDFNEP 
               10        20        30        40        50        60 
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                      10        20        30                        
CV127.        MHLQGKRIRFLRLDVLKLRRGYQRLCGVDLERIGR                   
              .:: : .   .. ..  . :: .   :. ... :.                   
gi|391 GHLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNM 
               70        80        90       100       110       120 
 
gi|391 VVERLGDYLVEQGM 
              130     
 
>>gi|3914428 gi|3914428|sp|O24171.1|PROF3_OLEEU Profilin  (134 aa) 
 initn:  30 init1:  30 opt:  46  Z-score: 92.4  bits: 20.9 E():  3.2 
Smith-Waterman score: 46;  20.000% identity (57.143% similar) in 35 aa overlap 
(1-35:68-102) 
 
gi|391 MSWQAYVDDHLMCDIEGHEGHRLTAAAIVGHDGSVWAQSATFPQFKPEEMNGIMTDFNEP 
               10        20        30        40        50        60 
 
                      10        20        30                        
CV127.        MHLQGKRIRFLRLDVLKLRRGYQRLCGVDLERIGR                   
              .:: : .   .. ..  . :: .   :. ... :.                   
gi|391 GHLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNM 
               70        80        90       100       110       120 
 
gi|391 VAERLGDYLLEQGL 
              130     
 
>>gi|3914427 gi|3914427|sp|O24170.1|PROF2_OLEEU Profilin  (134 aa) 
 initn:  30 init1:  30 opt:  46  Z-score: 92.4  bits: 20.9 E():  3.2 
Smith-Waterman score: 46;  20.000% identity (57.143% similar) in 35 aa overlap 
(1-35:68-102) 
 
gi|391 MSWQAYVDDHLMCDIEGHEGHRLTAAAIVGHDGSVWAQSATFPQFKPEEMNGIMTDFNEP 
               10        20        30        40        50        60 
 
                      10        20        30                        
CV127.        MHLQGKRIRFLRLDVLKLRRGYQRLCGVDLERIGR                   
              .:: : .   .. ..  . :: .   :. ... :.                   
gi|391 GHLAPTGLHLGGTKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNM 
               70        80        90       100       110       120 
 
gi|391 VVERLGDYLLEQGL 
              130     
 
>>gi|1942360 gi|1942360|pdb|1CQA|  Birch Pollen Profilin  (133 aa) 
 initn:  28 init1:  28 opt:  44  Z-score: 88.9  bits: 20.2 E():    5 
Smith-Waterman score: 44;  20.000% identity (57.143% similar) in 35 aa overlap 
(1-35:67-101) 
 
gi|194 MSWQTYVDEHLMCDIDGQGEELAASAIVGHDGSVWAQSSSFPQFKPQEITGIMKDFEEPG 
               10        20        30        40        50        60 
 
                     10        20        30                         
CV127.       MHLQGKRIRFLRLDVLKLRRGYQRLCGVDLERIGR                    
             .:: : .   .. ..  . :: .   :. ... :.                    
gi|194 HLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV 
               70        80        90       100       110       120 
 
gi|194 VERLGDYLIDQGL 
              130    
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>>gi|130975 gi|130975|sp|P25816.1|PROF_BETVE Profilin (P  (133 aa) 
 initn:  28 init1:  28 opt:  44  Z-score: 88.9  bits: 20.2 E():    5 
Smith-Waterman score: 44;  20.000% identity (57.143% similar) in 35 aa overlap 
(1-35:67-101) 
 
gi|130 MSWQTYVDEHLMCDIDGQASNSLASAIVGHDGSVWAQSSSFPQFKPQEITGIMKDFEEPG 
               10        20        30        40        50        60 
 
                     10        20        30                         
CV127.       MHLQGKRIRFLRLDVLKLRRGYQRLCGVDLERIGR                    
             .:: : .   .. ..  . :: .   :. ... :.                    
gi|130 HLAPTGLHLGGIKYMVIQGEAGAVIRGKKGSGGITIKKTGQALVFGIYEEPVTPGQCNMV 
               70        80        90       100       110       120 
 
gi|130 VERLGDYLIDQGL 
              130    
 
>>gi|14422363 gi|14422363|emb|CAC41635.1| plantain polle  (131 aa) 
 initn:  43 init1:  43 opt:  43  Z-score: 87.3  bits: 19.9 E():  6.2 
Smith-Waterman score: 43;  40.000% identity (66.667% similar) in 15 aa overlap 
(21-35:69-83) 
 
                                                               10   
CV127.                                                 MHLQGKRIRFLR 
                                                                    
gi|144 TQTSHPAKFHVEGEVYCNVCHSRNLINELSERMAGAQVQLDCKDDSKKVIYSIGGETGQD 
               10        20        30        40        50        60 
 
             20        30                                           
CV127. LDVLKLRRGYQRLCGVDLERIGR                                      
               ::.. : . : . ::                                      
gi|144 GVYRLPVVGYHEDCEIKLVKSGRPDCSEIPKLAKGTIQTSKVDLSKNTTITEKTRHVKPL 
               70        80        90       100       110       120 
 
gi|144 SFRAKTDAPGC 
              130  
 
>>gi|14347293 gi|14347293|emb|CAC41202.1| unnamed protei  (207 aa) 
 initn:  38 init1:  38 opt:  44  Z-score: 85.9  bits: 20.3 E():  7.4 
Smith-Waterman score: 44;  50.000% identity (68.750% similar) in 16 aa overlap 
(20-35:143-157) 
 
gi|143 MAKLTILVALALFLLAAHASARQQWELQGDRRCQSQLERANLRPCEQHLMQKIQRDEDSY 
               10        20        30        40        50        60 
 
gi|143 ERDPYSPSQDPYSPSPYDRRGAGSSQHQERCCNELNEFENNQRCMCEALQQIMENQSDRL 
               70        80        90       100       110       120 
 
                  10        20        30                            
CV127.    MHLQGKRIRFLRLDVLKLRRGYQRLCGVDLERIGR                       
                             :. :: : .:.:  ::                       
gi|143 QGRQQEQQFKRELRNLPQQCGLRAPQR-CDLDVESGGRRPRIPPILTGSRSRRHQSPYGN 
              130       140        150       160       170          
 
gi|143 RRYSAMCLLPRAADGDGWFPSVAVDCSG 
     180       190       200        
 
>>gi|60418858 gi|60418858|gb|AAX19856.1| profilin 1 [Mal  (131 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 85.5  bits: 19.6 E():  7.8 
Smith-Waterman score: 42;  22.857% identity (54.286% similar) in 35 aa overlap 
(1-35:65-99) 
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gi|604 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAQSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
                   10        20        30                           
CV127.     MHLQGKRIRFLRLDVLKLRRGYQRLCGVDLERIGR                      
           .:: : .   .. .   . :: .   :: ... :.                      
gi|604 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQDLVFGIYEEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
gi|604 RLGDYLIDQGL 
              130  
 
>>gi|60418854 gi|60418854|gb|AAX19854.1| profilin 1 [Mal  (131 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 85.5  bits: 19.6 E():  7.8 
Smith-Waterman score: 42;  22.857% identity (54.286% similar) in 35 aa overlap 
(1-35:65-99) 
 
gi|604 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
                   10        20        30                           
CV127.     MHLQGKRIRFLRLDVLKLRRGYQRLCGVDLERIGR                      
           .:: : .   .. .   . :: .   :: ... :.                      
gi|604 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEETLTPGQCNMIVE 
               70        80        90       100       110       120 
 
gi|604 RLGDYLIDQGL 
              130  
 
>>gi|14423860 gi|14423860|sp|Q9M7N0.1|PROF3_HEVBR Profil  (131 aa) 
 initn:  27 init1:  27 opt:  42  Z-score: 85.5  bits: 19.6 E():  7.8 
Smith-Waterman score: 42;  20.000% identity (54.286% similar) in 35 aa overlap 
(1-35:65-99) 
 
gi|144 MSWQTYVDEHLMCDIDGHHLTAAAIIGHDGSVWAQSSSFPQFKPEEVAAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
                   10        20        30                           
CV127.     MHLQGKRIRFLRLDVLKLRRGYQRLCGVDLERIGR                      
           .:: : .   .. .   . :: .   :. ... :.                      
gi|144 APTGLHLGGTKYMVIQGEPGAVIRGKKGSGGITVKKTGQALIIGIYDEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
gi|144 RLGDYLLEQGM 
              130  
 
>>gi|14423856 gi|14423856|sp|Q9LEI8.1|PROF6_HEVBR Profil  (131 aa) 
 initn:  27 init1:  27 opt:  42  Z-score: 85.5  bits: 19.6 E():  7.8 
Smith-Waterman score: 42;  20.000% identity (54.286% similar) in 35 aa overlap 
(1-35:65-99) 
 
gi|144 MSWQTYVDDHLMCDIDGHRLTAAAIIGHDGSVWAQSSSFPQFKSDEVAAVMKDFDEPGSL 
               10        20        30        40        50        60 
 
                   10        20        30                           
CV127.     MHLQGKRIRFLRLDVLKLRRGYQRLCGVDLERIGR                      
           .:: : .   .. .   . :: .   :. ... :.                      
gi|144 APTGLHLGGTKYMVIQGEPGAVIRGKKGSGGITVKKTGQALIIGIYDEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
gi|144 RLGDYLLDQGL 
              130  
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>>gi|14423858 gi|14423858|sp|Q9M7M8.1|PROF5_HEVBR Profil  (131 aa) 
 initn:  27 init1:  27 opt:  42  Z-score: 85.5  bits: 19.6 E():  7.8 
Smith-Waterman score: 42;  20.000% identity (54.286% similar) in 35 aa overlap 
(1-35:65-99) 
 
gi|144 MSWQTYVDDHLMCDIDGHRLTAAAIIGHDGSVWAQSSGFPQFKSDEVAAVMKDFDEPGSL 
               10        20        30        40        50        60 
 
                   10        20        30                           
CV127.     MHLQGKRIRFLRLDVLKLRRGYQRLCGVDLERIGR                      
           .:: : .   .. .   . :: .   :. ... :.                      
gi|144 APTGLHLGGTKYMVIQGEPGAVIRGKKGSGGITVKKTGQALIIGIYDEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
gi|144 RLGDYLLEQGM 
              130  
 
>>gi|14423873 gi|14423873|sp|Q9XF40.1|PROF1_MALDO Profil  (131 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 85.5  bits: 19.6 E():  7.8 
Smith-Waterman score: 42;  22.857% identity (54.286% similar) in 35 aa overlap 
(1-35:65-99) 
 
gi|144 MSWQAYVDDRLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
                   10        20        30                           
CV127.     MHLQGKRIRFLRLDVLKLRRGYQRLCGVDLERIGR                      
           .:: : .   .. .   . :: .   :: ... :.                      
gi|144 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
gi|144 RLGDYLIDQGL 
              130  
 
>>gi|28881453 gi|28881453|emb|CAD46559.1| profilin [Malu  (131 aa) 
 initn:  39 init1:  39 opt:  42  Z-score: 85.5  bits: 19.6 E():  7.8 
Smith-Waterman score: 42;  22.857% identity (54.286% similar) in 35 aa overlap 
(1-35:65-99) 
 
gi|288 MSWQAYVDDHLMCDIDGHHLTAAAILGHDGSVWAHSSTFPKFKPEEITAIMKDFDEPGSL 
               10        20        30        40        50        60 
 
                   10        20        30                           
CV127.     MHLQGKRIRFLRLDVLKLRRGYQRLCGVDLERIGR                      
           .:: : .   .. .   . :: .   :: ... :.                      
gi|288 APTGLHLGGTKYMVIQGEGGAVIRGKKGSGGVTVKKTGQALVFGIYEEPLTPGQCNMIVE 
               70        80        90       100       110       120 
 
gi|288 RLGDYLIDQGL 
              130  
 
>>gi|18652049 gi|18652049|gb|AAL76933.1|AF456482_1 minor  (134 aa) 
 initn:  32 init1:  32 opt:  42  Z-score: 85.3  bits: 19.6 E():  7.9 
Smith-Waterman score: 42;  20.000% identity (57.143% similar) in 35 aa overlap 
(1-35:68-102) 
 
gi|186 MSWQTYVDDHLMCEVDGNPGQQLSAAAIIGHDGSVWAQSSTFPKFKPEEITGIMKNFDEP 
               10        20        30        40        50        60 
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                      10        20        30                        
CV127.        MHLQGKRIRFLRLDVLKLRRGYQRLCGVDLERIGR                   
              ..: : .   .. . . . :: .   :: ... :.                   
gi|186 GHLAPTGLYLGGTKYMVIQGEPIAVIRGKKGSGGVTIKKTGQALVFGVYDEPVTPGQCNL 
               70        80        90       100       110       120 
 
gi|186 IVERLGDYLIEQGL 
              130     
 
>>gi|1168696 gi|1168696|sp|P43187.1|ALLB3_BETVE Calcium-  (205 aa) 
 initn:  34 init1:  34 opt:  43  Z-score: 84.2  bits: 20.0 E():  9.2 
Smith-Waterman score: 43;  50.000% identity (78.571% similar) in 14 aa overlap 
(7-20:30-43) 
 
                                      10        20        30        
CV127.                        MHLQGKRIRFLRLDVLKLRRGYQRLCGVDLERIGR   
                                    :.:   :..:.:::                  
gi|116 MPCSTEAMEKAGHGHASTPRKRSLSNSSFRLRSESLNTLRLRRIFDLFDKNSDGIITVDE 
               10        20        30        40        50        60 
 
gi|116 LSRALNLLGLETDLSELESTVKSFTREGNIGLQFEDFISLHQSLNDSYFAYGGEDEDDNE 
               70        80        90       100       110       120 
 
gi|116 EDMRKSILSQEEADSFGGFKVFDEDGDGYISARELQMVLGKLGFSEGSEIDRVEKMIVSV 
              130       140       150       160       170       180 
 
gi|116 DSNRDGRVDFFEFKDMMRSVLVRSS 
              190       200      
 
 
 
 
35 residues in 1 query   sequences 
292011 residues in 1313 library sequences 
 Scomplib [34.26] 
 start: Sun Dec 14 22:18:26 2008 done: Sun Dec 14 22:18:26 2008 
 Total Scan time:  0.080 Total Display time:  0.020 
 
Function used was FASTA [version 34.26.5 April 26, 2007] 
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CV127.3885_d3 
 
FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26, 
2007 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
 CV127.3885_d3, 47 aa 
 vs /n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
 292011 residues in  1313 sequences 
  Expectation_n fit: rho(ln(x))= 3.6113+/-0.00303; mu= 4.9944+/- 0.157 
 mean_var=30.9678+/- 7.690, 0's: 27 Z-trim: 28  B-trim: 0 in 0/43 
 Lambda= 0.230473 
 
FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2 
 join: 36, opt: 20, open/ext: -10/-2, width:  16 
The best scores are:                       opt bits E(1313) %_id  %_sim  alen 
gi|76782249 gi|76782249|gb|ABA54898 ( 119)   52 23.2    0.78 0.500 0.833   12 
gi|1588669 gi|1588669|prf||2209273A ( 170)   50 22.6     1.7 0.556 1.000    9 
gi|21413 gi|21413|emb|CAA45723.1| a ( 217)   46 21.3     5.1 0.625 1.000    8 
gi|20141714 gi|20141714|sp|P30941.2 ( 221)   46 21.3     5.2 0.625 1.000    8 
gi|169971 gi|169971|gb|AAA33965.1|  ( 240)   44 20.7     8.8 0.353 0.765   17 
gi|25991543 gi|25991543|gb|AAN76862 ( 457)   46 21.5     9.5 0.389 0.667   18 
 
 
>>>CV127.3885_d3, 47 aa vs 
/n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
>>gi|76782249 gi|76782249|gb|ABA54898.1| hydrophobic see  (119 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 103.5  bits: 23.2 E(): 0.78 
Smith-Waterman score: 52;  50.000% identity (83.333% similar) in 12 aa overlap 
(27-38:74-85) 
                                                              10    
CV127.                                                MIVSRVSLRLLLV 
                                                                    
gi|767 MGSKVVASVALLLSINILFISMVSSSSHYDPQPQPSHVTALITRPSCPDLSICLNILGGS 
               10        20        30        40        50        60 
 
            20        30        40                                 
CV127. GLRLFILILTRLRLGRIRLLMCLCVVMLSWLCKG                          
                    :: :. ..:::.                                   
gi|767 LGTVDDCCALIGGLGDIEAIVCLCIQLRALGILNLNRNLQLILNSCGRSYPSNATCPRT 
               70        80        90       100       110          
 
>>gi|1588669 gi|1588669|prf||2209273A Zm13                (170 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 97.5  bits: 22.6 E():  1.7 
Smith-Waterman score: 50;  55.556% identity (100.000% similar) in 9 aa overlap 
(32-40:14-22) 
 
               10        20        30        40                     
CV127. MIVSRVSLRLLLVGLRLFILILTRLRLGRIRLLMCLCVVMLSWLCKG              
                                      ...:::::.                     
gi|158                   MASVPAPATTTAAVILCLCVVLSCAAADDPNLPDYVIQGRVY 
                                 10        20        30        40   
 
gi|158 CDTCRAGFVTNVTEYIAGAKVRLECKHFGTGKLERAIDGVTDATGTYTIELKDSHEEDIC 
             50        60        70        80        90       100   
 
gi|158 QVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSLRPANPLGYFKDVPLPVCAALLKQL 
            110       120       130       140       150       160   
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gi|158 DSDDDDDQ 
            170 
 
>>gi|21413 gi|21413|emb|CAA45723.1| aspartic proteinase   (217 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 88.8  bits: 21.3 E():  5.1 
Smith-Waterman score: 46;  62.500% identity (100.000% similar) in 8 aa overlap 
(32-39:5-12) 
 
               10        20        30        40                     
CV127. MIVSRVSLRLLLVGLRLFILILTRLRLGRIRLLMCLCVVMLSWLCKG              
                                      .:.:::.:                      
gi|214                            MKCLFLLCLCLVPIVVFSSTFTSKNPINLPSDA 
                                          10        20        30    
 
gi|214 TPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSGTP 
            40        50        60        70        80        90    
 
gi|214 VRFSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSS 
           100       110       120       130       140       150    
 
gi|214 WFKIVKSSQFGYNLLYCPVTSTMSCPFSSDDQFCLKVGVVHQNGKRRLALVKDNPLDVSF 
           160       170       180       190       200       210    
 
gi|214 KQVQ 
            
 
>>gi|20141714 gi|20141714|sp|P30941.2|SPI7_SOLTU Serine   (221 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 88.7  bits: 21.3 E():  5.2 
Smith-Waterman score: 46;  62.500% identity (100.000% similar) in 8 aa overlap 
(32-39:5-12) 
 
               10        20        30        40                     
CV127. MIVSRVSLRLLLVGLRLFILILTRLRLGRIRLLMCLCVVMLSWLCKG              
                                      .:.:::.:                      
gi|201                            MKCLFLLCLCLVPIVVFSSTFTSKNPINLPSDA 
                                          10        20        30    
 
gi|201 TPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSGTP 
            40        50        60        70        80        90    
 
gi|201 VRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQ 
           100       110       120       130       140       150    
 
gi|201 ADSSWFKIVKSSQFGYNLLYCPVTSTMSCPFSSDDQFCLKVGVVHQNGKRRLALVKDNPL 
           160       170       180       190       200       210    
 
gi|201 DVSFKQVQ 
           220  
 
>>gi|169971 gi|169971|gb|AAA33965.1| glycinin precursor   (240 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 84.5  bits: 20.7 E():  8.8 
Smith-Waterman score: 44;  35.294% identity (76.471% similar) in 17 aa overlap 
(19-35:138-153) 
 
gi|169 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDHPPQRPSRPEQQEPRG 
               10        20        30        40        50        60 
                                                                   
CV127.                                                            M 
                                                                    
gi|169 RGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSLTLPALRQFGLSAQYLV 
               70        80        90       100       110       120 
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              10        20        30        40                      
CV127. IVSRVSLRLLLVGLRLFILILTRLRLGRIRLLMCLCVVMLSWLCKG               
                        .. .:: . ::.:.. :                           
gi|169 LYRNGIYSPHWNLNANSVIYVTRGK-GRVRVVNCQGNPVFDGDLTRGQLLLVPQNFVVAD 
              130       140        150       160       170          
 
gi|169 QGGKQGLEYVVFKTQHNAVSSYIKDLFRAIPSEVLSNSYNLGQSQVRQLKYQGNSGPLLN 
     180       190       200       210       220       230          
 
gi|169 P 
     240 
 
>>gi|25991543 gi|25991543|gb|AAN76862.1|AF453947_1 aller  (457 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 83.9  bits: 21.5 E():  9.5 
Smith-Waterman score: 46;  38.889% identity (66.667% similar) in 18 aa overlap 
(27-44:299-316) 
 
gi|259 LSVCFLILFHGCLASRQEWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHEQFRCAG 
               10        20        30        40        50        60 
 
gi|259 VALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRF 
               70        80        90       100       110       120 
 
gi|259 QDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAG 
              130       140       150       160       170       180 
 
gi|259 NPKDVFQQQQQHQSRGRNLFSGFDTELLAEAFQVDERLIKQLKSEDNRGGIVKVKDDELR 
              190       200       210       220       230       240 
 
                                               10        20         
CV127.                                 MIVSRVSLRLLLVGLRLFILILTRLRLG 
                                                                 .: 
gi|259 VIRPSRSQSERGSESEEESEDEKRRWGQRDNGIEETICTMRLKENINDPARADIYTPEVG 
              250       260       270       280       290       300 
 
       30        40                                                 
CV127. RIRLLMCLCVVMLSWLCKG                                          
       :.  :  : . .:.::                                             
gi|259 RLTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGN 
              310       320       330       340       350       360 
 
gi|259 RVFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEV 
              370       380       390       400       410       420 
 
gi|259 LANAFQISREDARKIKFNNQQTTLTSGESSHHMRDDA 
              430       440       450        
 
 
 
 
47 residues in 1 query   sequences 
292011 residues in 1313 library sequences 
 Scomplib [34.26] 
 start: Sun Dec 14 22:24:19 2008 done: Sun Dec 14 22:24:20 2008 
 Total Scan time:  0.070 Total Display time:  0.000 
 
Function used was FASTA [version 34.26.5 April 26, 2007] 
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CV127.5811_d3 
 
FASTA searches a protein or DNA sequence data bank version 34.26.5 April 26, 
2007 
Please cite: 
 W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 
 
 CV127.5811_d3, 47 aa 
 vs /n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
 292011 residues in  1313 sequences 
  Expectation_n fit: rho(ln(x))= 3.6113+/-0.00303; mu= 4.9944+/- 0.157 
 mean_var=30.9678+/- 7.690, 0's: 27 Z-trim: 28  B-trim: 0 in 0/43 
 Lambda= 0.230473 
 
FASTA (3.5 Sept 2006) function [optimized, BL50 matrix (15:-5)] ktup: 2 
 join: 36, opt: 20, open/ext: -10/-2, width:  16 
The best scores are:                       opt bits E(1313) %_id  %_sim  alen 
gi|76782249 gi|76782249|gb|ABA54898 ( 119)   52 23.2    0.78 0.500 0.833   12 
gi|1588669 gi|1588669|prf||2209273A ( 170)   50 22.6     1.7 0.556 1.000    9 
gi|21413 gi|21413|emb|CAA45723.1| a ( 217)   46 21.3     5.1 0.625 1.000    8 
gi|20141714 gi|20141714|sp|P30941.2 ( 221)   46 21.3     5.2 0.625 1.000    8 
gi|169971 gi|169971|gb|AAA33965.1|  ( 240)   44 20.7     8.8 0.353 0.765   17 
gi|25991543 gi|25991543|gb|AAN76862 ( 457)   46 21.5     9.5 0.389 0.667   18 
 
 
>>>CV127.5811_d3, 47 aa vs 
/n/na4/bioinfo/refsets/PUB_AllergenOnline12Dec2007_V8.fasta library 
 
>>gi|76782249 gi|76782249|gb|ABA54898.1| hydrophobic see  (119 aa) 
 initn:  52 init1:  52 opt:  52  Z-score: 103.5  bits: 23.2 E(): 0.78 
Smith-Waterman score: 52;  50.000% identity (83.333% similar) in 12 aa overlap 
(27-38:74-85) 
                                                              10    
CV127.                                                MIVSRVSLRLLLV 
                                                                    
gi|767 MGSKVVASVALLLSINILFISMVSSSSHYDPQPQPSHVTALITRPSCPDLSICLNILGGS 
               10        20        30        40        50        60 
 
            20        30        40                                 
CV127. GLRLFILILTRLRLGRIRLLMCLCVVMLSWLCKG                          
                    :: :. ..:::.                                   
gi|767 LGTVDDCCALIGGLGDIEAIVCLCIQLRALGILNLNRNLQLILNSCGRSYPSNATCPRT 
               70        80        90       100       110          
 
>>gi|1588669 gi|1588669|prf||2209273A Zm13                (170 aa) 
 initn:  44 init1:  44 opt:  50  Z-score: 97.5  bits: 22.6 E():  1.7 
Smith-Waterman score: 50;  55.556% identity (100.000% similar) in 9 aa overlap 
(32-40:14-22) 
 
               10        20        30        40                     
CV127. MIVSRVSLRLLLVGLRLFILILTRLRLGRIRLLMCLCVVMLSWLCKG              
                                      ...:::::.                     
gi|158                   MASVPAPATTTAAVILCLCVVLSCAAADDPNLPDYVIQGRVY 
                                 10        20        30        40   
 
gi|158 CDTCRAGFVTNVTEYIAGAKVRLECKHFGTGKLERAIDGVTDATGTYTIELKDSHEEDIC 
             50        60        70        80        90       100   
 
gi|158 QVVLVASPRKDCDEVQALRDRAGVLLTRNVGISDSLRPANPLGYFKDVPLPVCAALLKQL 
            110       120       130       140       150       160   
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gi|158 DSDDDDDQ 
            170 
 
>>gi|21413 gi|21413|emb|CAA45723.1| aspartic proteinase   (217 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 88.8  bits: 21.3 E():  5.1 
Smith-Waterman score: 46;  62.500% identity (100.000% similar) in 8 aa overlap 
(32-39:5-12) 
 
               10        20        30        40                     
CV127. MIVSRVSLRLLLVGLRLFILILTRLRLGRIRLLMCLCVVMLSWLCKG              
                                      .:.:::.:                      
gi|214                            MKCLFLLCLCLVPIVVFSSTFTSKNPINLPSDA 
                                          10        20        30    
 
gi|214 TPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSGTP 
            40        50        60        70        80        90    
 
gi|214 VRFSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQADSS 
           100       110       120       130       140       150    
 
gi|214 WFKIVKSSQFGYNLLYCPVTSTMSCPFSSDDQFCLKVGVVHQNGKRRLALVKDNPLDVSF 
           160       170       180       190       200       210    
 
gi|214 KQVQ 
            
 
>>gi|20141714 gi|20141714|sp|P30941.2|SPI7_SOLTU Serine   (221 aa) 
 initn:  37 init1:  37 opt:  46  Z-score: 88.7  bits: 21.3 E():  5.2 
Smith-Waterman score: 46;  62.500% identity (100.000% similar) in 8 aa overlap 
(32-39:5-12) 
 
               10        20        30        40                     
CV127. MIVSRVSLRLLLVGLRLFILILTRLRLGRIRLLMCLCVVMLSWLCKG              
                                      .:.:::.:                      
gi|201                            MKCLFLLCLCLVPIVVFSSTFTSKNPINLPSDA 
                                          10        20        30    
 
gi|201 TPVLDVAGKELDSRLSYRIISTFWGALGGDVYLGKSPNSDAPCANGIFRYNSDVGPSGTP 
            40        50        60        70        80        90    
 
gi|201 VRFIGSSSHFGQGIFENELLNIQFAISTSKLCVSYTIWKVGDYDASLGTMLLETGGTIGQ 
           100       110       120       130       140       150    
 
gi|201 ADSSWFKIVKSSQFGYNLLYCPVTSTMSCPFSSDDQFCLKVGVVHQNGKRRLALVKDNPL 
           160       170       180       190       200       210    
 
gi|201 DVSFKQVQ 
           220  
 
>>gi|169971 gi|169971|gb|AAA33965.1| glycinin precursor   (240 aa) 
 initn:  39 init1:  39 opt:  44  Z-score: 84.5  bits: 20.7 E():  8.8 
Smith-Waterman score: 44;  35.294% identity (76.471% similar) in 17 aa overlap 
(19-35:138-153) 
 
gi|169 QEDEDEDEDEEYEQTPSYPPRRPSHGKHEDDEDEDEEEHQPRPDHPPQRPSRPEQQEPRG 
               10        20        30        40        50        60 
                                                                   
CV127.                                                            M 
                                                                    
gi|169 RGCQTRNGVEENICTMKLHENIARPSRADFYNPKAGRISTLNSLTLPALRQFGLSAQYLV 
               70        80        90       100       110       120 
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              10        20        30        40                      
CV127. IVSRVSLRLLLVGLRLFILILTRLRLGRIRLLMCLCVVMLSWLCKG               
                        .. .:: . ::.:.. :                           
gi|169 LYRNGIYSPHWNLNANSVIYVTRGK-GRVRVVNCQGNPVFDGDLTRGQLLLVPQNFVVAD 
              130       140        150       160       170          
 
gi|169 QGGKQGLEYVVFKTQHNAVSSYIKDLFRAIPSEVLSNSYNLGQSQVRQLKYQGNSGPLLN 
     180       190       200       210       220       230          
 
gi|169 P 
     240 
 
>>gi|25991543 gi|25991543|gb|AAN76862.1|AF453947_1 aller  (457 aa) 
 initn:  46 init1:  46 opt:  46  Z-score: 83.9  bits: 21.5 E():  9.5 
Smith-Waterman score: 46;  38.889% identity (66.667% similar) in 18 aa overlap 
(27-44:299-316) 
 
gi|259 LSVCFLILFHGCLASRQEWQQQDECQIDRLDALEPDNRVEYEAGTVEAWDPNHEQFRCAG 
               10        20        30        40        50        60 
 
gi|259 VALVRHTIQPNGLLLPQYSNAPQLIYVVQGEGMTGISYPGCPETYQAPQQGRQQGQSGRF 
               70        80        90       100       110       120 
 
gi|259 QDRHQKIRRFRRGDIIAIPAGVAHWCYNEGNSPVVTVTLLDVSNSQNQLDRTPRKFHLAG 
              130       140       150       160       170       180 
 
gi|259 NPKDVFQQQQQHQSRGRNLFSGFDTELLAEAFQVDERLIKQLKSEDNRGGIVKVKDDELR 
              190       200       210       220       230       240 
 
                                               10        20         
CV127.                                 MIVSRVSLRLLLVGLRLFILILTRLRLG 
                                                                 .: 
gi|259 VIRPSRSQSERGSESEEESEDEKRRWGQRDNGIEETICTMRLKENINDPARADIYTPEVG 
              250       260       270       280       290       300 
 
       30        40                                                 
CV127. RIRLLMCLCVVMLSWLCKG                                          
       :.  :  : . .:.::                                             
gi|259 RLTTLNSLNLPILKWLQLSVEKGVLYKNALVLPHWNLNSHSIIYGCKGKGQVQVVDNFGN 
              310       320       330       340       350       360 
 
gi|259 RVFDGEVREGQMLVVPQNFAVVKRAREERFEWISFKTNDRAMTSPLAGRTSVLGGMPEEV 
              370       380       390       400       410       420 
 
gi|259 LANAFQISREDARKIKFNNQQTTLTSGESSHHMRDDA 
              430       440       450        
 
 
 
 
47 residues in 1 query   sequences 
292011 residues in 1313 library sequences 
 Scomplib [34.26] 
 start: Sun Dec 14 22:49:43 2008 done: Sun Dec 14 22:49:44 2008 
 Total Scan time:  0.070 Total Display time:  0.010 
 
Function used was FASTA [version 34.26.5 April 26, 2007] 
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APPENDIX 2.  TOXIN HOMOLOGY AND GENERAL PROTEIN HOMOLOGY 
SEARCH RESULTS 

 
The BLASTP results for the search of the GenBank non-redundant database with the 
deduced amino acid sequences of ORFs CV127.1392_d3 and CV127.5729_d2 are shown 
below.  All descriptions of proteins from the GenBank non-redundant database which 
show the most significant local homology to these ORFs were manually compared to 
known toxins which act on humans as listed in the United States Code of Federal 
Regulations (40 CFR Part 725.421) to ensure that neither shared significant homology to 
a known toxin.  Twenty-five of the 27 ORFs present within the BPS-CV127-9 transgene 
insert did not show homology to any known protein sequence using the search parameters 
defined in this report; thus no results are reported for those 25 ORFs in this appendix.  
The transgene insert of BPS-CV127-9 contains the coding sequences of two proteins 
from A. thaliana:  ahasl (R272K, S653N) and SEC61γ; these two proteins were evaluated 
in BASF Plant Science report BPS-014-08 (McKean, 2008) and are not included among 
the 27 ORFs discussed in this current report.   
 
 
 
BLASTP 2.2.18 [Mar-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= CV127.1392_d3 
         (44 letters) 
 
Database: All non-redundant GenBank CDS 
translations+PDB+SwissProt+PIR+PRF excluding environmental samples 
from WGS projects  
           7,155,275 sequences; 2,468,333,968 total letters 
 
Searching..................................................done 
 
 
 
                                                                 Score    E 
Sequences producing significant alignments:                      (bits) Value 
 
ref|NP_566909.1| protein transport protein SEC61 gamma subunit, ...    67   3e-10 
gb|EAZ37855.1| hypothetical protein OsJ_021338 [Oryza sativa (ja...    62   2e-08 
ref|NP_194222.1| protein transport protein SEC61 gamma subunit, ...    60   7e-08 
emb|CAN62208.1| hypothetical protein [Vitis vinifera]                  59   1e-07 
ref|NP_001058242.1| Os06g0653900 [Oryza sativa (japonica cultiva...    59   2e-07 
ref|NP_001046076.1| Os02g0178400 [Oryza sativa (japonica cultiva...    58   2e-07 
gb|ABK93099.1| unknown [Populus trichocarpa]                           57   5e-07 
gb|ABK93166.1| unknown [Populus trichocarpa]                           57   5e-07 
emb|CAN67771.1| hypothetical protein [Vitis vinifera] >gi|157341...    55   1e-06 
ref|XP_001783762.1| predicted protein [Physcomitrella patens sub...    55   2e-06 
ref|XP_001771807.1| predicted protein [Physcomitrella patens sub...    55   2e-06 
gb|ABK21891.1| unknown [Picea sitchensis]                              54   3e-06 
gb|ABK23495.1| unknown [Picea sitchensis]                              54   3e-06 
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ref|XP_001752211.1| predicted protein [Physcomitrella patens sub...    53   5e-06 
gb|AAR01761.1| putative transport protein [Oryza sativa (japonic...    49   1e-04 
gb|EAY90536.1| hypothetical protein OsI_011769 [Oryza sativa (in...    47   4e-04 
ref|XP_002116543.1| conserved hypothetical protein [Trichoplax a...    45   0.002 
ref|XP_797211.1| PREDICTED: hypothetical protein [Strongylocentr...    43   0.006 
ref|XP_001698939.1| SEC61-gamma subunit or ER translocon [Chlamy...    43   0.007 
ref|XP_001203964.1| PREDICTED: similar to Sec61 gamma subunit, p...    43   0.008 
ref|XP_001892530.1| Protein transport protein SEC61 gamma subuni...    43   0.009 
gb|ABX75489.1| protein transport protein SEC61 subunit gamma [Ly...    42   0.011 
sp|Q7Z1B8.1|S61G1_GRYOR Protein transport protein Sec61 subunit ...    42   0.012 
ref|XP_001421202.1| predicted protein [Ostreococcus lucimarinus ...    42   0.018 
ref|XP_001949988.1| PREDICTED: similar to Sec61p gamma subunit [...    41   0.028 
ref|XP_001606506.1| PREDICTED: similar to Sec61p gamma subunit [...    41   0.029 
ref|XP_001634305.1| predicted protein [Nematostella vectensis] >...    41   0.031 
ref|NP_001027676.1| sec61 protein [Ciona intestinalis] >gi|19843...    41   0.035 
ref|XP_975621.1| PREDICTED: similar to Sec61p gamma subunit [Tri...    40   0.046 
sp|Q7SZU9.1|SC61G_GADMO Protein transport protein Sec61 subunit ...    40   0.047 
ref|XP_001476947.1| PREDICTED: similar to Sec61-complex gamma-su...    40   0.049 
ref|NP_505778.1| EndoMitotic Oocytes family member (emo-1) [Caen...    40   0.052 
ref|NP_001037674.1| transport protein Sec61 gamma subunit [Bomby...    40   0.054 
gb|ACI64116.1| predicted protein [Thalassiosira pseudonana CCMP1...    40   0.065 
ref|XP_001120892.1| PREDICTED: similar to CG14214-PA [Apis melli...    40   0.065 
emb|CAF91108.1| unnamed protein product [Tetraodon nigroviridis]...    40   0.068 
sp|Q962X7.1|SC61G_BRABE Protein transport protein Sec61 subunit ...    40   0.069 
sp|Q7T207.1|SC61G_HARAN Protein transport protein Sec61 subunit ...    40   0.071 
gb|ACG76276.1| mitochondrial import inner membrane translocase s...    40   0.072 
ref|NP_055117.1| Sec61 gamma subunit [Homo sapiens] >gi|50979172...    40   0.072 
ref|NP_035473.2| SEC61, gamma subunit isoform 1 [Mus musculus] >...    40   0.075 
gb|ACI68444.1| transport protein Sec61 subunit gamma [Salmo salar]     40   0.076 
sp|Q66KU2.1|SC61G_XENLA Protein transport protein Sec61 subunit ...    40   0.076 
ref|XP_001367112.1| PREDICTED: similar to Sec61-complex gamma-su...    40   0.079 
ref|XP_001650928.1| Sec61 protein complex gamma subunit, putativ...    39   0.12  
gb|ABR23409.1| mitochondrial import inner membrane translocase s...    39   0.15  
gb|EDL06017.1| mCG140712 [Mus musculus]                                39   0.16  
gb|AAI53755.1| LOC100127634 protein [Xenopus tropicalis]               39   0.16  
ref|XP_001163709.1| PREDICTED: similar to SEC61 gamma, partial [...    39   0.16  
ref|NP_610738.1| CG8860 CG8860-PA [Drosophila melanogaster] >gi|...    39   0.16  
gb|EDL03260.1| mCG1026143 [Mus musculus]                               38   0.18  
ref|XP_001355499.1| GA12829 [Drosophila pseudoobscura pseudoobsc...    38   0.18  
ref|NP_608337.1| Sec61gamma CG14214-PA [Drosophila melanogaster]...    38   0.19  
ref|XP_001977803.1| GG19242 [Drosophila erecta] >gi|190649452|gb...    38   0.22  
ref|XP_346041.3| PREDICTED: similar to Protein transport protein...    38   0.22  
ref|XP_637046.1| protein transport protein SEC61 gamma subunit [...    38   0.23  
ref|XP_001480688.1| PREDICTED: similar to Sec61-complex gamma-su...    38   0.28  
ref|XP_001473751.1| PREDICTED: similar to Sec61-complex gamma-su...    37   0.46  
gb|AAQ96232.1| LRRGT00019 [Rattus norvegicus]                          36   0.75  
 
>ref|NP_566909.1| protein transport protein SEC61 gamma subunit, putative 
          [Arabidopsis thaliana] 
 sp|Q9SMP2.1|S61G3_ARATH Protein transport protein Sec61 subunit gamma-3 
 emb|CAB62346.1| protein translocation complex sec61 gamma chain-like protein 
          [Arabidopsis thaliana] 
 gb|AAM62573.1| protein translocation complex Sec61 gamma chain (pir  T05513) 
          [Arabidopsis thaliana] 
 dbj|BAC42969.1| putative protein translocation complex sec61 gamma chain 
          [Arabidopsis thaliana] 
 gb|ABD38856.1| At3g48570 [Arabidopsis thaliana] 
          Length = 69 
 
 Score = 67.4 bits (163), Expect = 3e-10,   Method: Compositional matrix adjust. 
 Identities = 31/31 (100%), Positives = 31/31 (100%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 
Sbjct: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
 
 
>gb|EAZ37855.1| hypothetical protein OsJ_021338 [Oryza sativa (japonica 
          cultivar-group)] 
          Length = 415 
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 Score = 61.6 bits (148), Expect = 2e-08,   Method: Composition-based stats. 
 Identities = 26/32 (81%), Positives = 30/32 (93%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKG 32 
          M+AIDS +DPLR+FAK SVRLV+RCHKPDRKG 
Sbjct: 1  MDAIDSVVDPLREFAKDSVRLVKRCHKPDRKG 32 
 
 
>ref|NP_194222.1| protein transport protein SEC61 gamma subunit, putative 
          [Arabidopsis thaliana] 
 ref|NP_568728.1| protein transport protein SEC61 gamma subunit, putative 
          [Arabidopsis thaliana] 
 sp|Q9SW34.1|S61G1_ARATH Protein transport protein Sec61 subunit gamma-1 
 gb|AAK43984.1|AF370169_1 putative protein translocation complex Sec61 gamma chain 
          [Arabidopsis thaliana] 
 emb|CAB36734.1| PROTEIN TRANSPORT PROTEIN SEC61 GAMMA SUBUNIT-like [Arabidopsis 
          thaliana] 
 emb|CAB79401.1| PROTEIN TRANSPORT PROTEIN SEC61 GAMMA SUBUNIT-like [Arabidopsis 
          thaliana] 
 dbj|BAB09131.1| protein translocation complex Sec61 gamma chain [Arabidopsis 
          thaliana] 
 gb|AAL15237.1| putative protein translocation complex Sec61 gamma chain 
          [Arabidopsis thaliana] 
 gb|AAM20513.1| protein transport protein SEC61 gamma subunit-like [Arabidopsis 
          thaliana] 
 gb|AAM91250.1| protein transport protein SEC61 gamma subunit-like [Arabidopsis 
          thaliana] 
          Length = 69 
 
 Score = 59.7 bits (143), Expect = 7e-08,   Method: Compositional matrix adjust. 
 Identities = 25/31 (80%), Positives = 29/31 (93%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+AIDS +DPLRDFAK S+RLV+RCHKPDRK 
Sbjct: 1  MDAIDSVVDPLRDFAKDSIRLVKRCHKPDRK 31 
 
 
>emb|CAN62208.1| hypothetical protein [Vitis vinifera] 
          Length = 69 
 
 Score = 58.9 bits (141), Expect = 1e-07,   Method: Compositional matrix adjust. 
 Identities = 25/31 (80%), Positives = 30/31 (96%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+AIDSA+DPLR+F+K SVRLV+RCHKPDRK 
Sbjct: 1  MDAIDSAVDPLREFSKDSVRLVKRCHKPDRK 31 
 
 
>ref|NP_001058242.1| Os06g0653900 [Oryza sativa (japonica cultivar-group)] 
 dbj|BAD37419.1| putative transport protein SEC61 [Oryza sativa Japonica Group] 
 dbj|BAD37541.1| putative transport protein SEC61 [Oryza sativa Japonica Group] 
 dbj|BAF20156.1| Os06g0653900 [Oryza sativa (japonica cultivar-group)] 
 gb|EAZ01925.1| hypothetical protein OsI_023157 [Oryza sativa (indica 
          cultivar-group)] 
          Length = 69 
 
 Score = 58.5 bits (140), Expect = 2e-07,   Method: Compositional matrix adjust. 
 Identities = 25/31 (80%), Positives = 29/31 (93%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+AIDS +DPLR+FAK SVRLV+RCHKPDRK 
Sbjct: 1  MDAIDSVVDPLREFAKDSVRLVKRCHKPDRK 31 
 
 
>ref|NP_001046076.1| Os02g0178400 [Oryza sativa (japonica cultivar-group)] 
 sp|P38385.1|SC61G_ORYSJ Protein transport protein Sec61 subunit gamma 
 dbj|BAD27997.1| transport protein SEC61 [Oryza sativa Japonica Group] 
 dbj|BAF07990.1| Os02g0178400 [Oryza sativa (japonica cultivar-group)] 
 gb|EAY84716.1| hypothetical protein OsI_005949 [Oryza sativa (indica 
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          cultivar-group)] 
 gb|EAZ21956.1| hypothetical protein OsJ_005439 [Oryza sativa (japonica 
          cultivar-group)] 
 gb|ABR26051.1| protein transport protein sec61 gamma subunit [Oryza sativa 
          (indica cultivar-group)] 
          Length = 69 
 
 Score = 57.8 bits (138), Expect = 2e-07,   Method: Compositional matrix adjust. 
 Identities = 24/31 (77%), Positives = 29/31 (93%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+A+DS +DPLR+FAK SVRLV+RCHKPDRK 
Sbjct: 1  MDAVDSVVDPLREFAKDSVRLVKRCHKPDRK 31 
 
 
>gb|ABK93099.1| unknown [Populus trichocarpa] 
          Length = 69 
 
 Score = 57.0 bits (136), Expect = 5e-07,   Method: Compositional matrix adjust. 
 Identities = 24/31 (77%), Positives = 29/31 (93%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+AIDS +DPLR+FAK SVRLV+RCHKPD+K 
Sbjct: 1  MDAIDSVVDPLREFAKDSVRLVKRCHKPDQK 31 
 
 
>gb|ABK93166.1| unknown [Populus trichocarpa] 
          Length = 69 
 
 Score = 56.6 bits (135), Expect = 5e-07,   Method: Compositional matrix adjust. 
 Identities = 24/31 (77%), Positives = 29/31 (93%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+AIDS +DPLR+FAK SVRLV+RCHKPD+K 
Sbjct: 1  MDAIDSVVDPLREFAKDSVRLVKRCHKPDQK 31 
 
 
>emb|CAN67771.1| hypothetical protein [Vitis vinifera] 
 emb|CAO49023.1| unnamed protein product [Vitis vinifera] 
          Length = 69 
 
 Score = 55.5 bits (132), Expect = 1e-06,   Method: Compositional matrix adjust. 
 Identities = 23/31 (74%), Positives = 28/31 (90%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+AID+  DP+R+FAK SVRLV+RCHKPDRK 
Sbjct: 1  MDAIDNVFDPMREFAKDSVRLVKRCHKPDRK 31 
 
 
>ref|XP_001783762.1| predicted protein [Physcomitrella patens subsp. patens] 
 gb|EDQ51414.1| predicted protein [Physcomitrella patens subsp. patens] 
          Length = 69 
 
 Score = 55.1 bits (131), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 22/31 (70%), Positives = 28/31 (90%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          MEA+D+ + P++DFAK SVRLV+RCHKPDRK 
Sbjct: 1  MEAVDTVVRPVKDFAKDSVRLVKRCHKPDRK 31 
 
 
>ref|XP_001771807.1| predicted protein [Physcomitrella patens subsp. patens] 
 gb|EDQ63415.1| predicted protein [Physcomitrella patens subsp. patens] 
          Length = 69 
 
 Score = 54.7 bits (130), Expect = 2e-06,   Method: Compositional matrix adjust. 
 Identities = 21/31 (67%), Positives = 28/31 (90%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          MEA+D+ + P++DFAK S+RLV+RCHKPDRK 
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Sbjct: 1  MEAVDTVVRPVKDFAKDSIRLVKRCHKPDRK 31 
 
 
>gb|ABK21891.1| unknown [Picea sitchensis] 
          Length = 69 
 
 Score = 54.3 bits (129), Expect = 3e-06,   Method: Compositional matrix adjust. 
 Identities = 22/31 (70%), Positives = 28/31 (90%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+A+D+ + PL+DFAK SVRLV+RCHKPDRK 
Sbjct: 1  MDAVDTVVRPLKDFAKDSVRLVKRCHKPDRK 31 
 
 
>gb|ABK23495.1| unknown [Picea sitchensis] 
          Length = 69 
 
 Score = 54.3 bits (129), Expect = 3e-06,   Method: Compositional matrix adjust. 
 Identities = 22/31 (70%), Positives = 28/31 (90%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          MEA+D+ + PL++FAK SVRLV+RCHKPDRK 
Sbjct: 1  MEAVDAVVRPLQEFAKDSVRLVKRCHKPDRK 31 
 
 
>ref|XP_001752211.1| predicted protein [Physcomitrella patens subsp. patens] 
 ref|XP_001769079.1| predicted protein [Physcomitrella patens subsp. patens] 
 gb|EDQ66157.1| predicted protein [Physcomitrella patens subsp. patens] 
 gb|EDQ82944.1| predicted protein [Physcomitrella patens subsp. patens] 
          Length = 69 
 
 Score = 53.1 bits (126), Expect = 5e-06,   Method: Compositional matrix adjust. 
 Identities = 20/31 (64%), Positives = 28/31 (90%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          MEA+D+ + P++DFAK S+RLV+RCHKPDR+ 
Sbjct: 1  MEAVDTVVRPVKDFAKDSIRLVKRCHKPDRR 31 
 
 
>gb|AAR01761.1| putative transport protein [Oryza sativa (japonica 
          cultivar-group)] 
 gb|ABF96729.1| Protein transport protein SEC61 gamma subunit, putative [Oryza 
          sativa (japonica cultivar-group)] 
 gb|EAZ27400.1| hypothetical protein OsJ_010883 [Oryza sativa (japonica 
          cultivar-group)] 
          Length = 71 
 
 Score = 48.5 bits (114), Expect = 1e-04,   Method: Compositional matrix adjust. 
 Identities = 20/31 (64%), Positives = 26/31 (83%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+A+DS +D LR+FAK S+ LV+ CHKPDRK 
Sbjct: 1  MDAVDSVVDSLREFAKDSICLVKHCHKPDRK 31 
 
 
>gb|EAY90536.1| hypothetical protein OsI_011769 [Oryza sativa (indica 
           cultivar-group)] 
          Length = 118 
 
 Score = 47.4 bits (111), Expect = 4e-04,   Method: Compositional matrix adjust. 
 Identities = 20/31 (64%), Positives = 26/31 (83%) 
 
Query: 1   MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
           M+A+DS +D LR+FAK S+ LV+ CHKPDRK 
Sbjct: 72  MDAVDSVVDSLREFAKDSICLVKHCHKPDRK 102 
 
 
>ref|XP_002116543.1| conserved hypothetical protein [Trichoplax adhaerens] 
 gb|EDV20899.1| conserved hypothetical protein [Trichoplax adhaerens] 
          Length = 68 



 
 
 Plant Science L. L. C.  BASF Reg. Doc. No. 2008/7019371 

BASF Plant Science Report No. BPS-015-08  Page 196 of 268 

 
 Score = 44.7 bits (104), Expect = 0.002,   Method: Compositional matrix adjust. 
 Identities = 18/31 (58%), Positives = 24/31 (77%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+ + + +DPL+ F K SVRLV+RC KPDRK 
Sbjct: 1  MDQVTTLVDPLKVFVKDSVRLVKRCTKPDRK 31 
 
 
>ref|XP_797211.1| PREDICTED: hypothetical protein [Strongylocentrotus purpuratus] 
 ref|XP_001176408.1| PREDICTED: hypothetical protein [Strongylocentrotus purpuratus] 
          Length = 68 
 
 Score = 43.1 bits (100), Expect = 0.006,   Method: Compositional matrix adjust. 
 Identities = 18/31 (58%), Positives = 23/31 (74%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+ I   I+P + FAK S+RLV+RC KPDRK 
Sbjct: 1  MDQIQQTIEPAKQFAKDSIRLVKRCTKPDRK 31 
 
 
>ref|XP_001698939.1| SEC61-gamma subunit or ER translocon [Chlamydomonas reinhardtii] 
 dbj|BAF46295.1| putative protein transport protein SEC61 [Chlamydomonas 
          reinhardtii] 
 gb|EDO99221.1| SEC61-gamma subunit or ER translocon [Chlamydomonas reinhardtii] 
          Length = 68 
 
 Score = 43.1 bits (100), Expect = 0.007,   Method: Compositional matrix adjust. 
 Identities = 18/31 (58%), Positives = 24/31 (77%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+  D  + P++DFAK+S RLV+RC KPDRK 
Sbjct: 1  MDLGDVVVKPVKDFAKNSARLVKRCTKPDRK 31 
 
 
>ref|XP_001203964.1| PREDICTED: similar to Sec61 gamma subunit, partial 
          [Strongylocentrotus purpuratus] 
 ref|XP_001199784.1| PREDICTED: similar to Sec61 gamma subunit, partial 
          [Strongylocentrotus purpuratus] 
          Length = 31 
 
 Score = 42.7 bits (99), Expect = 0.008,   Method: Compositional matrix adjust. 
 Identities = 18/31 (58%), Positives = 23/31 (74%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+ I   I+P + FAK S+RLV+RC KPDRK 
Sbjct: 1  MDQIQQTIEPAKQFAKDSIRLVKRCTKPDRK 31 
 
 
>ref|XP_001892530.1| Protein transport protein SEC61 gamma subunit [Brugia malayi] 
 gb|EDP38639.1| Protein transport protein SEC61 gamma subunit, putative [Brugia 
          malayi] 
          Length = 71 
 
 Score = 42.7 bits (99), Expect = 0.009,   Method: Compositional matrix adjust. 
 Identities = 18/31 (58%), Positives = 24/31 (77%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+ + + IDP + FAK S+RLV+RC KPDRK 
Sbjct: 4  MDHLQALIDPSKQFAKDSIRLVKRCTKPDRK 34 
 
 
>gb|ABX75489.1| protein transport protein SEC61 subunit gamma [Lycosa 
          singoriensis] 
          Length = 68 
 
 Score = 42.4 bits (98), Expect = 0.011,   Method: Compositional matrix adjust. 
 Identities = 19/31 (61%), Positives = 24/31 (77%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 



 
 
 Plant Science L. L. C.  BASF Reg. Doc. No. 2008/7019371 

BASF Plant Science Report No. BPS-015-08  Page 197 of 268 

          M+ + S I+P R FAK S+RLV+RC KPDRK 
Sbjct: 1  MDQVMSFIEPDRQFAKDSIRLVKRCTKPDRK 31 
 
 
>sp|Q7Z1B8.1|S61G1_GRYOR Protein transport protein Sec61 subunit gamma 
 gb|AAP47228.1| Sec61p gamma subunit [Gryllotalpa orientalis] 
          Length = 68 
 
 Score = 42.4 bits (98), Expect = 0.012,   Method: Compositional matrix adjust. 
 Identities = 18/31 (58%), Positives = 23/31 (74%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+ +   I+P R FAK S+RLV+RC KPDRK 
Sbjct: 1  MDQVTKFIEPGRQFAKDSIRLVKRCTKPDRK 31 
 
 
>ref|XP_001421202.1| predicted protein [Ostreococcus lucimarinus CCE9901] 
 gb|ABO99495.1| predicted protein [Ostreococcus lucimarinus CCE9901] 
          Length = 68 
 
 Score = 41.6 bits (96), Expect = 0.018,   Method: Compositional matrix adjust. 
 Identities = 17/31 (54%), Positives = 23/31 (74%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          ME  D A+ P+RDFA+ S RLV++C KPD + 
Sbjct: 1  MEVADIAVKPVRDFARDSARLVKKCAKPDAR 31 
 
 
>ref|XP_001949988.1| PREDICTED: similar to Sec61p gamma subunit [Acyrthosiphon pisum] 
          Length = 66 
 
 Score = 40.8 bits (94), Expect = 0.028,   Method: Compositional matrix adjust. 
 Identities = 17/31 (54%), Positives = 23/31 (74%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+ +   ++P R F+K SVRLV+RC KPDRK 
Sbjct: 1  MDQVTKVLEPGRQFSKDSVRLVKRCTKPDRK 31 
 
 
>ref|XP_001606506.1| PREDICTED: similar to Sec61p gamma subunit [Nasonia vitripennis] 
          Length = 68 
 
 Score = 40.8 bits (94), Expect = 0.029,   Method: Compositional matrix adjust. 
 Identities = 18/31 (58%), Positives = 23/31 (74%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+ I   ++P R FAK S+RLV+RC KPDRK 
Sbjct: 1  MDQIKMFVEPSRQFAKDSMRLVKRCTKPDRK 31 
 
 
>ref|XP_001634305.1| predicted protein [Nematostella vectensis] 
 gb|EDO42242.1| predicted protein [Nematostella vectensis] 
          Length = 67 
 
 Score = 40.8 bits (94), Expect = 0.031,   Method: Compositional matrix adjust. 
 Identities = 17/31 (54%), Positives = 24/31 (77%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+ I + ++P + FAK S+RLV+RC KPDRK 
Sbjct: 1  MDQIVNTLEPCKQFAKDSMRLVKRCTKPDRK 31 
 
 
>ref|NP_001027676.1| sec61 protein [Ciona intestinalis] 
 ref|XP_002125574.1| PREDICTED: similar to putative transport protein sec61 gamma 
          subunit [Ciona intestinalis] 
 ref|XP_002119112.1| PREDICTED: hypothetical protein [Ciona intestinalis] 
 sp|Q8I7D9.1|SC61G_CIOIN Protein transport protein Sec61 subunit gamma 
 emb|CAC82549.1| putative transport protein sec61 gamma subunit [Ciona 
          intestinalis] 
          Length = 68 
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 Score = 40.8 bits (94), Expect = 0.035,   Method: Compositional matrix adjust. 
 Identities = 16/31 (51%), Positives = 24/31 (77%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+ + + ++P + FAK S+RLV+RC KPDRK 
Sbjct: 1  MDQVMAWVEPGKQFAKDSIRLVKRCTKPDRK 31 
 
 
>ref|XP_975621.1| PREDICTED: similar to Sec61p gamma subunit [Tribolium castaneum] 
          Length = 68 
 
 Score = 40.4 bits (93), Expect = 0.046,   Method: Compositional matrix adjust. 
 Identities = 17/31 (54%), Positives = 22/31 (70%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+ I   I+P R F K S+RLV+RC KPDR+ 
Sbjct: 1  MDQITKFIEPGRQFTKDSIRLVKRCTKPDRR 31 
 
 
>sp|Q7SZU9.1|SC61G_GADMO Protein transport protein Sec61 subunit gamma 
 gb|AAQ18693.1| Sec61 gamma subunit [Gadus morhua] 
          Length = 68 
 
 Score = 40.4 bits (93), Expect = 0.047,   Method: Compositional matrix adjust. 
 Identities = 17/31 (54%), Positives = 22/31 (70%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+ I   ++P R F K S+RLV+RC KPDRK 
Sbjct: 1  MDQIMQFVEPSRQFVKDSIRLVKRCTKPDRK 31 
 
 
>ref|XP_001476947.1| PREDICTED: similar to Sec61-complex gamma-subunit [Mus musculus] 
 ref|XP_001473383.1| PREDICTED: similar to Sec61-complex gamma-subunit [Mus musculus] 
 gb|EDL20549.1| mCG8406 [Mus musculus] 
          Length = 68 
 
 Score = 40.0 bits (92), Expect = 0.049,   Method: Compositional matrix adjust. 
 Identities = 16/31 (51%), Positives = 22/31 (70%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+ +   ++P R F K S+RLV+RC KPDRK 
Sbjct: 1  MDQVMQFVEPSRQFVKESIRLVKRCTKPDRK 31 
 
 
>ref|NP_505778.1| EndoMitotic Oocytes family member (emo-1) [Caenorhabditis 
          elegans] 
 ref|XP_001673886.1| Hypothetical protein CBG09741 [Caenorhabditis briggsae AF16] 
 ref|XP_001673897.1| Hypothetical protein CBG09730 [Caenorhabditis briggsae AF16] 
 sp|Q19967.1|SC61G_CAEEL Protein transport protein Sec61 subunit gamma 
 gb|AAC47274.1| Sec61p gamma homolog 
 emb|CAA98458.1| C. elegans protein F32D8.6, confirmed by transcript evidence 
          [Caenorhabditis elegans] 
 emb|CAP28905.1| C. briggsae CBR-EMO-1 protein [Caenorhabditis briggsae] 
          Length = 68 
 
 Score = 40.0 bits (92), Expect = 0.052,   Method: Compositional matrix adjust. 
 Identities = 17/31 (54%), Positives = 22/31 (70%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+   + I+P R F+K S RLV+RC KPDRK 
Sbjct: 1  MDQFQALIEPARQFSKDSYRLVKRCTKPDRK 31 
 
 
>ref|NP_001037674.1| transport protein Sec61 gamma subunit [Bombyx mori] 
 gb|ABF51395.1| transport protein SEC61 [Bombyx mori] 
 gb|ABF85697.1| transport protein Sec61 gamma subunit [Bombyx mori] 
          Length = 68 
 
 Score = 40.0 bits (92), Expect = 0.054,   Method: Compositional matrix adjust. 
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 Identities = 17/31 (54%), Positives = 23/31 (74%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+ I   ++P + FAK S+RLV+RC KPDRK 
Sbjct: 1  MDQIAKFVEPGKQFAKDSIRLVRRCTKPDRK 31 
 
 
>gb|ACI64116.1| predicted protein [Thalassiosira pseudonana CCMP1335] 
          Length = 72 
 
 Score = 39.7 bits (91), Expect = 0.065,   Method: Compositional matrix adjust. 
 Identities = 16/27 (59%), Positives = 20/27 (74%) 
 
Query: 5  DSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          +  I PLR FAK S+ LV++C KPDRK 
Sbjct: 9  EVLIQPLRQFAKDSIHLVKKCTKPDRK 35 
 
 
>ref|XP_001120892.1| PREDICTED: similar to CG14214-PA [Apis mellifera] 
          Length = 68 
 
 Score = 39.7 bits (91), Expect = 0.065,   Method: Compositional matrix adjust. 
 Identities = 16/31 (51%), Positives = 22/31 (70%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+ +    +P R FAK S+RL++RC KPDRK 
Sbjct: 1  MDQVKKLTEPGRQFAKDSIRLIKRCTKPDRK 31 
 
 
>emb|CAF91108.1| unnamed protein product [Tetraodon nigroviridis] 
 emb|CAF97954.1| unnamed protein product [Tetraodon nigroviridis] 
          Length = 68 
 
 Score = 39.7 bits (91), Expect = 0.068,   Method: Compositional matrix adjust. 
 Identities = 17/31 (54%), Positives = 22/31 (70%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+ +   ++P R F K SVRLV+RC KPDRK 
Sbjct: 1  MDQVMQFVEPGRQFIKDSVRLVKRCTKPDRK 31 
 
 
>sp|Q962X7.1|SC61G_BRABE Protein transport protein Sec61 subunit gamma 
 gb|AAK72260.1|AF395915_1 SEC61 [Branchiostoma belcheri] 
          Length = 68 
 
 Score = 39.7 bits (91), Expect = 0.069,   Method: Compositional matrix adjust. 
 Identities = 17/31 (54%), Positives = 22/31 (70%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+ +   ++P R FAK S RLV+RC KPDRK 
Sbjct: 1  MDQLVQFVEPARQFAKDSYRLVKRCTKPDRK 31 
 
 
>sp|Q7T207.1|SC61G_HARAN Protein transport protein Sec61 subunit gamma 
 gb|AAP74549.1| SEC61 gamma [Harpagifer antarcticus] 
          Length = 68 
 
 Score = 39.7 bits (91), Expect = 0.071,   Method: Compositional matrix adjust. 
 Identities = 16/31 (51%), Positives = 22/31 (70%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+ +   ++P R F K S+RLV+RC KPDRK 
Sbjct: 1  MDQVMQFVEPSRQFVKDSIRLVKRCTKPDRK 31 
 
 
>gb|ACG76276.1| mitochondrial import inner membrane translocase subunit TIM8 
          [Amblyomma americanum] 
          Length = 68 
 
 Score = 39.7 bits (91), Expect = 0.072,   Method: Compositional matrix adjust. 
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 Identities = 15/31 (48%), Positives = 23/31 (74%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+ + + IDP +  +K S+RL++RC KPDRK 
Sbjct: 1  MDQVMAFIDPFKQLSKDSIRLIKRCTKPDRK 31 
 
 
>ref|NP_055117.1| Sec61 gamma subunit [Homo sapiens] 
 ref|NP_001003325.1| Sec61 gamma subunit [Canis lupus familiaris] 
 ref|NP_001012474.1| Sec61 gamma subunit [Homo sapiens] 
 ref|NP_001035676.1| Sec61 gamma subunit [Bos taurus] 
 ref|NP_001103441.1| SEC61, gamma subunit isoform 2 [Mus musculus] 
 ref|NP_001103442.1| SEC61, gamma subunit isoform 2 [Mus musculus] 
 ref|NP_001128492.1| SEC61, gamma subunit [Rattus norvegicus] 
 ref|XP_001107920.1| PREDICTED: similar to Protein transport protein SEC61 gamma 
          subunit [Macaca mulatta] 
 ref|XP_001152525.1| PREDICTED: similar to SEC61 gamma [Pan troglodytes] 
 ref|XP_001236152.1| PREDICTED: similar to SEC61 gamma [Gallus gallus] 
 ref|XP_001479532.1| PREDICTED: similar to SEC61 gamma [Mus musculus] 
 ref|XP_001475666.1| PREDICTED: similar to SEC61 gamma [Mus musculus] 
 ref|XP_001478183.1| PREDICTED: similar to SEC61 gamma [Mus musculus] 
 ref|XP_001478570.1| PREDICTED: similar to SEC61 gamma [Mus musculus] 
 ref|XP_001480211.1| PREDICTED: similar to SEC61 gamma [Mus musculus] 
 sp|P60058.1|SC61G_CANFA Protein transport protein Sec61 subunit gamma 
 sp|P60059.1|SC61G_HUMAN Protein transport protein Sec61 subunit gamma 
 sp|P60060.1|SC61G_MOUSE RecName: Full=Protein transport protein Sec61 subunit gamma 
 sp|Q3T104.1|SC61G_BOVIN Protein transport protein Sec61 subunit gamma 
 gb|AAA19705.1| Sec61-complex gamma-subunit 
 gb|AAA19431.1| Sec61 protein complex gamma subunit 
 gb|AAC99401.1| Sec61 gamma [Homo sapiens] 
 dbj|BAB28210.1| unnamed protein product [Mus musculus] 
 dbj|BAB28376.1| unnamed protein product [Mus musculus] 
 gb|AAH09480.1| Sec61 gamma subunit [Homo sapiens] 
 gb|AAH19158.1| SEC61, gamma subunit [Mus musculus] 
 emb|CAG33260.1| SEC61G [Homo sapiens] 
 gb|AAH81456.1| SEC61, gamma subunit [Mus musculus] 
 gb|AAH51840.1| Sec61 gamma subunit [Homo sapiens] 
 emb|CAI24345.1| SEC61, gamma subunit (S. cerevisiae) [Mus musculus] 
 dbj|BAE35762.1| unnamed protein product [Mus musculus] 
 gb|AAI02187.1| Sec61 gamma subunit [Bos taurus] 
 emb|CAL38284.1| hypothetical protein [synthetic construct] 
 gb|EAW50960.1| Sec61 gamma subunit, isoform CRA_a [Homo sapiens] 
 gb|EAW50961.1| Sec61 gamma subunit, isoform CRA_a [Homo sapiens] 
 gb|EDL00154.1| mCG116534 [Mus musculus] 
 gb|EDL25421.1| mCG4124 [Mus musculus] 
 gb|EDL40660.1| mCG7641, isoform CRA_a [Mus musculus] 
 gb|EDL40661.1| mCG7641, isoform CRA_a [Mus musculus] 
 gb|EDL97891.1| rCG23282, isoform CRA_a [Rattus norvegicus] 
 gb|EDL97892.1| rCG23282, isoform CRA_a [Rattus norvegicus] 
 gb|EDL97893.1| rCG23282, isoform CRA_a [Rattus norvegicus] 
 dbj|BAG34787.1| unnamed protein product [Homo sapiens] 
 gb|AAI68720.1| Unknown (protein for MGC:188791) [Rattus norvegicus] 
 gb|AAI68779.1| Unknown (protein for MGC:188933) [Rattus norvegicus] 
 prf||2005371B Sec61 protein:SUBUNIT=gamma 
          Length = 68 
 
 Score = 39.7 bits (91), Expect = 0.072,   Method: Compositional matrix adjust. 
 Identities = 16/31 (51%), Positives = 22/31 (70%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+ +   ++P R F K S+RLV+RC KPDRK 
Sbjct: 1  MDQVMQFVEPSRQFVKDSIRLVKRCTKPDRK 31 
 
 
>ref|NP_035473.2| SEC61, gamma subunit isoform 1 [Mus musculus] 
 gb|EDL40662.1| mCG7641, isoform CRA_b [Mus musculus] 
          Length = 100 
 
 Score = 39.7 bits (91), Expect = 0.075,   Method: Compositional matrix adjust. 
 Identities = 16/31 (51%), Positives = 22/31 (70%) 
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Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+ +   ++P R F K S+RLV+RC KPDRK 
Sbjct: 33 MDQVMQFVEPSRQFVKDSIRLVKRCTKPDRK 63 
 
 
>gb|ACI68444.1| transport protein Sec61 subunit gamma [Salmo salar] 
          Length = 68 
 
 Score = 39.7 bits (91), Expect = 0.076,   Method: Compositional matrix adjust. 
 Identities = 16/31 (51%), Positives = 22/31 (70%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+ +   ++P R F K S+RLV+RC KPDRK 
Sbjct: 1  MDQVMQFVEPSRQFVKDSIRLVKRCTKPDRK 31 
 
 
>sp|Q66KU2.1|SC61G_XENLA Protein transport protein Sec61 subunit gamma 
 gb|AAH78558.1| Unknown (protein for MGC:85435) [Xenopus laevis] 
          Length = 68 
 
 Score = 39.7 bits (91), Expect = 0.076,   Method: Compositional matrix adjust. 
 Identities = 16/31 (51%), Positives = 22/31 (70%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+ +   ++P R F K S+RLV+RC KPDRK 
Sbjct: 1  MDQVMQFVEPSRQFVKDSIRLVKRCTKPDRK 31 
 
 
>ref|XP_001367112.1| PREDICTED: similar to Sec61-complex gamma-subunit [Monodelphis 
          domestica] 
 ref|XP_001505526.1| PREDICTED: similar to Sec61-complex gamma-subunit 
          [Ornithorhynchus anatinus] 
          Length = 66 
 
 Score = 39.7 bits (91), Expect = 0.079,   Method: Compositional matrix adjust. 
 Identities = 16/31 (51%), Positives = 22/31 (70%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+ +   ++P R F K S+RLV+RC KPDRK 
Sbjct: 1  MDQVMQFVEPSRQFVKDSIRLVKRCTKPDRK 31 
 
 
>ref|XP_001650928.1| Sec61 protein complex gamma subunit, putative [Aedes aegypti] 
 ref|XP_001846718.1| Sec61 protein complex gamma subunit [Culex quinquefasciatus] 
 gb|ABF18076.1| preprotein translocase gamma subunit [Aedes aegypti] 
 gb|EAT43047.1| Sec61 protein complex gamma subunit, putative [Aedes aegypti] 
 gb|EDS44447.1| Sec61 protein complex gamma subunit [Culex quinquefasciatus] 
          Length = 68 
 
 Score = 38.9 bits (89), Expect = 0.12,   Method: Compositional matrix adjust. 
 Identities = 16/31 (51%), Positives = 22/31 (70%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+ I    +P R FAK S+RL++RC KPDR+ 
Sbjct: 1  MDQIAKIYEPGRSFAKDSIRLIKRCTKPDRR 31 
 
 
>gb|ABR23409.1| mitochondrial import inner membrane translocase subunit TIM8 
          [Ornithodoros parkeri] 
          Length = 68 
 
 Score = 38.5 bits (88), Expect = 0.15,   Method: Compositional matrix adjust. 
 Identities = 15/31 (48%), Positives = 23/31 (74%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+ + +  +PL+  +K S+RLV+RC KPDRK 
Sbjct: 1  MDQVMAFFEPLKQLSKDSIRLVKRCTKPDRK 31 
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>gb|EDL06017.1| mCG140712 [Mus musculus] 
          Length = 84 
 
 Score = 38.5 bits (88), Expect = 0.16,   Method: Compositional matrix adjust. 
 Identities = 15/31 (48%), Positives = 22/31 (70%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+ +   ++P R F K S+R+V+RC KPDRK 
Sbjct: 17 MDQVMQFVEPSRQFVKDSIRMVKRCTKPDRK 47 
 
 
>gb|AAI53755.1| LOC100127634 protein [Xenopus tropicalis] 
          Length = 69 
 
 Score = 38.5 bits (88), Expect = 0.16,   Method: Compositional matrix adjust. 
 Identities = 15/31 (48%), Positives = 23/31 (74%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+ ++    PL+DFAK+SVRL ++C KPD + 
Sbjct: 1  MDILEETAAPLKDFAKNSVRLFKKCTKPDAQ 31 
 
 
>ref|XP_001163709.1| PREDICTED: similar to SEC61 gamma, partial [Pan troglodytes] 
          Length = 31 
 
 Score = 38.5 bits (88), Expect = 0.16,   Method: Compositional matrix adjust. 
 Identities = 16/31 (51%), Positives = 22/31 (70%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+ +   ++P R F K S+RLV+RC KPDRK 
Sbjct: 1  MDQVMQFVEPSRQFVKDSIRLVKRCTKPDRK 31 
 
 
>ref|NP_610738.1| CG8860 CG8860-PA [Drosophila melanogaster] 
 ref|XP_001975973.1| GG22600 [Drosophila erecta] 
 ref|XP_002033494.1| GM20379 [Drosophila sechellia] 
 ref|XP_002091116.1| GE13468 [Drosophila yakuba] 
 ref|XP_002076308.1| GD15244 [Drosophila simulans] 
 sp|Q9V668.1|S61G1_DROME Protein transport protein Sec61 gamma-1 subunit 
 gb|AAF58563.1| CG8860-PA [Drosophila melanogaster] 
 gb|AAM50706.1| GM14157p [Drosophila melanogaster] 
 gb|EDV56373.1| GG22600 [Drosophila erecta] 
 gb|EDW47507.1| GM20379 [Drosophila sechellia] 
 gb|EDW90828.1| GE13468 [Drosophila yakuba] 
 gb|EDX15533.1| GD15244 [Drosophila simulans] 
          Length = 68 
 
 Score = 38.5 bits (88), Expect = 0.16,   Method: Compositional matrix adjust. 
 Identities = 17/31 (54%), Positives = 22/31 (70%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+ +    +P R FAK S+RLV+RC KPDRK 
Sbjct: 1  MDKVVKFAEPGRAFAKDSIRLVKRCTKPDRK 31 
 
 
>gb|EDL03260.1| mCG1026143 [Mus musculus] 
          Length = 68 
 
 Score = 38.1 bits (87), Expect = 0.18,   Method: Compositional matrix adjust. 
 Identities = 16/31 (51%), Positives = 22/31 (70%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+ +   ++P R F K SV+LV+RC KPDRK 
Sbjct: 1  MDQVMQFVEPSRQFVKDSVQLVKRCTKPDRK 31 
 
 
>ref|XP_001355499.1| GA12829 [Drosophila pseudoobscura pseudoobscura] 
 ref|XP_001963467.1| GF20416 [Drosophila ananassae] 
 ref|XP_002010749.1| GI21533 [Drosophila mojavensis] 
 ref|XP_002027916.1| GL27062 [Drosophila persimilis] 
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 ref|XP_002058289.1| GJ16006 [Drosophila virilis] 
 ref|XP_002067352.1| GK16225 [Drosophila willistoni] 
 gb|EAL32558.1| GA12829 [Drosophila pseudoobscura pseudoobscura] 
 gb|EDV44543.1| GF20416 [Drosophila ananassae] 
 gb|EDW06404.1| GI21533 [Drosophila mojavensis] 
 gb|EDW37648.1| GL27062 [Drosophila persimilis] 
 gb|EDW66397.1| GJ16006 [Drosophila virilis] 
 gb|EDW78338.1| GK16225 [Drosophila willistoni] 
          Length = 68 
 
 Score = 38.1 bits (87), Expect = 0.18,   Method: Compositional matrix adjust. 
 Identities = 17/31 (54%), Positives = 22/31 (70%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+ +    +P R FAK S+RLV+RC KPDRK 
Sbjct: 1  MDKVVKFAEPGRAFAKDSIRLVKRCTKPDRK 31 
 
 
>ref|NP_608337.1| Sec61gamma CG14214-PA [Drosophila melanogaster] 
 ref|XP_002039446.1| GM22977 [Drosophila sechellia] 
 ref|XP_002100996.1| GE15861 [Drosophila yakuba] 
 sp|Q9VWE9.1|S61G2_DROME Protein transport protein Sec61 gamma-2 subunit 
 gb|AAF48993.1| CG14214-PA [Drosophila melanogaster] 
 gb|AAL48065.1| RE69515p [Drosophila melanogaster] 
 gb|EDW56188.1| GM22977 [Drosophila sechellia] 
 gb|EDX02104.1| GE15861 [Drosophila yakuba] 
          Length = 68 
 
 Score = 38.1 bits (87), Expect = 0.19,   Method: Compositional matrix adjust. 
 Identities = 17/31 (54%), Positives = 22/31 (70%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+ +    +P R FAK S+RLV+RC KPDRK 
Sbjct: 1  MDKVVKFAEPGRAFAKDSIRLVKRCTKPDRK 31 
 
 
>ref|XP_001977803.1| GG19242 [Drosophila erecta] 
 gb|EDV46730.1| GG19242 [Drosophila erecta] 
          Length = 68 
 
 Score = 38.1 bits (87), Expect = 0.22,   Method: Compositional matrix adjust. 
 Identities = 17/31 (54%), Positives = 22/31 (70%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+ +    +P R FAK S+RLV+RC KPDRK 
Sbjct: 1  MDKVVKFAEPGRVFAKDSIRLVKRCTKPDRK 31 
 
 
>ref|XP_346041.3| PREDICTED: similar to Protein transport protein SEC61 gamma 
          subunit [Rattus norvegicus] 
          Length = 68 
 
 Score = 38.1 bits (87), Expect = 0.22,   Method: Compositional matrix adjust. 
 Identities = 15/31 (48%), Positives = 22/31 (70%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+ +   ++P + F K S+RLV+RC KPDRK 
Sbjct: 1  MDQVMQFVEPSQQFVKDSIRLVKRCTKPDRK 31 
 
 
>ref|XP_637046.1| protein transport protein SEC61 gamma subunit [Dictyostelium 
          discoideum AX4] 
 sp|Q54JV6.1|SC61G_DICDI RecName: Full=Protein transport protein Sec61 subunit gamma 
 gb|EAL63535.1| protein transport protein SEC61 gamma subunit [Dictyostelium 
          discoideum AX4] 
          Length = 69 
 
 Score = 38.1 bits (87), Expect = 0.23,   Method: Compositional matrix adjust. 
 Identities = 14/31 (45%), Positives = 23/31 (74%) 
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Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+ ++    PL+DFAK+S+RL ++C KPD + 
Sbjct: 1  MDILEETAAPLKDFAKNSIRLFKKCTKPDAQ 31 
 
 
>ref|XP_001480688.1| PREDICTED: similar to Sec61-complex gamma-subunit [Mus musculus] 
 ref|XP_001476807.1| PREDICTED: similar to Sec61-complex gamma-subunit [Mus musculus] 
          Length = 68 
 
 Score = 37.7 bits (86), Expect = 0.28,   Method: Compositional matrix adjust. 
 Identities = 16/31 (51%), Positives = 22/31 (70%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          ME + + ++P R F K SVRLV+R  KPDR+ 
Sbjct: 1  MEQVMNFVEPSRQFVKDSVRLVKRSTKPDRR 31 
 
 
>ref|XP_001473751.1| PREDICTED: similar to Sec61-complex gamma-subunit [Mus musculus] 
          Length = 267 
 
 Score = 37.0 bits (84), Expect = 0.46,   Method: Compositional matrix adjust. 
 Identities = 16/31 (51%), Positives = 22/31 (70%) 
 
Query: 1  MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRK 31 
          M+ +   ++P R F K SV+LV+RC KPDRK 
Sbjct: 1  MDQVMQFVEPSRQFVKDSVQLVKRCTKPDRK 31 
 
 
>gb|AAQ96232.1| LRRGT00019 [Rattus norvegicus] 
          Length = 353 
 
 Score = 36.2 bits (82), Expect = 0.75,   Method: Composition-based stats. 
 Identities = 14/24 (58%), Positives = 19/24 (79%) 
 
Query: 8   IDPLRDFAKSSVRLVQRCHKPDRK 31 
           ++P + F K S+RLV+RC KPDRK 
Sbjct: 138 VEPSQQFVKDSIRLVKRCTKPDRK 161 
 
 
  Database: All non-redundant GenBank CDS 
  translations+PDB+SwissProt+PIR+PRF excluding environmental samples 
  from WGS projects 
    Posted date:  Oct 26, 2008  5:54 PM 
  Number of letters in database: 2,468,333,968 
  Number of sequences in database:  7,155,275 
   
Lambda     K      H 
   0.321    0.134    0.384  
 
Gapped 
Lambda     K      H 
   0.267   0.0410    0.140  
 
 
Matrix: BLOSUM62 
Gap Penalties: Existence: 11, Extension: 1 
Number of Sequences: 7155275 
Number of Hits to DB: 171,863,387 
Number of extensions: 3369367 
Number of successful extensions: 6783 
Number of sequences better than  1.0: 59 
Number of HSP's gapped: 6783 
Number of HSP's successfully gapped: 59 
Length of query: 44 
Length of database: 2,468,333,968 
Length adjustment: 18 
Effective length of query: 26 
Effective length of database: 2,339,539,018 
Effective search space: 60828014468 
Effective search space used: 60828014468 
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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: 82 (36.2 bits) 
 
 
BLASTP 2.2.18 [Mar-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= CV127.5729_d2 
         (166 letters) 
 
Database: All non-redundant GenBank CDS 
translations+PDB+SwissProt+PIR+PRF excluding environmental samples 
from WGS projects  
           7,155,275 sequences; 2,468,333,968 total letters 
 
Searching..................................................done 
 
 
 
                                                                 Score    E 
Sequences producing significant alignments:                      (bits) Value 
 
gb|ABJ80681.1| acetolactate synthase catalytic subunit [Arabidop...   242   6e-63 
gb|AAK68759.1| acetolactate synthase [Arabidopsis thaliana]           242   6e-63 
ref|NP_190425.1| CSR1 (CHLORSULFURON/IMIDAZOLINONE RESISTANT 1) ...   242   6e-63 
gb|AAM92569.1| acetolactate synthase [Arabidopsis thaliana]           242   6e-63 
emb|CAA35887.1| unnamed protein product [Arabidopsis thaliana]        242   6e-63 
gb|AAT72502.1| AT3G48560 [Arabidopsis lyrata subsp. lyrata]           240   2e-62 
pdb|1YBH|A Chain A, Crystal Structure Of Arabidopsis Thaliana Ac...   239   4e-62 
gb|AAR07632.1| acetolactate synthase 1 [Camelina microcarpa]          236   6e-61 
sp|P27818|ILV1_BRANA Acetolactate synthase 1, chloroplast precur...   235   7e-61 
sp|P27819|ILV3_BRANA Acetolactate synthase 3, chloroplast precur...   235   7e-61 
gb|AAR07633.1| acetolactate synthase 1 [Camelina microcarpa]          235   7e-61 
gb|AAA62705.1| acetolactate synthase                                  234   1e-60 
gb|AAY46005.1| putative acetolactate synthase [Sinapis arvensis]      234   2e-60 
gb|AAY46012.1| putative acetolactate synthase [Sinapis arvensis]      234   2e-60 
gb|AAY46013.1| putative acetolactate synthase [Sinapis arvensis]      234   2e-60 
gb|AAY45995.1| putative acetolactate synthase [Sinapis arvensis]...   234   2e-60 
gb|AAY45998.1| putative acetolactate synthase [Sinapis arvensis]...   234   2e-60 
gb|AAY46007.1| putative acetolactate synthase [Sinapis arvensis]      234   2e-60 
gb|AAY46008.1| putative acetolactate synthase [Sinapis arvensis]      234   2e-60 
gb|AAY46006.1| putative acetolactate synthase [Sinapis arvensis]...   234   2e-60 
gb|AAY46004.1| putative acetolactate synthase [Sinapis arvensis]      234   2e-60 
gb|AAY46010.1| putative acetolactate synthase [Sinapis arvensis]      234   2e-60 
gb|AAY46011.1| putative acetolactate synthase [Sinapis arvensis]      234   2e-60 
emb|CAC86692.1| putative acetolactate synthase [Raphanus raphani...   234   2e-60 
gb|ACB12189.1| acetolactate synthase [Descurainia sophia]             234   2e-60 
gb|ACB12190.1| acetolactate synthase [Descurainia sophia]             234   2e-60 
gb|ACB12188.1| acetolactate synthase [Descurainia sophia]             234   2e-60 
gb|AAR06607.1| acetolactate synthase 2 [Camelina microcarpa]          233   2e-60 
emb|CAC86696.1| putative acetolactate synthase [Raphanus raphani...   233   3e-60 
emb|CAC86703.1| putative acetolactate synthase [Raphanus raphani...   233   4e-60 
emb|CAC86697.1| putative acetolactate synthase [Raphanus raphani...   232   6e-60 
emb|CAC86701.1| putative acetolactate synthase [Raphanus raphani...   231   1e-59 
emb|CAC86698.1| putative acetolactate synthase [Raphanus raphani...   231   1e-59 
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emb|CAC86695.1| putative acetolactate synthase [Raphanus raphani...   231   1e-59 
emb|CAC86700.1| putative acetolactate synthase [Raphanus raphani...   231   1e-59 
emb|CAC86694.1| putative acetolactate synthase [Raphanus raphani...   231   1e-59 
emb|CAC86702.1| putative acetolactate synthase [Raphanus raphani...   230   3e-59 
emb|CAC86699.1| putative acetolactate synthase [Raphanus raphani...   229   4e-59 
emb|CAC86693.1| putative acetolactate synthase [Raphanus raphani...   229   5e-59 
gb|ABM53021.1| acetolactate synthase [Amaranthus tuberculatus]        207   3e-52 
gb|AAK50820.1|AF363369_1 acetolactate synthase [Amaranthus retro...   206   3e-52 
gb|AAK50821.1|AF363370_1 acetolactate synthase [Amaranthus powel...   206   4e-52 
gb|ABS72164.1| acetolactate synthase [Amaranthus hypochondriacus]     206   4e-52 
gb|AAB67839.1| acetolactate synthase precursor [Amaranthus sp.]       204   2e-51 
emb|CAA87084.1| acetohydroxyacid synthase [Gossypium hirsutum]        203   3e-51 
gb|ABM53018.1| acetolactate synthase [Amaranthus tuberculatus]        202   5e-51 
gb|ABM53019.1| acetolactate synthase [Amaranthus tuberculatus]        202   5e-51 
prf||1407140B acetolactate synthase SuRB                              202   7e-51 
sp|P09114|ILV2_TOBAC Acetolactate synthase 2, chloroplast precur...   202   7e-51 
emb|CAA87083.1| acetohydroxyacid synthase [Gossypium hirsutum]        202   1e-50 
gb|ABM53020.1| acetolactate synthase [Amaranthus tuberculatus]        201   2e-50 
gb|ABR68867.1| acetohydroxyacid synthase [Solanum ptychanthum]        201   2e-50 
gb|AAG40279.1|AF308648_1 acetolactate synthase [Solanum ptychant...   200   3e-50 
gb|AAG40280.1|AF308649_1 acetolactate synthase [Solanum ptychant...   200   3e-50 
gb|AAC69629.1| herbicide resistant acetolactate synthase precurs...   200   3e-50 
gb|ABR68866.1| acetohydroxyacid synthase [Solanum ptychanthum]        200   3e-50 
gb|ABR68865.1| acetohydroxyacid synthase [Solanum ptychanthum]        200   3e-50 
gb|AAT07322.1| acetohydroxyacid synthase 1 [Helianthus annuus]        200   3e-50 
gb|ABN08612.1| Thiamine pyrophosphate enzyme, central region [Me...   198   9e-50 
sp|P14874|ILV2_BRANA Acetolactate synthase 2, chloroplast precur...   198   1e-49 
gb|AAB60297.1| acetolactate synthase precursor                        198   1e-49 
gb|AAT07324.1| acetohydroxyacid synthase 1 [Helianthus annuus]        198   1e-49 
gb|AAA74913.1| acetolactate synthase precursor                        198   1e-49 
gb|AAT07325.1| acetohydroxyacid synthase 1 [Helianthus annuus]        198   1e-49 
gb|AAT07323.1| acetohydroxyacid synthase 1 [Helianthus annuus]        198   1e-49 
gb|AAT07326.1| acetohydroxyacid synthase 1 [Helianthus annuus]        197   2e-49 
sp|P09342|ILV1_TOBAC Acetolactate synthase 1, chloroplast precur...   197   2e-49 
prf||1407140A acetolactate synthase SuRA                              197   2e-49 
gb|ACF47582.1| acetolactate synthase 1 [Sonchus asper]                196   7e-49 
gb|ACF47583.1| acetolactate synthase 1 [Sonchus asper]                195   8e-49 
gb|ACF17639.1| putative acetolactate synthase [Capsicum annuum]       195   9e-49 
dbj|BAF57909.1| acetolactate synthase [Sagittaria trifolia]           195   1e-48 
gb|AAT07327.1| acetohydroxyacid synthase 2 [Helianthus annuus]        194   1e-48 
gb|AAT07328.1| acetohydroxyacid synthase 2 [Helianthus annuus]        194   1e-48 
gb|ABY57317.1| acetolactate synthase [Medicago truncatula]            193   5e-48 
gb|ABY57316.1| acetolactate synthase [Medicago littoralis]            193   5e-48 
gb|ABY57315.1| acetolactate synthase [Medicago littoralis]            192   5e-48 
gb|ABY57318.1| acetolactate synthase [Medicago truncatula]            192   6e-48 
dbj|BAE97677.1| acetolactate synthase [Schoenoplectus juncoides]...   189   7e-47 
gb|AAO53549.1| acetohydroxyacid synthase [Triticum aestivum]          188   1e-46 
gb|AAO53551.1| acetohydroxyacid synthase [Triticum aestivum]          188   1e-46 
emb|CAE18088.1| acetolactate synthase [Papaver rhoeas]                188   1e-46 
dbj|BAE97675.1| acetolactate synthase [Schoenoplectus juncoides]...   188   1e-46 
gb|AAO53548.1| acetohydroxyacid synthase [Triticum aestivum]          187   2e-46 
gb|AAO53550.1| acetohydroxyacid synthase [Triticum aestivum]          187   2e-46 
gb|ABM92357.2| acetolactate synthase [Cyperus difformis]              187   3e-46 
gb|AAC14572.1| acetohydroxyacid synthase [Hordeum vulgare]            187   3e-46 
dbj|BAE53610.1| acetolactate synthase [Monochoria vaginalis]          187   3e-46 
dbj|BAE53611.1| acetolactate synthase [Monochoria vaginalis]          187   3e-46 
dbj|BAE53612.1| acetolactate synthase [Monochoria vaginalis]          187   3e-46 
dbj|BAE53605.1| acetolactate synthase [Monochoria vaginalis] >gi...   187   3e-46 
dbj|BAF37288.1| acetolactate synthase [Monochoria vaginalis]          187   3e-46 
dbj|BAE53608.1| acetolactate synthase [Monochoria vaginalis]          187   3e-46 
gb|AAM03119.1|AF488771_1 acetolactate synthase [Bromus tectorum]      186   4e-46 
gb|AAL93207.1|AF487459_1 acetolactate synthase [Bromus tectorum]      186   4e-46 
dbj|BAE53591.1| acetolactate synthase [Monochoria vaginalis] >gi...   186   4e-46 
dbj|BAE53593.1| acetolactate synthase [Monochoria vaginalis]          186   4e-46 
dbj|BAE53587.1| acetolactate synthase [Monochoria vaginalis] >gi...   186   4e-46 
dbj|BAE53588.1| acetolactate synthase [Monochoria vaginalis]          186   5e-46 
gb|EAZ23185.1| hypothetical protein OsJ_006668 [Oryza sativa (ja...   186   6e-46 
gb|EAY86003.1| hypothetical protein OsI_007236 [Oryza sativa (in...   186   7e-46 
dbj|BAB20813.1| acetolactate synthase [Oryza sativa (japonica cu...   186   7e-46 
gb|AAX14282.1| acetolactate synthase [Oryza sativa (japonica cul...   186   7e-46 
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ref|NP_001046931.1| Os02g0510200 [Oryza sativa (japonica cultiva...   185   8e-46 
gb|ABF66052.1| acetolactate synthase [Oryza sativa (indica culti...   185   8e-46 
gb|AAX14281.1| acetolactate synthase [Oryza sativa] >gi|99079641...   185   8e-46 
gb|ACD74789.1| acetolactate synthase [Oryza sativa Indica Group]...   185   8e-46 
gb|ABF66048.1| acetolactate synthase [Oryza sativa (indica culti...   185   8e-46 
gb|ABF66051.1| acetolactate synthase [Oryza sativa (indica culti...   185   8e-46 
dbj|BAF37287.1| acetolactate synthase [Monochoria vaginalis]          184   2e-45 
gb|AAX14283.1| acetolactate synthase [Oryza sativa]                   184   2e-45 
gb|AAT07329.1| acetohydroxyacid synthase 3 [Helianthus annuus]        184   2e-45 
gb|ABQ85869.1| acetolactate synthase [Lolium rigidum]                 184   2e-45 
gb|AAG30931.1|AF310684_1 acetolactate synthase precursor [Lolium...   183   3e-45 
gb|ABQ85870.1| acetolactate synthase [Lolium rigidum]                 183   3e-45 
dbj|BAE53604.1| acetolactate synthase [Monochoria vaginalis]          182   1e-44 
emb|CAD24801.2| acetolactate synthase [Alopecurus myosuroides]        181   1e-44 
dbj|BAE53597.1| acetolactate synthase [Monochoria vaginalis] >gi...   181   2e-44 
dbj|BAE53596.1| acetolactate synthase [Monochoria vaginalis]          181   2e-44 
dbj|BAE53598.1| acetolactate synthase [Monochoria vaginalis] >gi...   181   2e-44 
dbj|BAE53602.1| acetolactate synthase [Monochoria vaginalis]          181   2e-44 
sp|Q41769|ILV2_MAIZE Acetolactate synthase 2, chloroplast precur...   179   5e-44 
gb|ACF87819.1| unknown [Zea mays]                                     179   5e-44 
gb|EAY93888.1| hypothetical protein OsI_015121 [Oryza sativa (in...   178   1e-43 
sp|Q41768|ILV1_MAIZE Acetolactate synthase 1, chloroplast precur...   178   1e-43 
gb|EAZ30535.1| hypothetical protein OsJ_014018 [Oryza sativa (ja...   178   1e-43 
gb|EAZ30530.1| hypothetical protein OsJ_014013 [Oryza sativa (ja...   178   1e-43 
sp|Q7XKQ8|ILV2_ORYSJ Probable acetolactate synthase 2, chloropla...   178   2e-43 
emb|CAH66432.1| OSIGBa0096P03.6 [Oryza sativa (indica cultivar-g...   177   2e-43 
gb|ABF66049.1| acetolactate synthase [Oryza sativa (indica culti...   176   7e-43 
emb|CAO49020.1| unnamed protein product [Vitis vinifera]              175   8e-43 
gb|ABR26179.1| acetolactate synthase III [Oryza sativa (indica c...   173   4e-42 
emb|CAP09635.1| acetolactate-synthase-N-DnaE intein-N fusion pro...   171   1e-41 
ref|XP_001759950.1| predicted protein [Physcomitrella patens sub...   162   7e-39 
emb|CAN73760.1| hypothetical protein [Vitis vinifera]                 160   3e-38 
ref|XP_001758473.1| predicted protein [Physcomitrella patens sub...   159   9e-38 
dbj|BAE53595.1| acetolactate synthase [Monochoria vaginalis]          150   4e-35 
gb|AAC04854.1| acetolactate synthase [Volvox carteri]                 149   1e-34 
gb|AAB88296.1| acetolactate synthase [Volvox carteri]                 148   1e-34 
ref|XP_001695168.1| acetolactate synthase, large subunit [Chlamy...   145   9e-34 
gb|AAC03784.1| acetolactate synthase [Chlamydomonas reinhardtii]      145   9e-34 
gb|AAB88292.1| acetolactate synthase [Chlamydomonas reinhardtii]      145   1e-33 
emb|CAO45071.1| unnamed protein product [Vitis vinifera]              144   2e-33 
emb|CAO17032.1| unnamed protein product [Vitis vinifera]              144   2e-33 
emb|CAL58226.1| acetolactate synthase 1 (ISS) [Ostreococcus tauri]    134   3e-30 
ref|XP_001421626.1| predicted protein [Ostreococcus lucimarinus ...   132   1e-29 
ref|YP_001941018.1| Acetolactate synthase large subunit or other...   125   1e-27 
ref|NP_682086.1| acetolactate synthase 3 catalytic subunit [Ther...   125   2e-27 
gb|EDX84416.1| acetolactate synthase, large subunit, biosyntheti...   122   1e-26 
ref|YP_502706.1| acetolactate synthase, large subunit, biosynthe...   119   8e-26 
ref|ZP_02963213.1| acetolactate synthase 1 catalytic subunit [Bi...   119   1e-25 
ref|YP_001293618.1| acetohydroxyacid synthetase large subunit [R...   118   1e-25 
ref|ZP_01731805.1| acetolactate synthase III large subunit [Cyan...   118   2e-25 
ref|YP_001936332.1| acetolactate synthase large subunit [Heteros...   118   2e-25 
ref|ZP_01857674.1| acetolactate synthase III (Precursor) [Planct...   117   2e-25 
ref|NP_849033.1| acetohydroxyacid synthase large subunit [Cyanid...   117   3e-25 
ref|YP_399158.1| acetolactate synthase 3 catalytic subunit [Syne...   117   4e-25 
ref|YP_172076.1| acetolactate synthase 3 catalytic subunit [Syne...   117   4e-25 
ref|NP_926225.1| acetolactate synthase 3 catalytic subunit [Gloe...   117   4e-25 
ref|ZP_01621589.1| acetolactate synthase III large subunit [Lyng...   116   5e-25 
ref|YP_001805892.1| acetolactate synthase [Cyanothece sp. ATCC 5...   116   5e-25 
ref|ZP_01079763.1| acetolactate synthase [Synechococcus sp. RS99...   116   5e-25 
emb|CAO42659.1| unnamed protein product [Vitis vinifera]              116   6e-25 
ref|NP_897837.1| acetolactate synthase 3 catalytic subunit [Syne...   116   6e-25 
ref|ZP_02971818.1| acetolactate synthase, large subunit, biosynt...   116   6e-25 
ref|ZP_01085428.1| acetolactate synthase III large subunit [Syne...   115   1e-24 
ref|ZP_01469460.1| acetolactate synthase III large subunit [Syne...   115   1e-24 
ref|NP_488653.1| acetolactate synthase 3 catalytic subunit [Nost...   115   1e-24 
ref|YP_323265.1| acetolactate synthase 3 catalytic subunit [Anab...   115   1e-24 
ref|ZP_03272318.1| acetolactate synthase, large subunit, biosynt...   115   1e-24 
ref|YP_731202.1| acetolactate synthase 3 catalytic subunit [Syne...   115   1e-24 
ref|YP_001111655.1| acetolactate synthase, large subunit, biosyn...   115   1e-24 
ref|ZP_00514506.1| Acetolactate synthase, large subunit, biosynt...   114   2e-24 
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ref|ZP_02737021.1| acetolactate synthase III [Gemmata obscuriglo...   114   2e-24 
ref|YP_001046985.1| acetolactate synthase, large subunit, biosyn...   114   2e-24 
ref|ZP_03142166.1| acetolactate synthase, large subunit, biosynt...   114   2e-24 
ref|ZP_02942745.1| acetolactate synthase, large subunit, biosynt...   114   3e-24 
ref|NP_441297.1| acetolactate synthase 3 catalytic subunit [Syne...   114   3e-24 
ref|YP_001517397.1| acetolactate synthase 3 catalytic subunit [A...   114   3e-24 
ref|NP_053940.1| acetohydroxyacid synthase large subunit [Porphy...   114   3e-24 
ref|NP_050806.1| acetohydroxyacid synthase large subunit [Guilla...   114   3e-24 
ref|NP_870771.1| acetolactate synthase III [precursor] [Rhodopir...   114   3e-24 
ref|YP_063568.1| acetohydroxyacid synthase large subunit [Gracil...   113   4e-24 
ref|ZP_03137434.1| acetolactate synthase, large subunit, biosynt...   113   5e-24 
ref|YP_001736021.1| acetolactate synthase, large subunit, biosyn...   113   5e-24 
ref|NP_618663.1| acetolactate synthase 3 catalytic subunit [Meth...   113   5e-24 
ref|YP_377644.1| acetolactate synthase 3 catalytic subunit [Syne...   113   5e-24 
ref|YP_722490.1| acetolactate synthase 3 catalytic subunit [Tric...   112   7e-24 
ref|YP_537012.1| acetohydroxyacid synthase large subunit [Porphy...   112   8e-24 
ref|YP_001930430.1| acetolactate synthase, large subunit, biosyn...   112   8e-24 
ref|YP_359378.1| acetolactate synthase, large subunit, biosynthe...   112   9e-24 
ref|YP_001227109.1| acetolactate synthase 3 catalytic subunit [S...   112   1e-23 
ref|YP_002249089.1| acetolactate synthase, large subunit, biosyn...   112   1e-23 
ref|YP_002250909.1| acetolactate synthase, large subunit, biosyn...   111   1e-23 
ref|YP_001211077.1| thiamine pyrophosphate-requiring enzymes [Pe...   111   2e-23 
ref|YP_303782.1| acetolactate synthase 3 catalytic subunit [Meth...   111   2e-23 
gb|EDX75556.1| acetolactate synthase, large subunit, biosyntheti...   111   2e-23 
ref|YP_754808.1| acetolactate synthase large subunit [Syntrophom...   111   2e-23 
ref|ZP_01472584.1| acetolactate synthase III large subunit [Syne...   110   3e-23 
ref|NP_045101.1| acetohydroxyacid synthase large subunit [Cyanid...   110   3e-23 
ref|ZP_01089063.1| acetolactate synthase III (Precursor) [Blasto...   110   3e-23 
ref|NP_632694.1| acetolactate synthase 3 catalytic subunit [Meth...   110   4e-23 
ref|YP_001660084.1| acetolactate synthase 3 catalytic subunit [M...   110   4e-23 
gb|AAA26594.1| acetohydroxy acid synthase (AHAS)                      110   4e-23 
ref|ZP_01123205.1| acetolactate synthase III large subunit [Syne...   110   4e-23 
emb|CAA12081.1| acetohydroxy acid synthase [Porphyridium sp.]         110   4e-23 
ref|ZP_00206563.1| COG0028: Thiamine pyrophosphate-requiring enz...   110   5e-23 
ref|ZP_02028034.1| hypothetical protein BIFADO_00444 [Bifidobact...   110   5e-23 
ref|ZP_03155476.1| acetolactate synthase, large subunit, biosynt...   110   5e-23 
ref|ZP_03286153.1| acetolactate synthase, large subunit, biosynt...   110   5e-23 
ref|NP_695500.1| acetolactate synthase 1 catalytic subunit [Bifi...   109   5e-23 
ref|YP_909084.1| acetolactate synthase 1 catalytic subunit [Bifi...   109   5e-23 
ref|ZP_03129981.1| acetolactate synthase, large subunit, biosynt...   109   5e-23 
ref|YP_001865343.1| acetolactate synthase, large subunit, biosyn...   109   5e-23 
ref|YP_001379064.1| acetolactate synthase, large subunit, biosyn...   109   6e-23 
ref|ZP_02850743.1| acetolactate synthase, large subunit, biosynt...   109   7e-23 
ref|NP_789495.1| acetolactate synthase 1 catalytic subunit [Trop...   109   7e-23 
emb|CAO90567.1| ilvG [Microcystis aeruginosa PCC 7806]                109   9e-23 
ref|YP_002049511.1| acetolactate synthase III large subunit [Pau...   108   1e-22 
ref|ZP_01628200.1| acetolactate synthase III large subunit [Nodu...   108   1e-22 
ref|YP_475476.1| acetolactate synthase 3 catalytic subunit [Syne...   108   1e-22 
ref|YP_476898.1| acetolactate synthase 3 catalytic subunit [Syne...   108   1e-22 
ref|YP_001243976.1| acetolactate synthase, large subunit, biosyn...   108   1e-22 
ref|NP_895067.1| acetolactate synthase 3 catalytic subunit [Proc...   108   2e-22 
ref|YP_001224368.1| acetolactate synthase 3 catalytic subunit [S...   108   2e-22 
ref|YP_001030046.1| acetolactate synthase, large subunit [Methan...   108   2e-22 
gb|ABD96281.1| acetolactate synthase [uncultured marine type-A S...   107   2e-22 
ref|NP_787333.1| acetolactate synthase 1 catalytic subunit [Trop...   107   2e-22 
ref|ZP_01188450.1| Acetolactate synthase, large subunit, biosynt...   107   2e-22 
ref|ZP_02917198.1| hypothetical protein BIFDEN_00474 [Bifidobact...   107   2e-22 
ref|ZP_00828201.1| COG0028: Thiamine pyrophosphate-requiring enz...   107   2e-22 
ref|YP_001016784.1| acetolactate synthase 3 catalytic subunit [P...   107   3e-22 
ref|YP_431088.1| acetolactate synthase, large subunit [Moorella ...   107   3e-22 
ref|YP_001716542.1| acetolactate synthase, large subunit, biosyn...   107   4e-22 
ref|ZP_01389342.1| acetolactate synthase, large subunit, biosynt...   107   4e-22 
sp|Q59498|ILVB_MYCAV Acetolactate synthase (Acetohydroxy-acid sy...   107   4e-22 
ref|YP_001004540.1| acetolactate synthase 2 catalytic subunit [Y...   106   5e-22 
ref|YP_842552.1| acetolactate synthase 3 catalytic subunit [Meth...   106   5e-22 
ref|YP_381046.1| acetolactate synthase 3 catalytic subunit [Syne...   106   5e-22 
ref|ZP_03185165.1| acetolactate synthase 1 catalytic subunit [St...   106   5e-22 
ref|YP_001232446.1| acetolactate synthase, large subunit, biosyn...   106   6e-22 
ref|ZP_03275274.1| acetolactate synthase, large subunit, biosynt...   106   6e-22 
ref|YP_002121866.1| acetolactate synthase, large subunit, biosyn...   106   6e-22 
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ref|NP_246567.1| acetolactate synthase 2 catalytic subunit [Past...   106   7e-22 
ref|YP_001738428.1| acetolactate synthase, large subunit, biosyn...   106   7e-22 
ref|NP_228358.1| acetolactate synthase, large subunit [Thermotog...   106   7e-22 
ref|YP_001014410.1| acetolactate synthase 3 catalytic subunit [P...   106   7e-22 
ref|YP_684797.1| acetolactate synthase, large subunit [unculture...   105   8e-22 
ref|YP_293049.1| acetolactate synthase 3 catalytic subunit [Proc...   105   8e-22 
ref|NP_961972.1| acetolactate synthase 1 catalytic subunit [Myco...   105   8e-22 
 
>gb|ABJ80681.1| acetolactate synthase catalytic subunit [Arabidopsis thaliana] 
          Length = 670 
 
 Score =  242 bits (618), Expect = 6e-63,   Method: Compositional matrix adjust. 
 Identities = 115/116 (99%), Positives = 116/116 (100%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 348 MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 407 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEA+P 
Sbjct: 408 HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAIP 463 
 
 
>gb|AAK68759.1| acetolactate synthase [Arabidopsis thaliana] 
          Length = 670 
 
 Score =  242 bits (618), Expect = 6e-63,   Method: Compositional matrix adjust. 
 Identities = 115/116 (99%), Positives = 116/116 (100%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 348 MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 407 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEA+P 
Sbjct: 408 HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAIP 463 
 
 
>ref|NP_190425.1| CSR1 (CHLORSULFURON/IMIDAZOLINONE RESISTANT 1) [Arabidopsis 
           thaliana] 
 sp|P17597|ILVB_ARATH Acetolactate synthase, chloroplast precursor (Acetohydroxy-acid 
           synthase) (ALS) 
 emb|CAB62345.1| acetolactate synthase [Arabidopsis thaliana] 
 gb|AAW70386.1| At3g48560 [Arabidopsis thaliana] 
 prf||1501386B acetolactate synthase 
          Length = 670 
 
 Score =  242 bits (618), Expect = 6e-63,   Method: Compositional matrix adjust. 
 Identities = 115/116 (99%), Positives = 116/116 (100%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 348 MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 407 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEA+P 
Sbjct: 408 HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAIP 463 
 
 
>gb|AAM92569.1| acetolactate synthase [Arabidopsis thaliana] 
          Length = 670 
 
 Score =  242 bits (618), Expect = 6e-63,   Method: Compositional matrix adjust. 
 Identities = 115/116 (99%), Positives = 116/116 (100%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 348 MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 407 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
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           HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEA+P 
Sbjct: 408 HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAIP 463 
 
 
>emb|CAA35887.1| unnamed protein product [Arabidopsis thaliana] 
          Length = 670 
 
 Score =  242 bits (618), Expect = 6e-63,   Method: Compositional matrix adjust. 
 Identities = 115/116 (99%), Positives = 116/116 (100%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 348 MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 407 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEA+P 
Sbjct: 408 HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAIP 463 
 
 
>gb|AAT72502.1| AT3G48560 [Arabidopsis lyrata subsp. lyrata] 
          Length = 344 
 
 Score =  240 bits (613), Expect = 2e-62,   Method: Compositional matrix adjust. 
 Identities = 115/116 (99%), Positives = 116/116 (100%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 197 MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 256 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEA+P 
Sbjct: 257 HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAIP 312 
 
 
>pdb|1YBH|A Chain A, Crystal Structure Of Arabidopsis Thaliana Acetohydroxyacid 
           Synthase In Complex With A Sulfonylurea Herbicide 
           Chlorimuron Ethyl 
 pdb|1YHY|A Chain A, Crystal Structure Of Arabidopsis Thaliana Acetohydroxyacid 
           Synthase In Complex With A Sulfonylurea Herbicide, 
           Metsulfuron Methyl 
 pdb|1YHZ|A Chain A, Crystal Structure Of Arabidopsis Thaliana Acetohydroxyacid 
           Synthase In Complex With A Sulfonylurea Herbicide, 
           Chlorsulfuron 
 pdb|1YI0|A Chain A, Crystal Structure Of Arabidopsis Thaliana Acetohydroxyacid 
           Synthase In Complex With A Sulfonylurea Herbicide, 
           Sulfometuron Methyl 
 pdb|1YI1|A Chain A, Crystal Structure Of Arabidopsis Thaliana Acetohydroxyacid 
           Synthase In Complex With A Sulfonylurea Herbicide, 
           Tribenuron Methyl 
 pdb|1Z8N|A Chain A, Crystal Structure Of Arabidopsis Thaliana Acetohydroxyacid 
           Synthase In Complex With An Imidazolinone Herbicide, 
           Imazaquin 
          Length = 590 
 
 Score =  239 bits (611), Expect = 4e-62,   Method: Compositional matrix adjust. 
 Identities = 115/116 (99%), Positives = 116/116 (100%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 263 MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 322 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEA+P 
Sbjct: 323 HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAIP 378 
 
 
>gb|AAR07632.1| acetolactate synthase 1 [Camelina microcarpa] 
          Length = 668 
 
 Score =  236 bits (601), Expect = 6e-61,   Method: Compositional matrix adjust. 
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 Identities = 112/116 (96%), Positives = 115/116 (99%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANY+VEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 346 MLGMHGTVYANYSVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 405 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWR+ELN QKQKFPLSFKTFGEA+P 
Sbjct: 406 HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRSELNEQKQKFPLSFKTFGEAIP 461 
 
 
>sp|P27818|ILV1_BRANA Acetolactate synthase 1, chloroplast precursor (Acetolactate 
           synthase I) (Acetohydroxy-acid synthase I) (ALS I) 
 emb|CAA77613.1| actohydroxyacid synthase I [Brassica napus] 
          Length = 655 
 
 Score =  235 bits (600), Expect = 7e-61,   Method: Compositional matrix adjust. 
 Identities = 112/116 (96%), Positives = 115/116 (99%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 333 MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 392 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWR+EL+ QKQKFPLSFKTFGEA+P 
Sbjct: 393 HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRSELSEQKQKFPLSFKTFGEAIP 448 
 
 
>sp|P27819|ILV3_BRANA Acetolactate synthase 3, chloroplast precursor (Acetolactate 
           synthase III) (Acetohydroxy-acid synthase III) (ALS III) 
 emb|CAA77615.1| acetohydroxyacid synthase III [Brassica napus] 
          Length = 652 
 
 Score =  235 bits (600), Expect = 7e-61,   Method: Compositional matrix adjust. 
 Identities = 112/116 (96%), Positives = 115/116 (99%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 330 MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 389 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWR+EL+ QKQKFPLSFKTFGEA+P 
Sbjct: 390 HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRSELSEQKQKFPLSFKTFGEAIP 445 
 
 
>gb|AAR07633.1| acetolactate synthase 1 [Camelina microcarpa] 
          Length = 668 
 
 Score =  235 bits (600), Expect = 7e-61,   Method: Compositional matrix adjust. 
 Identities = 112/116 (96%), Positives = 115/116 (99%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANY+VEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 346 MLGMHGTVYANYSVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 405 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWR+ELN QKQKFPLSFKTFGEA+P 
Sbjct: 406 HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRSELNEQKQKFPLSFKTFGEAIP 461 
 
 
>gb|AAA62705.1| acetolactate synthase 
          Length = 599 
 
 Score =  234 bits (598), Expect = 1e-60,   Method: Compositional matrix adjust. 
 Identities = 112/116 (96%), Positives = 115/116 (99%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 277 MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 336 
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Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWR+EL+ QKQKFPLSFKTFGEA+P 
Sbjct: 337 HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRSELSEQKQKFPLSFKTFGEAIP 392 
 
 
>gb|AAY46005.1| putative acetolactate synthase [Sinapis arvensis] 
          Length = 573 
 
 Score =  234 bits (597), Expect = 2e-60,   Method: Compositional matrix adjust. 
 Identities = 112/116 (96%), Positives = 115/116 (99%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 254 MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 313 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWR+EL+ QKQKFPLSFKTFGEA+P 
Sbjct: 314 HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRSELSEQKQKFPLSFKTFGEAIP 369 
 
 
>gb|AAY46012.1| putative acetolactate synthase [Sinapis arvensis] 
          Length = 577 
 
 Score =  234 bits (597), Expect = 2e-60,   Method: Compositional matrix adjust. 
 Identities = 112/116 (96%), Positives = 115/116 (99%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 258 MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 317 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWR+EL+ QKQKFPLSFKTFGEA+P 
Sbjct: 318 HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRSELSEQKQKFPLSFKTFGEAIP 373 
 
 
>gb|AAY46013.1| putative acetolactate synthase [Sinapis arvensis] 
          Length = 575 
 
 Score =  234 bits (597), Expect = 2e-60,   Method: Compositional matrix adjust. 
 Identities = 112/116 (96%), Positives = 115/116 (99%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 258 MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 317 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWR+EL+ QKQKFPLSFKTFGEA+P 
Sbjct: 318 HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRSELSEQKQKFPLSFKTFGEAIP 373 
 
 
>gb|AAY45995.1| putative acetolactate synthase [Sinapis arvensis] 
 gb|AAY45996.1| putative acetolactate synthase [Sinapis arvensis] 
 gb|AAY45997.1| putative acetolactate synthase [Sinapis arvensis] 
 gb|AAY46000.1| putative acetolactate synthase [Sinapis arvensis] 
 gb|AAY46001.1| putative acetolactate synthase [Sinapis arvensis] 
 gb|AAY46002.1| putative acetolactate synthase [Sinapis arvensis] 
 gb|AAY46003.1| putative acetolactate synthase [Sinapis arvensis] 
          Length = 574 
 
 Score =  234 bits (597), Expect = 2e-60,   Method: Compositional matrix adjust. 
 Identities = 112/116 (96%), Positives = 115/116 (99%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 258 MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 317 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWR+EL+ QKQKFPLSFKTFGEA+P 
Sbjct: 318 HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRSELSEQKQKFPLSFKTFGEAIP 373 
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>gb|AAY45998.1| putative acetolactate synthase [Sinapis arvensis] 
 gb|AAY45999.1| putative acetolactate synthase [Sinapis arvensis] 
          Length = 574 
 
 Score =  234 bits (597), Expect = 2e-60,   Method: Compositional matrix adjust. 
 Identities = 112/116 (96%), Positives = 115/116 (99%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 258 MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 317 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWR+EL+ QKQKFPLSFKTFGEA+P 
Sbjct: 318 HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRSELSEQKQKFPLSFKTFGEAIP 373 
 
 
>gb|AAY46007.1| putative acetolactate synthase [Sinapis arvensis] 
          Length = 574 
 
 Score =  234 bits (597), Expect = 2e-60,   Method: Compositional matrix adjust. 
 Identities = 112/116 (96%), Positives = 115/116 (99%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 256 MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 315 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWR+EL+ QKQKFPLSFKTFGEA+P 
Sbjct: 316 HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRSELSEQKQKFPLSFKTFGEAIP 371 
 
 
>gb|AAY46008.1| putative acetolactate synthase [Sinapis arvensis] 
          Length = 575 
 
 Score =  234 bits (597), Expect = 2e-60,   Method: Compositional matrix adjust. 
 Identities = 112/116 (96%), Positives = 115/116 (99%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 256 MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 315 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWR+EL+ QKQKFPLSFKTFGEA+P 
Sbjct: 316 HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRSELSEQKQKFPLSFKTFGEAIP 371 
 
 
>gb|AAY46006.1| putative acetolactate synthase [Sinapis arvensis] 
 gb|AAY46009.1| putative acetolactate synthase [Sinapis arvensis] 
          Length = 567 
 
 Score =  234 bits (597), Expect = 2e-60,   Method: Compositional matrix adjust. 
 Identities = 112/116 (96%), Positives = 115/116 (99%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 248 MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 307 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWR+EL+ QKQKFPLSFKTFGEA+P 
Sbjct: 308 HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRSELSEQKQKFPLSFKTFGEAIP 363 
 
 
>gb|AAY46004.1| putative acetolactate synthase [Sinapis arvensis] 
          Length = 576 
 
 Score =  234 bits (597), Expect = 2e-60,   Method: Compositional matrix adjust. 
 Identities = 112/116 (96%), Positives = 115/116 (99%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
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           MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 258 MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 317 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWR+EL+ QKQKFPLSFKTFGEA+P 
Sbjct: 318 HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRSELSEQKQKFPLSFKTFGEAIP 373 
 
 
>gb|AAY46010.1| putative acetolactate synthase [Sinapis arvensis] 
          Length = 576 
 
 Score =  234 bits (596), Expect = 2e-60,   Method: Compositional matrix adjust. 
 Identities = 112/116 (96%), Positives = 115/116 (99%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 257 MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 316 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWR+EL+ QKQKFPLSFKTFGEA+P 
Sbjct: 317 HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRSELSEQKQKFPLSFKTFGEAIP 372 
 
 
>gb|AAY46011.1| putative acetolactate synthase [Sinapis arvensis] 
          Length = 577 
 
 Score =  234 bits (596), Expect = 2e-60,   Method: Compositional matrix adjust. 
 Identities = 112/116 (96%), Positives = 115/116 (99%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 258 MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 317 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWR+EL+ QKQKFPLSFKTFGEA+P 
Sbjct: 318 HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRSELSEQKQKFPLSFKTFGEAIP 373 
 
 
>emb|CAC86692.1| putative acetolactate synthase [Raphanus raphanistrum] 
          Length = 585 
 
 Score =  234 bits (596), Expect = 2e-60,   Method: Compositional matrix adjust. 
 Identities = 111/116 (95%), Positives = 115/116 (99%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 263 MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 322 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGDVKLALQGMNK+LENRAEELKLDFGVWR+EL+ QKQKFPLSFKTFGEA+P 
Sbjct: 323 HVSVCGDVKLALQGMNKILENRAEELKLDFGVWRSELSEQKQKFPLSFKTFGEAIP 378 
 
 
>gb|ACB12189.1| acetolactate synthase [Descurainia sophia] 
          Length = 566 
 
 Score =  234 bits (596), Expect = 2e-60,   Method: Compositional matrix adjust. 
 Identities = 112/116 (96%), Positives = 114/116 (98%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANY+VEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 255 MLGMHGTVYANYSVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 314 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGDVKLALQGMNKVLE RAEELKLDFGVWRNELN QKQKFPLSFKTFGEA+P 
Sbjct: 315 HVSVCGDVKLALQGMNKVLEKRAEELKLDFGVWRNELNEQKQKFPLSFKTFGEAIP 370 
 
 
>gb|ACB12190.1| acetolactate synthase [Descurainia sophia] 
          Length = 566 
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 Score =  234 bits (596), Expect = 2e-60,   Method: Compositional matrix adjust. 
 Identities = 112/116 (96%), Positives = 114/116 (98%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANY+VEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 255 MLGMHGTVYANYSVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 314 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGDVKLALQGMNKVLE RAEELKLDFGVWRNELN QKQKFPLSFKTFGEA+P 
Sbjct: 315 HVSVCGDVKLALQGMNKVLEKRAEELKLDFGVWRNELNEQKQKFPLSFKTFGEAIP 370 
 
 
>gb|ACB12188.1| acetolactate synthase [Descurainia sophia] 
          Length = 566 
 
 Score =  234 bits (596), Expect = 2e-60,   Method: Compositional matrix adjust. 
 Identities = 112/116 (96%), Positives = 114/116 (98%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANY+VEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 255 MLGMHGTVYANYSVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 314 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGDVKLALQGMNKVLE RAEELKLDFGVWRNELN QKQKFPLSFKTFGEA+P 
Sbjct: 315 HVSVCGDVKLALQGMNKVLEKRAEELKLDFGVWRNELNEQKQKFPLSFKTFGEAIP 370 
 
 
>gb|AAR06607.1| acetolactate synthase 2 [Camelina microcarpa] 
          Length = 665 
 
 Score =  233 bits (595), Expect = 2e-60,   Method: Compositional matrix adjust. 
 Identities = 111/116 (95%), Positives = 114/116 (98%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANY+VEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 343 MLGMHGTVYANYSVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 402 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGDVKLALQGMNKVLENR EELKLDFGVWR+ELN QKQKFPLSFKTFGEA+P 
Sbjct: 403 HVSVCGDVKLALQGMNKVLENRGEELKLDFGVWRSELNEQKQKFPLSFKTFGEAIP 458 
 
 
>emb|CAC86696.1| putative acetolactate synthase [Raphanus raphanistrum] 
          Length = 585 
 
 Score =  233 bits (595), Expect = 3e-60,   Method: Compositional matrix adjust. 
 Identities = 111/116 (95%), Positives = 114/116 (98%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 263 MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 322 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGDVKLALQGMNK+LENRAEELKLDFGVWR+EL  QKQKFPLSFKTFGEA+P 
Sbjct: 323 HVSVCGDVKLALQGMNKILENRAEELKLDFGVWRSELKEQKQKFPLSFKTFGEAIP 378 
 
 
>emb|CAC86703.1| putative acetolactate synthase [Raphanus raphanistrum] 
          Length = 585 
 
 Score =  233 bits (594), Expect = 4e-60,   Method: Compositional matrix adjust. 
 Identities = 110/116 (94%), Positives = 114/116 (98%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANY+VEHSD LLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 263 MLGMHGTVYANYSVEHSDXLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 322 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGDVKLALQGMNK+LENRAEELKLDFGVWR+ELN QKQKFPLSFKTFGEA+P 
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Sbjct: 323 HVSVCGDVKLALQGMNKILENRAEELKLDFGVWRSELNEQKQKFPLSFKTFGEAIP 378 
 
 
>emb|CAC86697.1| putative acetolactate synthase [Raphanus raphanistrum] 
          Length = 409 
 
 Score =  232 bits (592), Expect = 6e-60,   Method: Compositional matrix adjust. 
 Identities = 111/116 (95%), Positives = 114/116 (98%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 87  MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 146 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGDVKLALQGMNK+LENRAEELKLDFGVWR+EL  QKQKFPLSFKTFGEA+P 
Sbjct: 147 HVSVCGDVKLALQGMNKILENRAEELKLDFGVWRSELKEQKQKFPLSFKTFGEAIP 202 
 
 
>emb|CAC86701.1| putative acetolactate synthase [Raphanus raphanistrum] 
          Length = 585 
 
 Score =  231 bits (590), Expect = 1e-59,   Method: Compositional matrix adjust. 
 Identities = 109/116 (93%), Positives = 115/116 (99%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANY+VEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 263 MLGMHGTVYANYSVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 322 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGDVKLALQGMN++LENRAEELKLDFGVWR+EL+ QKQKFPLSFKTFGEA+P 
Sbjct: 323 HVSVCGDVKLALQGMNEILENRAEELKLDFGVWRSELSEQKQKFPLSFKTFGEAIP 378 
 
 
>emb|CAC86698.1| putative acetolactate synthase [Raphanus raphanistrum] 
          Length = 585 
 
 Score =  231 bits (589), Expect = 1e-59,   Method: Compositional matrix adjust. 
 Identities = 109/116 (93%), Positives = 115/116 (99%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANY+VEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 263 MLGMHGTVYANYSVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 322 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGDVKLALQGMN++LENRAEELKLDFGVWR+EL+ QKQKFPLSFKTFGEA+P 
Sbjct: 323 HVSVCGDVKLALQGMNEILENRAEELKLDFGVWRSELSEQKQKFPLSFKTFGEAIP 378 
 
 
>emb|CAC86695.1| putative acetolactate synthase [Raphanus raphanistrum] 
          Length = 585 
 
 Score =  231 bits (589), Expect = 1e-59,   Method: Compositional matrix adjust. 
 Identities = 109/116 (93%), Positives = 114/116 (98%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANY+VEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 263 MLGMHGTVYANYSVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 322 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGDVKLALQGMNK+LENR EELKLDFGVWR+EL+ QKQKFPLSFKTFGEA+P 
Sbjct: 323 HVSVCGDVKLALQGMNKILENRGEELKLDFGVWRSELSEQKQKFPLSFKTFGEAIP 378 
 
 
>emb|CAC86700.1| putative acetolactate synthase [Raphanus raphanistrum] 
          Length = 585 
 
 Score =  231 bits (589), Expect = 1e-59,   Method: Compositional matrix adjust. 
 Identities = 109/116 (93%), Positives = 115/116 (99%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
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           MLGMHGTVYANY+VEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 263 MLGMHGTVYANYSVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 322 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGDVKLALQGMN++LENRAEELKLDFGVWR+EL+ QKQKFPLSFKTFGEA+P 
Sbjct: 323 HVSVCGDVKLALQGMNEILENRAEELKLDFGVWRSELSEQKQKFPLSFKTFGEAIP 378 
 
 
>emb|CAC86694.1| putative acetolactate synthase [Raphanus raphanistrum] 
          Length = 585 
 
 Score =  231 bits (589), Expect = 1e-59,   Method: Compositional matrix adjust. 
 Identities = 109/116 (93%), Positives = 114/116 (98%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANY+VEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 263 MLGMHGTVYANYSVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 322 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGDVKLALQGMNK+LENR EELKLDFGVWR+EL+ QKQKFPLSFKTFGEA+P 
Sbjct: 323 HVSVCGDVKLALQGMNKILENRGEELKLDFGVWRSELSEQKQKFPLSFKTFGEAIP 378 
 
 
>emb|CAC86702.1| putative acetolactate synthase [Raphanus raphanistrum] 
          Length = 585 
 
 Score =  230 bits (586), Expect = 3e-59,   Method: Compositional matrix adjust. 
 Identities = 109/116 (93%), Positives = 114/116 (98%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANY+VEHSDLLLAFGVRFDDRVTGKLEA ASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 263 MLGMHGTVYANYSVEHSDLLLAFGVRFDDRVTGKLEAXASRAKIVHIDIDSAEIGKNKTP 322 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGDVKLALQGMNK+LENRAEELKLDFGVWR+EL+ QKQKFPLSFKTFGEA+P 
Sbjct: 323 HVSVCGDVKLALQGMNKILENRAEELKLDFGVWRSELSEQKQKFPLSFKTFGEAIP 378 
 
 
>emb|CAC86699.1| putative acetolactate synthase [Raphanus raphanistrum] 
          Length = 585 
 
 Score =  229 bits (585), Expect = 4e-59,   Method: Compositional matrix adjust. 
 Identities = 111/125 (88%), Positives = 116/125 (92%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANY+VEHSDLLLAFGVRFDDRVTGKLEA ASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 263 MLGMHGTVYANYSVEHSDLLLAFGVRFDDRVTGKLEAXASRAKIVHIDIDSAEIGKNKTP 322 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVPCPSK 120 
           HVSVCGDVKLALQGMNK+LENRAEELKLDFGVWR+EL+ QKQKFPLSFKTFGEA+P     
Sbjct: 323 HVSVCGDVKLALQGMNKILENRAEELKLDFGVWRSELSEQKQKFPLSFKTFGEAIPPQYA 382 
 
Query: 121 KTVHD 125 
             V D 
Sbjct: 383 XQVLD 387 
 
 
>emb|CAC86693.1| putative acetolactate synthase [Raphanus raphanistrum] 
          Length = 585 
 
 Score =  229 bits (584), Expect = 5e-59,   Method: Compositional matrix adjust. 
 Identities = 108/116 (93%), Positives = 114/116 (98%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANY+VEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVH DIDSAEIGKNKTP 
Sbjct: 263 MLGMHGTVYANYSVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHXDIDSAEIGKNKTP 322 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGDVKLALQGMN++LENRAEELKLDFGVWR+EL+ QKQKFPLSFKTFGEA+P 
Sbjct: 323 HVSVCGDVKLALQGMNEILENRAEELKLDFGVWRSELSEQKQKFPLSFKTFGEAIP 378 
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>gb|ABM53021.1| acetolactate synthase [Amaranthus tuberculatus] 
          Length = 671 
 
 Score =  207 bits (526), Expect = 3e-52,   Method: Compositional matrix adjust. 
 Identities = 96/116 (82%), Positives = 108/116 (93%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK P 
Sbjct: 349 MLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKQP 408 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+CGD+K+ALQG+NK+LE+R  +LKLDF  WR ELN QK+KFPLSFKTFG+A+P 
Sbjct: 409 HVSICGDIKVALQGLNKILESRKGKLKLDFSNWREELNEQKKKFPLSFKTFGDAIP 464 
 
 
>gb|AAK50820.1|AF363369_1 acetolactate synthase [Amaranthus retroflexus] 
          Length = 669 
 
 Score =  206 bits (525), Expect = 3e-52,   Method: Compositional matrix adjust. 
 Identities = 96/116 (82%), Positives = 108/116 (93%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK P 
Sbjct: 347 MLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKQP 406 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+CGDVK+ALQG+NK+LE+R  ++KLDF  WR ELN QK+KFPLSFKTFG+A+P 
Sbjct: 407 HVSICGDVKVALQGLNKILESRKGKVKLDFSNWREELNEQKKKFPLSFKTFGDAIP 462 
 
 
>gb|AAK50821.1|AF363370_1 acetolactate synthase [Amaranthus powellii] 
          Length = 669 
 
 Score =  206 bits (525), Expect = 4e-52,   Method: Compositional matrix adjust. 
 Identities = 96/116 (82%), Positives = 108/116 (93%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK P 
Sbjct: 347 MLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKQP 406 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+CGDVK+ALQG+NK+LE+R  ++KLDF  WR ELN QK+KFPLSFKTFG+A+P 
Sbjct: 407 HVSICGDVKVALQGLNKILESRKGKVKLDFSNWREELNEQKKKFPLSFKTFGDAIP 462 
 
 
>gb|ABS72164.1| acetolactate synthase [Amaranthus hypochondriacus] 
          Length = 669 
 
 Score =  206 bits (524), Expect = 4e-52,   Method: Compositional matrix adjust. 
 Identities = 96/116 (82%), Positives = 108/116 (93%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK P 
Sbjct: 347 MLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKQP 406 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+CGDVK+ALQG+NK+LE+R  ++KLDF  WR ELN QK+KFPLSFKTFG+A+P 
Sbjct: 407 HVSICGDVKVALQGLNKILESRKGKVKLDFSNWREELNEQKKKFPLSFKTFGDAIP 462 
 
 
>gb|AAB67839.1| acetolactate synthase precursor [Amaranthus sp.] 
          Length = 665 
 
 Score =  204 bits (519), Expect = 2e-51,   Method: Compositional matrix adjust. 
 Identities = 94/116 (81%), Positives = 108/116 (93%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK P 
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Sbjct: 343 MLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKQP 402 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+CG++K+ALQG+NK+LE+R  +LKLDF  WR ELN QK+KFPLSFK+FG+A+P 
Sbjct: 403 HVSICGEIKVALQGLNKILESRKGKLKLDFSNWREELNEQKKKFPLSFKSFGDAIP 458 
 
 
>emb|CAA87084.1| acetohydroxyacid synthase [Gossypium hirsutum] 
          Length = 659 
 
 Score =  203 bits (517), Expect = 3e-51,   Method: Compositional matrix adjust. 
 Identities = 96/116 (82%), Positives = 104/116 (89%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK P 
Sbjct: 337 MLGMHGTVYANYAVDKSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKQP 396 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVC DVKLALQG+NK+LE +  +L LD+  WR ELN QK KFPLS+KTFGEA+P 
Sbjct: 397 HVSVCSDVKLALQGINKILETKVAKLNLDYSEWRQELNEQKLKFPLSYKTFGEAIP 452 
 
 
>gb|ABM53018.1| acetolactate synthase [Amaranthus tuberculatus] 
          Length = 668 
 
 Score =  202 bits (515), Expect = 5e-51,   Method: Compositional matrix adjust. 
 Identities = 94/116 (81%), Positives = 107/116 (92%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK P 
Sbjct: 346 MLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKQP 405 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+CGDVK+AL+G+N +LE+R  ++KLDF  WR ELN QK+KFPLSFKTFG+A+P 
Sbjct: 406 HVSICGDVKVALRGLNNILESRKGKVKLDFSNWREELNEQKKKFPLSFKTFGDAIP 461 
 
 
>gb|ABM53019.1| acetolactate synthase [Amaranthus tuberculatus] 
          Length = 669 
 
 Score =  202 bits (515), Expect = 5e-51,   Method: Compositional matrix adjust. 
 Identities = 94/116 (81%), Positives = 107/116 (92%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK P 
Sbjct: 347 MLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKQP 406 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+CGDVK+AL+G+N +LE+R  ++KLDF  WR ELN QK+KFPLSFKTFG+A+P 
Sbjct: 407 HVSICGDVKVALRGLNNILESRKGKVKLDFSNWREELNEQKKKFPLSFKTFGDAIP 462 
 
 
>prf||1407140B acetolactate synthase SuRB 
          Length = 664 
 
 Score =  202 bits (514), Expect = 7e-51,   Method: Compositional matrix adjust. 
 Identities = 93/116 (80%), Positives = 105/116 (90%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK P 
Sbjct: 342 MLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKQP 401 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C D+KLALQG+N +LE++  +LKLDF  WR EL VQK K+PL+FKTFG+A+P 
Sbjct: 402 HVSICADIKLALQGLNSILESKEGKLKLDFSAWRQELTVQKVKYPLNFKTFGDAIP 457 
 
 
>sp|P09114|ILV2_TOBAC Acetolactate synthase 2, chloroplast precursor (Acetolactate 
           synthase II) (Acetohydroxy-acid synthase II) (ALS II) 
 emb|CAA30485.1| unnamed protein product [Nicotiana tabacum] 
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          Length = 664 
 
 Score =  202 bits (514), Expect = 7e-51,   Method: Compositional matrix adjust. 
 Identities = 93/116 (80%), Positives = 105/116 (90%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK P 
Sbjct: 342 MLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKQP 401 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C D+KLALQG+N +LE++  +LKLDF  WR EL VQK K+PL+FKTFG+A+P 
Sbjct: 402 HVSICADIKLALQGLNSILESKEGKLKLDFSAWRQELTVQKVKYPLNFKTFGDAIP 457 
 
 
>emb|CAA87083.1| acetohydroxyacid synthase [Gossypium hirsutum] 
          Length = 659 
 
 Score =  202 bits (513), Expect = 1e-50,   Method: Compositional matrix adjust. 
 Identities = 95/116 (81%), Positives = 103/116 (88%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK P 
Sbjct: 337 MLGMHGTVYANYAVDKSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKQP 396 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           H+SVC DVKLALQG+NK+LE    +L LD+  WR ELN QK KFPLS+KTFGEA+P 
Sbjct: 397 HMSVCSDVKLALQGINKILETTGAKLNLDYSEWRQELNEQKLKFPLSYKTFGEAIP 452 
 
 
>gb|ABM53020.1| acetolactate synthase [Amaranthus tuberculatus] 
          Length = 669 
 
 Score =  201 bits (511), Expect = 2e-50,   Method: Compositional matrix adjust. 
 Identities = 93/116 (80%), Positives = 106/116 (91%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK P 
Sbjct: 347 MLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKQP 406 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+CGD K+AL+G+N +LE+R  ++KLDF  WR ELN QK+KFPLSFKTFG+A+P 
Sbjct: 407 HVSICGDXKVALRGLNNILESRKGKVKLDFSNWREELNEQKKKFPLSFKTFGDAIP 462 
 
 
>gb|ABR68867.1| acetohydroxyacid synthase [Solanum ptychanthum] 
          Length = 554 
 
 Score =  201 bits (510), Expect = 2e-50,   Method: Compositional matrix adjust. 
 Identities = 93/116 (80%), Positives = 103/116 (88%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK P 
Sbjct: 242 MLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKLP 301 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           H S+C D+KLALQG+N +LE +  +LKLDF  WR ELN QK K+PL+FKTFGEA+P 
Sbjct: 302 HASICADIKLALQGLNSILEGKEGKLKLDFSAWRQELNEQKVKYPLNFKTFGEAIP 357 
 
 
>gb|AAG40279.1|AF308648_1 acetolactate synthase [Solanum ptychanthum] 
          Length = 567 
 
 Score =  200 bits (509), Expect = 3e-50,   Method: Compositional matrix adjust. 
 Identities = 93/116 (80%), Positives = 103/116 (88%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK P 
Sbjct: 253 MLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKLP 312 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
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           H S+C D+KLALQG+N +LE +  +LKLDF  WR ELN QK K+PL+FKTFGEA+P 
Sbjct: 313 HASICADIKLALQGLNSILEGKEGKLKLDFSAWRQELNEQKVKYPLNFKTFGEAIP 368 
 
 
>gb|AAG40280.1|AF308649_1 acetolactate synthase [Solanum ptychanthum] 
 gb|AAG40281.1|AF308650_1 acetolactate synthase [Solanum ptychanthum] 
          Length = 567 
 
 Score =  200 bits (509), Expect = 3e-50,   Method: Compositional matrix adjust. 
 Identities = 93/116 (80%), Positives = 103/116 (88%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK P 
Sbjct: 253 MLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKLP 312 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           H S+C D+KLALQG+N +LE +  +LKLDF  WR ELN QK K+PL+FKTFGEA+P 
Sbjct: 313 HASICADIKLALQGLNSILEGKEGKLKLDFSAWRQELNEQKVKYPLNFKTFGEAIP 368 
 
 
>gb|AAC69629.1| herbicide resistant acetolactate synthase precursor [Bassia 
           scoparia] 
          Length = 666 
 
 Score =  200 bits (509), Expect = 3e-50,   Method: Compositional matrix adjust. 
 Identities = 94/116 (81%), Positives = 105/116 (90%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK P 
Sbjct: 344 MLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKQP 403 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C DVK AL+GMNK+LE+R  +LKL++  WR EL  QK+KFPLSFKTFGEA+P 
Sbjct: 404 HVSICADVKYALKGMNKILESRKGKLKLNYSSWREELGEQKKKFPLSFKTFGEAIP 459 
 
 
>gb|ABR68866.1| acetohydroxyacid synthase [Solanum ptychanthum] 
          Length = 565 
 
 Score =  200 bits (509), Expect = 3e-50,   Method: Compositional matrix adjust. 
 Identities = 93/116 (80%), Positives = 103/116 (88%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK P 
Sbjct: 253 MLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKLP 312 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           H S+C D+KLALQG+N +LE +  +LKLDF  WR ELN QK K+PL+FKTFGEA+P 
Sbjct: 313 HASICADIKLALQGLNSILEGKEGKLKLDFSAWRQELNEQKVKYPLNFKTFGEAIP 368 
 
 
>gb|ABR68865.1| acetohydroxyacid synthase [Solanum ptychanthum] 
          Length = 565 
 
 Score =  200 bits (509), Expect = 3e-50,   Method: Compositional matrix adjust. 
 Identities = 93/116 (80%), Positives = 103/116 (88%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK P 
Sbjct: 253 MLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKLP 312 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           H S+C D+KLALQG+N +LE +  +LKLDF  WR ELN QK K+PL+FKTFGEA+P 
Sbjct: 313 HASICADIKLALQGLNSILEGKEGKLKLDFSAWRQELNEQKVKYPLNFKTFGEAIP 368 
 
 
>gb|AAT07322.1| acetohydroxyacid synthase 1 [Helianthus annuus] 
          Length = 655 
 
 Score =  200 bits (508), Expect = 3e-50,   Method: Compositional matrix adjust. 
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 Identities = 93/116 (80%), Positives = 102/116 (87%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDID AEIGKNK P 
Sbjct: 333 MLGMHGTVYANYAVDKSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDPAEIGKNKQP 392 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+CGD+K+ALQG+NK+LE +     LDF  WR EL+ QK KFPLSFKTFGEA+P 
Sbjct: 393 HVSICGDIKVALQGLNKILEEKNSVTNLDFSTWRKELDEQKMKFPLSFKTFGEAIP 448 
 
 
>gb|ABN08612.1| Thiamine pyrophosphate enzyme, central region [Medicago truncatula] 
          Length = 655 
 
 Score =  198 bits (504), Expect = 9e-50,   Method: Compositional matrix adjust. 
 Identities = 93/116 (80%), Positives = 105/116 (90%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDID+AEIGKNK P 
Sbjct: 333 MLGMHGTVYANYAVDKSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDAAEIGKNKQP 392 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVCGD+KLAL+G+N++LE+   E KLDFG WR ELN QK +FP+S+KTF EA+P 
Sbjct: 393 HVSVCGDLKLALKGINQILESNGIERKLDFGGWREELNDQKVRFPMSYKTFDEAIP 448 
 
 
>sp|P14874|ILV2_BRANA Acetolactate synthase 2, chloroplast precursor (Acetolactate 
           synthase II) (Acetohydroxy-acid synthase II) (ALS II) 
 emb|CAA77614.1| acetohydroxyacid synthase II [Brassica napus] 
 emb|CAA34680.1| unnamed protein product [Brassica napus] 
          Length = 637 
 
 Score =  198 bits (504), Expect = 1e-49,   Method: Compositional matrix adjust. 
 Identities = 97/116 (83%), Positives = 104/116 (89%), Gaps = 2/116 (1%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAVE+SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDS EIGKNKTP 
Sbjct: 325 MLGMHGTVYANYAVEYSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSTEIGKNKTP 384 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVSVC DV+LALQGMN+VLENR +   LDFG WR ELN Q+ KFPL +KTFGE +P 
Sbjct: 385 HVSVCCDVQLALQGMNEVLENRRD--VLDFGEWRCELNEQRLKFPLRYKTFGEEIP 438 
 
 
>gb|AAB60297.1| acetolactate synthase precursor 
          Length = 648 
 
 Score =  198 bits (503), Expect = 1e-49,   Method: Compositional matrix adjust. 
 Identities = 93/116 (80%), Positives = 103/116 (88%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK P 
Sbjct: 326 MLGMHGTVYANYAVDKSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKQP 385 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+CGD+K+ALQG+NK+LE +     LDF  WR EL+ QK K+PLSFKTFGEA+P 
Sbjct: 386 HVSICGDIKVALQGLNKILEVKNSVTNLDFSNWRKELDEQKVKYPLSFKTFGEAIP 441 
 
 
>gb|AAT07324.1| acetohydroxyacid synthase 1 [Helianthus annuus] 
          Length = 658 
 
 Score =  198 bits (503), Expect = 1e-49,   Method: Compositional matrix adjust. 
 Identities = 93/116 (80%), Positives = 102/116 (87%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDID AEIGKNK P 
Sbjct: 336 MLGMHGTVYANYAVDKSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDPAEIGKNKQP 395 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
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           HVS+CGD+K+ALQG+NK+LE +     LDF  WR EL+ QK KFPLSFKTFGEA+P 
Sbjct: 396 HVSICGDIKVALQGLNKILEEKNSVTNLDFSNWRKELDEQKVKFPLSFKTFGEAIP 451 
 
 
>gb|AAA74913.1| acetolactate synthase precursor 
          Length = 648 
 
 Score =  198 bits (503), Expect = 1e-49,   Method: Compositional matrix adjust. 
 Identities = 93/116 (80%), Positives = 103/116 (88%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK P 
Sbjct: 326 MLGMHGTVYANYAVDKSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKQP 385 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+CGD+K+ALQG+NK+LE +     LDF  WR EL+ QK K+PLSFKTFGEA+P 
Sbjct: 386 HVSICGDIKVALQGLNKILEVKNSVTNLDFSNWRKELDEQKVKYPLSFKTFGEAIP 441 
 
 
>gb|AAT07325.1| acetohydroxyacid synthase 1 [Helianthus annuus] 
          Length = 652 
 
 Score =  198 bits (503), Expect = 1e-49,   Method: Compositional matrix adjust. 
 Identities = 93/116 (80%), Positives = 102/116 (87%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDID AEIGKNK P 
Sbjct: 330 MLGMHGTVYANYAVDKSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDPAEIGKNKQP 389 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+CGD+K+ALQG+NK+LE +     LDF  WR EL+ QK KFPLSFKTFGEA+P 
Sbjct: 390 HVSICGDIKVALQGLNKILEEKNSVTNLDFSNWRKELDEQKVKFPLSFKTFGEAIP 445 
 
 
>gb|AAT07323.1| acetohydroxyacid synthase 1 [Helianthus annuus] 
          Length = 654 
 
 Score =  198 bits (503), Expect = 1e-49,   Method: Compositional matrix adjust. 
 Identities = 93/116 (80%), Positives = 102/116 (87%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDID AEIGKNK P 
Sbjct: 332 MLGMHGTVYANYAVDKSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDPAEIGKNKQP 391 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+CGD+K+ALQG+NK+LE +     LDF  WR EL+ QK KFPLSFKTFGEA+P 
Sbjct: 392 HVSICGDIKVALQGLNKILEEKNSVTNLDFSNWRKELDEQKVKFPLSFKTFGEAIP 447 
 
 
>gb|AAT07326.1| acetohydroxyacid synthase 1 [Helianthus annuus] 
          Length = 652 
 
 Score =  197 bits (502), Expect = 2e-49,   Method: Compositional matrix adjust. 
 Identities = 93/116 (80%), Positives = 102/116 (87%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDID AEIGKNK P 
Sbjct: 330 MLGMHGTVYANYAVDKSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDPAEIGKNKQP 389 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+CGD+K+ALQG+NK+LE +     LDF  WR EL+ QK KFPLSFKTFGEA+P 
Sbjct: 390 HVSICGDIKVALQGLNKILEEKNSVTNLDFSNWRKELDEQKVKFPLSFKTFGEAIP 445 
 
 
>sp|P09342|ILV1_TOBAC Acetolactate synthase 1, chloroplast precursor (Acetolactate 
           synthase I) (Acetohydroxy-acid synthase I) (ALS I) 
 emb|CAA30484.1| unnamed protein product [Nicotiana tabacum] 
 prf||1501386A acetolactate synthase 
          Length = 667 
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 Score =  197 bits (501), Expect = 2e-49,   Method: Compositional matrix adjust. 
 Identities = 92/116 (79%), Positives = 103/116 (88%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK P 
Sbjct: 345 MLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKQP 404 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C D+KLALQG+N +LE++  +LKLDF  WR EL  QK K PL+FKTFG+A+P 
Sbjct: 405 HVSICADIKLALQGLNSILESKEGKLKLDFSAWRQELTEQKVKHPLNFKTFGDAIP 460 
 
 
>prf||1407140A acetolactate synthase SuRA 
          Length = 667 
 
 Score =  197 bits (501), Expect = 2e-49,   Method: Compositional matrix adjust. 
 Identities = 92/116 (79%), Positives = 103/116 (88%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK P 
Sbjct: 345 MLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKQP 404 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C D+KLALQG+N +LE++  +LKLDF  WR EL  QK K PL+FKTFG+A+P 
Sbjct: 405 HVSICADIKLALQGLNSILESKEGKLKLDFSAWRQELTEQKVKHPLNFKTFGDAIP 460 
 
 
>gb|ACF47582.1| acetolactate synthase 1 [Sonchus asper] 
          Length = 658 
 
 Score =  196 bits (497), Expect = 7e-49,   Method: Compositional matrix adjust. 
 Identities = 91/116 (78%), Positives = 103/116 (88%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK P 
Sbjct: 336 MLGMHGTVYANYAVDKSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKQP 395 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+CGD+K+AL+G+N++LE R+E   LDF  WR EL+ QK   PLSFKTFG+A+P 
Sbjct: 396 HVSICGDIKIALKGLNEILEKRSEMRNLDFSSWRQELDEQKLTHPLSFKTFGDAIP 451 
 
 
>gb|ACF47583.1| acetolactate synthase 1 [Sonchus asper] 
          Length = 658 
 
 Score =  195 bits (496), Expect = 8e-49,   Method: Compositional matrix adjust. 
 Identities = 91/116 (78%), Positives = 103/116 (88%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK P 
Sbjct: 336 MLGMHGTVYANYAVDKSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKQP 395 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+CGD+K+AL+G+N++LE R+E   LDF  WR EL+ QK   PLSFKTFG+A+P 
Sbjct: 396 HVSICGDIKIALKGLNEILEKRSEMRNLDFSSWRQELDEQKLTHPLSFKTFGDAIP 451 
 
 
>gb|ACF17639.1| putative acetolactate synthase [Capsicum annuum] 
          Length = 653 
 
 Score =  195 bits (496), Expect = 9e-49,   Method: Compositional matrix adjust. 
 Identities = 92/117 (78%), Positives = 104/117 (88%), Gaps = 1/117 (0%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK P 
Sbjct: 330 MLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKQP 389 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEEL-KLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C D+KLALQG+N +LE +  +L KLDF  WR ELN QK K+PL++KTFG+A+P 
Sbjct: 390 HVSICADIKLALQGLNSILEGKEAKLKKLDFSAWRQELNEQKVKYPLNYKTFGDAIP 446 



 
 
 Plant Science L. L. C.  BASF Reg. Doc. No. 2008/7019371 

BASF Plant Science Report No. BPS-015-08  Page 225 of 268 

 
 
>dbj|BAF57909.1| acetolactate synthase [Sagittaria trifolia] 
          Length = 684 
 
 Score =  195 bits (495), Expect = 1e-48,   Method: Compositional matrix adjust. 
 Identities = 91/116 (78%), Positives = 103/116 (88%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDID AEIGKNK P 
Sbjct: 362 MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDPAEIGKNKQP 421 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+CGD+KLAL+G+N++LE      +LDF  WR EL+ QK+KFPLS+K FG+A+P 
Sbjct: 422 HVSICGDLKLALEGINELLEETKIHEQLDFSSWRGELDEQKRKFPLSYKKFGDAIP 477 
 
 
>gb|AAT07327.1| acetohydroxyacid synthase 2 [Helianthus annuus] 
          Length = 646 
 
 Score =  194 bits (494), Expect = 1e-48,   Method: Compositional matrix adjust. 
 Identities = 94/116 (81%), Positives = 103/116 (88%), Gaps = 3/116 (2%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDID AEIGKNK P 
Sbjct: 327 MLGMHGTVYANYAVDKSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDPAEIGKNKQP 386 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+CGD+K+ALQG+NK+LE   E+  LDF  WR EL+ QK KFPLSFKTFGEA+P 
Sbjct: 387 HVSICGDIKVALQGLNKILE---EKNSLDFSNWRKELDEQKVKFPLSFKTFGEAIP 439 
 
 
>gb|AAT07328.1| acetohydroxyacid synthase 2 [Helianthus annuus] 
          Length = 648 
 
 Score =  194 bits (494), Expect = 1e-48,   Method: Compositional matrix adjust. 
 Identities = 94/116 (81%), Positives = 103/116 (88%), Gaps = 3/116 (2%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDID AEIGKNK P 
Sbjct: 329 MLGMHGTVYANYAVDKSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDPAEIGKNKQP 388 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+CGD+K+ALQG+NK+LE   E+  LDF  WR EL+ QK KFPLSFKTFGEA+P 
Sbjct: 389 HVSICGDIKVALQGLNKILE---EKNSLDFSNWRKELDEQKVKFPLSFKTFGEAIP 441 
 
 
>gb|ABY57317.1| acetolactate synthase [Medicago truncatula] 
          Length = 651 
 
 Score =  193 bits (490), Expect = 5e-48,   Method: Compositional matrix adjust. 
 Identities = 90/115 (78%), Positives = 104/115 (90%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV++SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK P 
Sbjct: 329 MLGMHGTVYANYAVDNSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKIP 388 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAV 115 
           H+S+C D+K+AL+G+N+VLE++  + KLDF  WR ELNVQK KFPL FKTF +A+ 
Sbjct: 389 HLSICADMKVALEGLNRVLESKGIKGKLDFEAWRQELNVQKLKFPLGFKTFEDAI 443 
 
 
>gb|ABY57316.1| acetolactate synthase [Medicago littoralis] 
          Length = 651 
 
 Score =  193 bits (490), Expect = 5e-48,   Method: Compositional matrix adjust. 
 Identities = 90/115 (78%), Positives = 104/115 (90%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV++SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK P 
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Sbjct: 329 MLGMHGTVYANYAVDNSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKIP 388 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAV 115 
           H+S+C D+K+AL+G+N+VLE++  + KLDF  WR ELNVQK KFPL FKTF +A+ 
Sbjct: 389 HLSICADMKVALEGLNRVLESKGIKGKLDFEAWRQELNVQKLKFPLGFKTFEDAI 443 
 
 
>gb|ABY57315.1| acetolactate synthase [Medicago littoralis] 
          Length = 651 
 
 Score =  192 bits (489), Expect = 5e-48,   Method: Compositional matrix adjust. 
 Identities = 90/115 (78%), Positives = 104/115 (90%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV++SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK P 
Sbjct: 329 MLGMHGTVYANYAVDNSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKIP 388 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAV 115 
           H+S+C D+K+AL+G+N+VLE++  + KLDF  WR ELNVQK KFPL FKTF +A+ 
Sbjct: 389 HLSICADMKVALEGLNRVLESKGIKGKLDFEAWRQELNVQKLKFPLGFKTFEDAI 443 
 
 
>gb|ABY57318.1| acetolactate synthase [Medicago truncatula] 
          Length = 651 
 
 Score =  192 bits (489), Expect = 6e-48,   Method: Compositional matrix adjust. 
 Identities = 90/115 (78%), Positives = 104/115 (90%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV++SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK P 
Sbjct: 329 MLGMHGTVYANYAVDNSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKIP 388 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAV 115 
           H+S+C D+K+AL+G+N+VLE++  + KLDF  WR ELNVQK KFPL FKTF +A+ 
Sbjct: 389 HLSICADMKVALEGLNRVLESKGIKGKLDFEAWRQELNVQKLKFPLGFKTFEDAI 443 
 
 
>dbj|BAE97677.1| acetolactate synthase [Schoenoplectus juncoides] 
 dbj|BAE97678.1| acetolactate synthase [Schoenoplectus juncoides] 
          Length = 645 
 
 Score =  189 bits (479), Expect = 7e-47,   Method: Compositional matrix adjust. 
 Identities = 87/116 (75%), Positives = 101/116 (87%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGKLEAFASR+KIVHIDIDSAEIGKNK P 
Sbjct: 320 MLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKLEAFASRSKIVHIDIDSAEIGKNKQP 379 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           H+S+C DVK +LQGMNK+LE+     KLDF  WR EL+ QK+ +PL++KTFGE +P 
Sbjct: 380 HLSICADVKPSLQGMNKILESTGLHRKLDFSSWRAELDEQKKAYPLNYKTFGEEIP 435 
 
 
>gb|AAO53549.1| acetohydroxyacid synthase [Triticum aestivum] 
          Length = 598 
 
 Score =  188 bits (478), Expect = 1e-46,   Method: Compositional matrix adjust. 
 Identities = 87/116 (75%), Positives = 99/116 (85%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASR+KIVHIDID AEIGKNK P 
Sbjct: 276 MLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRSKIVHIDIDPAEIGKNKQP 335 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C DVKLALQG+N +L     +  LDFG W  EL+ QK++FPL FKTFGEA+P 
Sbjct: 336 HVSICADVKLALQGLNALLNGSKAQQGLDFGPWHKELDQQKREFPLGFKTFGEAIP 391 
 
 
>gb|AAO53551.1| acetohydroxyacid synthase [Triticum aestivum] 
          Length = 598 
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 Score =  188 bits (478), Expect = 1e-46,   Method: Compositional matrix adjust. 
 Identities = 87/116 (75%), Positives = 99/116 (85%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASR+KIVHIDID AEIGKNK P 
Sbjct: 276 MLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRSKIVHIDIDPAEIGKNKQP 335 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C DVKLALQG+N +L     +  LDFG W  EL+ QK++FPL FKTFGEA+P 
Sbjct: 336 HVSICADVKLALQGLNALLNGSKAQQGLDFGPWHKELDQQKREFPLGFKTFGEAIP 391 
 
 
>emb|CAE18088.1| acetolactate synthase [Papaver rhoeas] 
          Length = 662 
 
 Score =  188 bits (478), Expect = 1e-46,   Method: Compositional matrix adjust. 
 Identities = 86/116 (74%), Positives = 102/116 (87%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASR+KIVHIDID AEIGKNK P 
Sbjct: 340 MLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRSKIVHIDIDPAEIGKNKQP 399 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C D+ +AL+G+NK+LE +  +LKLDF  WR EL  QK+ +PLS+KTFGEA+P 
Sbjct: 400 HVSICADMGVALKGLNKLLEEKMSKLKLDFVSWREELMEQKKNYPLSYKTFGEAIP 455 
 
 
>dbj|BAE97675.1| acetolactate synthase [Schoenoplectus juncoides] 
 dbj|BAE97676.1| acetolactate synthase [Schoenoplectus juncoides] 
          Length = 645 
 
 Score =  188 bits (477), Expect = 1e-46,   Method: Compositional matrix adjust. 
 Identities = 86/116 (74%), Positives = 101/116 (87%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGKLEAFASR+KIVHIDIDSAEIGKNK P 
Sbjct: 323 MLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKLEAFASRSKIVHIDIDSAEIGKNKQP 382 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           H+S+C DVK +LQGMN++LE+     KLDF  WR EL+ Q++ +PLS+KTFGE +P 
Sbjct: 383 HLSICADVKPSLQGMNEILESTGLHRKLDFSSWRAELDEQRKAYPLSYKTFGEEIP 438 
 
 
>gb|AAO53548.1| acetohydroxyacid synthase [Triticum aestivum] 
          Length = 598 
 
 Score =  187 bits (476), Expect = 2e-46,   Method: Compositional matrix adjust. 
 Identities = 87/116 (75%), Positives = 99/116 (85%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASR+KIVHIDID AEIGKNK P 
Sbjct: 276 MLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRSKIVHIDIDPAEIGKNKQP 335 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C DVKLALQG+N +L     +  LDFG W  EL+ QK++FPL FKTFGEA+P 
Sbjct: 336 HVSICADVKLALQGLNDLLNGSKAQQGLDFGPWHKELDQQKREFPLGFKTFGEAIP 391 
 
 
>gb|AAO53550.1| acetohydroxyacid synthase [Triticum aestivum] 
          Length = 598 
 
 Score =  187 bits (476), Expect = 2e-46,   Method: Compositional matrix adjust. 
 Identities = 87/116 (75%), Positives = 99/116 (85%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASR+KIVHIDID AEIGKNK P 
Sbjct: 276 MLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRSKIVHIDIDPAEIGKNKQP 335 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
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           HVS+C DVKLALQG+N +L     +  LDFG W  EL+ QK++FPL FKTFGEA+P 
Sbjct: 336 HVSICADVKLALQGLNDLLNGSKAQQGLDFGPWHKELDQQKREFPLGFKTFGEAIP 391 
 
 
>gb|ABM92357.2| acetolactate synthase [Cyperus difformis] 
          Length = 569 
 
 Score =  187 bits (474), Expect = 3e-46,   Method: Compositional matrix adjust. 
 Identities = 87/116 (75%), Positives = 100/116 (86%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           +LGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGKLEAFASR+KIVHIDID AEIGKNK P 
Sbjct: 248 LLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKLEAFASRSKIVHIDIDPAEIGKNKQP 307 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C DVK ALQGMN++LE+     KLDF  WR EL+ QK+ +PLS+KTFGE +P 
Sbjct: 308 HVSICADVKPALQGMNQILESSGVHKKLDFSSWRAELDEQKKTYPLSYKTFGEEIP 363 
 
 
>gb|AAC14572.1| acetohydroxyacid synthase [Hordeum vulgare] 
          Length = 541 
 
 Score =  187 bits (474), Expect = 3e-46,   Method: Compositional matrix adjust. 
 Identities = 86/116 (74%), Positives = 99/116 (85%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASR+KIVHIDID AEIGKNK P 
Sbjct: 219 MLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRSKIVHIDIDPAEIGKNKQP 278 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C DVKLALQG+N +L     +  LDFG W  EL+ QK++FPL +KTFGEA+P 
Sbjct: 279 HVSICADVKLALQGLNGLLSGSKAQQGLDFGPWHKELDQQKREFPLGYKTFGEAIP 334 
 
 
>dbj|BAE53610.1| acetolactate synthase [Monochoria vaginalis] 
          Length = 614 
 
 Score =  187 bits (474), Expect = 3e-46,   Method: Compositional matrix adjust. 
 Identities = 85/116 (73%), Positives = 99/116 (85%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYA++ +DLLLAFGVRFDDRVTGKLEAFASRAKIVHIDID AEIGKNK P 
Sbjct: 297 MLGMHGTVYANYAIDKADLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDPAEIGKNKQP 356 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+CGD+KLALQ MN+++E      KLDF  WR EL+ QK+ +PL +KTFG+ +P 
Sbjct: 357 HVSICGDIKLALQEMNEMIEENGIHSKLDFSAWREELDQQKKNYPLKYKTFGDLIP 412 
 
 
>dbj|BAE53611.1| acetolactate synthase [Monochoria vaginalis] 
          Length = 614 
 
 Score =  187 bits (474), Expect = 3e-46,   Method: Compositional matrix adjust. 
 Identities = 85/116 (73%), Positives = 99/116 (85%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYA++ +DLLLAFGVRFDDRVTGKLEAFASRAKIVHIDID AEIGKNK P 
Sbjct: 297 MLGMHGTVYANYAIDKADLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDPAEIGKNKQP 356 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+CGD+KLALQ MN+++E      KLDF  WR EL+ QK+ +PL +KTFG+ +P 
Sbjct: 357 HVSICGDIKLALQEMNEMIEENGIHSKLDFSAWREELDQQKKNYPLKYKTFGDLIP 412 
 
 
>dbj|BAE53612.1| acetolactate synthase [Monochoria vaginalis] 
          Length = 614 
 
 Score =  187 bits (474), Expect = 3e-46,   Method: Compositional matrix adjust. 
 Identities = 85/116 (73%), Positives = 99/116 (85%) 
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Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYA++ +DLLLAFGVRFDDRVTGKLEAFASRAKIVHIDID AEIGKNK P 
Sbjct: 297 MLGMHGTVYANYAIDKADLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDPAEIGKNKQP 356 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+CGD+KLALQ MN+++E      KLDF  WR EL+ QK+ +PL +KTFG+ +P 
Sbjct: 357 HVSICGDIKLALQEMNEMIEENGIHSKLDFSAWREELDQQKKNYPLKYKTFGDLIP 412 
 
 
>dbj|BAE53605.1| acetolactate synthase [Monochoria vaginalis] 
 dbj|BAE53606.1| acetolactate synthase [Monochoria vaginalis] 
 dbj|BAE53607.1| acetolactate synthase [Monochoria vaginalis] 
 dbj|BAE53609.1| acetolactate synthase [Monochoria vaginalis] 
          Length = 614 
 
 Score =  187 bits (474), Expect = 3e-46,   Method: Compositional matrix adjust. 
 Identities = 85/116 (73%), Positives = 99/116 (85%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYA++ +DLLLAFGVRFDDRVTGKLEAFASRAKIVHIDID AEIGKNK P 
Sbjct: 297 MLGMHGTVYANYAIDKADLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDPAEIGKNKQP 356 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+CGD+KLALQ MN+++E      KLDF  WR EL+ QK+ +PL +KTFG+ +P 
Sbjct: 357 HVSICGDIKLALQEMNEMIEENGIHSKLDFSAWREELDQQKKNYPLKYKTFGDLIP 412 
 
 
>dbj|BAF37288.1| acetolactate synthase [Monochoria vaginalis] 
          Length = 614 
 
 Score =  187 bits (474), Expect = 3e-46,   Method: Compositional matrix adjust. 
 Identities = 85/116 (73%), Positives = 99/116 (85%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYA++ +DLLLAFGVRFDDRVTGKLEAFASRAKIVHIDID AEIGKNK P 
Sbjct: 297 MLGMHGTVYANYAIDKADLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDPAEIGKNKQP 356 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+CGD+KLALQ MN+++E      KLDF  WR EL+ QK+ +PL +KTFG+ +P 
Sbjct: 357 HVSICGDIKLALQEMNEMIEENGIHSKLDFSAWREELDQQKKNYPLKYKTFGDLIP 412 
 
 
>dbj|BAE53608.1| acetolactate synthase [Monochoria vaginalis] 
          Length = 614 
 
 Score =  187 bits (474), Expect = 3e-46,   Method: Compositional matrix adjust. 
 Identities = 85/116 (73%), Positives = 99/116 (85%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYA++ +DLLLAFGVRFDDRVTGKLEAFASRAKIVHIDID AEIGKNK P 
Sbjct: 297 MLGMHGTVYANYAIDKADLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDPAEIGKNKQP 356 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+CGD+KLALQ MN+++E      KLDF  WR EL+ QK+ +PL +KTFG+ +P 
Sbjct: 357 HVSICGDIKLALQEMNEMIEENGIHSKLDFSAWREELDQQKKNYPLKYKTFGDLIP 412 
 
 
>gb|AAM03119.1|AF488771_1 acetolactate synthase [Bromus tectorum] 
          Length = 583 
 
 Score =  186 bits (473), Expect = 4e-46,   Method: Compositional matrix adjust. 
 Identities = 86/116 (74%), Positives = 98/116 (84%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASR+KIVHIDID AEIGKNK P 
Sbjct: 261 MLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRSKIVHIDIDPAEIGKNKQP 320 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C DVKLALQG+N +L     +  LDFG W+ EL  QK+ FPL +KTFGEA+P 
Sbjct: 321 HVSICADVKLALQGLNDLLNGSKAQKSLDFGPWQEELEQQKRTFPLGYKTFGEAIP 376 
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>gb|AAL93207.1|AF487459_1 acetolactate synthase [Bromus tectorum] 
          Length = 583 
 
 Score =  186 bits (473), Expect = 4e-46,   Method: Compositional matrix adjust. 
 Identities = 86/116 (74%), Positives = 98/116 (84%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASR+KIVHIDID AEIGKNK P 
Sbjct: 261 MLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRSKIVHIDIDPAEIGKNKQP 320 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C DVKLALQG+N +L     +  LDFG W+ EL  QK+ FPL +KTFGEA+P 
Sbjct: 321 HVSICADVKLALQGLNDLLNGSKAQKSLDFGPWQEELEQQKRTFPLGYKTFGEAIP 376 
 
 
>dbj|BAE53591.1| acetolactate synthase [Monochoria vaginalis] 
 dbj|BAE53592.1| acetolactate synthase [Monochoria vaginalis] 
          Length = 642 
 
 Score =  186 bits (473), Expect = 4e-46,   Method: Compositional matrix adjust. 
 Identities = 85/116 (73%), Positives = 99/116 (85%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYA++ +DLLLAFGVRFDDRVTGKLEAFASRAKIVHIDID AEIGKNK P 
Sbjct: 320 MLGMHGTVYANYAIDKADLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDPAEIGKNKQP 379 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+CGD+KLALQ MN+++E      KLDF  WR EL+ QK+ +PL +KTFG+ +P 
Sbjct: 380 HVSICGDIKLALQEMNEMIEESGIHNKLDFSAWREELDQQKKNYPLEYKTFGDLIP 435 
 
 
>dbj|BAE53593.1| acetolactate synthase [Monochoria vaginalis] 
          Length = 642 
 
 Score =  186 bits (473), Expect = 4e-46,   Method: Compositional matrix adjust. 
 Identities = 85/116 (73%), Positives = 99/116 (85%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYA++ +DLLLAFGVRFDDRVTGKLEAFASRAKIVHIDID AEIGKNK P 
Sbjct: 320 MLGMHGTVYANYAIDKADLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDPAEIGKNKQP 379 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+CGD+KLALQ MN+++E      KLDF  WR EL+ QK+ +PL +KTFG+ +P 
Sbjct: 380 HVSICGDIKLALQEMNEMIEESGIHNKLDFSAWREELDQQKKNYPLEYKTFGDLIP 435 
 
 
>dbj|BAE53587.1| acetolactate synthase [Monochoria vaginalis] 
 dbj|BAE53589.1| acetolactate synthase [Monochoria vaginalis] 
 dbj|BAE53590.1| acetolactate synthase [Monochoria vaginalis] 
 dbj|BAE53594.1| acetolactate synthase [Monochoria vaginalis] 
          Length = 642 
 
 Score =  186 bits (473), Expect = 4e-46,   Method: Compositional matrix adjust. 
 Identities = 85/116 (73%), Positives = 99/116 (85%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYA++ +DLLLAFGVRFDDRVTGKLEAFASRAKIVHIDID AEIGKNK P 
Sbjct: 320 MLGMHGTVYANYAIDKADLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDPAEIGKNKQP 379 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+CGD+KLALQ MN+++E      KLDF  WR EL+ QK+ +PL +KTFG+ +P 
Sbjct: 380 HVSICGDIKLALQEMNEMIEESGIHNKLDFSAWREELDQQKKNYPLEYKTFGDLIP 435 
 
 
>dbj|BAE53588.1| acetolactate synthase [Monochoria vaginalis] 
          Length = 642 
 
 Score =  186 bits (472), Expect = 5e-46,   Method: Compositional matrix adjust. 
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 Identities = 85/116 (73%), Positives = 99/116 (85%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYA++ +DLLLAFGVRFDDRVTGKLEAFASRAKIVHIDID AEIGKNK P 
Sbjct: 320 MLGMHGTVYANYAIDKADLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDPAEIGKNKQP 379 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+CGD+KLALQ MN+++E      KLDF  WR EL+ QK+ +PL +KTFG+ +P 
Sbjct: 380 HVSICGDIKLALQEMNEMIEESGIHNKLDFSAWREELDQQKKNYPLEYKTFGDLIP 435 
 
 
>gb|EAZ23185.1| hypothetical protein OsJ_006668 [Oryza sativa (japonica 
           cultivar-group)] 
          Length = 628 
 
 Score =  186 bits (471), Expect = 6e-46,   Method: Compositional matrix adjust. 
 Identities = 85/116 (73%), Positives = 98/116 (84%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASRAKIVHIDID AEIGKNK P 
Sbjct: 306 MLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRAKIVHIDIDPAEIGKNKQP 365 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C DVKLALQG+N +L+    +   DF  W NEL+ QK++FPL +KTFGE +P 
Sbjct: 366 HVSICADVKLALQGLNALLQQSTTKTSSDFSAWHNELDQQKREFPLGYKTFGEEIP 421 
 
 
>gb|EAY86003.1| hypothetical protein OsI_007236 [Oryza sativa (indica 
           cultivar-group)] 
          Length = 644 
 
 Score =  186 bits (471), Expect = 7e-46,   Method: Compositional matrix adjust. 
 Identities = 85/116 (73%), Positives = 98/116 (84%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASRAKIVHIDID AEIGKNK P 
Sbjct: 322 MLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRAKIVHIDIDPAEIGKNKQP 381 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C DVKLALQG+N +L+    +   DF  W NEL+ QK++FPL +KTFGE +P 
Sbjct: 382 HVSICADVKLALQGLNALLDQSTTKTSSDFSAWHNELDQQKREFPLGYKTFGEEIP 437 
 
 
>dbj|BAB20813.1| acetolactate synthase [Oryza sativa (japonica cultivar-group)] 
          Length = 644 
 
 Score =  186 bits (471), Expect = 7e-46,   Method: Compositional matrix adjust. 
 Identities = 85/116 (73%), Positives = 98/116 (84%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASRAKIVHIDID AEIGKNK P 
Sbjct: 322 MLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRAKIVHIDIDPAEIGKNKQP 381 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C DVKLALQG+N +L+    +   DF  W NEL+ QK++FPL +KTFGE +P 
Sbjct: 382 HVSICADVKLALQGLNALLQQSTTKTSSDFSAWHNELDQQKREFPLGYKTFGEEIP 437 
 
 
>gb|AAX14282.1| acetolactate synthase [Oryza sativa (japonica cultivar-group)] 
          Length = 644 
 
 Score =  186 bits (471), Expect = 7e-46,   Method: Compositional matrix adjust. 
 Identities = 85/116 (73%), Positives = 98/116 (84%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASRAKIVHIDID AEIGKNK P 
Sbjct: 322 MLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRAKIVHIDIDPAEIGKNKQP 381 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C DVKLALQG+N +L+    +   DF  W NEL+ QK++FPL +KTFGE +P 
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Sbjct: 382 HVSICADVKLALQGLNALLDQSTTKTSSDFSAWHNELDQQKREFPLGYKTFGEEIP 437 
 
 
>ref|NP_001046931.1| Os02g0510200 [Oryza sativa (japonica cultivar-group)] 
 sp|Q6K2E8|ILV1_ORYSJ Acetolactate synthase 1, chloroplast precursor (Acetohydroxy-acid 
           synthase 1) 
 dbj|BAB20812.1| acetolactate synthase [Oryza sativa (japonica cultivar-group)] 
 dbj|BAD23668.1| acetolactate synthase [Oryza sativa Japonica Group] 
 dbj|BAF08845.1| Os02g0510200 [Oryza sativa (japonica cultivar-group)] 
          Length = 644 
 
 Score =  185 bits (470), Expect = 8e-46,   Method: Compositional matrix adjust. 
 Identities = 85/116 (73%), Positives = 98/116 (84%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASRAKIVHIDID AEIGKNK P 
Sbjct: 322 MLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRAKIVHIDIDPAEIGKNKQP 381 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C DVKLALQG+N +L+    +   DF  W NEL+ QK++FPL +KTFGE +P 
Sbjct: 382 HVSICADVKLALQGLNALLQQSTTKTSSDFSAWHNELDQQKREFPLGYKTFGEEIP 437 
 
 
>gb|ABF66052.1| acetolactate synthase [Oryza sativa (indica cultivar-group)] 
          Length = 644 
 
 Score =  185 bits (470), Expect = 8e-46,   Method: Compositional matrix adjust. 
 Identities = 85/116 (73%), Positives = 98/116 (84%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASRAKIVHIDID AEIGKNK P 
Sbjct: 322 MLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRAKIVHIDIDPAEIGKNKQP 381 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C DVKLALQG+N +L+    +   DF  W NEL+ QK++FPL +KTFGE +P 
Sbjct: 382 HVSICADVKLALQGLNALLDQSTTKTSSDFSAWHNELDQQKREFPLGYKTFGEEIP 437 
 
 
>gb|AAX14281.1| acetolactate synthase [Oryza sativa] 
 gb|ABF66050.1| acetolactate synthase [Oryza sativa (indica cultivar-group)] 
 gb|ACD74787.1| acetolactate synthase [Oryza sativa Indica Group] 
 gb|ACD74788.1| acetolactate synthase [Oryza sativa Indica Group] 
          Length = 644 
 
 Score =  185 bits (470), Expect = 8e-46,   Method: Compositional matrix adjust. 
 Identities = 85/116 (73%), Positives = 98/116 (84%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASRAKIVHIDID AEIGKNK P 
Sbjct: 322 MLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRAKIVHIDIDPAEIGKNKQP 381 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C DVKLALQG+N +L+    +   DF  W NEL+ QK++FPL +KTFGE +P 
Sbjct: 382 HVSICADVKLALQGLNALLDQSTTKTSSDFSAWHNELDQQKREFPLGYKTFGEEIP 437 
 
 
>gb|ACD74789.1| acetolactate synthase [Oryza sativa Indica Group] 
 gb|ACD74790.1| acetolactate synthase [Oryza sativa Indica Group] 
          Length = 644 
 
 Score =  185 bits (470), Expect = 8e-46,   Method: Compositional matrix adjust. 
 Identities = 85/116 (73%), Positives = 98/116 (84%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASRAKIVHIDID AEIGKNK P 
Sbjct: 322 MLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRAKIVHIDIDPAEIGKNKQP 381 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C DVKLALQG+N +L+    +   DF  W NEL+ QK++FPL +KTFGE +P 
Sbjct: 382 HVSICADVKLALQGLNALLDQSTTKTSSDFSAWHNELDQQKREFPLGYKTFGEEIP 437 
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>gb|ABF66048.1| acetolactate synthase [Oryza sativa (indica cultivar-group)] 
          Length = 644 
 
 Score =  185 bits (470), Expect = 8e-46,   Method: Compositional matrix adjust. 
 Identities = 85/116 (73%), Positives = 98/116 (84%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASRAKIVHIDID AEIGKNK P 
Sbjct: 322 MLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRAKIVHIDIDPAEIGKNKQP 381 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C DVKLALQG+N +L+    +   DF  W NEL+ QK++FPL +KTFGE +P 
Sbjct: 382 HVSICADVKLALQGLNALLDQSTTKTSSDFSAWHNELDQQKREFPLGYKTFGEEIP 437 
 
 
>gb|ABF66051.1| acetolactate synthase [Oryza sativa (indica cultivar-group)] 
          Length = 644 
 
 Score =  185 bits (470), Expect = 8e-46,   Method: Compositional matrix adjust. 
 Identities = 85/116 (73%), Positives = 98/116 (84%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASRAKIVHIDID AEIGKNK P 
Sbjct: 322 MLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRAKIVHIDIDPAEIGKNKQP 381 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C DVKLALQG+N +L+    +   DF  W NEL+ QK++FPL +KTFGE +P 
Sbjct: 382 HVSICADVKLALQGLNALLDQSTTKTSSDFSAWHNELDQQKREFPLGYKTFGEEIP 437 
 
 
>dbj|BAF37287.1| acetolactate synthase [Monochoria vaginalis] 
          Length = 642 
 
 Score =  184 bits (467), Expect = 2e-45,   Method: Compositional matrix adjust. 
 Identities = 84/116 (72%), Positives = 99/116 (85%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYA++ +DLLLAFGVRFD+RVTGKLEAFASRAKIVHIDID AEIGKNK P 
Sbjct: 320 MLGMHGTVYANYAIDKADLLLAFGVRFDERVTGKLEAFASRAKIVHIDIDPAEIGKNKQP 379 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+CGD+KLALQ MN+++E      KLDF  WR EL+ QK+ +PL +KTFG+ +P 
Sbjct: 380 HVSICGDIKLALQEMNEMIEESGIHNKLDFSAWREELDQQKKNYPLEYKTFGDLIP 435 
 
 
>gb|AAX14283.1| acetolactate synthase [Oryza sativa] 
          Length = 644 
 
 Score =  184 bits (466), Expect = 2e-45,   Method: Compositional matrix adjust. 
 Identities = 84/116 (72%), Positives = 98/116 (84%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASRAKIVHIDID AEIGKNK P 
Sbjct: 322 MLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRAKIVHIDIDPAEIGKNKQP 381 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C DV+LALQG+N +L+    +   DF  W NEL+ QK++FPL +KTFGE +P 
Sbjct: 382 HVSICADVELALQGLNALLDQSTTKTSSDFSAWHNELDQQKREFPLGYKTFGEEIP 437 
 
 
>gb|AAT07329.1| acetohydroxyacid synthase 3 [Helianthus annuus] 
          Length = 646 
 
 Score =  184 bits (466), Expect = 2e-45,   Method: Compositional matrix adjust. 
 Identities = 86/116 (74%), Positives = 99/116 (85%), Gaps = 1/116 (0%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYA++ SDLLLAFGVRFDDRVTGK+EAFASRAKIVHIDID AEIGKNK P 
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Sbjct: 326 MLGMHGTVYANYAIDKSDLLLAFGVRFDDRVTGKIEAFASRAKIVHIDIDPAEIGKNKQP 385 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           H S+CGD+K ALQG+NK+LE R E+L  DF  W+ E+  QK   PLS+KTFG+A+P 
Sbjct: 386 HFSICGDIKAALQGLNKILE-RGEDLDFDFSPWKEEVMNQKASNPLSYKTFGDAIP 440 
 
 
>gb|ABQ85869.1| acetolactate synthase [Lolium rigidum] 
          Length = 516 
 
 Score =  184 bits (466), Expect = 2e-45,   Method: Compositional matrix adjust. 
 Identities = 85/116 (73%), Positives = 96/116 (82%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASR+KIVHIDID AEIGKNK P 
Sbjct: 213 MLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRSKIVHIDIDPAEIGKNKQP 272 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C DVKLALQG+N +L         DFG W  EL  QK++FPL +KTFGEA+P 
Sbjct: 273 HVSICADVKLALQGLNALLTGTKAHKSFDFGSWHEELEQQKREFPLGYKTFGEAIP 328 
 
 
>gb|AAG30931.1|AF310684_1 acetolactate synthase precursor [Lolium multiflorum] 
          Length = 640 
 
 Score =  183 bits (465), Expect = 3e-45,   Method: Compositional matrix adjust. 
 Identities = 85/116 (73%), Positives = 97/116 (83%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASR+KIVHIDID AEIGKNK P 
Sbjct: 318 MLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRSKIVHIDIDPAEIGKNKQP 377 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C DVKLALQG+N VL     +   DF  W +EL  QK++FPL +KTFGEA+P 
Sbjct: 378 HVSICADVKLALQGLNAVLTGSKCDKSFDFASWHDELEQQKREFPLGYKTFGEAIP 433 
 
 
>gb|ABQ85870.1| acetolactate synthase [Lolium rigidum] 
          Length = 516 
 
 Score =  183 bits (465), Expect = 3e-45,   Method: Compositional matrix adjust. 
 Identities = 85/116 (73%), Positives = 96/116 (82%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASR+KIVHIDID AEIGKNK P 
Sbjct: 213 MLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRSKIVHIDIDPAEIGKNKQP 272 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C DVKLALQG+N +L         DFG W  EL  QK++FPL +KTFGEA+P 
Sbjct: 273 HVSICADVKLALQGLNALLTGTKAHKSFDFGSWHEELEQQKREFPLGYKTFGEAIP 328 
 
 
>dbj|BAE53604.1| acetolactate synthase [Monochoria vaginalis] 
          Length = 614 
 
 Score =  182 bits (461), Expect = 1e-44,   Method: Compositional matrix adjust. 
 Identities = 84/116 (72%), Positives = 97/116 (83%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           M GMHGTVYANYA++ +DLLLAFGVRFDDRVTGKLEAFASRAKIVHIDID AEIGKNK P 
Sbjct: 297 MWGMHGTVYANYAIDKADLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDPAEIGKNKQP 356 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+CGD+KLALQ MN+++E      KLDF  WR EL+ QK+  PL +KTFG+ +P 
Sbjct: 357 HVSICGDIKLALQEMNEMIEENGIHSKLDFSAWREELDQQKKNNPLKYKTFGDLIP 412 
 
 
>emb|CAD24801.2| acetolactate synthase [Alopecurus myosuroides] 
          Length = 640 
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 Score =  181 bits (460), Expect = 1e-44,   Method: Compositional matrix adjust. 
 Identities = 85/117 (72%), Positives = 100/117 (85%), Gaps = 1/117 (0%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASR+KIVHIDID AEIGKNK P 
Sbjct: 317 MLGMHGTVYANYAVDRADLLLAFGVRFDDRVTGKIEAFASRSKIVHIDIDPAEIGKNKQP 376 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKL-DFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C DVK+ALQG+N +L N ++  K  DF  W  EL+ QK++FPL +KTFGEA+P 
Sbjct: 377 HVSICADVKIALQGLNTLLLNESKTRKCSDFSSWHEELDQQKREFPLGYKTFGEAIP 433 
 
 
>dbj|BAE53597.1| acetolactate synthase [Monochoria vaginalis] 
 dbj|BAE53599.1| acetolactate synthase [Monochoria vaginalis] 
 dbj|BAE53600.1| acetolactate synthase [Monochoria vaginalis] 
 dbj|BAE53603.1| acetolactate synthase [Monochoria vaginalis] 
          Length = 604 
 
 Score =  181 bits (458), Expect = 2e-44,   Method: Compositional matrix adjust. 
 Identities = 82/116 (70%), Positives = 98/116 (84%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANY+++ +DLLLAFGVRFDDRVTGKLEAFASRAKIVHIDID AEIGKNK P 
Sbjct: 282 MLGMHGTVYANYSIDKADLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDPAEIGKNKQP 341 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C D+KLALQ MNK++E      KL+F  WR EL+  K+ +PL++KTFG+ +P 
Sbjct: 342 HVSICADIKLALQEMNKIIEESGIYNKLNFSAWREELDQHKKNYPLNYKTFGDLIP 397 
 
 
>dbj|BAE53596.1| acetolactate synthase [Monochoria vaginalis] 
          Length = 604 
 
 Score =  181 bits (458), Expect = 2e-44,   Method: Compositional matrix adjust. 
 Identities = 82/116 (70%), Positives = 98/116 (84%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANY+++ +DLLLAFGVRFDDRVTGKLEAFASRAKIVHIDID AEIGKNK P 
Sbjct: 282 MLGMHGTVYANYSIDKADLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDPAEIGKNKQP 341 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C D+KLALQ MNK++E      KL+F  WR EL+  K+ +PL++KTFG+ +P 
Sbjct: 342 HVSICADIKLALQEMNKIIEESGIYNKLNFSAWREELDQHKKNYPLNYKTFGDLIP 397 
 
 
>dbj|BAE53598.1| acetolactate synthase [Monochoria vaginalis] 
 dbj|BAE53601.1| acetolactate synthase [Monochoria vaginalis] 
          Length = 604 
 
 Score =  181 bits (458), Expect = 2e-44,   Method: Compositional matrix adjust. 
 Identities = 82/116 (70%), Positives = 98/116 (84%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANY+++ +DLLLAFGVRFDDRVTGKLEAFASRAKIVHIDID AEIGKNK P 
Sbjct: 282 MLGMHGTVYANYSIDKADLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDPAEIGKNKQP 341 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C D+KLALQ MNK++E      KL+F  WR EL+  K+ +PL++KTFG+ +P 
Sbjct: 342 HVSICADIKLALQEMNKIIEESGIYNKLNFSAWREELDQHKKNYPLNYKTFGDLIP 397 
 
 
>dbj|BAE53602.1| acetolactate synthase [Monochoria vaginalis] 
          Length = 604 
 
 Score =  181 bits (458), Expect = 2e-44,   Method: Compositional matrix adjust. 
 Identities = 82/116 (70%), Positives = 98/116 (84%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANY+++ +DLLLAFGVRFDDRVTGKLEAFASRAKIVHIDID AEIGKNK P 
Sbjct: 282 MLGMHGTVYANYSIDKADLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDPAEIGKNKQP 341 
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Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C D+KLALQ MNK++E      KL+F  WR EL+  K+ +PL++KTFG+ +P 
Sbjct: 342 HVSICADIKLALQEMNKIIEESGIYNKLNFSAWREELDQHKKNYPLNYKTFGDLIP 397 
 
 
>sp|Q41769|ILV2_MAIZE Acetolactate synthase 2, chloroplast precursor (Acetohydroxy-acid 
           synthase 2) 
 emb|CAA45117.1| acetohydroxyacid synthase [Zea mays] 
          Length = 638 
 
 Score =  179 bits (455), Expect = 5e-44,   Method: Compositional matrix adjust. 
 Identities = 83/115 (72%), Positives = 95/115 (82%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFA RAKIVHIDID AEIGKNK P 
Sbjct: 316 MLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFAGRAKIVHIDIDPAEIGKNKQP 375 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAV 115 
           HVS+C DVKLALQGMN +LE    +   DFG W +EL+ QK++FPL +K F E + 
Sbjct: 376 HVSICADVKLALQGMNTLLEGSTSKKSFDFGSWHDELDQQKREFPLGYKIFNEEI 430 
 
 
>gb|ACF87819.1| unknown [Zea mays] 
          Length = 638 
 
 Score =  179 bits (455), Expect = 5e-44,   Method: Compositional matrix adjust. 
 Identities = 83/115 (72%), Positives = 95/115 (82%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFA RAKIVHIDID AEIGKNK P 
Sbjct: 316 MLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFAGRAKIVHIDIDPAEIGKNKQP 375 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAV 115 
           HVS+C DVKLALQGMN +LE    +   DFG W +EL+ QK++FPL +K F E + 
Sbjct: 376 HVSICADVKLALQGMNTLLEGSTSKKSFDFGSWHDELDQQKREFPLGYKIFNEEI 430 
 
 
>gb|EAY93888.1| hypothetical protein OsI_015121 [Oryza sativa (indica 
           cultivar-group)] 
          Length = 662 
 
 Score =  178 bits (452), Expect = 1e-43,   Method: Compositional matrix adjust. 
 Identities = 82/116 (70%), Positives = 98/116 (84%), Gaps = 1/116 (0%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+++DLLLA GVRFDDRVTGK+EAFASRAKIVH+DID +E+GKNK P 
Sbjct: 340 MLGMHGTVYANYAVDNADLLLALGVRFDDRVTGKVEAFASRAKIVHVDIDPSELGKNKQP 399 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C DVKLALQGMN  LE +  +  LDF  WR+EL  +K +FPL ++TFGE +P 
Sbjct: 400 HVSICADVKLALQGMNATLEQQQRK-NLDFSAWRSELEKKKAEFPLGYRTFGEEIP 454 
 
 
>sp|Q41768|ILV1_MAIZE Acetolactate synthase 1, chloroplast precursor (Acetohydroxy-acid 
           synthase 1) 
 emb|CAA45116.1| acetohydroxyacid synthase [Zea mays] 
          Length = 638 
 
 Score =  178 bits (451), Expect = 1e-43,   Method: Compositional matrix adjust. 
 Identities = 82/115 (71%), Positives = 95/115 (82%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLA GVRFDDRVTGK+EAFASRAKIVH+DID AEIGKNK P 
Sbjct: 316 MLGMHGTVYANYAVDKADLLLALGVRFDDRVTGKIEAFASRAKIVHVDIDPAEIGKNKQP 375 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAV 115 
           HVS+C DVKLALQGMN +LE    +   DFG W +EL+ QK++FPL +KT  E + 
Sbjct: 376 HVSICADVKLALQGMNALLEGSTSKKSFDFGSWNDELDQQKREFPLGYKTSNEEI 430 
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>gb|EAZ30535.1| hypothetical protein OsJ_014018 [Oryza sativa (japonica 
           cultivar-group)] 
          Length = 610 
 
 Score =  178 bits (451), Expect = 1e-43,   Method: Compositional matrix adjust. 
 Identities = 83/119 (69%), Positives = 99/119 (83%), Gaps = 3/119 (2%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+++DLLLA GVRFDDRVTGK+EAFASRAKIVH+DID +E+GKNK P 
Sbjct: 305 MLGMHGTVYANYAVDNADLLLALGVRFDDRVTGKVEAFASRAKIVHVDIDPSELGKNKQP 364 
 
Query: 61  HVSVCGDVKLALQGMNKVLENR---AEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C DVKLALQGMN +LE +   A    LDF  WR+EL  +K +FPL ++TFGE +P 
Sbjct: 365 HVSICADVKLALQGMNAMLEEQSAAAARKNLDFSAWRSELEKKKVEFPLGYRTFGEEIP 423 
 
 
>gb|EAZ30530.1| hypothetical protein OsJ_014013 [Oryza sativa (japonica 
           cultivar-group)] 
          Length = 620 
 
 Score =  178 bits (451), Expect = 1e-43,   Method: Compositional matrix adjust. 
 Identities = 82/116 (70%), Positives = 98/116 (84%), Gaps = 1/116 (0%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+++DLLLA GVRFDDRVTGK+EAFASRAKIVH+DID +E+GKNK P 
Sbjct: 298 MLGMHGTVYANYAVDNADLLLALGVRFDDRVTGKVEAFASRAKIVHVDIDPSELGKNKQP 357 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C DVKLALQGMN  LE +  +  LDF  WR+EL  +K +FPL ++TFGE +P 
Sbjct: 358 HVSICADVKLALQGMNATLEQQQRK-NLDFSAWRSELEKKKAEFPLGYRTFGEEIP 412 
 
 
>sp|Q7XKQ8|ILV2_ORYSJ Probable acetolactate synthase 2, chloroplast precursor 
           (Acetohydroxy-acid synthase 2) 
 emb|CAE05539.2| OSJNBa0053B21.13 [Oryza sativa (japonica cultivar-group)] 
 gb|EAY93893.1| hypothetical protein OsI_015126 [Oryza sativa (indica 
           cultivar-group)] 
          Length = 663 
 
 Score =  178 bits (451), Expect = 2e-43,   Method: Compositional matrix adjust. 
 Identities = 83/119 (69%), Positives = 99/119 (83%), Gaps = 3/119 (2%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+++DLLLA GVRFDDRVTGK+EAFASRAKIVH+DID +E+GKNK P 
Sbjct: 336 MLGMHGTVYANYAVDNADLLLALGVRFDDRVTGKVEAFASRAKIVHVDIDPSELGKNKQP 395 
 
Query: 61  HVSVCGDVKLALQGMNKVLENR---AEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C DVKLALQGMN +LE +   A    LDF  WR+EL  +K +FPL ++TFGE +P 
Sbjct: 396 HVSICADVKLALQGMNAMLEEQSAAAARKNLDFSAWRSELEKKKVEFPLGYRTFGEEIP 454 
 
 
>emb|CAH66432.1| OSIGBa0096P03.6 [Oryza sativa (indica cultivar-group)] 
          Length = 663 
 
 Score =  177 bits (450), Expect = 2e-43,   Method: Compositional matrix adjust. 
 Identities = 83/119 (69%), Positives = 99/119 (83%), Gaps = 3/119 (2%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+++DLLLA GVRFDDRVTGK+EAFASRAKIVH+DID +E+GKNK P 
Sbjct: 336 MLGMHGTVYANYAVDNADLLLALGVRFDDRVTGKVEAFASRAKIVHVDIDPSELGKNKQP 395 
 
Query: 61  HVSVCGDVKLALQGMNKVLENR---AEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C DVKLALQGMN +LE +   A    LDF  WR+EL  +K +FPL ++TFGE +P 
Sbjct: 396 HVSICADVKLALQGMNAMLEEQSAAAARKNLDFSAWRSELEKKKVEFPLGYRTFGEEIP 454 
 
 
>gb|ABF66049.1| acetolactate synthase [Oryza sativa (indica cultivar-group)] 
          Length = 644 
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 Score =  176 bits (445), Expect = 7e-43,   Method: Compositional matrix adjust. 
 Identities = 81/116 (69%), Positives = 95/116 (81%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASRAK   +DID AEIGKNK P 
Sbjct: 322 MLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRAKKSLVDIDPAEIGKNKQP 381 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS+C DVKLALQG+N +L+    +   DF  W NEL+ QK++FPL +KTFGE +P 
Sbjct: 382 HVSICADVKLALQGLNALLDQSTTKTSSDFSAWHNELDQQKREFPLGYKTFGEEIP 437 
 
 
>emb|CAO49020.1| unnamed protein product [Vitis vinifera] 
          Length = 657 
 
 Score =  175 bits (444), Expect = 8e-43,   Method: Compositional matrix adjust. 
 Identities = 86/116 (74%), Positives = 94/116 (81%), Gaps = 7/116 (6%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT+YANYAV+ SDLLLAFGVRFDDRVTGK+EAFASRAKIVHIDID AEIGKNK P 
Sbjct: 342 MLGMHGTMYANYAVDRSDLLLAFGVRFDDRVTGKIEAFASRAKIVHIDIDPAEIGKNKQP 401 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           HVS       AL GMN +LE    + K DF  WR+ELN QK K+PLSFKTFGEA+P 
Sbjct: 402 HVS-------ALTGMNSLLEETGAKSKYDFSSWRDELNEQKAKYPLSFKTFGEAIP 450 
 
 
>gb|ABR26179.1| acetolactate synthase III [Oryza sativa (indica cultivar-group)] 
          Length = 151 
 
 Score =  173 bits (438), Expect = 4e-42,   Method: Compositional matrix adjust. 
 Identities = 79/110 (71%), Positives = 92/110 (83%) 
 
Query: 7   TVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTPHVSVCG 66 
           TVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASRAKIVHIDID AEIGKNK PHVS+C  
Sbjct: 6   TVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRAKIVHIDIDPAEIGKNKQPHVSICA 65 
 
Query: 67  DVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           DVKLALQG+N +L+    +   DF  W NEL+ QK++FPL +KTFGE +P 
Sbjct: 66  DVKLALQGLNALLDQSTTKTSSDFSAWHNELDQQKREFPLGYKTFGEEIP 115 
 
 
>emb|CAP09635.1| acetolactate-synthase-N-DnaE intein-N fusion protein 
           [Transformation Vector pICH13688] 
          Length = 558 
 
 Score =  171 bits (434), Expect = 1e-41,   Method: Compositional matrix adjust. 
 Identities = 91/119 (76%), Positives = 95/119 (79%), Gaps = 5/119 (4%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 
Sbjct: 348 MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 407 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAE--ELKLDFGVWRNELNVQKQKFPLSFKTFGEAVPC 117 
           HVSVCGDVKLALQGMNKVLEN  +  E  L FG     L V+    P+  K   E + C 
Sbjct: 408 HVSVCGDVKLALQGMNKVLENDVKFAEYCLSFGT--EILTVEYGPLPIG-KIVSEEINC 463 
 
 
>ref|XP_001759950.1| predicted protein [Physcomitrella patens subsp. patens] 
 gb|EDQ75075.1| predicted protein [Physcomitrella patens subsp. patens] 
          Length = 583 
 
 Score =  162 bits (411), Expect = 7e-39,   Method: Compositional matrix adjust. 
 Identities = 77/118 (65%), Positives = 94/118 (79%), Gaps = 1/118 (0%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV+++D+LLAFGVRFDDRVTGKLE+FASRA IVHIDID AEIGKNK P 
Sbjct: 261 MLGMHGTVYANYAVDNADMLLAFGVRFDDRVTGKLESFASRASIVHIDIDPAEIGKNKQP 320 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVPCP 118 
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           H+S+C DV+LAL G+NK+++    E + DF  WR EL+  K K+P+ F  F  +V  P 
Sbjct: 321 HISICADVQLALAGLNKLIKEGPAE-RPDFSAWRAELDGVKLKWPMKFPKFDNSVIVP 377 
 
 
>emb|CAN73760.1| hypothetical protein [Vitis vinifera] 
          Length = 586 
 
 Score =  160 bits (405), Expect = 3e-38,   Method: Compositional matrix adjust. 
 Identities = 78/129 (60%), Positives = 94/129 (72%), Gaps = 13/129 (10%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT+ ANYAV+ SDLLLAFGVRFDDRVTGK+EAFA  A IVHIDID AEIGKNK P 
Sbjct: 256 MLGMHGTIQANYAVDRSDLLLAFGVRFDDRVTGKVEAFARNATIVHIDIDPAEIGKNKKP 315 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAE-------------ELKLDFGVWRNELNVQKQKFPLS 107 
           H+S+C DVKLAL+G+N +LE  A              +   +   W  E++ QK+K+P S 
Sbjct: 316 HLSICTDVKLALEGINTILEKNAAKQPTAENKRGKGTKFNDNVSAWIEEIDEQKEKYPAS 375 
 
Query: 108 FKTFGEAVP 116 
           +KTFGEA+P 
Sbjct: 376 YKTFGEAIP 384 
 
 
>ref|XP_001758473.1| predicted protein [Physcomitrella patens subsp. patens] 
 gb|EDQ76875.1| predicted protein [Physcomitrella patens subsp. patens] 
          Length = 618 
 
 Score =  159 bits (401), Expect = 9e-38,   Method: Compositional matrix adjust. 
 Identities = 74/118 (62%), Positives = 91/118 (77%), Gaps = 1/118 (0%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYA+++SD+LLAFGVRFDDRVTGKLE+FASRA IVHIDID AEIGKNK P 
Sbjct: 296 MLGMHGTVYANYAIDNSDMLLAFGVRFDDRVTGKLESFASRASIVHIDIDPAEIGKNKQP 355 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVPCP 118 
           H+S+C DV+LAL G+NK+++      +  F  WR EL+  K+K+P+ F      V  P 
Sbjct: 356 HISICADVQLALAGLNKLIKE-GPATRPSFSAWRKELDGVKEKWPMKFPKLDSQVIVP 412 
 
 
>dbj|BAE53595.1| acetolactate synthase [Monochoria vaginalis] 
          Length = 566 
 
 Score =  150 bits (379), Expect = 4e-35,   Method: Compositional matrix adjust. 
 Identities = 71/89 (79%), Positives = 79/89 (88%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYA++ +DLLLAFGVRFDDRVTGKLEAFASRAKIVHIDID AEIGKNK P 
Sbjct: 244 MLGMHGTVYANYAIDKADLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDPAEIGKNKQP 303 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLD 89 
           HVS+CGD+KLALQ MN+++E      KLD 
Sbjct: 304 HVSICGDIKLALQEMNEMIEESGIHNKLD 332 
 
 
>gb|AAC04854.1| acetolactate synthase [Volvox carteri] 
          Length = 681 
 
 Score =  149 bits (375), Expect = 1e-34,   Method: Compositional matrix adjust. 
 Identities = 72/115 (62%), Positives = 90/115 (78%), Gaps = 2/115 (1%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTV ANYAV+ +DLL+A GVRFDDRVTG+L+AFASRA+IVH+DID+AEI KNKT  
Sbjct: 348 MLGMHGTVAANYAVDQADLLVALGVRFDDRVTGRLDAFASRARIVHVDIDAAEISKNKTA 407 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAV 115 
           HV VCGDVK AL+ +N++LE  AE L   F  WR EL  ++ +FPL +    +A+ 
Sbjct: 408 HVPVCGDVKQALRHLNRMLE--AEPLSDRFVAWRAELAAKRAEFPLRYPQRDDAI 460 
 
 
>gb|AAB88296.1| acetolactate synthase [Volvox carteri] 
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          Length = 681 
 
 Score =  148 bits (374), Expect = 1e-34,   Method: Compositional matrix adjust. 
 Identities = 72/115 (62%), Positives = 90/115 (78%), Gaps = 2/115 (1%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTV ANYAV+ +DLL+A GVRFDDRVTG+L+AFASRA+IVH+DID+AEI KNKT  
Sbjct: 348 MLGMHGTVAANYAVDQADLLVALGVRFDDRVTGRLDAFASRARIVHVDIDAAEISKNKTA 407 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAV 115 
           HV VCGDVK AL+ +N++LE  AE L   F  WR EL  ++ +FPL +    +A+ 
Sbjct: 408 HVPVCGDVKQALRHLNRMLE--AEPLSDRFVAWRAELAAKRAEFPLRYPQRDDAI 460 
 
 
>ref|XP_001695168.1| acetolactate synthase, large subunit [Chlamydomonas reinhardtii] 
 gb|EDP01876.1| acetolactate synthase, large subunit [Chlamydomonas reinhardtii] 
          Length = 640 
 
 Score =  145 bits (367), Expect = 9e-34,   Method: Compositional matrix adjust. 
 Identities = 71/116 (61%), Positives = 90/116 (77%), Gaps = 3/116 (2%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTV+ANYAV+ +DLL+A GVRFDDRVTGKL+AFA+RA+IVHIDID+AEI KNKT  
Sbjct: 306 MLGMHGTVFANYAVDQADLLVALGVRFDDRVTGKLDAFAARARIVHIDIDAAEISKNKTA 365 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLD-FGVWRNELNVQKQKFPLSFKTFGEAV 115 
           HV VCGDVK AL  +N++L   AE L  D +  WR EL  ++ +FP+ +    +A+ 
Sbjct: 366 HVPVCGDVKQALSHLNRLLA--AEPLPADKWAGWRAELAAKRAEFPMRYPQRDDAI 419 
 
 
>gb|AAC03784.1| acetolactate synthase [Chlamydomonas reinhardtii] 
          Length = 683 
 
 Score =  145 bits (366), Expect = 9e-34,   Method: Compositional matrix adjust. 
 Identities = 71/116 (61%), Positives = 90/116 (77%), Gaps = 3/116 (2%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTV+ANYAV+ +DLL+A GVRFDDRVTGKL+AFA+RA+IVHIDID+AEI KNKT  
Sbjct: 349 MLGMHGTVFANYAVDQADLLVALGVRFDDRVTGKLDAFAARARIVHIDIDAAEISKNKTA 408 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLD-FGVWRNELNVQKQKFPLSFKTFGEAV 115 
           HV VCGDVK AL  +N++L   AE L  D +  WR EL  ++ +FP+ +    +A+ 
Sbjct: 409 HVPVCGDVKQALSHLNRLLA--AEPLPADKWAGWRAELAAKRAEFPMRYPQRDDAI 462 
 
 
>gb|AAB88292.1| acetolactate synthase [Chlamydomonas reinhardtii] 
          Length = 683 
 
 Score =  145 bits (366), Expect = 1e-33,   Method: Compositional matrix adjust. 
 Identities = 71/116 (61%), Positives = 90/116 (77%), Gaps = 3/116 (2%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTV+ANYAV+ +DLL+A GVRFDDRVTGKL+AFA+RA+IVHIDID+AEI KNKT  
Sbjct: 349 MLGMHGTVFANYAVDQADLLVALGVRFDDRVTGKLDAFAARARIVHIDIDAAEISKNKTA 408 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLD-FGVWRNELNVQKQKFPLSFKTFGEAV 115 
           HV VCGDVK AL  +N++L   AE L  D +  WR EL  ++ +FP+ +    +A+ 
Sbjct: 409 HVPVCGDVKQALSHLNRLLA--AEPLPADKWAGWRAELAAKRAEFPMRYPQRDDAI 462 
 
 
>emb|CAO45071.1| unnamed protein product [Vitis vinifera] 
          Length = 463 
 
 Score =  144 bits (364), Expect = 2e-33,   Method: Compositional matrix adjust. 
 Identities = 73/116 (62%), Positives = 86/116 (74%), Gaps = 2/116 (1%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT+ ANYAV+ SDLLLAFGVRFDDRVTGK+EAFA  A IVHIDID AEIGKNK P 
Sbjct: 148 MLGMHGTIQANYAVDRSDLLLAFGVRFDDRVTGKVEAFARNATIVHIDIDPAEIGKNKKP 207 
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Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           H+S+C DVKLAL+G+N +LE  A   K      +     +    P S++TFGEA+P 
Sbjct: 208 HLSICTDVKLALEGINTILEKNAA--KQPTAENKRGKGTKFNDNPPSYRTFGEAIP 261 
 
 
>emb|CAO17032.1| unnamed protein product [Vitis vinifera] 
          Length = 866 
 
 Score =  144 bits (364), Expect = 2e-33,   Method: Compositional matrix adjust. 
 Identities = 73/116 (62%), Positives = 86/116 (74%), Gaps = 2/116 (1%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT+ ANYAV+ SDLLLAFGVRFDDRVTGK+EAFA  A IVHIDID AEIGKNK P 
Sbjct: 551 MLGMHGTIQANYAVDRSDLLLAFGVRFDDRVTGKVEAFARNATIVHIDIDPAEIGKNKKP 610 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           H+S+C DVKLAL+G+N +LE  A   K      +     +    P S++TFGEA+P 
Sbjct: 611 HLSICTDVKLALEGINTILEKNAA--KQPTAENKRGKGTKFNDNPPSYRTFGEAIP 664 
 
 
>emb|CAL58226.1| acetolactate synthase 1 (ISS) [Ostreococcus tauri] 
          Length = 679 
 
 Score =  134 bits (336), Expect = 3e-30,   Method: Compositional matrix adjust. 
 Identities = 64/106 (60%), Positives = 80/106 (75%), Gaps = 1/106 (0%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHG VYANYA++ +DLLLAFGVRFDDRVTGKL  FA RA IVHIDID AE+GKNK P 
Sbjct: 343 MLGMHGAVYANYAIDSADLLLAFGVRFDDRVTGKLAEFAKRAAIVHIDIDPAELGKNKKP 402 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPL 106 
             S+  ++K AL+ +NK++   A  L  DF  WR E+ V++++FP  
Sbjct: 403 FCSIFSNIKPALRSLNKLIALDAANLP-DFSDWRAEIEVKRKEFPF 447 
 
 
>ref|XP_001421626.1| predicted protein [Ostreococcus lucimarinus CCE9901] 
 gb|ABO99919.1| predicted protein [Ostreococcus lucimarinus CCE9901] 
          Length = 610 
 
 Score =  132 bits (331), Expect = 1e-29,   Method: Compositional matrix adjust. 
 Identities = 64/106 (60%), Positives = 80/106 (75%), Gaps = 2/106 (1%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHG VYANYA++ +DLLLAFGVRFDDRVTGKL  FA RA IVHIDID AE+GKNK P 
Sbjct: 275 MLGMHGAVYANYAIDSADLLLAFGVRFDDRVTGKLAEFAKRAAIVHIDIDPAELGKNKKP 334 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPL 106 
             S+  ++K AL+ +NK++    E+   DF  WR  ++VQ++KFP  
Sbjct: 335 FCSIFSNIKPALKTLNKLIA--LEKDMPDFSEWRAAIDVQRKKFPF 378 
 
 
>ref|YP_001941018.1| Acetolactate synthase large subunit or other thiamine 
           pyrophosphate-requiring enzyme [Methylokorus infernorum 
           V4] 
 gb|ACD84421.1| Acetolactate synthase large subunit or other thiamine 
           pyrophosphate-requiring enzyme [Methylacidiphilum 
           infernorum V4] 
          Length = 589 
 
 Score =  125 bits (314), Expect = 1e-27,   Method: Compositional matrix adjust. 
 Identities = 60/117 (51%), Positives = 86/117 (73%), Gaps = 2/117 (1%) 
 
Query: 2   LGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTPH 61 
           LGMHG+VY+N+AV+ SDLLLAFGVRFDDRVTG ++AFA +A+IVHIDID++E+ KNK    
Sbjct: 274 LGMHGSVYSNFAVDQSDLLLAFGVRFDDRVTGNVQAFAQKARIVHIDIDNSELNKNKRVD 333 
 
Query: 62  VSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVPCP 118 
           + + GD+K AL+ +N+++E R  +    + +W+ E+   K K+P  +K F E V  P 
Sbjct: 334 LPILGDIKEALRLLNRLIEERKFQ-SPGYSLWQEEIQAWKIKYPFRYKKF-EGVIMP 388 
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>ref|NP_682086.1| acetolactate synthase 3 catalytic subunit [Thermosynechococcus 
           elongatus BP-1] 
 dbj|BAC08848.1| acetohydroxy acid synthase [Thermosynechococcus elongatus BP-1] 
          Length = 602 
 
 Score =  125 bits (313), Expect = 2e-27,   Method: Compositional matrix adjust. 
 Identities = 61/119 (51%), Positives = 78/119 (65%), Gaps = 7/119 (5%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FASRAK++HIDID AE+GKN+ P 
Sbjct: 259 MLGMHGTAYANFAVSECDLLIAVGARFDDRVTGKLDEFASRAKVIHIDIDPAEVGKNRVP 318 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVPCPS 119 
            V + G VK  LQ + K +E+  + ++     W   + + KQ +PL        VP PS 
Sbjct: 319 DVPIVGSVKPVLQQLLKHIEDSGQAVEPQTQAWLERITIWKQDYPL-------IVPQPS 370 
 
 
>gb|EDX84416.1| acetolactate synthase, large subunit, biosynthetic type 
           [Synechococcus sp. PCC 7335] 
          Length = 589 
 
 Score =  122 bits (305), Expect = 1e-26,   Method: Compositional matrix adjust. 
 Identities = 59/109 (54%), Positives = 75/109 (68%), Gaps = 6/109 (5%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FAS AK++HIDID AE+GKN+ P 
Sbjct: 274 MLGMHGTAYANFAVSECDLLVAIGARFDDRVTGKLDEFASSAKVIHIDIDPAEVGKNRVP 333 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFG---VWRNELNVQKQKFPL 106 
            V + GDVK  L    ++L+  + +  LD      WR+++   KQ FPL 
Sbjct: 334 EVPIVGDVKAVLA---RMLDRLSGQAALDVNRSQSWRDQIETWKQDFPL 379 
 
 
>ref|YP_502706.1| acetolactate synthase, large subunit, biosynthetic type 
           [Methanospirillum hungatei JF-1] 
 gb|ABD40987.1| acetolactate synthase, large subunit [Methanospirillum hungatei 
           JF-1] 
          Length = 563 
 
 Score =  119 bits (298), Expect = 8e-26,   Method: Compositional matrix adjust. 
 Identities = 62/125 (49%), Positives = 80/125 (64%), Gaps = 5/125 (4%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YANYA+  SDLL + GVRFDDRVTGK+EAFA +AKI+HIDID AEIGKNK P 
Sbjct: 254 MLGMHGTEYANYAITESDLLFSIGVRFDDRVTGKIEAFAPQAKIIHIDIDPAEIGKNKQP 313 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVPCPSK 120 
            V + GD K  L  + K +       +     W  ++ + K+  PL +++ G+  P     
Sbjct: 314 DVPIVGDAKSVLSDILKKIPESCPHPE-----WSEKVAMWKKNHPLRYRSDGKLYPQFVI 368 
 
Query: 121 KTVHD 125 
           KT+ D 
Sbjct: 369 KTLAD 373 
 
 
>ref|ZP_02963213.1| acetolactate synthase 1 catalytic subunit [Bifidobacterium animalis 
           subsp. lactis HN019] 
 gb|EDT89371.1| acetolactate synthase 1 catalytic subunit [Bifidobacterium animalis 
           subsp. lactis HN019] 
          Length = 642 
 
 Score =  119 bits (297), Expect = 1e-25,   Method: Compositional matrix adjust. 
 Identities = 58/110 (52%), Positives = 75/110 (68%), Gaps = 1/110 (0%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT+ A  AV+ SDLL+A G RFDDRVTGKLEAFA  A+++HIDID AEIGKN+TP 
Sbjct: 283 MLGMHGTIAATGAVQRSDLLVAIGARFDDRVTGKLEAFAPGARVIHIDIDPAEIGKNRTP 342 
 
Query: 61  HVSVCGDVKLALQG-MNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFK 109 



 
 
 Plant Science L. L. C.  BASF Reg. Doc. No. 2008/7019371 

BASF Plant Science Report No. BPS-015-08  Page 243 of 268 

            V + GDVK  L   M ++    A   K +   W   +N   +K+PL+++ 
Sbjct: 343 DVPIVGDVKTVLSALMPRIERQHAIHGKPNLTTWWGLINSWVEKYPLTYQ 392 
 
 
>ref|YP_001293618.1| acetohydroxyacid synthetase large subunit [Rhodomonas salina] 
 gb|ABO70722.1| acetohydroxyacid synthetase large subunit [Rhodomonas salina] 
          Length = 574 
 
 Score =  118 bits (296), Expect = 1e-25,   Method: Compositional matrix adjust. 
 Identities = 56/106 (52%), Positives = 73/106 (68%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV   DLL+A G RFDDRVTGKL+ FA  A++VHIDID AE+GKN+ P 
Sbjct: 267 MLGMHGTVYANYAVSECDLLIALGARFDDRVTGKLDEFACHAQVVHIDIDPAEVGKNRMP 326 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPL 106 
            V + GDVK +++ +  VL+            WR  L+  ++++PL 
Sbjct: 327 QVGIVGDVKESVKAILDVLKKEDYLEPEQTQAWRQRLDRWRKEYPL 372 
 
 
>ref|ZP_01731805.1| acetolactate synthase III large subunit [Cyanothece sp. CCY0110] 
 gb|EAZ88774.1| acetolactate synthase III large subunit [Cyanothece sp. CCY0110] 
          Length = 619 
 
 Score =  118 bits (295), Expect = 2e-25,   Method: Compositional matrix adjust. 
 Identities = 57/120 (47%), Positives = 79/120 (65%), Gaps = 9/120 (7%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKLE FASRA+++HIDID AE+GKN+ P 
Sbjct: 275 MLGMHGTAYANFAVSECDLLIAVGSRFDDRVTGKLEEFASRARVIHIDIDPAEVGKNRLP 334 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGV-----WRNELNVQKQKFPLSFKTFGEAV 115 
            V + GDV+  L+     L  R+ E+ +         W N +N  ++++PL+   +  ++ 
Sbjct: 335 EVPIVGDVRQVLEQ----LLQRSREIDVPLDAEKTTPWLNRINRWREQYPLTAPHYDHSI 390 
 
 
>ref|YP_001936332.1| acetolactate synthase large subunit [Heterosigma akashiwo] 
 gb|ABV65938.1| acetolactate synthase large subunit [Heterosigma akashiwo] 
 gb|ABV70079.1| acetolactate synthase large subunit [Heterosigma akashiwo] 
          Length = 608 
 
 Score =  118 bits (295), Expect = 2e-25,   Method: Compositional matrix adjust. 
 Identities = 67/166 (40%), Positives = 95/166 (57%), Gaps = 15/166 (9%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT +AN+AV   DLL+A G RFDDRVTGKL+ FA+ AKI+HIDID AEI KN  P 
Sbjct: 267 MLGMHGTAFANFAVNECDLLIAVGARFDDRVTGKLDEFAAGAKIIHIDIDPAEIAKNCIP 326 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGV-WRNELNVQKQKFPLSFKTFGEAVPCPS 119 
            V++ GDVK+ LQ + ++  N  ++ +    + WR+ +N  ++ +PL        +P P  
Sbjct: 327 QVALIGDVKIILQELIEIYTNNIDQYEEKSTLPWRHRINAWQEAYPL-------LIPAPE 379 
 
Query: 120 KKTVHDPSYEWVGPIRREGPPSPMREDKLTQNTHLIRTYKFVFFKC 165 
           +      +Y     I   G  +P RE   T +    + +   F KC 
Sbjct: 380 E------AYSPQQVINEIGKVAP-RETIFTTDVGQHQMWAAQFLKC 418 
 
 
>ref|ZP_01857674.1| acetolactate synthase III (Precursor) [Planctomyces maris DSM 8797] 
 gb|EDL56438.1| acetolactate synthase III (Precursor) [Planctomyces maris DSM 8797] 
          Length = 593 
 
 Score =  117 bits (294), Expect = 2e-25,   Method: Compositional matrix adjust. 
 Identities = 59/115 (51%), Positives = 77/115 (66%), Gaps = 3/115 (2%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV  +DLLLAFGVRFDDRVTGKLE FA   KIVH+DID +E+ KNK   
Sbjct: 269 MLGMHGTVYANYAVNEADLLLAFGVRFDDRVTGKLEEFAKHGKIVHVDIDPSELQKNKEA 328 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAV 115 
           H+ +  D+K  L  +N+ + +  ++L      W  +    K+KFPL +   G+ + 
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Sbjct: 329 HIPINADLKHVLTELNEAITD--DDLP-QVDSWLAQCKEWKEKFPLKYPELGDVM 380 
 
 
>ref|NP_849033.1| acetohydroxyacid synthase large subunit [Cyanidioschyzon merolae 
           strain 10D] 
 dbj|BAC76195.1| acetolactate synthase large subunit [Cyanidioschyzon merolae strain 
           10D] 
          Length = 569 
 
 Score =  117 bits (293), Expect = 3e-25,   Method: Composition-based stats. 
 Identities = 50/73 (68%), Positives = 61/73 (83%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FAS A+++HIDID+AEIGKN+ P 
Sbjct: 255 MLGMHGTAYANFAVSECDLLIALGARFDDRVTGKLDEFASSAQVIHIDIDAAEIGKNRIP 314 
 
Query: 61  HVSVCGDVKLALQ 73 
            +++C DVKL LQ 
Sbjct: 315 QLAICSDVKLVLQ 327 
 
 
>ref|YP_399158.1| acetolactate synthase 3 catalytic subunit [Synechococcus elongatus 
           PCC 7942] 
 gb|ABB56171.1| acetolactate synthase, large subunit [Synechococcus elongatus PCC 
           7942] 
 prf||1611501A acetolactate synthase 
          Length = 612 
 
 Score =  117 bits (292), Expect = 4e-25,   Method: Compositional matrix adjust. 
 Identities = 54/119 (45%), Positives = 79/119 (66%), Gaps = 7/119 (5%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FAS+A+++H+DID AE+GKN+ P 
Sbjct: 268 MLGMHGTAYANFAVSECDLLIAVGARFDDRVTGKLDEFASKAQVIHVDIDPAEVGKNRVP 327 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGV----WRNELNVQKQKFPLSFKTFGEAV 115 
            V + GDV+   Q +N++L    E++  D       W + +   K+++PL    + + + 
Sbjct: 328 EVPIVGDVR---QVLNELLARAEEQISADDATRTQPWLDRIAYWKREYPLQIPYYADVL 383 
 
 
>ref|YP_172076.1| acetolactate synthase 3 catalytic subunit [Synechococcus elongatus 
           PCC 6301] 
 dbj|BAD79556.1| acetolactate synthase [Synechococcus elongatus PCC 6301] 
          Length = 612 
 
 Score =  117 bits (292), Expect = 4e-25,   Method: Compositional matrix adjust. 
 Identities = 54/119 (45%), Positives = 79/119 (66%), Gaps = 7/119 (5%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FAS+A+++H+DID AE+GKN+ P 
Sbjct: 268 MLGMHGTAYANFAVSECDLLIAVGARFDDRVTGKLDEFASKAQVIHVDIDPAEVGKNRVP 327 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGV----WRNELNVQKQKFPLSFKTFGEAV 115 
            V + GDV+   Q +N++L    E++  D       W + +   K+++PL    + + + 
Sbjct: 328 EVPIVGDVR---QVLNELLARAEEQISADDATRTQPWLDRIAYWKREYPLQIPYYADVL 383 
 
 
>ref|NP_926225.1| acetolactate synthase 3 catalytic subunit [Gloeobacter violaceus 
           PCC 7421] 
 dbj|BAC91220.1| acetohydroxyacid synthetase large subunit [Gloeobacter violaceus 
           PCC 7421] 
          Length = 596 
 
 Score =  117 bits (292), Expect = 4e-25,   Method: Compositional matrix adjust. 
 Identities = 58/112 (51%), Positives = 74/112 (66%), Gaps = 4/112 (3%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FA+RA+++HIDID AE+GKN+ P 
Sbjct: 258 MLGMHGTAYANFAVTECDLLIAVGARFDDRVTGKLDEFAARARVIHIDIDPAEVGKNRGP 317 
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Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFG 112 
            V + GDVKL LQ + K L     E +     W   +   K ++PL   + G 
Sbjct: 318 EVPIVGDVKLVLQDLIKKL----IEFQPRTRAWLERIERWKAEYPLEVPSDG 365 
 
 
>ref|ZP_01621589.1| acetolactate synthase III large subunit [Lyngbya sp. PCC 8106] 
 gb|EAW36367.1| acetolactate synthase III large subunit [Lyngbya sp. PCC 8106] 
          Length = 612 
 
 Score =  116 bits (291), Expect = 5e-25,   Method: Compositional matrix adjust. 
 Identities = 55/116 (47%), Positives = 75/116 (64%), Gaps = 1/116 (0%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKLE FASRA+++HIDID AE+GKN+ P 
Sbjct: 268 MLGMHGTAYANFAVSECDLLIAVGARFDDRVTGKLEEFASRAEVIHIDIDPAEVGKNRAP 327 
 
Query: 61  HVSVCGDVKLAL-QGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAV 115 
            V + GDV+  L   + +  E      +     W N +N  ++ +PL    + +++ 
Sbjct: 328 QVPIVGDVRQVLIDLLRRCRETEEPAPQTQTEAWLNRINRWREDYPLEVPEYPDSL 383 
 
 
>ref|YP_001805892.1| acetolactate synthase [Cyanothece sp. ATCC 51142] 
 gb|ACB53826.1| acetolactate synthase [Cyanothece sp. ATCC 51142] 
          Length = 619 
 
 Score =  116 bits (291), Expect = 5e-25,   Method: Compositional matrix adjust. 
 Identities = 56/111 (50%), Positives = 75/111 (67%), Gaps = 9/111 (8%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FASRA+++HIDID AE+GKN+ P 
Sbjct: 275 MLGMHGTAYANFAVSECDLLIAVGARFDDRVTGKLDEFASRARVIHIDIDPAEVGKNRLP 334 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGV-----WRNELNVQKQKFPL 106 
            V + GDV+  L+     L  R+ E+ +         W N +N  ++++PL 
Sbjct: 335 EVPIVGDVRQVLEQ----LLQRSREIDVPLDAEKTTPWLNRINRWREQYPL 381 
 
 
>ref|ZP_01079763.1| acetolactate synthase [Synechococcus sp. RS9917] 
 gb|EAQ69739.1| acetolactate synthase [Synechococcus sp. RS9917] 
          Length = 590 
 
 Score =  116 bits (291), Expect = 5e-25,   Method: Composition-based stats. 
 Identities = 58/118 (49%), Positives = 75/118 (63%), Gaps = 9/118 (7%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FA RA+++H +ID AEIGKN+   
Sbjct: 250 MLGMHGTAYANFAVTECDLLIAVGARFDDRVTGKLDTFAPRARVIHFEIDPAEIGKNRQA 309 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVPCP 118 
            V+V GD+ L+L  M ++   R EE +     W   +   KQ++PL        VP P 
Sbjct: 310 DVAVLGDLGLSLARMVEMSLQRHEEPRT--AAWLQRIEAWKQRYPL-------VVPSP 358 
 
 
>emb|CAO42659.1| unnamed protein product [Vitis vinifera] 
          Length = 616 
 
 Score =  116 bits (290), Expect = 6e-25,   Method: Compositional matrix adjust. 
 Identities = 63/116 (54%), Positives = 74/116 (63%), Gaps = 27/116 (23%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT+ ANYAV+ SDLLLAFGVRFDDRVTGK+E+FA  A IVHIDID AEIGKNK P 
Sbjct: 326 MLGMHGTIQANYAVDRSDLLLAFGVRFDDRVTGKVESFARNATIVHIDIDPAEIGKNKKP 385 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
           H+S+C D   A        EN                   K+    +++TFGEA+P 
Sbjct: 386 HLSICTDQPTA--------EN-------------------KRGKGTNYRTFGEAIP 414 
 
 
>ref|NP_897837.1| acetolactate synthase 3 catalytic subunit [Synechococcus sp. WH 
           8102] 
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 sp|Q7U5G1|ILVB_SYNPX Acetolactate synthase large subunit (AHAS) (Acetohydroxy-acid 
           synthase large subunit) (ALS) 
 emb|CAE08261.1| acetolactate synthase [Synechococcus sp. WH 8102] 
          Length = 617 
 
 Score =  116 bits (290), Expect = 6e-25,   Method: Composition-based stats. 
 Identities = 55/107 (51%), Positives = 72/107 (67%), Gaps = 2/107 (1%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FA RA++VH +ID AEIGKN+   
Sbjct: 277 MLGMHGTAYANFAVTECDLLIAVGARFDDRVTGKLDTFAPRARVVHFEIDPAEIGKNRKA 336 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLS 107 
            V+V GD+ L+L  M ++   R  E +     W   +N  K ++PL+ 
Sbjct: 337 DVAVLGDLGLSLARMVEISLQRTAEPRT--AAWLERINTWKDRYPLT 381 
 
 
>ref|ZP_02971818.1| acetolactate synthase, large subunit, biosynthetic type [Cyanothece 
           sp. PCC 7424] 
 gb|EDU18743.1| acetolactate synthase, large subunit, biosynthetic type [Cyanothece 
           sp. PCC 7424] 
          Length = 619 
 
 Score =  116 bits (290), Expect = 6e-25,   Method: Compositional matrix adjust. 
 Identities = 58/116 (50%), Positives = 76/116 (65%), Gaps = 1/116 (0%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKLE FASRAK+VHIDID AE+GK + P 
Sbjct: 275 MLGMHGTAYANFAVTECDLLIAVGARFDDRVTGKLEEFASRAKVVHIDIDPAEVGKVRAP 334 
 
Query: 61  HVSVCGDVKLALQGM-NKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAV 115 
            V + GDV+  L+ M  +V E     +      W   +N  ++ +PL   T+ +++ 
Sbjct: 335 DVPIVGDVRQVLEQMLQRVREMDYPTVPERTKDWLERINRWREDYPLMVPTYPDSI 390 
 
 
>ref|ZP_01085428.1| acetolactate synthase III large subunit [Synechococcus sp. WH 5701] 
 gb|EAQ74912.1| acetolactate synthase III large subunit [Synechococcus sp. WH 5701] 
          Length = 590 
 
 Score =  115 bits (288), Expect = 1e-24,   Method: Composition-based stats. 
 Identities = 53/110 (48%), Positives = 76/110 (69%), Gaps = 2/110 (1%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTG+L++FA RA+++HIDID+AE+GKN+ P 
Sbjct: 250 MLGMHGTAYANFAVTECDLLIAAGARFDDRVTGRLDSFAPRAQVIHIDIDAAEVGKNRLP 309 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKT 110 
            V +  DV+LAL+ + +     ++  +   G W   ++  K+ +PL   T 
Sbjct: 310 EVPIVSDVRLALEALLEASVGESDNGRT--GPWLERISRWKRHYPLVIPT 357 
 
 
>ref|ZP_01469460.1| acetolactate synthase III large subunit [Synechococcus sp. BL107] 
 gb|EAU70474.1| acetolactate synthase III large subunit [Synechococcus sp. BL107] 
          Length = 587 
 
 Score =  115 bits (288), Expect = 1e-24,   Method: Composition-based stats. 
 Identities = 53/107 (49%), Positives = 74/107 (69%), Gaps = 2/107 (1%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FA RAK++H +ID AE+GKN+T  
Sbjct: 278 MLGMHGTAYANFAVTECDLLIAVGARFDDRVTGKLDTFAPRAKVIHFEIDPAEVGKNRTA 337 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLS 107 
            V+V GD+ L+++ + ++   R  +       W  ++   KQ++PLS 
Sbjct: 338 EVAVLGDLSLSMERLVQLSMER--QANPSTAAWLEQIQDWKQRYPLS 382 
 
 
>ref|NP_488653.1| acetolactate synthase 3 catalytic subunit [Nostoc sp. PCC 7120] 
 dbj|BAB76312.1| acetohydroxy acid synthase [Nostoc sp. PCC 7120] 
          Length = 632 
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 Score =  115 bits (288), Expect = 1e-24,   Method: Compositional matrix adjust. 
 Identities = 56/117 (47%), Positives = 76/117 (64%), Gaps = 1/117 (0%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+  G RFDDRVTGKL+ FASRAK++HIDID AE+GKN+ P 
Sbjct: 289 MLGMHGTAYANFAVTDCDLLICVGARFDDRVTGKLDEFASRAKVIHIDIDPAEVGKNRIP 348 
 
Query: 61  HVSVCGDV-KLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
            V + GDV K+ L  + +  +  A+        W N +N  ++ +PL      +++P 
Sbjct: 349 EVPIVGDVRKVLLDLLRRCKQTSAKTTPNQNQEWLNLINRWREDYPLVVPQHPDSIP 405 
 
 
>ref|YP_323265.1| acetolactate synthase 3 catalytic subunit [Anabaena variabilis ATCC 
           29413] 
 gb|ABA22370.1| acetolactate synthase, large subunit [Anabaena variabilis ATCC 
           29413] 
          Length = 632 
 
 Score =  115 bits (288), Expect = 1e-24,   Method: Compositional matrix adjust. 
 Identities = 56/117 (47%), Positives = 76/117 (64%), Gaps = 1/117 (0%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+  G RFDDRVTGKL+ FASRAK++HIDID AE+GKN+ P 
Sbjct: 289 MLGMHGTAYANFAVTDCDLLICVGARFDDRVTGKLDEFASRAKVIHIDIDPAEVGKNRIP 348 
 
Query: 61  HVSVCGDV-KLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
            V + GDV K+ L  + +  +  A+        W N +N  ++ +PL      +++P 
Sbjct: 349 EVPIVGDVRKVLLDLLRRCKQTGAKNTPNQNQEWLNLINRWREDYPLVIPQHPDSIP 405 
 
 
>ref|ZP_03272318.1| acetolactate synthase, large subunit, biosynthetic type 
           [Arthrospira maxima CS-328] 
 gb|EDZ96099.1| acetolactate synthase, large subunit, biosynthetic type 
           [Arthrospira maxima CS-328] 
          Length = 612 
 
 Score =  115 bits (287), Expect = 1e-24,   Method: Compositional matrix adjust. 
 Identities = 58/121 (47%), Positives = 79/121 (65%), Gaps = 11/121 (9%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FASRAK++HIDID AE+GKN+TP 
Sbjct: 268 MLGMHGTAYANFAVSECDLLIAVGARFDDRVTGKLDEFASRAKVIHIDIDPAEVGKNRTP 327 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFG------VWRNELNVQKQKFPLSFKTFGEA 114 
            V + GDV+  L  + +    R  E+  D G       W   +N  ++ +PL   ++ ++ 
Sbjct: 328 EVPIVGDVRQVLIDLLR----RCREIG-DVGNDNQTQSWLERINRWREDYPLVVPSYSDS 382 
 
Query: 115 V 115 
           + 
Sbjct: 383 L 383 
 
 
>ref|YP_731202.1| acetolactate synthase 3 catalytic subunit [Synechococcus sp. 
           CC9311] 
 gb|ABI45115.1| acetolactate synthase, large subunit, biosynthetic type 
           [Synechococcus sp. CC9311] 
          Length = 581 
 
 Score =  115 bits (287), Expect = 1e-24,   Method: Compositional matrix adjust. 
 Identities = 55/108 (50%), Positives = 74/108 (68%), Gaps = 2/108 (1%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FA +AK++H +ID AE+GKN+ P 
Sbjct: 265 MLGMHGTAYANFAVTDCDLLIAVGARFDDRVTGKLDTFAPKAKVIHFEIDPAEVGKNRCP 324 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSF 108 
            V V GDV L+L  +  V ++R    +L    W  ++N  K+ +PL+  
Sbjct: 325 DVVVLGDVGLSLAQL--VDQSRPHSAELTTSSWLEQINSWKELYPLTI 370 
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>ref|YP_001111655.1| acetolactate synthase, large subunit, biosynthetic type 
           [Desulfotomaculum reducens MI-1] 
 gb|ABO48830.1| acetolactate synthase, large subunit [Desulfotomaculum reducens 
           MI-1] 
          Length = 554 
 
 Score =  115 bits (287), Expect = 1e-24,   Method: Compositional matrix adjust. 
 Identities = 58/115 (50%), Positives = 79/115 (68%), Gaps = 6/115 (5%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+A+   DLL+A GVRFDDRVTGK+E+FA  AKI+HIDID AE+GKN    
Sbjct: 254 MLGMHGTKYANFAICDCDLLIAVGVRFDDRVTGKVESFAPNAKIIHIDIDPAELGKNVRV 313 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAV 115 
            V + G+VKL LQ + + ++ R  E       W++++   K+++PL F   GE + 
Sbjct: 314 DVPIAGNVKLVLQQLLERVQTRIPE------AWQHKVAQWKKEYPLDFDENGEGL 362 
 
 
>ref|ZP_00514506.1| Acetolactate synthase, large subunit, biosynthetic type 
           [Crocosphaera watsonii WH 8501] 
 gb|EAM52344.1| Acetolactate synthase, large subunit, biosynthetic type 
           [Crocosphaera watsonii WH 8501] 
          Length = 619 
 
 Score =  114 bits (286), Expect = 2e-24,   Method: Compositional matrix adjust. 
 Identities = 56/109 (51%), Positives = 76/109 (69%), Gaps = 5/109 (4%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FASRA+++HIDID AE+GKN+ P 
Sbjct: 275 MLGMHGTAYANFAVSECDLLIAVGARFDDRVTGKLDEFASRARVIHIDIDPAEVGKNRRP 334 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLD---FGVWRNELNVQKQKFPL 106 
            V + GDV   L+ +  +  +R  ++ LD      W + +N  +Q++PL 
Sbjct: 335 DVPIVGDVAQVLEQL--LQRSREIDVPLDPQKTEAWLHRINRWRQQYPL 381 
 
 
>ref|ZP_02737021.1| acetolactate synthase III [Gemmata obscuriglobus UQM 2246] 
          Length = 590 
 
 Score =  114 bits (286), Expect = 2e-24,   Method: Compositional matrix adjust. 
 Identities = 60/111 (54%), Positives = 75/111 (67%), Gaps = 3/111 (2%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVY+NYA+  +DLLLAFGVRFDDRVTGKL  FA   KIVH+DID +EI KNK   
Sbjct: 268 MLGMHGTVYSNYAINDADLLLAFGVRFDDRVTGKLAEFAKHGKIVHVDIDKSEIHKNKFA 327 
 
Query: 61  HVSVCGDVKLALQGMNKVL-ENRAEELKLD--FGVWRNELNVQKQKFPLSF 108 
           HV V  D+K AL G+N +L E +  +L     +  W  +++  +   PL F 
Sbjct: 328 HVPVHSDLKHALHGLNALLKEEKNADLTAGGRYTDWWRQVDAWRDAEPLKF 378 
 
 
>ref|YP_001046985.1| acetolactate synthase, large subunit, biosynthetic type 
           [Methanoculleus marisnigri JR1] 
 gb|ABN57003.1| acetolactate synthase, large subunit [Methanoculleus marisnigri 
           JR1] 
          Length = 558 
 
 Score =  114 bits (285), Expect = 2e-24,   Method: Compositional matrix adjust. 
 Identities = 56/109 (51%), Positives = 69/109 (63%), Gaps = 5/109 (4%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT  ANYAV   DLL+A GVRFDDRVTGK+E FA  A ++HIDID AEIGKNK   
Sbjct: 254 MLGMHGTQSANYAVTECDLLVAVGVRFDDRVTGKIETFAPNAAVIHIDIDPAEIGKNKKV 313 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFK 109 
            V + GDVK  LQ     ++ R      D   W + +   K ++PL ++ 
Sbjct: 314 DVPIVGDVKAVLQAFLSRMQKRG-----DTAAWVSRIGAWKAQYPLGYR 357 
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>ref|ZP_03142166.1| acetolactate synthase, large subunit, biosynthetic type [Cyanothece 
           sp. PCC 8802] 
 gb|EDY03144.1| acetolactate synthase, large subunit, biosynthetic type [Cyanothece 
           sp. PCC 8802] 
          Length = 619 
 
 Score =  114 bits (285), Expect = 2e-24,   Method: Compositional matrix adjust. 
 Identities = 57/120 (47%), Positives = 77/120 (64%), Gaps = 9/120 (7%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FAS AK++HIDID AE+GKN+TP 
Sbjct: 275 MLGMHGTAYANFAVSECDLLIAVGARFDDRVTGKLDEFASHAKVIHIDIDPAEVGKNRTP 334 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGV-----WRNELNVQKQKFPLSFKTFGEAV 115 
            V + GDV+  L+     L  RA E+           W + +N  ++++PL    +  ++ 
Sbjct: 335 DVPIVGDVRRVLE----QLLQRAREIDCPTHAEKTQPWLSRINRWREQYPLVIPHYDHSI 390 
 
 
>ref|ZP_02942745.1| acetolactate synthase, large subunit, biosynthetic type [Cyanothece 
           sp. PCC 8801] 
 gb|EDT59304.1| acetolactate synthase, large subunit, biosynthetic type [Cyanothece 
           sp. PCC 8801] 
          Length = 594 
 
 Score =  114 bits (285), Expect = 3e-24,   Method: Compositional matrix adjust. 
 Identities = 57/120 (47%), Positives = 77/120 (64%), Gaps = 9/120 (7%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FAS AK++HIDID AE+GKN+TP 
Sbjct: 250 MLGMHGTAYANFAVSECDLLIAVGARFDDRVTGKLDEFASHAKVIHIDIDPAEVGKNRTP 309 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGV-----WRNELNVQKQKFPLSFKTFGEAV 115 
            V + GDV+  L+     L  RA E+           W + +N  ++++PL    +  ++ 
Sbjct: 310 DVPIVGDVRRVLE----QLLQRAREIDCPTHAEKTQPWLSRINRWREQYPLVIPHYDHSI 365 
 
 
>ref|NP_441297.1| acetolactate synthase 3 catalytic subunit [Synechocystis sp. PCC 
           6803] 
 dbj|BAA17977.1| acetohydroxy acid synthase [Synechocystis sp. PCC 6803] 
          Length = 621 
 
 Score =  114 bits (285), Expect = 3e-24,   Method: Compositional matrix adjust. 
 Identities = 60/130 (46%), Positives = 80/130 (61%), Gaps = 11/130 (8%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FASRAK++HIDID AE+GKN+ P 
Sbjct: 277 MLGMHGTAYANFAVSECDLLIAVGARFDDRVTGKLDEFASRAKVIHIDIDPAEVGKNRAP 336 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKL-----DFGVWRNELNVQKQKFPLSFKTFGEAV 115 
            V + GDV+  L+     L  RA EL           W N ++  +  +PL    + + + 
Sbjct: 337 DVPIVGDVRHVLE----QLLQRARELDYPTHPHTTQAWLNRIDHWRTDYPLQVPHYEDTI 392 
 
Query: 116 PCPSKKTVHD 125 
               ++ VH+ 
Sbjct: 393 --APQEVVHE 400 
 
 
>ref|YP_001517397.1| acetolactate synthase 3 catalytic subunit [Acaryochloris marina 
           MBIC11017] 
 gb|ABW28081.1| acetolactate synthase, large subunit, biosynthetic type 
           [Acaryochloris marina MBIC11017] 
          Length = 602 
 
 Score =  114 bits (285), Expect = 3e-24,   Method: Compositional matrix adjust. 
 Identities = 54/106 (50%), Positives = 71/106 (66%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FASRAK++HIDID AE+GKN+ P 
Sbjct: 259 MLGMHGTAYANFAVSECDLLIAVGARFDDRVTGKLDEFASRAKVIHIDIDPAEVGKNRAP 318 
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Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPL 106 
            V + G VK  L  + K+ +  +         WR+ +   ++ +PL 
Sbjct: 319 TVPIVGSVKPVLVELLKIAKQSSPPDTAQTQEWRSRVERWQRDYPL 364 
 
 
>ref|NP_053940.1| acetohydroxyacid synthase large subunit [Porphyra purpurea] 
 sp|P69683|ILVB_PORPU Acetolactate synthase large subunit (AHAS) (Acetohydroxy-acid 
           synthase large subunit) (ALS) 
 sp|P69684|ILVB_PORUM Acetolactate synthase large subunit (AHAS) (Acetohydroxy-acid 
           synthase large subunit) (ALS) 
 gb|AAA03052.1| acetolactate synthase 
 gb|AAC08216.1| acetohydroxyacid synthase large subunit [Porphyra purpurea] 
          Length = 590 
 
 Score =  114 bits (285), Expect = 3e-24,   Method: Compositional matrix adjust. 
 Identities = 50/106 (47%), Positives = 72/106 (67%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FA  A+++H+DID AE+GKN+ P 
Sbjct: 267 MLGMHGTAYANFAVSECDLLIALGARFDDRVTGKLDEFACNAQVIHVDIDPAEVGKNRIP 326 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPL 106 
            V++ GDV   +  +  +L+N  +        W+  ++  +Q++PL 
Sbjct: 327 QVAIVGDVTEVVTSLLNLLKNNFKPYPEQIISWQERIHRWRQQYPL 372 
 
 
>ref|NP_050806.1| acetohydroxyacid synthase large subunit [Guillardia theta] 
 sp|O78518|ILVB_GUITH Acetolactate synthase large subunit (AHAS) (Acetohydroxy-acid 
           synthase large subunit) (ALS) 
 gb|AAC35740.1| acetohydroxyacid synthetase large subunit [Guillardia theta] 
          Length = 575 
 
 Score =  114 bits (285), Expect = 3e-24,   Method: Compositional matrix adjust. 
 Identities = 52/106 (49%), Positives = 74/106 (69%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV   DLL+A G RFDDRVTGKL+ FA  A+++H+DID AEIGKN+TP 
Sbjct: 266 MLGMHGTVYANYAVSECDLLIALGARFDDRVTGKLDEFACHAQVIHVDIDPAEIGKNRTP 325 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPL 106 
            + + G++K  ++ + + L+N           WR+ +   ++++PL 
Sbjct: 326 QIGIVGEIKDFVRDLIECLKNDINFDSEQSQAWRSRIIRWRKEYPL 371 
 
 
>ref|NP_870771.1| acetolactate synthase III [precursor] [Rhodopirellula baltica SH 1] 
 emb|CAD77848.1| acetolactate synthase III [Precursor] [Rhodopirellula baltica SH 1] 
          Length = 619 
 
 Score =  114 bits (285), Expect = 3e-24,   Method: Compositional matrix adjust. 
 Identities = 57/107 (53%), Positives = 71/107 (66%), Gaps = 6/107 (5%) 
 
Query: 2   LGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTPH 61 
           LGMHG  YANYAV   DLL+A GVRFDDRVTGK+EAFA  AKI+H+DIDS+E+ KNK  H 
Sbjct: 296 LGMHGAAYANYAVRDCDLLIALGVRFDDRVTGKVEAFAKDAKIIHVDIDSSELNKNKQAH 355 
 
Query: 62  VSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSF 108 
           + V GDVK  L  +NK+++    E       W+      K K+PL + 
Sbjct: 356 IPVRGDVKDVLVQLNKIVQPPEIE------AWQKTCTDLKAKYPLKY 396 
 
 
>ref|YP_063568.1| acetohydroxyacid synthase large subunit [Gracilaria tenuistipitata 
           var. liui] 
 gb|AAT79643.1| acetolactate synthase large subunit [Gracilaria tenuistipitata var. 
           liui] 
          Length = 596 
 
 Score =  113 bits (283), Expect = 4e-24,   Method: Compositional matrix adjust. 
 Identities = 53/108 (49%), Positives = 74/108 (68%), Gaps = 2/108 (1%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
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           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FA  AK++HIDID AEIGKN+ P 
Sbjct: 268 MLGMHGTAYANFAVSECDLLIALGARFDDRVTGKLDEFACNAKVIHIDIDPAEIGKNRVP 327 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEEL--KLDFGVWRNELNVQKQKFPL 106 
            V++ GDVK  +  +   L+N +  +        W++ +++ + ++PL 
Sbjct: 328 QVAILGDVKQVMVQILSYLDNSSNFVFNSQQTYSWKDRISMWRDQYPL 375 
 
 
>ref|ZP_03137434.1| acetolactate synthase, large subunit, biosynthetic type [Cyanothece 
           sp. PCC 7425] 
 gb|EDY12146.1| acetolactate synthase, large subunit, biosynthetic type [Cyanothece 
           sp. PCC 7425] 
          Length = 602 
 
 Score =  113 bits (283), Expect = 5e-24,   Method: Compositional matrix adjust. 
 Identities = 60/122 (49%), Positives = 76/122 (62%), Gaps = 9/122 (7%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FASRAK++HIDID AE+GKN+ P 
Sbjct: 259 MLGMHGTAYANFAVSECDLLIAVGARFDDRVTGKLDEFASRAKVIHIDIDPAEVGKNRVP 318 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKL-DFGVWRNELNVQKQKFPLSFKTFGEAVPCPS 119 
            V + G V+  L  + + L    E  KL     W   ++  KQ +PL        VP P+ 
Sbjct: 319 EVPIVGSVQPVLAELLR-LAREGEPAKLGQTRAWLERIDRWKQDYPL-------VVPYPA 370 
 
Query: 120 KK 121 
            + 
Sbjct: 371 DR 372 
 
 
>ref|YP_001736021.1| acetolactate synthase, large subunit, biosynthetic type 
           [Synechococcus sp. PCC 7002] 
 gb|ACB00766.1| acetolactate synthase, large subunit, biosynthetic type 
           [Synechococcus sp. PCC 7002] 
          Length = 591 
 
 Score =  113 bits (282), Expect = 5e-24,   Method: Compositional matrix adjust. 
 Identities = 57/116 (49%), Positives = 76/116 (65%), Gaps = 1/116 (0%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHG+ YAN+AV   DLL+A G RFDDRVTGKL+ FAS AK++HIDID AE+GKN+ P 
Sbjct: 275 MLGMHGSAYANFAVSECDLLIAVGARFDDRVTGKLDEFASEAKVIHIDIDPAEVGKNRLP 334 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEEL-KLDFGVWRNELNVQKQKFPLSFKTFGEAV 115 
            V++ GDV+  L  M + L  +   L       W N++   K+K PL    F +++ 
Sbjct: 335 EVAIVGDVRHVLIEMLQQLGGKGLPLGNKPTEEWLNKIQGWKEKHPLVAPRFADSI 390 
 
 
>ref|NP_618663.1| acetolactate synthase 3 catalytic subunit [Methanosarcina 
           acetivorans C2A] 
 gb|AAM07143.1| acetolactate synthase, large subunit [Methanosarcina acetivorans 
           C2A] 
          Length = 564 
 
 Score =  113 bits (282), Expect = 5e-24,   Method: Compositional matrix adjust. 
 Identities = 55/111 (49%), Positives = 76/111 (68%), Gaps = 10/111 (9%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHG  YANYAV+ SDL++A G RFDDRVTGKLE+FA  A+++HID+D AEI KN    
Sbjct: 259 MLGMHGCKYANYAVQESDLIIAVGARFDDRVTGKLESFAPNARVIHIDVDPAEISKNVKV 318 
 
Query: 61  HVSVCGDVKLALQGMNKVLE--NRAEELKLDFGVWRNELNVQKQKFPLSFK 109 
           HV + GD K  L+ + K ++  N AE        W  ++N  K+++PL+++ 
Sbjct: 319 HVPIVGDAKQILKSLIKYIQRCNSAE--------WIEKINQWKKEYPLAYR 361 
 
 
>ref|YP_377644.1| acetolactate synthase 3 catalytic subunit [Synechococcus sp. 
           CC9902] 
 gb|ABB26600.1| acetolactate synthase, large subunit [Synechococcus sp. CC9902] 
          Length = 618 
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 Score =  113 bits (282), Expect = 5e-24,   Method: Compositional matrix adjust. 
 Identities = 53/107 (49%), Positives = 72/107 (67%), Gaps = 2/107 (1%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FA RAK++H +ID AE+GKN++P 
Sbjct: 278 MLGMHGTAYANFAVTECDLLIAVGARFDDRVTGKLDTFAPRAKVIHFEIDPAEVGKNRSP 337 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLS 107 
            V+V GD+ L++  + ++   R  E       W   +   KQ +PL+ 
Sbjct: 338 EVAVLGDLSLSMARLVQLSLGR--EADPHTAAWLKRIQSWKQHYPLT 382 
 
 
>ref|YP_722490.1| acetolactate synthase 3 catalytic subunit [Trichodesmium erythraeum 
           IMS101] 
 gb|ABG52017.1| acetolactate synthase, large subunit [Trichodesmium erythraeum 
           IMS101] 
          Length = 587 
 
 Score =  112 bits (281), Expect = 7e-24,   Method: Compositional matrix adjust. 
 Identities = 58/120 (48%), Positives = 77/120 (64%), Gaps = 9/120 (7%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YANYAV   DLL+A G RFDDRVTGKL+ FAS AK++HIDID AE+GKN++P 
Sbjct: 268 MLGMHGTAYANYAVSECDLLIAVGARFDDRVTGKLDQFASYAKVIHIDIDPAEVGKNRSP 327 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFG-----VWRNELNVQKQKFPLSFKTFGEAV 115 
            V + GDV+  L  M   LE R +++  +        W   +   KQ +PL    + +++ 
Sbjct: 328 EVPIVGDVRQVLIDM---LE-RCQKIDTNVSSNQTQTWLERIKRWKQDYPLVVPHYSDSM 383 
 
 
>ref|YP_537012.1| acetohydroxyacid synthase large subunit [Porphyra yezoensis] 
 sp|Q1XDF6|ILVB_PORYE Acetolactate synthase large subunit (AHAS) (Acetohydroxy-acid 
           synthase large subunit) (ALS) 
 dbj|BAE92455.1| acetohydroxyacid synthase large subunit [Porphyra yezoensis] 
          Length = 590 
 
 Score =  112 bits (281), Expect = 8e-24,   Method: Compositional matrix adjust. 
 Identities = 50/106 (47%), Positives = 70/106 (66%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FA  A+++H+DID AE+GKN+ P 
Sbjct: 267 MLGMHGTAYANFAVSECDLLIALGARFDDRVTGKLDEFACNAQVIHVDIDPAEVGKNRIP 326 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPL 106 
            V++ GDV   +  +  +L+            W+  +N  +Q++PL 
Sbjct: 327 QVAIVGDVAEVVSEILNLLKTSFPPYPEQIISWQERINRWRQQYPL 372 
 
 
>ref|YP_001930430.1| acetolactate synthase, large subunit, biosynthetic type 
           [Sulfurihydrogenibium sp. YO3AOP1] 
 gb|ACD65876.1| acetolactate synthase, large subunit, biosynthetic type 
           [Sulfurihydrogenibium sp. YO3AOP1] 
          Length = 582 
 
 Score =  112 bits (280), Expect = 8e-24,   Method: Compositional matrix adjust. 
 Identities = 58/109 (53%), Positives = 71/109 (65%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN AV HSDLL+A G RFDDRVTGK+  FA  AKI+HIDID A I K  T  
Sbjct: 259 MLGMHGTYYANMAVYHSDLLIAVGARFDDRVTGKINEFAPEAKIIHIDIDPASISKTITV 318 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFK 109 
            V + GDVK  L+ + K LE +  E       W  ++N  K+K PL+++ 
Sbjct: 319 DVPIVGDVKNVLRKLIKELEEKPIEWIAAREQWLKQINEWKEKHPLNYR 367 
 
 
>ref|YP_359378.1| acetolactate synthase, large subunit, biosynthetic type 
           [Carboxydothermus hydrogenoformans Z-2901] 
 gb|ABB14028.1| acetolactate synthase, large subunit, biosynthetic type 
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           [Carboxydothermus hydrogenoformans Z-2901] 
          Length = 554 
 
 Score =  112 bits (280), Expect = 9e-24,   Method: Compositional matrix adjust. 
 Identities = 58/111 (52%), Positives = 73/111 (65%), Gaps = 10/111 (9%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLG+HGT YAN AV   D+L+  GVRF DRVTG+L  FA +AKI+HID+D AEIGKN    
Sbjct: 253 MLGLHGTRYANLAVTECDVLIGLGVRFADRVTGELSGFAPKAKIIHIDVDPAEIGKNVRA 312 
 
Query: 61  HVSVCGDVKLALQGMNKVLE--NRAEELKLDFGVWRNELNVQKQKFPLSFK 109 
            V + GDVK  LQ M K +E  NR E        W +++N  KQ+FPL ++ 
Sbjct: 313 DVPIVGDVKNVLQEMLKQIEPQNRQE--------WLSQINTWKQEFPLKYE 355 
 
 
>ref|YP_001227109.1| acetolactate synthase 3 catalytic subunit [Synechococcus sp. 
           RCC307] 
 emb|CAK27756.1| Acetolactate synthase large subunit [Synechococcus sp. RCC307] 
          Length = 615 
 
 Score =  112 bits (280), Expect = 1e-23,   Method: Compositional matrix adjust. 
 Identities = 53/107 (49%), Positives = 74/107 (69%), Gaps = 2/107 (1%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FA RAK++H +ID AE+GKN+ P 
Sbjct: 275 MLGMHGTAYANFAVTDCDLLIAVGARFDDRVTGKLDTFAPRAKVIHFEIDPAEVGKNRKP 334 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLS 107 
            V+V GDV+ +L+ + +  + R   ++     W   ++  KQ +PL+ 
Sbjct: 335 DVAVLGDVRRSLEELLQQSQQR--HVEPHTAAWLARIDSWKQNYPLT 379 
 
 
>ref|YP_002249089.1| acetolactate synthase, large subunit, biosynthetic type 
           [Thermodesulfovibrio yellowstonii DSM 11347] 
 gb|ACI21111.1| acetolactate synthase, large subunit, biosynthetic type 
           [Thermodesulfovibrio yellowstonii DSM 11347] 
          Length = 576 
 
 Score =  112 bits (279), Expect = 1e-23,   Method: Compositional matrix adjust. 
 Identities = 61/123 (49%), Positives = 82/123 (66%), Gaps = 8/123 (6%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN AV++SDL++A G+RFDDRVTGK +AFA  AKI+HIDID   I KN    
Sbjct: 255 MLGMHGTYYANMAVQNSDLIVAIGMRFDDRVTGKTDAFAPNAKIIHIDIDPTSIRKNVRV 314 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDF----GVWRNELNVQKQKFPLSFKTFGEAVP 116 
            + + GDV   LQ +NK+L+   EE+K  +      W  ++N  K++ PL+++ F EAV  
Sbjct: 315 DIPIVGDVSRVLQVLNKILK---EEVKPQWKEIRQAWLKQINQWKKERPLTYE-FDEAVI 370 
 
Query: 117 CPS 119 
            P  
Sbjct: 371 KPQ 373 
 
 
>ref|YP_002250909.1| acetolactate synthase, large subunit, biosynthetic type 
           [Dictyoglomus thermophilum H-6-12] 
 gb|ACI19136.1| acetolactate synthase, large subunit, biosynthetic type 
           [Dictyoglomus thermophilum H-6-12] 
          Length = 557 
 
 Score =  111 bits (278), Expect = 1e-23,   Method: Compositional matrix adjust. 
 Identities = 53/114 (46%), Positives = 73/114 (64%), Gaps = 6/114 (5%) 
 
Query: 2   LGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTPH 61 
           +GMHG  YANYA+  SDL++A GVRF DR TGK+E FA  AKI+HIDID AEIGKN  P+ 
Sbjct: 255 IGMHGAAYANYAINDSDLIIAIGVRFSDRSTGKVETFAPNAKIIHIDIDPAEIGKNVQPY 314 
 
Query: 62  VSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAV 115 
           V +  D K AL+ + +V+E +         +W  ++   K K+PL ++   E + 
Sbjct: 315 VPIVADAKRALEKLIEVVEPKTNP------IWWEKIKDWKNKYPLRYRMSNEVI 362 
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>ref|YP_001211077.1| thiamine pyrophosphate-requiring enzymes [Pelotomaculum 
           thermopropionicum SI] 
 dbj|BAF58708.1| thiamine pyrophosphate-requiring enzymes [Pelotomaculum 
           thermopropionicum SI] 
          Length = 555 
 
 Score =  111 bits (278), Expect = 2e-23,   Method: Compositional matrix adjust. 
 Identities = 57/116 (49%), Positives = 73/116 (62%), Gaps = 6/116 (5%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKLE FA  A+I+HIDID AEIGKN    
Sbjct: 256 MLGMHGTKYANFAVCECDLLIAVGARFDDRVTGKLETFAPEARIIHIDIDPAEIGKNVRV 315 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVP 116 
            + + GDVK  L  + ++L     E       WR ++   K+++PL++   G   P 
Sbjct: 316 DIPIVGDVKRVLSQLLEILRPGLRE------AWREKIEAWKKEYPLTYCEQGRLKP 365 
 
 
>ref|YP_303782.1| acetolactate synthase 3 catalytic subunit [Methanosarcina barkeri 
           str. Fusaro] 
 gb|AAZ69202.1| acetolactate synthase, large subunit [Methanosarcina barkeri str. 
           Fusaro] 
          Length = 588 
 
 Score =  111 bits (278), Expect = 2e-23,   Method: Compositional matrix adjust. 
 Identities = 53/118 (44%), Positives = 75/118 (63%), Gaps = 6/118 (5%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT  ANYA++ SDL++A G RFDDRVTGKLE+FA  A+++HID+D AEI KN    
Sbjct: 259 MLGMHGTKSANYAIQESDLIIAVGARFDDRVTGKLESFAPNARVIHIDVDPAEISKNVNV 318 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVPCP 118 
            + + GD K  L+ +NK ++    E       W  ++   K+++PL++K     V  P 
Sbjct: 319 QIPIVGDAKQVLKSLNKYIKCCKSE------AWLEKIKQWKKEYPLTYKQMSSDVIMP 370 
 
 
>gb|EDX75556.1| acetolactate synthase, large subunit, biosynthetic type 
           [Microcoleus chthonoplastes PCC 7420] 
          Length = 619 
 
 Score =  111 bits (278), Expect = 2e-23,   Method: Compositional matrix adjust. 
 Identities = 56/119 (47%), Positives = 75/119 (63%), Gaps = 7/119 (5%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FA  AK++HIDID AE+GKN+ P 
Sbjct: 275 MLGMHGTAYANFAVSECDLLIAVGARFDDRVTGKLDQFACHAKVIHIDIDPAEVGKNRAP 334 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKL----DFGVWRNELNVQKQKFPLSFKTFGEAV 115 
            V + GDV+   Q + K+L    E+  L       VW   +   +Q++PL    + + + 
Sbjct: 335 QVPIVGDVQ---QVLAKLLRRYEEQDILADPNQTQVWLKRIQRWRQEYPLEAPQYPDTI 390 
 
 
>ref|YP_754808.1| acetolactate synthase large subunit [Syntrophomonas wolfei subsp. 
           wolfei str. Goettingen] 
 gb|ABI69437.1| acetolactate synthase, large subunit [Syntrophomonas wolfei subsp. 
           wolfei str. Goettingen] 
          Length = 562 
 
 Score =  111 bits (277), Expect = 2e-23,   Method: Compositional matrix adjust. 
 Identities = 56/118 (47%), Positives = 74/118 (62%), Gaps = 3/118 (2%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YANYA+   DLL+A GVRFDDRVTGK++ FA  A+++HIDID+AEIGKN    
Sbjct: 254 MLGMHGTRYANYAIGECDLLIAVGVRFDDRVTGKIDTFAPHARVIHIDIDAAEIGKNVEV 313 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVPCP 118 
            V + G VK  L  +N+ LE    E   +   W   ++  K+++PL +    E    P 
Sbjct: 314 EVPIVGQVKEVLAAINQRLEAIESE---ELNEWHETIHRWKEEYPLRYGDSSEGRIMP 368 
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>ref|ZP_01472584.1| acetolactate synthase III large subunit [Synechococcus sp. RS9916] 
 gb|EAU73275.1| acetolactate synthase III large subunit [Synechococcus sp. RS9916] 
          Length = 624 
 
 Score =  110 bits (276), Expect = 3e-23,   Method: Composition-based stats. 
 Identities = 54/118 (45%), Positives = 78/118 (66%), Gaps = 5/118 (4%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FA RA+++H +ID AE+GK +   
Sbjct: 284 MLGMHGTAYANFAVTECDLLIAVGARFDDRVTGKLDTFAPRARVIHFEIDPAEVGKTRRA 343 
 
Query: 61  HVSVCGDVKLALQGMNKVLE-NRAEELKLDFGVWRNELNVQKQKFPLSFKT-FGEAVP 116 
            V+V GD+    Q M +++E +R  +++     W  ++   K+++PL+  T  GE  P 
Sbjct: 344 EVAVLGDLA---QSMAQLVERSRQRDIRPTTAAWLAKITTWKEQYPLTVPTPEGEIYP 398 
 
 
>ref|NP_045101.1| acetohydroxyacid synthase large subunit [Cyanidium caldarium] 
 sp|O19929|ILVB_CYACA Acetolactate synthase large subunit (AHAS) (Acetohydroxy-acid 
           synthase large subunit) (ALS) 
 gb|AAB82660.1| unknown; acetohydroxyacid synthase large subunit [Cyanidium 
           caldarium] 
          Length = 585 
 
 Score =  110 bits (276), Expect = 3e-23,   Method: Compositional matrix adjust. 
 Identities = 52/116 (44%), Positives = 76/116 (65%), Gaps = 15/116 (12%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FA  A+++H+DID AEIGKN+ P 
Sbjct: 268 MLGMHGTAYANFAVSECDLLIALGARFDDRVTGKLDEFACNAQVIHVDIDPAEIGKNRIP 327 
 
Query: 61  HVSVCGDVKLAL--------QGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSF 108 
            +++  D+K+ L        +G N + +N+ +        W + ++  K+++PLS  
Sbjct: 328 QLAIISDIKIVLKELLSSMKEGTNNMDKNQTQ-------AWLHRIHKWKKEYPLSI 376 
 
 
>ref|ZP_01089063.1| acetolactate synthase III (Precursor) [Blastopirellula marina DSM 
           3645] 
 gb|EAQ82178.1| acetolactate synthase III (Precursor) [Blastopirellula marina DSM 
           3645] 
          Length = 590 
 
 Score =  110 bits (276), Expect = 3e-23,   Method: Compositional matrix adjust. 
 Identities = 58/115 (50%), Positives = 73/115 (63%), Gaps = 5/115 (4%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGTVYANYAV++ DLL++ GVRFDDRVTGKL  FA  AKI+HIDID +EI KNK   
Sbjct: 268 MLGMHGTVYANYAVQNCDLLISLGVRFDDRVTGKLAEFAKHAKIIHIDIDPSEINKNKLA 327 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAV 115 
           H  V  D+K AL+ +  ++E        D   W  +    K+  PL + T  E + 
Sbjct: 328 HFPVVSDLKPALRMLCDIVEKPE-----DISEWVAQCAKWKKDEPLKYDTSFEGI 377 
 
 
>ref|NP_632694.1| acetolactate synthase 3 catalytic subunit [Methanosarcina mazei 
           Go1] 
 gb|AAM30366.1| Acetolactate synthase large subunit [Methanosarcina mazei Go1] 
          Length = 564 
 
 Score =  110 bits (275), Expect = 4e-23,   Method: Compositional matrix adjust. 
 Identities = 51/110 (46%), Positives = 77/110 (70%), Gaps = 8/110 (7%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHG  YANYA++ SDL++A G RFDDRVTGKLE+FA  A+++HID+D AEI KN    
Sbjct: 259 MLGMHGCKYANYAIQESDLIIAVGARFDDRVTGKLESFAPNARVIHIDVDPAEISKNVKV 318 
 
Query: 61  HVSVCGDVKLALQGMNKVLE-NRAEELKLDFGVWRNELNVQKQKFPLSFK 109 
           H+ + GD K  L+ + + ++  R+ E       W  ++N+ K+++PL+++ 
Sbjct: 319 HIPIVGDAKQVLKSLIRYVQCCRSAE-------WIEKVNLWKKEYPLNYR 361 
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>ref|YP_001660084.1| acetolactate synthase 3 catalytic subunit [Microcystis aeruginosa 
           NIES-843] 
 dbj|BAG04892.1| acetohydroxy acid synthase [Microcystis aeruginosa NIES-843] 
          Length = 617 
 
 Score =  110 bits (275), Expect = 4e-23,   Method: Compositional matrix adjust. 
 Identities = 54/107 (50%), Positives = 71/107 (66%), Gaps = 1/107 (0%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FAS+AK++H+DID AE+GKN+ P 
Sbjct: 275 MLGMHGTAYANFAVTECDLLIAVGARFDDRVTGKLDEFASKAKVIHLDIDPAEVGKNRAP 334 
 
Query: 61  HVSVCGDVKLAL-QGMNKVLENRAEELKLDFGVWRNELNVQKQKFPL 106 
            V + GDV++ L Q + K  E            W  ++   +Q +PL 
Sbjct: 335 DVPIVGDVRVVLEQILQKAREFDYPTNSDRTQAWLAQIERWRQDYPL 381 
 
 
>gb|AAA26594.1| acetohydroxy acid synthase (AHAS) 
          Length = 612 
 
 Score =  110 bits (274), Expect = 4e-23,   Method: Compositional matrix adjust. 
 Identities = 56/121 (46%), Positives = 76/121 (62%), Gaps = 11/121 (9%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   D L+A G RFDDRVTGKL+ F SRAK++HIDID AE+GKN+TP 
Sbjct: 268 MLGMHGTAYANFAVSECDFLIAVGARFDDRVTGKLDEFGSRAKVIHIDIDPAEVGKNRTP 327 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFG------VWRNELNVQKQKFPLSFKTFGEA 114 
            V + GDV+  L  + +    R  E+  D G       W   +N   + +PL   ++ ++ 
Sbjct: 328 EVPIVGDVRQVLIHLLR----RCREIG-DVGNDNQTQSWLERINRWPEDYPLVVPSYSDS 382 
 
Query: 115 V 115 
           + 
Sbjct: 383 L 383 
 
 
>ref|ZP_01123205.1| acetolactate synthase III large subunit [Synechococcus sp. WH 7805] 
 gb|EAR20062.1| acetolactate synthase III large subunit [Synechococcus sp. WH 7805] 
          Length = 597 
 
 Score =  110 bits (274), Expect = 4e-23,   Method: Composition-based stats. 
 Identities = 52/107 (48%), Positives = 71/107 (66%), Gaps = 2/107 (1%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FA RA+++H +ID AEIGKN+   
Sbjct: 257 MLGMHGTAYANFAVTDCDLLIAVGARFDDRVTGKLDTFAPRARVIHFEIDPAEIGKNRRA 316 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLS 107 
            V+V GDV  +L  + ++   +  E +     W   +   KQ++PL+ 
Sbjct: 317 DVAVLGDVGASLAALVELSLQQGHEPRT--AAWLERIKDWKQRYPLT 361 
 
 
>emb|CAA12081.1| acetohydroxy acid synthase [Porphyridium sp.] 
          Length = 587 
 
 Score =  110 bits (274), Expect = 4e-23,   Method: Compositional matrix adjust. 
 Identities = 50/106 (47%), Positives = 68/106 (64%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+  G RFDDRVTGKL+ FA  AK++H+DID AE+GKN+ P 
Sbjct: 268 MLGMHGTAYANFAVSECDLLITLGARFDDRVTGKLDEFACNAKVIHVDIDPAEVGKNRIP 327 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPL 106 
            V++ GD+ L L+     L+   +        W   +   +Q++PL 
Sbjct: 328 QVAIVGDISLVLEQWLLYLDRNLQLDDSHLRSWHERIFRWRQEYPL 373 
 
 
>ref|ZP_00206563.1| COG0028: Thiamine pyrophosphate-requiring enzymes [acetolactate 
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           synthase, pyruvate dehydrogenase (cytochrome), 
           glyoxylate carboligase, phosphonopyruvate decarboxylase] 
           [Bifidobacterium longum DJO10A] 
 ref|YP_001954986.1| Acetolactate synthase large unit [Bifidobacterium longum DJO10A] 
 gb|ACD98488.1| Acetolactate synthase large unit [Bifidobacterium longum DJO10A] 
          Length = 649 
 
 Score =  110 bits (274), Expect = 5e-23,   Method: Composition-based stats. 
 Identities = 58/137 (42%), Positives = 84/137 (61%), Gaps = 6/137 (4%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT+ A  AV+ +DLL+A G RFDDRVTGKL+AFA  A+++HIDID AEIGKN+ P 
Sbjct: 276 MLGMHGTIAATGAVQRADLLVAIGARFDDRVTGKLDAFAPTARVIHIDIDPAEIGKNRQP 335 
 
Query: 61  HVSVCGDVKLALQGM-NKVLENRAEELKLDFGVWRNELNVQKQKFPLSFK--TFGEAVP- 116 
            V + GDV   L  +  ++   +A + K +   W   ++  ++++P+++   T G   P  
Sbjct: 336 DVPIVGDVATVLDDLIPEIQRTQAIQGKPNLAPWWKAIDGWREEYPMTWDEPTDGSLAPQ 395 
 
Query: 117 --CPSKKTVHDPSYEWV 131 
                   + DPS  WV 
Sbjct: 396 WVIKKLSEMADPSTIWV 412 
 
 
>ref|ZP_02028034.1| hypothetical protein BIFADO_00444 [Bifidobacterium adolescentis 
           L2-32] 
 gb|EDN83535.1| hypothetical protein BIFADO_00444 [Bifidobacterium adolescentis 
           L2-32] 
          Length = 624 
 
 Score =  110 bits (274), Expect = 5e-23,   Method: Compositional matrix adjust. 
 Identities = 60/137 (43%), Positives = 85/137 (62%), Gaps = 6/137 (4%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT+ A  AV+  DLL+A G RFDDRVTGKL+AFA  A+++HIDID AEIGKN+ P 
Sbjct: 286 MLGMHGTIAATGAVQRCDLLVAIGARFDDRVTGKLDAFAPGARVIHIDIDPAEIGKNRQP 345 
 
Query: 61  HVSVCGDVKLALQGM-NKVLENRAEELKLDFGVWRNELNVQKQKFPLSFK--TFGEAVPC 117 
            V + GDV   L+ +  ++   +A   K D   W + +N  ++++P+++   T G   P  
Sbjct: 346 DVPIVGDVATVLKDLIPEIKREQAVHGKPDTSHWWDVINKWREEYPITWDEPTDGSLAPQ 405 
 
Query: 118 PSKKTVH---DPSYEWV 131 
              K +    DP+  WV 
Sbjct: 406 WVVKQLSDMADPNTVWV 422 
 
 
>ref|ZP_03155476.1| acetolactate synthase, large subunit, biosynthetic type [Cyanothece 
           sp. PCC 7822] 
 gb|EDX97152.1| acetolactate synthase, large subunit, biosynthetic type [Cyanothece 
           sp. PCC 7822] 
          Length = 619 
 
 Score =  110 bits (274), Expect = 5e-23,   Method: Compositional matrix adjust. 
 Identities = 54/116 (46%), Positives = 74/116 (63%), Gaps = 1/116 (0%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKLE FA  AK++HIDID AE+GK + P 
Sbjct: 275 MLGMHGTAYANFAVTECDLLIAVGARFDDRVTGKLEEFARNAKVIHIDIDPAEVGKVRGP 334 
 
Query: 61  HVSVCGDVKLAL-QGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAV 115 
            V + GDV+  L Q + +V E            W + +N  ++ +PL   ++ +++ 
Sbjct: 335 DVPIVGDVRQVLEQILQRVREIDYPTNSTRTKAWLDRINRWREDYPLMVPSYPDSI 390 
 
 
>ref|ZP_03286153.1| acetolactate synthase, large subunit, biosynthetic type 
           [Dictyoglomus turgidum DSM 6724] 
 gb|EEA17352.1| acetolactate synthase, large subunit, biosynthetic type 
           [Dictyoglomus turgidum DSM 6724] 
          Length = 557 
 
 Score =  110 bits (274), Expect = 5e-23,   Method: Compositional matrix adjust. 
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 Identities = 52/108 (48%), Positives = 71/108 (65%), Gaps = 6/108 (5%) 
 
Query: 2   LGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTPH 61 
           +GMHG  YANYA+  SDL++A GVRF DR TGK+E FA  AKI+HIDID AEIGKN  P+ 
Sbjct: 255 IGMHGAAYANYAINDSDLIIAIGVRFSDRSTGKVETFAPNAKIIHIDIDPAEIGKNVNPY 314 
 
Query: 62  VSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFK 109 
           V +  D K AL+ + +V+E +   +      W  ++   K K+PL ++ 
Sbjct: 315 VPIVADAKRALERLVEVVEPKINAM------WWEKIKEWKTKYPLRYR 356 
 
 
>ref|NP_695500.1| acetolactate synthase 1 catalytic subunit [Bifidobacterium longum 
           NCC2705] 
 gb|AAN24136.1| IlvB [Bifidobacterium longum NCC2705] 
          Length = 655 
 
 Score =  109 bits (273), Expect = 5e-23,   Method: Composition-based stats. 
 Identities = 58/137 (42%), Positives = 84/137 (61%), Gaps = 6/137 (4%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT+ A  AV+ +DLL+A G RFDDRVTGKL+AFA  A+++HIDID AEIGKN+ P 
Sbjct: 282 MLGMHGTIAATGAVQRADLLVAIGARFDDRVTGKLDAFAPTARVIHIDIDPAEIGKNRQP 341 
 
Query: 61  HVSVCGDVKLALQGM-NKVLENRAEELKLDFGVWRNELNVQKQKFPLSFK--TFGEAVP- 116 
            V + GDV   L  +  ++   +A + K +   W   ++  ++++P+++   T G   P  
Sbjct: 342 DVPIVGDVATVLDDLIPEIQRTQAIQGKPNLAPWWKAIDGWREEYPMTWDEPTDGSLAPQ 401 
 
Query: 117 --CPSKKTVHDPSYEWV 131 
                   + DPS  WV 
Sbjct: 402 WVIKKLSEMADPSTIWV 418 
 
 
>ref|YP_909084.1| acetolactate synthase 1 catalytic subunit [Bifidobacterium 
           adolescentis ATCC 15703] 
 dbj|BAF39002.1| acetohydroxy-acid synthase [Bifidobacterium adolescentis ATCC 
           15703] 
          Length = 620 
 
 Score =  109 bits (273), Expect = 5e-23,   Method: Compositional matrix adjust. 
 Identities = 60/137 (43%), Positives = 85/137 (62%), Gaps = 6/137 (4%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT+ A  AV+  DLL+A G RFDDRVTGKL+AFA  A+++HIDID AEIGKN+ P 
Sbjct: 282 MLGMHGTIAATGAVQRCDLLVAIGARFDDRVTGKLDAFAPGARVIHIDIDPAEIGKNRQP 341 
 
Query: 61  HVSVCGDVKLALQGM-NKVLENRAEELKLDFGVWRNELNVQKQKFPLSFK--TFGEAVPC 117 
            V + GDV   L+ +  ++   +A   K D   W + +N  ++++P+++   T G   P  
Sbjct: 342 DVPIVGDVATVLKDLIPEIKREQAVHGKPDTSHWWDVINKWREEYPITWDEPTDGSLAPQ 401 
 
Query: 118 PSKKTVH---DPSYEWV 131 
              K +    DP+  WV 
Sbjct: 402 WVVKQLSDMADPNTVWV 418 
 
 
>ref|ZP_03129981.1| acetolactate synthase, large subunit, biosynthetic type 
           [Chthoniobacter flavus Ellin428] 
 gb|EDY19461.1| acetolactate synthase, large subunit, biosynthetic type 
           [Chthoniobacter flavus Ellin428] 
          Length = 591 
 
 Score =  109 bits (273), Expect = 5e-23,   Method: Compositional matrix adjust. 
 Identities = 57/111 (51%), Positives = 72/111 (64%), Gaps = 4/111 (3%) 
 
Query: 2   LGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTPH 61 
           LGMHGTVYAN AV  +DLLLA GVRFDDRVTGK+  FA    IVHIDID++EI KNK    
Sbjct: 254 LGMHGTVYANNAVNEADLLLAIGVRFDDRVTGKISEFAKHGTIVHIDIDNSEINKNKVVK 313 
 
Query: 62  VSVCGDVKLALQGMNKVLEN----RAEELKLDFGVWRNELNVQKQKFPLSF 108 
           + +  DVK AL  +N++LE     R +     F  W  ++N  ++ FP +F 
Sbjct: 314 LPILSDVKYALGRLNQLLEESGAKRVQSGFKAFPDWYVKINAWREAFPFTF 364 
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>ref|YP_001865343.1| acetolactate synthase, large subunit, biosynthetic type [Nostoc 
           punctiforme PCC 73102] 
 gb|ACC80400.1| acetolactate synthase, large subunit, biosynthetic type [Nostoc 
           punctiforme PCC 73102] 
          Length = 637 
 
 Score =  109 bits (273), Expect = 5e-23,   Method: Compositional matrix adjust. 
 Identities = 54/107 (50%), Positives = 70/107 (65%), Gaps = 1/107 (0%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+  G RFDDRVTGKL+ FASRAK++HIDID AE+GKN+ P 
Sbjct: 294 MLGMHGTAYANFAVSDCDLLICVGARFDDRVTGKLDEFASRAKVIHIDIDPAEVGKNRIP 353 
 
Query: 61  HVSVCGDVKLALQG-MNKVLENRAEELKLDFGVWRNELNVQKQKFPL 106 
            V + GDV+  L   + +  E   +        W N +N  + ++PL 
Sbjct: 354 EVPIVGDVRNVLVDLLRRCKETGVKATPNQNQEWLNLVNRWRDEYPL 400 
 
 
>ref|YP_001379064.1| acetolactate synthase, large subunit, biosynthetic type 
           [Anaeromyxobacter sp. Fw109-5] 
 gb|ABS26080.1| acetolactate synthase, large subunit, biosynthetic type 
           [Anaeromyxobacter sp. Fw109-5] 
          Length = 570 
 
 Score =  109 bits (273), Expect = 6e-23,   Method: Compositional matrix adjust. 
 Identities = 58/119 (48%), Positives = 75/119 (63%), Gaps = 1/119 (0%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           M GMHG+ YANYAV++SDL++A G RFDDRVTGKL  FA  AKIVH+DID AEI K  T  
Sbjct: 256 MFGMHGSRYANYAVQNSDLIIALGARFDDRVTGKLSTFAPEAKIVHLDIDPAEISKLVTA 315 
 
Query: 61  HVSVCGDVKLAL-QGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVPCP 118 
            V + GD+KL L Q   +V    A   K D   W   ++  ++K+PL ++  G+    P 
Sbjct: 316 TVPLVGDLKLLLPQLTEEVRRAEAAHGKPDVSGWWKRIDDWRKKYPLKYEQEGQKYLLP 374 
 
 
>ref|ZP_02850743.1| acetolactate synthase, large subunit, biosynthetic type 
           [Paenibacillus sp. JDR-2] 
 gb|EDS49383.1| acetolactate synthase, large subunit, biosynthetic type 
           [Paenibacillus sp. JDR-2] 
          Length = 581 
 
 Score =  109 bits (273), Expect = 7e-23,   Method: Compositional matrix adjust. 
 Identities = 56/109 (51%), Positives = 71/109 (65%), Gaps = 5/109 (4%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           M GMHGT  AN +++ +DLL+  G RFDDRVTGKL  FA  AKIVHIDID AEIGKN    
Sbjct: 275 MPGMHGTYTANKSIQSADLLINIGARFDDRVTGKLAGFAPLAKIVHIDIDPAEIGKNVPT 334 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFK 109 
            + + GDVK  LQ +N+ L  RA++       WR E+   K ++P S+K 
Sbjct: 335 DIPIVGDVKTVLQQVNQ-LAKRADKAD----AWRQEIQESKAQYPFSYK 378 
 
 
>ref|NP_789495.1| acetolactate synthase 1 catalytic subunit [Tropheryma whipplei 
           TW08/27] 
 emb|CAD67233.1| acetolactate synthase [Tropheryma whipplei TW08/27] 
          Length = 581 
 
 Score =  109 bits (272), Expect = 7e-23,   Method: Compositional matrix adjust. 
 Identities = 56/108 (51%), Positives = 70/108 (64%), Gaps = 3/108 (2%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           M GMHGTV A  A++ SDLL+A G RFDDRVTG+L++FA  A++VH+DID AEIGKN+ P 
Sbjct: 258 MPGMHGTVAAILALQKSDLLIALGTRFDDRVTGRLDSFAQNARVVHVDIDPAEIGKNRRP 317 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSF 108 
            + V GDVK  L  +N   ENR      D   W   L   +Q +PL F 
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Sbjct: 318 DLFVIGDVKEVLGYINSHSENRTTG---DLTAWWRSLEKMRQIYPLVF 362 
 
 
>emb|CAO90567.1| ilvG [Microcystis aeruginosa PCC 7806] 
          Length = 617 
 
 Score =  109 bits (272), Expect = 9e-23,   Method: Compositional matrix adjust. 
 Identities = 57/122 (46%), Positives = 76/122 (62%), Gaps = 8/122 (6%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FAS+AK++H+DID AE+GKN+ P 
Sbjct: 275 MLGMHGTAYANFAVTGCDLLIAVGARFDDRVTGKLDEFASKAKVIHVDIDPAEVGKNRAP 334 
 
Query: 61  HVSVCGDVKLAL-QGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVPCPS 119 
            V + GDV++ L Q ++K  E            W  ++   +Q +PL        VP P  
Sbjct: 335 DVPIVGDVRVVLEQILHKAREFDYPTNCDRTQAWLAQIERWRQDYPLQ-------VPLPE 387 
 
Query: 120 KK 121 
            + 
Sbjct: 388 GR 389 
 
 
>ref|YP_002049511.1| acetolactate synthase III large subunit [Paulinella chromatophora] 
 gb|ACB43301.1| acetolactate synthase III large subunit [Paulinella chromatophora] 
          Length = 590 
 
 Score =  108 bits (271), Expect = 1e-22,   Method: Compositional matrix adjust. 
 Identities = 54/106 (50%), Positives = 71/106 (66%), Gaps = 2/106 (1%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FA RA+I+H++ID AE+GKN+ P 
Sbjct: 250 MLGMHGTAYANFAVTECDLLIAAGARFDDRVTGKLDTFAPRARIIHLEIDPAELGKNRLP 309 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPL 106 
            V+V GDV  +L  M  V       L+ +  +W   +   K ++PL 
Sbjct: 310 DVAVLGDVAESLNLM--VQAKGPTALETNTHLWLERIQEWKTRYPL 353 
 
 
>ref|ZP_01628200.1| acetolactate synthase III large subunit [Nodularia spumigena 
           CCY9414] 
 gb|EAW47101.1| acetolactate synthase III large subunit [Nodularia spumigena 
           CCY9414] 
          Length = 632 
 
 Score =  108 bits (271), Expect = 1e-22,   Method: Compositional matrix adjust. 
 Identities = 53/107 (49%), Positives = 70/107 (65%), Gaps = 1/107 (0%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+  G RFDDRVTGKL+ FAS AK++HIDID AE+GKN+ P 
Sbjct: 289 MLGMHGTAYANFAVTDCDLLICVGARFDDRVTGKLDEFASHAKVIHIDIDPAEVGKNRVP 348 
 
Query: 61  HVSVCGDVKLALQG-MNKVLENRAEELKLDFGVWRNELNVQKQKFPL 106 
            V + GDV+  L   + +  E   + +      W + +N  +Q +PL 
Sbjct: 349 EVPIVGDVRQVLVDLLRRCQETGIKNIPHKNQEWLHLINRWRQDYPL 395 
 
 
>ref|YP_475476.1| acetolactate synthase 3 catalytic subunit [Synechococcus sp. 
           JA-3-3Ab] 
 gb|ABD00213.1| acetolactate synthase, large subunit, biosynthetic type 
           [Synechococcus sp. JA-3-3Ab] 
          Length = 598 
 
 Score =  108 bits (270), Expect = 1e-22,   Method: Compositional matrix adjust. 
 Identities = 56/120 (46%), Positives = 73/120 (60%), Gaps = 2/120 (1%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FA  AK++HIDID AE+GKN+TP 
Sbjct: 256 MLGMHGTAYANFAVTECDLLIAVGARFDDRVTGKLDEFAKHAKVIHIDIDPAEVGKNRTP 315 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVPCPSK 120 
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            V + GDV+  L  +   L ++          W   +   K+ +PL    + E V  P + 
Sbjct: 316 DVPIVGDVRTVLVELLAQL-SKMPHTPGQTQAWLERIERWKRDYPLQVPRY-EGVIAPQQ 373 
 
 
>ref|YP_476898.1| acetolactate synthase 3 catalytic subunit [Synechococcus sp. 
           JA-2-3B'a(2-13)] 
 gb|ABD01635.1| acetolactate synthase, large subunit, biosynthetic type 
           [Synechococcus sp. JA-2-3B'a(2-13)] 
          Length = 598 
 
 Score =  108 bits (270), Expect = 1e-22,   Method: Compositional matrix adjust. 
 Identities = 56/120 (46%), Positives = 73/120 (60%), Gaps = 2/120 (1%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FA  AK++HIDID AE+GKN+TP 
Sbjct: 256 MLGMHGTAYANFAVTECDLLIAVGARFDDRVTGKLDEFAKHAKVIHIDIDPAEVGKNRTP 315 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVPCPSK 120 
            V + GDV+  L  +   L ++          W   +   K+ +PL    + E V  P + 
Sbjct: 316 DVPIVGDVRTVLVELLAQL-SKMPHTPGQTQAWLERIERWKRDYPLQVPRY-EGVIAPQQ 373 
 
 
>ref|YP_001243976.1| acetolactate synthase, large subunit, biosynthetic type [Thermotoga 
           petrophila RKU-1] 
 gb|ABQ46400.1| acetolactate synthase, large subunit [Thermotoga petrophila RKU-1] 
          Length = 581 
 
 Score =  108 bits (270), Expect = 1e-22,   Method: Compositional matrix adjust. 
 Identities = 55/114 (48%), Positives = 72/114 (63%), Gaps = 6/114 (5%) 
 
Query: 2   LGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTPH 61 
           +GMHGT Y NYAV ++DL++A GVRF DR+ G    FA  AKIVH+DID AEIGKN     
Sbjct: 256 IGMHGTYYGNYAVANADLVIALGVRFSDRILGNPRTFAKNAKIVHVDIDPAEIGKNVRVD 315 
 
Query: 62  VSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAV 115 
           V + GD+K  LQ      E    E++ DF  W  EL   K+K+PL++K  G+ + 
Sbjct: 316 VPIVGDLKSVLQ------EFLKYEIETDFSDWVEELQEIKKKYPLTYKRDGKLI 363 
 
 
>ref|NP_895067.1| acetolactate synthase 3 catalytic subunit [Prochlorococcus marinus 
           str. MIT 9313] 
 emb|CAE21414.1| acetolactate synthase [Prochlorococcus marinus str. MIT 9313] 
          Length = 573 
 
 Score =  108 bits (269), Expect = 2e-22,   Method: Compositional matrix adjust. 
 Identities = 51/106 (48%), Positives = 71/106 (66%), Gaps = 2/106 (1%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FA RA+++H +ID AE+ KN+ P 
Sbjct: 257 MLGMHGTAYANFAVTECDLLIAVGARFDDRVTGKLDTFAPRARVIHFEIDPAEVAKNRRP 316 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPL 106 
            V+V GDV ++L  +  + + ++ EL+     W   +   K  +PL 
Sbjct: 317 DVAVLGDVGVSLVKLFDLSKQKSVELRTS--AWLTRIESWKNLYPL 360 
 
 
>ref|YP_001224368.1| acetolactate synthase 3 catalytic subunit [Synechococcus sp. WH 
           7803] 
 emb|CAK23071.1| Acetolactate synthase large subunit [Synechococcus sp. WH 7803] 
          Length = 617 
 
 Score =  108 bits (269), Expect = 2e-22,   Method: Compositional matrix adjust. 
 Identities = 52/108 (48%), Positives = 70/108 (64%), Gaps = 2/108 (1%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FA RA+++H +ID AEIGKN+   
Sbjct: 277 MLGMHGTAYANFAVTDCDLLIAVGARFDDRVTGKLDTFAPRARVIHFEIDPAEIGKNRRA 336 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSF 108 
            V+V GDV  +L  + ++      E +     W   +   KQ++PL+  
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Sbjct: 337 DVAVLGDVGASLAALVELSLQDTPETRT--AAWLERIKDWKQRYPLTI 382 
 
 
>ref|YP_001030046.1| acetolactate synthase, large subunit [Methanocorpusculum labreanum 
           Z] 
 gb|ABN06779.1| acetolactate synthase, large subunit [Methanocorpusculum labreanum 
           Z] 
          Length = 567 
 
 Score =  108 bits (269), Expect = 2e-22,   Method: Compositional matrix adjust. 
 Identities = 57/102 (55%), Positives = 66/102 (64%), Gaps = 11/102 (10%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YANYAV  +DLL+A G RFDDRVTGKL  FA+ AK++HIDID AEIGKN  P 
Sbjct: 256 MLGMHGTEYANYAVSEADLLIAVGARFDDRVTGKLSHFATHAKVIHIDIDPAEIGKNVNP 315 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRA-------EELKLDFGVWRN 95 
            V + GD K  L  M  + EN         E++KL    WR  
Sbjct: 316 DVPIVGDAKSVLADMICLAENNGCISEPWLEQVKL----WRT 353 
 
 
>gb|ABD96281.1| acetolactate synthase [uncultured marine type-A Synechococcus GOM 
           3M9] 
          Length = 618 
 
 Score =  107 bits (268), Expect = 2e-22,   Method: Composition-based stats. 
 Identities = 53/108 (49%), Positives = 74/108 (68%), Gaps = 4/108 (3%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FA RA++VH +ID AE+GKN+   
Sbjct: 278 MLGMHGTAYANFAVTECDLLIAVGARFDDRVTGKLDTFAPRARVVHFEIDPAEVGKNRQA 337 
 
Query: 61  HVSVCGDVKLALQGMNKV-LENRAEELKLDFGVWRNELNVQKQKFPLS 107 
            V+V GD+ L+L  + ++ L++ AE        W   +   K+++PL+ 
Sbjct: 338 EVAVLGDLGLSLARLVELSLQHPAEPRTT---AWLARIASWKERYPLT 382 
 
 
>ref|NP_787333.1| acetolactate synthase 1 catalytic subunit [Tropheryma whipplei str. 
           Twist] 
 gb|AAO44302.1| acetolactate synthase large subunit [Tropheryma whipplei str. 
           Twist] 
          Length = 581 
 
 Score =  107 bits (268), Expect = 2e-22,   Method: Compositional matrix adjust. 
 Identities = 55/108 (50%), Positives = 70/108 (64%), Gaps = 3/108 (2%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           M GMHGTV A  A++ SDLL+A G RFDDRVTG+L++FA  A++VH+DID AEIGKN+ P 
Sbjct: 258 MPGMHGTVAAILALQKSDLLIALGTRFDDRVTGRLDSFAQNARVVHVDIDPAEIGKNRRP 317 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSF 108 
            + V GDVK  L  +N   EN+      D   W   L   +Q +PL F 
Sbjct: 318 DLFVIGDVKEVLGYINSHSENKTTG---DLTAWWRSLEKMRQIYPLVF 362 
 
 
>ref|ZP_01188450.1| Acetolactate synthase, large subunit, biosynthetic type 
           [Halothermothrix orenii H 168] 
 gb|EAR80052.1| Acetolactate synthase, large subunit, biosynthetic type 
           [Halothermothrix orenii H 168] 
          Length = 555 
 
 Score =  107 bits (268), Expect = 2e-22,   Method: Compositional matrix adjust. 
 Identities = 53/109 (48%), Positives = 73/109 (66%), Gaps = 6/109 (5%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           M GMHGT YANYA+  +DLL+A GVRFDDRVTGK+E FA  AKI+HIDID AEI KN    
Sbjct: 254 MPGMHGTRYANYAISEADLLVAVGVRFDDRVTGKIEEFAPDAKIIHIDIDPAEICKNVEA 313 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFK 109 
           H+ + GD +  L+ +  ++E++      + G W  ++   K+K PL ++ 



 
 
 Plant Science L. L. C.  BASF Reg. Doc. No. 2008/7019371 

BASF Plant Science Report No. BPS-015-08  Page 263 of 268 

Sbjct: 314 HIPIVGDARNILKELLPLIEHK------ERGAWLQQIKEWKEKNPLKYE 356 
 
 
>ref|ZP_02917198.1| hypothetical protein BIFDEN_00474 [Bifidobacterium dentium ATCC 
           27678] 
 gb|EDT44666.1| hypothetical protein BIFDEN_00474 [Bifidobacterium dentium ATCC 
           27678] 
          Length = 625 
 
 Score =  107 bits (268), Expect = 2e-22,   Method: Compositional matrix adjust. 
 Identities = 59/137 (43%), Positives = 80/137 (58%), Gaps = 6/137 (4%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT+ A  AV+  DLL+A G RFDDRVTGKL+AFA  A+++HIDID AEIGKN+ P 
Sbjct: 286 MLGMHGTIAATGAVQRCDLLVAIGARFDDRVTGKLDAFAPGARVIHIDIDPAEIGKNRQP 345 
 
Query: 61  HVSVCGDVKLALQGM-NKVLENRAEELKLDFGVWRNELNVQKQKFPLSFK--TFGEAVP- 116 
            V + GDV   L+ +  ++   +A   K D   W   +N   + +P+ ++  T G   P  
Sbjct: 346 DVPIVGDVATVLKDLIPEIKREQAMHGKPDISHWWEVINKWVEDYPIKWEQPTDGSLAPQ 405 
 
Query: 117 --CPSKKTVHDPSYEWV 131 
                   + DP   WV 
Sbjct: 406 WVVKQLSVMADPDTIWV 422 
 
 
>ref|ZP_00828201.1| COG0028: Thiamine pyrophosphate-requiring enzymes [acetolactate 
           synthase, pyruvate dehydrogenase (cytochrome), 
           glyoxylate carboligase, phosphonopyruvate decarboxylase] 
           [Yersinia frederiksenii ATCC 33641] 
          Length = 548 
 
 Score =  107 bits (268), Expect = 2e-22,   Method: Compositional matrix adjust. 
 Identities = 53/118 (44%), Positives = 76/118 (64%), Gaps = 9/118 (7%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT  AN+AV+  DLL+A G RFDDRVTGKL  FA++AK++H+DID AE+GK +   
Sbjct: 247 MLGMHGTKAANFAVQDCDLLIAVGARFDDRVTGKLNTFAAKAKVIHMDIDPAELGKLRQA 306 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVPCP 118 
           HV++ GD+K+ L  + +          L+   WR+E+   KQ+    +   G+A+  P 
Sbjct: 307 HVALQGDLKVLLPALQQ---------SLNIQPWRDEVMTLKQQHSWRYDHPGQAIYAP 355 
 
 
>ref|YP_001016784.1| acetolactate synthase 3 catalytic subunit [Prochlorococcus marinus 
           str. MIT 9303] 
 gb|ABM77519.1| Acetolactate synthase large subunit [Prochlorococcus marinus str. 
           MIT 9303] 
          Length = 593 
 
 Score =  107 bits (267), Expect = 3e-22,   Method: Compositional matrix adjust. 
 Identities = 51/106 (48%), Positives = 70/106 (66%), Gaps = 2/106 (1%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FA RA+++H +ID AE+ KN+ P 
Sbjct: 277 MLGMHGTAYANFAVTECDLLIAVGARFDDRVTGKLDTFAPRARVIHFEIDPAEVAKNRRP 336 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPL 106 
            V+V GDV ++L  +  + + +  EL+     W   +   K  +PL 
Sbjct: 337 DVAVLGDVGVSLVKLLDLSKQKPVELRTS--AWLTRIESWKDLYPL 380 
 
 
>ref|YP_431088.1| acetolactate synthase, large subunit [Moorella thermoacetica ATCC 
           39073] 
 gb|ABC20545.1| acetolactate synthase, large subunit [Moorella thermoacetica ATCC 
           39073] 
          Length = 569 
 
 Score =  107 bits (267), Expect = 3e-22,   Method: Compositional matrix adjust. 
 Identities = 53/112 (47%), Positives = 75/112 (66%), Gaps = 5/112 (4%) 
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Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           M+GMHGT  ANYA+  +DL++  GVRFDDRVTGK+EAFA +AKI+HIDID+AEIGK     
Sbjct: 264 MVGMHGTAAANYAMCETDLIIGVGVRFDDRVTGKVEAFAPKAKIIHIDIDAAEIGKVVQA 323 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFG 112 
           H+ +  D +   QG+  +LE  +   K D   WR ++   +++ PL ++  G 
Sbjct: 324 HIPIVSDAR---QGLAAILEKLSG--KGDHQAWRQQIRRWQEENPLRYEKSG 370 
 
 
>ref|YP_001716542.1| acetolactate synthase, large subunit, biosynthetic type [Candidatus 
           Desulforudis audaxviator MP104C] 
 gb|ACA58910.1| acetolactate synthase, large subunit, biosynthetic type [Candidatus 
           Desulforudis audaxviator MP104C] 
          Length = 556 
 
 Score =  107 bits (266), Expect = 4e-22,   Method: Compositional matrix adjust. 
 Identities = 54/112 (48%), Positives = 71/112 (63%), Gaps = 6/112 (5%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHG  Y NYAV   DLLLA GVRFDDRVTGK+++FAS AK++HIDID AE GKN    
Sbjct: 257 MLGMHGARYTNYAVNECDLLLAIGVRFDDRVTGKVDSFASHAKVIHIDIDPAEFGKNVPV 316 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFG 112 
            +S+ GDV+  L  + K L    +        W+ ++   K+++PL +   G 
Sbjct: 317 DISIAGDVRTVLVDLIKNLTCNPDP------AWQEKIARWKKEYPLDYSREG 362 
 
 
>ref|ZP_01389342.1| acetolactate synthase, large subunit, biosynthetic type [Geobacter 
           sp. FRC-32] 
 gb|EAT61366.1| acetolactate synthase, large subunit, biosynthetic type [Geobacter 
           sp. FRC-32] 
          Length = 566 
 
 Score =  107 bits (266), Expect = 4e-22,   Method: Compositional matrix adjust. 
 Identities = 53/118 (44%), Positives = 73/118 (61%), Gaps = 3/118 (2%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           +LGMHGT YAN AV H DLL+A G RFDDRVTGK+ +FA  A+I+HID+D   I KN    
Sbjct: 254 LLGMHGTYYANMAVSHCDLLIAVGARFDDRVTGKIASFAPHAQIIHIDVDPTSIKKNVRV 313 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEE---LKLDFGVWRNELNVQKQKFPLSFKTFGEAV 115 
            + + GDVK  L+ + KVL  +AE+    +     W  E+   K K P+++K+    + 
Sbjct: 314 DLPIVGDVKDVLKQLLKVLAGQAEKAATFQKQIVPWSQEIEAWKAKHPMTYKSSASVI 371 
 
 
>sp|Q59498|ILVB_MYCAV Acetolactate synthase (Acetohydroxy-acid synthase) (ALS) 
 gb|AAB38426.1| acetolactate synthase 
          Length = 621 
 
 Score =  107 bits (266), Expect = 4e-22,   Method: Compositional matrix adjust. 
 Identities = 52/108 (48%), Positives = 69/108 (63%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           M GMHGTV A  A++ SDLL+A G RFDDRVTGKL+ FA  AK++H DID AEIGKN+   
Sbjct: 292 MPGMHGTVAAVAALQRSDLLIALGTRFDDRVTGKLDTFAPEAKVIHADIDPAEIGKNRHA 351 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSF 108 
            V + GDVK  +  + ++L +      LD   W   L+  +  +PLS+ 
Sbjct: 352 DVPIVGDVKAVIAELVEILRHDGAPGNLDIADWWAYLDDVQSTYPLSY 399 
 
 
>ref|YP_001004540.1| acetolactate synthase 2 catalytic subunit [Yersinia enterocolitica 
           subsp. enterocolitica 8081] 
 emb|CAL10288.1| acetolactate synthase isozyme II large subunit [Yersinia 
           enterocolitica subsp. enterocolitica 8081] 
          Length = 548 
 
 Score =  106 bits (265), Expect = 5e-22,   Method: Compositional matrix adjust. 
 Identities = 53/118 (44%), Positives = 76/118 (64%), Gaps = 9/118 (7%) 
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Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT  AN+AV+  DLL+A G RFDDRVTGKL  FA++AK++H+DID AE+GK +   
Sbjct: 247 MLGMHGTKAANFAVQDCDLLIAVGARFDDRVTGKLNTFAAKAKVIHMDIDPAELGKLRQA 306 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAVPCP 118 
           HV++ GD+K+ L  + +          L+   WR+E+   KQ+    +   G+A+  P 
Sbjct: 307 HVALQGDLKVLLPALQQ---------PLNIQPWRDEVIALKQQHSWRYDHPGQAIYAP 355 
 
 
>ref|YP_842552.1| acetolactate synthase 3 catalytic subunit [Methanosaeta thermophila 
           PT] 
 gb|ABK13912.1| acetolactate synthase, large subunit [Methanosaeta thermophila PT] 
          Length = 557 
 
 Score =  106 bits (265), Expect = 5e-22,   Method: Compositional matrix adjust. 
 Identities = 52/108 (48%), Positives = 74/108 (68%), Gaps = 6/108 (5%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN AV+ +D+LLA G RFDDRVTGK+ +FA +A+I+HID+D+AEIGKN    
Sbjct: 254 MLGMHGTKYANLAVQEADVLLAVGARFDDRVTGKIASFAPKARIIHIDVDAAEIGKNVRV 313 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSF 108 
            + V GD K+AL  + K ++ R       +  W  ++   K+++PL + 
Sbjct: 314 DIPVVGDAKIALTELLKHVQQRP------WTEWNEKILSWKREYPLRY 355 
 
 
>ref|YP_381046.1| acetolactate synthase 3 catalytic subunit [Synechococcus sp. 
           CC9605] 
 gb|ABB34491.1| acetolactate synthase, large subunit, biosynthetic type 
           [Synechococcus sp. CC9605] 
          Length = 574 
 
 Score =  106 bits (265), Expect = 5e-22,   Method: Composition-based stats. 
 Identities = 50/107 (46%), Positives = 73/107 (68%), Gaps = 2/107 (1%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FA RA+++H +ID AEIGK + P 
Sbjct: 257 MLGMHGTAYANFAVTECDLLIAVGARFDDRVTGKLDTFAPRAQVIHFEIDPAEIGKTRRP 316 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLS 107 
            V+V GD+ L++  + ++  +  ++++     W   +   KQ +PL+ 
Sbjct: 317 DVAVLGDLGLSVARLVEL--SLQQQVQPRTSAWLARIAEWKQTYPLT 361 
 
 
>ref|ZP_03185165.1| acetolactate synthase 1 catalytic subunit [Streptomyces 
           clavuligerus ATCC 27064] 
 ref|YP_002190658.1| acetohydroxy acid synthase large subunit [Streptomyces clavuligerus 
           ATCC 27064] 
 gb|EDY52149.1| acetohydroxy acid synthase large subunit [Streptomyces clavuligerus 
           ATCC 27064] 
          Length = 618 
 
 Score =  106 bits (265), Expect = 5e-22,   Method: Composition-based stats. 
 Identities = 49/110 (44%), Positives = 75/110 (68%), Gaps = 1/110 (0%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           M GMHG+V A  A++ +DL++A G RFDDRVTGKL++FA  AKIVH DID AEIGKN+   
Sbjct: 280 MPGMHGSVTAVTALQKADLIVALGARFDDRVTGKLDSFAPHAKIVHADIDPAEIGKNRAA 339 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKL-DFGVWRNELNVQKQKFPLSFK 109 
            V + GD +  +  + + ++    E ++ D+G+W  +LN  ++ +PL ++ 
Sbjct: 340 DVPIVGDAREVIADLVQAVQAEHSEGRIGDYGLWWTDLNRWRETYPLGYE 389 
 
 
>ref|YP_001232446.1| acetolactate synthase, large subunit, biosynthetic type [Geobacter 
           uraniireducens Rf4] 
 gb|ABQ27873.1| acetolactate synthase, large subunit [Geobacter uraniireducens Rf4] 
          Length = 566 
 
 Score =  106 bits (265), Expect = 6e-22,   Method: Compositional matrix adjust. 
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 Identities = 56/112 (50%), Positives = 71/112 (63%), Gaps = 3/112 (2%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           +LGMHGT YAN AV + DLL+A G RFDDRVTGK+ +FA  AKI+HID+D   I KN    
Sbjct: 254 LLGMHGTYYANMAVSNCDLLVAVGARFDDRVTGKIASFAPHAKIIHIDVDPTSIKKNVRV 313 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEEL---KLDFGVWRNELNVQKQKFPLSFK 109 
            + + GDVK  L  M KVLE + ++L   K     W  E+   K K P+S+K 
Sbjct: 314 DLPIVGDVKDVLTQMLKVLEEQGDKLDDFKKSIVPWTEEIEGWKAKHPMSYK 365 
 
 
>ref|ZP_03275274.1| acetolactate synthase, large subunit, biosynthetic type 
           [Arthrospira maxima CS-328] 
 gb|EDZ93129.1| acetolactate synthase, large subunit, biosynthetic type 
           [Arthrospira maxima CS-328] 
          Length = 577 
 
 Score =  106 bits (264), Expect = 6e-22,   Method: Compositional matrix adjust. 
 Identities = 53/108 (49%), Positives = 70/108 (64%), Gaps = 1/108 (0%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A GVRFDDRV G  + FA  AK++HIDID AE+GKN+T  
Sbjct: 267 MLGMHGTAYANFAVSECDLLIAVGVRFDDRVAGTGDQFAHSAKVIHIDIDPAEVGKNRTT 326 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLD-FGVWRNELNVQKQKFPLS 107 
            V + GDV+  L  M +       E+K +    W + LN  + ++PL+ 
Sbjct: 327 DVPIVGDVRQVLGDMLQRSYQLGTEIKPEQTQEWHSHLNQLRNQYPLT 374 
 
 
>ref|YP_002121866.1| acetolactate synthase, large subunit, biosynthetic type 
           [Hydrogenobaculum sp. Y04AAS1] 
 gb|ACG57888.1| acetolactate synthase, large subunit, biosynthetic type 
           [Hydrogenobaculum sp. Y04AAS1] 
          Length = 584 
 
 Score =  106 bits (264), Expect = 6e-22,   Method: Compositional matrix adjust. 
 Identities = 57/125 (45%), Positives = 79/125 (63%), Gaps = 10/125 (8%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN AV HSDLL+A G RFDDRVTGK++ FA  AKI+HIDID A I KN T  
Sbjct: 259 MLGMHGTYYANMAVYHSDLLIAVGSRFDDRVTGKVDEFAPFAKIIHIDIDPASISKNITV 318 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEEL--KLDFGVWRNELNVQKQKFPLSFKTFGEAVPCP 118 
            V + GD++  L  + + ++ +  ++  + +   W  +++  K+ +PLS+K        P 
Sbjct: 319 DVPIVGDIRSVLVRLIEEIKGKNSKIVHEEERKTWLEQIDAWKKAYPLSYK--------P 370 
 
Query: 119 SKKTV 123 
           S K V 
Sbjct: 371 SDKVV 375 
 
 
>ref|NP_246567.1| acetolactate synthase 2 catalytic subunit [Pasteurella multocida 
           subsp. multocida str. Pm70] 
 gb|AAK03712.1| IlvG [Pasteurella multocida subsp. multocida str. Pm70] 
          Length = 549 
 
 Score =  106 bits (264), Expect = 7e-22,   Method: Compositional matrix adjust. 
 Identities = 54/110 (49%), Positives = 69/110 (62%), Gaps = 9/110 (8%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           M+GMHGT  ANYAV+  DLLLAFG RFDDRVTGKL+ FA  AK++H DID AEIGK + P 
Sbjct: 247 MIGMHGTKAANYAVQECDLLLAFGARFDDRVTGKLDTFAPHAKVIHADIDMAEIGKLRRP 306 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKT 110 
            V++CGD+   +Q  N      A  + L+   W+  +   KQ     + T 
Sbjct: 307 DVALCGDI---VQAFN------ALSIPLNIAEWQAHIKQLKQTHDFCYST 347 
 
 
>ref|YP_001738428.1| acetolactate synthase, large subunit, biosynthetic type [Thermotoga 
           sp. RQ2] 
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 gb|ACB08745.1| acetolactate synthase, large subunit, biosynthetic type [Thermotoga 
           sp. RQ2] 
          Length = 581 
 
 Score =  106 bits (264), Expect = 7e-22,   Method: Compositional matrix adjust. 
 Identities = 53/114 (46%), Positives = 72/114 (63%), Gaps = 6/114 (5%) 
 
Query: 2   LGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTPH 61 
           +GMHGT Y NYAV ++DL++A GVRF DR+ G    FA  A+IVH+DID AEIGKN     
Sbjct: 256 IGMHGTYYGNYAVANADLIIALGVRFSDRILGNPRTFAKNARIVHVDIDPAEIGKNVRVD 315 
 
Query: 62  VSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAV 115 
           V + GD+K  L+      E    E++ DF  W  EL   K+K+PL++K  G+ + 
Sbjct: 316 VPIVGDLKSVLE------EFLKYEIETDFSDWIEELQEIKKKYPLTYKRDGKLI 363 
 
 
>ref|NP_228358.1| acetolactate synthase, large subunit [Thermotoga maritima MSB8] 
 gb|AAD35633.1|AE001730_1 acetolactate synthase, large subunit [Thermotoga maritima MSB8] 
          Length = 584 
 
 Score =  106 bits (264), Expect = 7e-22,   Method: Compositional matrix adjust. 
 Identities = 53/114 (46%), Positives = 72/114 (63%), Gaps = 6/114 (5%) 
 
Query: 2   LGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTPH 61 
           +GMHGT Y NYAV ++DL++A GVRF DR+ G    FA  A+IVH+DID AEIGKN     
Sbjct: 259 IGMHGTYYGNYAVANADLIIALGVRFSDRILGNPRTFAKNARIVHVDIDPAEIGKNVRVD 318 
 
Query: 62  VSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAV 115 
           V + GD+K  L+      E    E++ DF  W  EL   K+K+PL++K  G+ + 
Sbjct: 319 VPIVGDLKSVLE------EFLKYEIETDFSDWIEELQEIKKKYPLTYKRDGKLI 366 
 
 
>ref|YP_001014410.1| acetolactate synthase 3 catalytic subunit [Prochlorococcus marinus 
           str. NATL1A] 
 gb|ABM75145.1| Acetolactate synthase large subunit [Prochlorococcus marinus str. 
           NATL1A] 
          Length = 587 
 
 Score =  106 bits (264), Expect = 7e-22,   Method: Compositional matrix adjust. 
 Identities = 53/106 (50%), Positives = 68/106 (64%), Gaps = 2/106 (1%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FA +AK++H +ID AEI KN+   
Sbjct: 277 MLGMHGTAYANFAVTECDLLIAIGARFDDRVTGKLDTFAPKAKVIHFEIDPAEINKNRVV 336 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPL 106 
            VSV GDV ++L  +  +   R    +     W N++   K  FPL 
Sbjct: 337 EVSVLGDVGISLVKLLDLSNQRKTNPRTS--QWLNKIKNWKNNFPL 380 
 
 
>ref|YP_684797.1| acetolactate synthase, large subunit [uncultured methanogenic 
           archaeon RC-I] 
 emb|CAJ35471.1| acetolactate synthase, large subunit [uncultured methanogenic 
           archaeon RC-I] 
          Length = 566 
 
 Score =  105 bits (263), Expect = 8e-22,   Method: Compositional matrix adjust. 
 Identities = 56/109 (51%), Positives = 73/109 (66%), Gaps = 6/109 (5%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YANY++   DLL+A G RF DRVTGKLE+FA  AKIVHIDID AE+GKN    
Sbjct: 259 MLGMHGTRYANYSIIDCDLLIAIGARFSDRVTGKLESFAPNAKIVHIDIDPAEMGKNVKV 318 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGV-WRNELNVQKQKFPLSF 108 
            V + GD K+ L+ +   L     +LKL     W  ++++ K+++PL F 
Sbjct: 319 DVPIVGDAKVILKKIISTL-----KLKLPKSAEWLKKIDLWKREYPLDF 362 
 
 
>ref|YP_293049.1| acetolactate synthase 3 catalytic subunit [Prochlorococcus marinus 
           str. NATL2A] 



 
 
 Plant Science L. L. C.  BASF Reg. Doc. No. 2008/7019371 

BASF Plant Science Report No. BPS-015-08  Page 268 of 268 

 gb|AAZ59346.1| acetolactate synthase, large subunit [Prochlorococcus marinus str. 
           NATL2A] 
          Length = 582 
 
 Score =  105 bits (263), Expect = 8e-22,   Method: Compositional matrix adjust. 
 Identities = 53/106 (50%), Positives = 68/106 (64%), Gaps = 2/106 (1%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           MLGMHGT YAN+AV   DLL+A G RFDDRVTGKL+ FA +AK++H +ID AEI KN+   
Sbjct: 277 MLGMHGTAYANFAVTECDLLIAIGARFDDRVTGKLDTFAPKAKVIHFEIDPAEINKNRVV 336 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPL 106 
            VSV GDV ++L  +  +   R    +     W N++   K  FPL 
Sbjct: 337 EVSVLGDVGISLVKLLDLSNQRKTNPRTS--QWLNKIKNWKNNFPL 380 
 
 
>ref|NP_961972.1| acetolactate synthase 1 catalytic subunit [Mycobacterium avium 
           subsp. paratuberculosis K-10] 
 gb|AAS05586.1| IlvB_1 [Mycobacterium avium subsp. paratuberculosis K-10] 
          Length = 622 
 
 Score =  105 bits (263), Expect = 8e-22,   Method: Compositional matrix adjust. 
 Identities = 52/108 (48%), Positives = 69/108 (63%) 
 
Query: 1   MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP 60 
           M GMHGTV A  A++ SDLL+A G RFDDRVTGKL+ FA  AK++H DID AEIGKN+   
Sbjct: 293 MPGMHGTVAAVAALQRSDLLIALGTRFDDRVTGKLDTFAPEAKVIHADIDPAEIGKNRHA 352 
 
Query: 61  HVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSF 108 
            V + GDVK  +  + ++L +      LD   W   L+  +  +PLS+ 
Sbjct: 353 DVPIVGDVKAVIAELVEMLRHDGAPGNLDIADWWAYLDDVQSTYPLSY 400 
 
 
  Database: All non-redundant GenBank CDS 
  translations+PDB+SwissProt+PIR+PRF excluding environmental samples 
  from WGS projects 
    Posted date:  Oct 26, 2008  5:54 PM 
  Number of letters in database: 2,468,333,968 
  Number of sequences in database:  7,155,275 
   
Lambda     K      H 
   0.321    0.138    0.420  
 
Gapped 
Lambda     K      H 
   0.267   0.0410    0.140  
 
Matrix: BLOSUM62 
Gap Penalties: Existence: 11, Extension: 1 
Number of Sequences: 7155275 
Number of Hits to DB: 808,283,659 
Number of extensions: 31473911 
Number of successful extensions: 70461 
Number of sequences better than  1.0: 1926 
Number of HSP's gapped: 70594 
Number of HSP's successfully gapped: 1926 
Length of query: 166 
Length of database: 2,468,333,968 
Length adjustment: 124 
Effective length of query: 42 
Effective length of database: 1,581,079,868 
Effective search space: 66405354456 
Effective search space used: 66405354456 
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: 82 (36.2 bits) 




