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ABBREVIATIONS AND DEFINITIONS

acetohydroxyacid synthase enzyme

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

wild-type Arabidopsis thaliana acetohydroxyacid synthase large
subunit gene; also referred to in the literature as CSR/
imidazolinone-tolerant Arabidopsis thaliana acetohydroxyacid
synthase large subunit protein bearing two mutations (R272K,
S653N)

protein-protein Basic Local Alignment Search Tool

blocks substitution matrix

Food Allergy Research and Resource Program

expect value

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

immunoglobulin E

National Center for Biotechnology Information (United States of
America)

arginine residue at position 272 of Arabidopsis thaliana
acetohydroxyacid synthase large subunit replaced with lysine
reverse-transcription polymerase chain reaction

serine residue at position 653 of Arabidopsis thaliana
acetohydroxyacid synthase large subunit replaced with asparagine
wild-type Arabidopsis thaliana SEC6 1y-subunit gene

wild-type Arabidopsis thaliana SEC61y-subunit protein
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BIOINFORMATICS ANALYSIS OF DEDUCED AMINO ACID SEQUENCES OF
ARABIDOPSIS THALIANA ahasl AND SEC61y FROM HERBICIDE-TOLERANT
SOYBEAN BPS-CV127-9 FOR ALLERGENICITY AND TOXICITY
POTENTIAL

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 Pvull fragment of transformation plasmid pAC321. The
Pvull fragment of pAC321 includes what, at the time of transformation, was defined as
the wild-type Arabidopsis AHASL promoter, the mutant Arabidopsis ahas! (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 csr/-2 (Sathasivan et al., 1990; Jander et al.,
2003). In addition to the S653N mutation, a second mutation was discovered in the
Arabidopsis ahas! 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 SEC61y -
subunit gene (Arabidopsis Genome Initiative locus code At3g48570), including the entire
Arabidopsis SEC61y coding sequence. In this study, the deduced amino acid sequences
of ahasl (R272K, S653N) and SEC61y from A. thaliana were subjected to bioinformatics
analyses to assess their allergenicity and toxicity potential. These analyses confirmed
that the two proteins do not share immunologically relevant amino acid sequence
segments or structure with known allergens or have sequence homology to known protein
toxins. Thus, the bioinformatics analyses of the Arabidopsis ahasl (R272K, S653N) and
SEC61y-subunit proteins encoded 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 Pvull fragment of transformation vector
pAC321. The Pvull fragment includes what, at the time of transformation, was defined
as the wild-type Arabidopsis AHASL promoter, the herbicide-tolerant Arabidopsis ahas!
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coding sequence, and the wild-type Arabidopsis AHASL terminator. In addition to the
S653N mutation, a second mutation was discovered in the ahas/ 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 SEC6!j-subunit gene (Arabidopsis Genome
Initiative locus code At3g48570), including the entire Arabidopsis SEC61y coding
sequence.

Acetohydroxyacid synthase (AHAS) is found ubiquitously in the plant kingdom. The
AHAS enzyme catalyzes the first step in the biosynthesis of branched-chain amino acids
in plants. In conventional 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 a and y subunits, are found in all organisms (Osborne et al.,
2005). Although the SEC61y~subunit transcript is detectable in BPS-CV127-9 by
reverse-transcription polymerase chain reaction (RT-PCR) analysis (Shen, 2007), the
SEC61y-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 SEC61y. The purpose of this study was to
conduct a bioinformatics analysis of these two protein sequences as part of a weight-of-
evidence assessment of the potential allergenicity and toxicity of the proteins 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
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.
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The GenBank non-redundant peptide sequence database was utilized for all
bioinformatics assessments of potential toxicity. 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.

Database search for eight-amino acid regions of identity. Each protein 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
protein 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 a submitted protein and a known allergen will be identified by this search.

This eight-amino acid search was originally suggested based on the concept that eight or
more amino acids is a representative minimal size for an IgE-binding epitope (Metcalfe et
al., 1996). Bannon and Ogawa (2006) compiled a list of characterized linear IgE-binding
epitopes from major allergens and, although one epitope from a wheat -5 gliadin was
only four amino acids long, the majority of characterized epitopes were indeed eight
amino acids or longer. However, this search does not detect conformational epitopes
which are formed when non-linear amino acids are brought together by the higher-order
folding of the protein. Moreover, the utility of such an eight-amino acid analysis has
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. The deduced
amino acid sequence of ahasl (R272K, S653N) was subdivided into all possible
overlapping 80-amino acid segments while the deduced amino acid sequence of SEC61y
was analyzed as a single intact sequence since it was shorter than 80 amino acids. Each
of these 80-amino acid segments or, in the case of SEC61y, 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 protein sequence was analyzed incrementally in 80 amino acid segments,
the query length for each of the ahasl (R272K, S653N) analyses was 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 SEC61y, which has a
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

BASF Plant Science Report No. BPS-014-08 Page 8 of 239



BASF

The Chemical Company

Plant Science L. L. C. BASF Reg. Doc. No. 2008/7019294
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 8§0. A
query protein 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 protein being allergenic (Codex, 2003).

Database search for homology to known protein toxin sequences. Each protein 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 protein sequence
[either ahas]l (R272K, S653N) or SEC61y] 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 ahasl (R272K, S653N) 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 123 proteins in the GenBank non-redundant
database had an E value less than one when SEC61y was used as a query sequence.
Descriptions of these 123 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 submitted protein
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 analyzed
proteins did not show 35% or greater identity over 80 amino acids to any potential
allergens found in the FARRP Allergen Protein Database. The allergen homology search
results for the ahasl (R272K, S653N) 80-amino acid segment which showed the highest
homology to a known or potential allergen are shown in Appendix 1. The allergen
homology search results for SEC61y are also shown in Appendix 1.

Database search for homology to known protein toxin sequences. The submitted protein
sequences did not show significant homology to proteins that are toxic to humans as
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listed in the United States Code of Federal Regulations (40 CFR Part 725.421). The
toxin homology search results are shown in Appendix 2.

CONCLUSIONS

The transgene insert of BPS-CV127-9 contains the coding sequences for two proteins
from A. thaliana: ahasl (R272K, S653N) and SEC61y. In this study, the two protein
sequences were subjected to a bioinformatics analysis as part of a weight-of-evidence
assessment of the potential allergenicity and toxicity of the proteins encoded within the
BPS-CV127-9 transgene insert sequence. Neither sequence showed significant
homology to a known protein toxin as defined in the United States Code of Federal
Regulations (40 CFR Part 725.421). Neither sequence showed 35% or greater identity
over 80 amino acids to a potential allergen. And finally, neither sequence shared a
sequence of eight or more consecutive identical amino acids with a potential allergen.
Thus, the bioinformatics analyses of the ahasl (R272K, S653N) and SEC61y-subunit
proteins encoded within the BPS-CV127-9 transgene insert sequence do not provide any
indication of a potential allergenicity or toxicity concern.
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RECORDS RETENTION

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

STUDY PERSONNEL

Bioinformatics scripts utilized for the work reported herein were written by
, Ph.D., and , M.S., BASF Plant Science L. L. C., 26 Davis Drive,
Research Triangle Park, North Carolina 27709.
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Figure 1. Deduced Amino Acid Sequence of Arabidopsis ahasl (R272K, S653N)

The deduced amino acid sequence of ahasl (R272K, S653N) from BPS-CV127-9 is
shown below.

51
101
151
201
251
301
351
401
451
501
551
601
651

MAAATTTTTT
RRGIKSSSPS
DILVEALERQ
AEGYARSSGK
IGTDAFQETP
LVDVPKDIQQ
KPVLYVGGGC
MHGTVYANYA
IGKNKTPHVS
FPLSFKTFGE
PRQWLSSGGL
IRVENLPVKV
MLLFAAACGI
IPNGGTFNDV

SSSISFSTKP
SISAVLNTTT
GVETVFAYPG
PGICIATSGP
IVEVTRSITK
QLAIPNWEQA
LNSSDELGRF
VEHSDLLLAF
VCGDVKLALQ
ATPPQYAIKV
GAMGFGLPAA
LLLNNQHLGM
PAARVTKKAD
ITEGDGRIKY
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SPSSSKSPLP
NVTTTPSPTK
GASME IHQAL
GATNLVSGLA
HNYLVMDVED
MKLPGYMSRM
VELTGIPVAS
GVRFDDRVTG
GMNKVLENRA
LDELTDGKAI
1GASVANPDA
VMQWEDRFYK
LREAIQTMLD

I SRFSLPFSL
PTKPETFISR
TRSSSIRNVL
DALLDSVPLV
IPRI IEEAFF
PKPPEDSHLE
TLMGLGSYPC
KLEAFASRAK
EELKLDFGVW
1 STGVGQHQM
1VVDIDGDGS
ANRAHTFLGD
TPGPYLLDVI

NPNKSSSSSR
FAPDQPRKGA
PRHEQGGVFA
A1TGQVPRRM
LATSGRPGPV
QIVRLISESK
DDELSLHMLG
IVHIDIDSAE
RNELNVQKQK
WAAQFYNYKK
FIMNVQELAT
PAQEDE IFPN
CPHQEHVLPM
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Figure 2. Deduced Amino Acid Sequence of Arabidopsis SEC61y
The deduced amino acid sequence of SEC61y from BPS-CV127-9 is shown below.

1 MEAIDSAIDP LRDFAKSSVR LVQRCHKPDR KEFTKVAVRT AlIGFVVMGFV
51 GFFVKLVFIP INNIIVGSS
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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 ahasl (R272K, S653N) or the entire 69-amino acid sequence of
SEC61y as the query sequence is shown below in Appendix 1.

The highest observed percent identity to a known or putative allergen for any 80-amino
acid segment of ahasl (R272K, S653N) was 33.75%. Four different 80-amino acid
segments from ahasl (R272K, S653N) shared 33.75% identity with the putative allergen
Tyr p 13 [GenlInfo identifier (GI): 51860756], a putative fatty acid-binding protein from
the mite 7yrophagus putrescentiae (Jeong et al., 2005). Only the FASTA search result
from the first of these four 80-amino acid segments of ahasl (R272K, S653N),
corresponding to amino acids 352 through 431, is shown here in Appendix 1. The ahasl
(R272K, S653N) alignment which shows 33.75% identity is highlighted in yellow on
page 16; this alignment contained 27 identical amino acids over the length of the 80-
amino acid ahasl segment.

When the entire 69-amino acid SEC61y sequence was used as the query sequence in a
FASTA analysis, the highest observed percent identity to a known or putative allergen
was 18.75%. In this alignment, highlighted in yellow on page 25, SEC61y shared 15
identical amino acids with allergen Ole e 1 from Olea europaea (common olive), (GI
number: 1362130), (Villalba et al., 1994). Because the query length was normalized to
80 amino acids to determine the percent identity, the calculated percent identity for this
alignment is 15/80 or 18.75%.

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

ahasl .R272K.S653N 352-431, 80 aa
vs /n/na4d/bioinfo/refsets/PUB_AllergenOnlinel2Dec2007_V8.fasta library

292011 residues in 1313 sequences

Expectation_n fit: rho(In(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
i |51860756 gi |51860756|gb|AAU11502 ( 131) 56 21.8 3.8 0.346 0.551 78
i |60280823 gi |60280823|gb|AAX18304 ( 159) 56 21.9 4.2 0.228 0.632 57
gi | 60280825 gi |60280825|gh|AAX18305 ( 159) 56 21.9 4.2 0.228 0.632 57
0i | 14285797 gi|14285797|sp|061379.1 ( 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
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gi 125995171 gi|125995171|dbj |BAF47 ( 284) 57 22.6 4.6 0.269 0.615 52
0i | 14285796 gi]|14285796]sp|044119.1 ( 284) 57 22.6 4.6 0.269 0.615 52
i 19338630 gi|19338630|gb|AAL86739 ( 448) 58 23.2 4.8 0.230 0.557 61
i |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 @i |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 @i |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

>>>ahasl .R272K.S653N_352-431, 80 aa vs
/n/nad/bioinfo/refsets/PUB_AllergenOnlinel2Dec2007_V8.fasta library

>>gi 60280803 gi |60280803|gb]AAX18294.1] major allergen (160 aa)

initn: 26 initl: 26 opt: 59 Z-score: 94.9 bits: 22.8 EQQ: 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
10 20 30 40 50
ahasl . HGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHID IDSAE IGKNKT
gi]602 EGSQYGYVKQRVNGIDKDNFTYSYSMIEGDTLSDKLEKITYETKLI-ASPDGGSIIKT-T
70 80 90 100 110
60 70 80

ahasl. PHVSVCGDVKLALQGMNKVLENRAE

120 130 140 150 160

>>gi | 51860756 gi|51860756]|gb|AAU11502.1] fatty acid-bidi (131 aa)

initn: 34 initl: 34 opt: 56 Z-score: 91.1 bits: 21.8 E(Q: 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
ahasl. HGTVYANYAVEHSDLLLAF----GVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTP

10 20 30 40 50

60 70 80
ahasl. HVSVCGDVKLALQGMNKVLENRAE

60 70 80 90 100 110

gi |518 LTVTATVNGVTSVRFYKRQ
120 130

>>gi 60280823 gi |60280823|gb]AAX18304.1] major allergen (159 aa)

initn: 24 initl: 24 opt: 56 Z-score: 90.3 bits: 21.9 EQ: 4.2
Smith-Waterman score: 56; 22.807% identity (63.158% similar) in 57 aa overlap
(10-66:75-128)
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gi|602 MGVLTYETEYASVIPPARLYNALVLDADNLIPKIAPQAVKTVEILEGDGGVGT IKKVSFG
10 20 30 40 50 60

10 20 30 40 50
ahasl . HGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK IVH 1D IDSAE I GKNKT
gi | 602 EGSEYSYVKHKVEG IDKDNFVYSYNL IEGDAISDKIEKISYEIKLVASG--SGS I IKNIS
70 80 90 100 110

60 70 80
ahasl. PHVSVCGDVKLALQGMNKVLENRAE
gi]602 -HYHTKGDVE IKEEHVKAGKERAHGLFKL IENHLVANPDAYN
120 130 140 150

>>g1i 60280825 gi |60280825]gb]AAX18305.1] major allergen (159 aa)

initn: 24 initl: 24 opt: 56 Z-score: 90.3 bits: 21.9 EQ: 4.2
Smith-Waterman score: 56; 22.807% identity (63.158% similar) in 57 aa overlap
(10-66:75-128)

gi|602 MGVLTYETEYASVIPPARLYNALVLDADNLIPKIAPQAVKTVEILEGDGGVGT IKKVSFG

10 20 30 40 50 60
10 20 30 40 50
ahasl. HGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHID IDSAE IGKNKT
gi]602 EGSEYSYVKHKVEGIDKDNFVYSYSLIEGDAISDKIEKISYEIKLVASG--SGSIIKNIS
70 80 90 100 110
60 70 80

ahasl . PHVSVCGDVKLALQGMNKVLENRAE
gi |602 —~HYHTKGDVE I KEEHVKAGKERAHGLFKL IENHLVANPDAYN
120 130 140 150

>>gi | 14285797 gi | 14285797 |sp|061379.1|TPM_PANST Tropomyo (274 aa)

initn: 37 initl: 37 opt: 57 Z-score: 89.7 bits: 22.6 E(QQ: 4.6
Smith-Waterman score: 57; 26.923% identity (61.538% similar) in 52 aa overlap
(29-79:73-124)

10
ahasl. HGTVYANYAVEHSDLL
gi|142 MKLEKDNAMDRADTLEQQNKEANIRAEKAEEEVHNLQKRMQQLENDLDQVQESLLKANTQ

10 20 30 40 50 60
20 30 40 50 60 70

ahasl. LAFGVRFDDRVTGKLEAFASRAK IVHIDIDSAE I GKNK~TPHVSVCGDVKLALQGMNKVL
gi | 142 LEEKDKALSNAEGEVAALNRRIQLLEEDL ERSEERLNTATTKLAEASQAADESERMRKVL
70 80 90 100 110 120

80
ahasl. 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
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>>gi1]125995167 gi|125995167|dbj |BAF47267.1] tropomyosin (284 aa)

initn: 37 initl: 37 opt: 57 Z-score: 89.5 bits: 22.6 E(Q: 4.6
Smith-Waterman score: 57; 26.923% identity (61.538% similar) in 52 aa overlap
(29-79:83-134)

ahasl. HGTVYA
gi|125 MDAIKKKMQAMKLEKDNAMDKADTLEQQNKEANLRAEKTEEE IRANQKKSQLVENELDHA
10 20 30 40 50 60

10 20 30 40 50 60

ahasl. NYAVEHSDLLLAFGVREDDRVTGKLEAFASRAK IVH ID IDSAE IGKNK-TPHVSVCGDVK
gi|125 QEQLSAATHKLVEKEKAFANAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAA
70 80 90 100 110 120

70 80
ahasl. 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|125995169 gi]125995169|dbj |BAF47268.1] tropomyosin (284 aa)

initn: 37 initl: 37 opt: 57 Z-score: 89.5 bits: 22.6 E(Q: 4.6
Smith-Waterman score: 57; 26.923% identity (61.538% similar) in 52 aa overlap
(29-79:83-134)

ahasl. HGTVYA
gi]|125 MDAIKKKMQAMKLEKDNAMDRAHTLEQQNKEANLRAEKTEEE IRATQKKMQQIENELDHA
10 20 30 40 50 60

10 20 30 40 50 60

ahasl. NYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK IVHIDIDSAE I GKNK-TPHVSVCGDVK
gi|125 QEQLSAANTKLDEKEKALQNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAA
70 80 90 100 110 120

70 80
ahasl. 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 initl: 37 opt: 57 Z-score: 89.5 bits: 22.6 EQQ: 4.6
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Smith-Waterman score: 57; 26.923% identity (61.538% similar) in 52 aa overlap
(29-79:83-134)

ahasl. HGTVYA
gi|266 MDAIKKKMQAMKLEKDNAMDRADTLEQQNKEAN IRAEKSEEEVHNLQKRMQQLENDLDQV
10 20 30 40 50 60

10 20 30 40 50 60

ahasl. NYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK-TPHVSVCGDVK
gi]266 QESLLKANTQLEEKDKALSNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAA
70 80 90 100 110 120

70 80
ahasl. LALQGMNKVLENRAE

gi]266 DESERMRKVLENRSLSDEERMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAE
130 140 150 160 170 180

gi]266 ERAETGESKIVELEEELRVVGNNLKSLEVSEEKANQREEAYKEQIKTLANKLKAAEARAE
190 200 210 220 230 240

gi]266 FAERSVQKLQKEVDRLEDELVNEKEKYKSITDELDQTFSELSGY
250 260 270 280

>>gi]|125995171 gi]125995171|dbj |BAF47269.1] tropomyosin (284 aa)

initn: 37 initl: 37 opt: 57 Z-score: 89.5 bits: 22.6 E(QQ: 4.6
Smith-Waterman score: 57; 26.923% identity (61.538% similar) in 52 aa overlap
(29-79:83-134)

ahasl. HGTVYA
gi|125 MDAIKKKMQAMKLEKDNAMDRAHTLEQQNKEANLRAEKTEEE IRATQKKMQQIENELDHA
10 20 30 40 50 60

10 20 30 40 50 60

ahasl. NYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK-TPHVSVCGDVK
gi]125 QEQLSAANTKLDEKEKALQNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAA
70 80 90 100 110 120

70 80
ahasl. 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|044119._1|TPM_HOMAM Tropomyo (284 aa)

initn: 37 initl: 37 opt: 57 Z-score: 89.5 bits: 22.6 E(QQ: 4.6
Smith-Waterman score: 57; 26.923% identity (61.538% similar) in 52 aa overlap
(29-79:83-134)
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ahasl . HGTVYA
gi]|142 MDAIKKKMQAMKLEKDNAMDRADTLEQQNKEANIRAEKTEEE IR I THKKMQQVENELDQV
10 20 30 40 50 60
10 20 30 40 50 60

ahasl. NYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK-TPHVSVCGDVK
gi 142 QEQLSLANTKLEEKEKALQNAEGEVAALNRRIQLLEEDLERSEERLNTATTKLAEASQAA
70 80 90 100 110 120

70 80
ahasl. 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

>>gi]19338630 gi]19338630]gb]AAL86739.1]AF441864_1 48-kD (448 aa)

initn: 63 initl: 40 opt: 58 Z-score: 89.2 bits: 23.2 E(Q: 4.8
Smith-Waterman score: 58; 22.951% identity (55.738% similar) in 61 aa overlap
(2-59:277-337)

gi | 193 MLPKEDPELKKCKHKCRDERQFDEQQRRDGKQ I CEEKARERQQEEGNSSEESYGKEQEEN

10 20 30 40 50 60

gi]193 PYVFQDEHFESRVKTEEGRVQVLENFTKRSRLLSGIENFRLAILEANPHTFISPAHFDAE
70 80 90 100 110 120

gi]193 LVLFVAKGRATITMVREEKRESFNVEHGD I IRIPAGTPVYMINRDENEKLFIVKILQPVS
130 140 150 160 170 180

gi]193 APGHFEAFYGAGGEDPESFYRAFSWEVLEAALKVRREQLEKVFGEQSKGSIVKASREKIR
190 200 210 220 230 240

10 20
ahasl . HGTVYANYAVEHSDLL-LAFGVRFD
gi]193 ALSQHEEGPPRIWPFGGESSGP INLLHKHPSQSNQFGRLYEAHPDDHKQLQDLDLMVSFA
250 260 270 280 290 300
30 40 50 60 70 80

ahasl. DRVTGKLEA--FASRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAE

gi]193 NITKGSMAGPYYNSRATKISVVVEGEGFFEMACPHLSSSSGSYQKISARLRRGVVFVAPA
310 320 330 340 350 360

gi]193 GHPVAVIASQNNNLQVLCFEVNAHGNSRFPLAGKGN I'VNEFERDAKELAFNLPSREVERI
370 380 390 400 410 420

gi | 193 FKNQDQAFFFPGPNKQQEEGGRGGRAFE
430 440

>>gi1 60280827 gi |60280827|gb]AAX18306.1] major allergen (159 aa)

initn: 24 initl: 24 opt: 54 Z-score: 87.2 bits: 21.4 E(QQ: 6.2
Smith-Waterman score: 54; 21.429% identity (64.286% similar) in 70 aa overlap
(10-79:75-140)
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gi]602 MGVLTYETEYASVIPPARLYNALVLDADNLIPKIAPQAVKTVEILEGDGGVGT IKKVSFG

10 20 30 40 50 60
10 20 30 40 50
ahasl . HGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK IVHID I DSAE I GKNKT
gi |602 EGSEYSYVKHKVEG IDKDNFVYSYSL IEGDAISDKIQKISYE IKLVASG--SGSI IKNIS
70 80 90 100 110
60 70 80

ahasl. PHVSVCGDVKLALQGMNKVLENRAE
gi |602 —HYHTKGDVE I KEENV-KAGKERAHGLFKL I ENHLVANPDAYN
120 130 140 150

>>gi1]2739154 gi]2739154|gb]|AAC67308.1] 22.6 kDa tegument (191 aa)
initn: 31 initl: 31 opt: 54 Z-score: 86.5 bits: 21.5 E(QQ: 6.9

Smith-Waterman score: 54; 29.825% identity (52.632% similar) in 57 aa overlap

(22-73:54-110)

10 20
ahasl. HGTVYANYAVEHSDLLLAFGVRFDDRVT
gi|273 MATTEYRLSLMEQFIRAFIEIDKDNNEL IDKQELTKYCQQNQMDMKQIDPWIARFDTDKD
10 20 30 40 50 60
30 40 50 60 70 80

ahasl. GK--LEAFASR--AKIVHIDIDSAEIGKNKTPHVSVCG-DVKLALQGMNKVLENRAE

gi]273 GKVSLEEFCRGFGLKVWEVRREKEELKKDKEGKVSTLPLDIQI IAATMSKAKQYNICCKF
70 80 90 100 110 120

gi]273 KELLDKTSRTGDEVRAVANDLKAFLDSEYGRVWQV I ILTGSYWMNFSHEPFLSMQFKYSN
130 140 150 160 170 180

gi|273 YVCLLWRTPSS
190

>>gi1]1531589 gi]1531589|gb]|AAB09632.1] allergen [Peripla (631 aa)
initn: 45 initl: 45 opt: 57 Z-score: 86.3 bits: 23.2 EQ): 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
ahasl. HGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTPHVSYV
gi]153 DIGDHYDIE-ANIGHYKYPHVVK

10 20

70 80
ahasl. CGDVKLALQGMNKVLENRAE

gi]153 NFISYYKKGLLPRGEPFSVYYEKHREQAIKLFELFFAANDYDTFYKTACWARDRVNEGMF
30 40 50 60 70 80

gi]153 MYALTVAAFHREDTKDLVLPPPYEVNPYLFVEDDVIQQAYKYWTKESGTDKHVEHV IPVN
90 100 110 120 130 140

gi]153 FTARSQEDLVAYFREDVDLNAFNMYFRY IYPSWFENTTLYGKSFDRRGEQFYYTYHQIYAR
150 160 170 180 190 200
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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 KAQDVYVRIFLGPKYDSLGHECELDERRHYFVEMDRFVHKVEAGKTVIERKSHDSSI1SD
450 460 470 480 490 500

gi]153 SHDSYRNLFKKVSDALQEKDQYY IDKSHKYCGYPENLLLPKGKKGGQTFTFYVIVTPYVK
510 520 530 540 550 560

gi]153 QDEHDFEPYHYKAFSYCGVGHGRKYPDDKPLGFPFDRKIHDYDFYTPNMYFKDVV IFHKK
570 580 590 600 610 620

gi | 153 YDEVHDVTH
630

>>qi| 729764 gi]|729764]sp|P40918.1|HSP70_CLAHE Heat shock (643 aa)
initn: 31 initl: 31 opt: 57 Z-score: 86.3 bits: 23.2 EQ):

7

Smith-Waterman score: 57; 23.729% identity (59.322% similar) in 59 aa overlap

(2-60:10-65)

10 20 30 40 50
ahasl . HGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK IVHID IDSAE 16K
gi|729 MAPAIGIDLGTTYSCVGIYRDDRIEI IANDQGNRTTPSFVAFTDTERL IG---DSAKNQV

10 20 30 40 50
60 70 80

ahasl. NKTPHVSVCGDVKLALQGMNKVLENRAE

gi|729 AINPHN%QFDAKRLIGRKFQDAEVQADMKHFPFKVIEKAGKPVTQVEFKGETKDFTPEEI
60 70 80 90 100 110

gi]729 SSMILTKMRETAESYLGGTVNNAVITVPAYFNDSQRQATKDAGL IAGLNVLRIINEPTAA
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 TIPTKKSETFSTFSDNQPGVLIQVFEGERARTKD INLMGKFELSGIRPAPRGVPQIEVTF
420 430 440 450 460 470

gi | 729 DLDANGIMNVSALEKGTGKTNKIVITNDKGRLSKEE IERMLADAEKYKEEDEAEAGRIQA
480 490 500 510 520 530
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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 initl: 29 opt: 53 Z-score: 85.2 bits: 21.1 EQ): 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
ahasl. HGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTPHVSYV

gi]261 MKLSFSLCIFFFNLLLLLQAVISADIVQGTCKKVAQRSPNVNYDFCVKSLGADPKSHTA-
10 20 30 40 50

70 80
ahasl. CGDVKLALQGMNKVLENRAE
gi]261 --D----LQGLGVISANLAIQHGSKIQTFIGRILKSKVDPALKKYLNDCVGLYADAKSSYV
60 70 80 90 100 110

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 initl: 34 opt: 54 Z-score: 84.2 bits: 21.9 EQQ: 9.2
Smith-Waterman score: 54; 26.000% identity (56.000% similar) in 50 aa overlap
(4-53:169-214)

gi|729 FVYMKREPLRFRDITVEGNENAY IKNGKLHLSLMDPSTLSLVTKADGKIDMTVDLISPVTK

10 20 30 40 50 60
gi]729 RASLKIDSKKYNLFHEGELSASIVNPRLSWHQYTKRDSREYKSDVELSLRSSDIALKITM
70 80 90 100 110 120

10
ahasl . HGTVYANYAVEHSDL
gi]729 PDYNSKIHYSRQGDQINMDIDGTLIEGHAQGT IREGKIHIKGRQTDFEIESNYRYEDGKL
130 140 150 160 170 180

20 30 40 50 60 70

ahasl. LLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVL

gi]729 11E-PVKSEN---GKLEGVLSRKVPSHLTLETPRVKMNMKYDRYAPVKVFKLDYDG IHFE
190 200 210 220 230

80
ahasl. ENRAE

gi|729 KHTDIEYEPGVRYKI IGNGKLKDDGRHYSI1DVQGIPRKAFNLDADLMDFKLKVSKPEDSN
240 250 260 270 280 290

gi]729 KAQFSYTFNEYTETEEYEFDPHRAYYVNWLSSIRKY IQNFIVEDN
300 310 320 330 340
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>>gi| 7024506 gi]|7024506|gb|AAF35431.1] heat stable aller (264 aa)

initn: 37 initl: 37 opt: 53 Z-score: 83.6 bits: 21.4 EQQ: 9.9
Smith-Waterman score: 53; 26.923% identity (59.615% similar) in 52 aa overlap
(29-79:83-134)

ahasl. HGTVYA
gi ]| 702 MDAIKKKMQAMKLEKDNAMDRADTLEQQNKEANLRAEKTEEE IRATQKKMQQVENELDQA
10 20 30 40 50 60

10 20 30 40 50 60

ahasl. NYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK IVHIDIDSAE I GKNK-TPHVSVCGDVK
gi | 702 QEQLSAANTKLDEKEKALQNAEGEVAALNRR IQLPEEDLERSEERLNTATTKLAEASQAA
70 80 90 100 110 120

70 80
ahasl. LALQGMNKVLENRAE

gi]702 DESéRMRKVLENRSLSDEERMDALENQLKEARFLAEEADRKYDEVARKLAMVEADLERAE
130 140 150 160 170 180

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 initl: 31 opt: 50 Z-score: 83.6 bits: 19.7 EQQ: 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
ahasl. HGTVYANYAVEHSDLLLAFGVRFDDRVTGKL--EAFASRAKIVHIDIDS--AEIGKNKTP

gi|598  MADATEKAEHDRIFKKFDANGDGK I SASELGDALKNLGSVTHDD 1KRMMAE 1DTDGDG
10 20 30 40 50

60 70 80
ahasl. HVSV--CGDVKLALQGMNKVLENRAE
i |598 YISYQEFSDFASANRGLMKDVAKIF

60 70 80

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

initn: 31 initl: 31 opt: 50 Z-score: 83.6 bits: 19.7 EQQ: 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
ahasl. HGTVYANYAVEHSDLLLAFGVRFDDRVTGKL--EAFASRAKIVHIDIDS--AEIGKNKTP

gi|598 MADATEKAEHDR I FKKFDANGDGK I SASELGDALKNLGSVTHDD IKRMMAE IDTDGDG
10 20 30 40 50

60 70 80

ahasl . HVSV-—CGDVKLALQGMNKVLENRAE

i |598 Y1SYQEFSDFASANRGLMKDVAK IF
60 70 80

BASF Plant Science Report No. BPS-014-08 Page 24 of 239



BASF

The Chemical Company
Plant Science L. L. C. BASF Reg. Doc. No. 2008/7019294

80 residues in 1 query sequences

292011 residues in 1313 library sequences

Scomplib [34.26]

start: Fri Dec 5 18:19:28 2008 done: Fri Dec 5 18:19:29 2008
Total Scan time: 0.110 Total Display time: 0.050

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

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

SEC6lgamma, 69 aa
vs /n/na4/bioinfo/refsets/PUB_AllergenOnlinel2Dec2007_V8.fasta library

292011 residues in 1313 sequences

Expectation_n fit: rho(In(x))= 4.1578+/-0.00347; mu= 4.8928+/- 0.182
mean_var=40.0471+/-12.490, 0O"s: 11 Z-trim: 11 B-trim: 76 in 1/43
Lambda= 0.202670

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 | 1362130 gi |1362130]pir]||F53806 m ( 136) 54 22.4 2.2 0.366 0.537 41
i |633938 gi |633938|gb|AAB30434.1] ( 265) 54 22.6 3.9 0.500 0.615 26
i | 548449 @i |548449|sp|Q06478.1]PAL ( 317) 53 22.3 5.5 0.200 0.629 35
gi |897647 @i |897647|gb|AAB48072.1] ( 336) 52 22.0 7.1 0.237 0.579 38
gi |3319897 gi |3319897 |emb|CAA76841. ( 585) 54 22.7 7.5 0.500 0.615 26
i |6687188 gi |6687188|emb|CAB64867. ( 608) 54 22.8 7.8 0.500 0.615 26
i | 14423833 gi|14423833|sp|QoUeW0.1 ( 301) 51 21.7 7.9 0.206 0.618 34
gi|13195753 gi|13195753|gb|AAB32652 ( 130) 47 20.4 8.8 0.341 0.512 41
gi | 1336811 gi|1336811]gb|AAB36119.1 ( 25) 40 17.9 9 0.667 0.750 12
0i 1362133 gi|1362133|pir]|G53806 m ( 136) 47 20.4 9.1 0.341 0.512 41
gi | 1709545 gi |1709545]|sp|P51528.1|P ( 300) 50 21.4 9.7 0.237 0.579 38

>>>SEC61gamma, 69 aa vs
/n/nad/bioinfo/refsets/PUB_AllergenOnlinel2Dec2007_V8.fasta library

>>0gi1|1362130 gi]|1362130|pir]||F53806 major allergen OLE19 (136 aa)

initn: 47 initl: 47 opt: 54 Z-score: 95.3 bits: 22.4 EQQ: 2.2
Smith-Waterman score: 54; 36.585% identity (53.659% similar) in 41 aa overlap
(8-47:18-58)

10 20 30 40
SEC61g MEA1DSA I DPLRDFAK-SSVRLVQRCHKPDRKEFTKVAVRTA I GFVVMGF
gi|136 QFHIQGQVYCDTCRAGF INELSEF IPGASVRLQCREKKNGD I TFTEVGYTRAEGLYSMLY
10 20 30 40 50 60

50 60

SEC61g VGFFVKLVFIPINNIIVGSS

gi]136 ERDHKNEFCEITLISSGRKDCNEIPIEGWAKPSLKFILNTVNGTTRT INPLGFYKKEALP
70 80 90 100 110 120

gi]136 KCAQVYNKLGMYPPNM
130
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>>gi1]633938 gi]633938]gb|AAB30434.1] albumin [Canis fami (265 aa)

initn: 53 initl: 53 opt: 54 Z-score: 90.9 bits: 22.6 E(QQ: 3.9
Smith-Waterman score: 54; 50.000% identity (61.538% similar) in 26 aa overlap
(12-36:19-44)

10 20 30 40 50
SEC61g MEAIDSA I DPLRDF -AKSSVRLVQRCHKPDRKEFTKVAVRTA I GFVVMGFVGF
i 633 LSSAKERFKCASLQKFGDRAFKAWSVARL SQRFPKADFAE I SKVWTDLTKVHKECCHGDL
10 20 30 40 50 60

60

SEC61g FVKLVFIPINNIIVGSS

gi]633 LECADDRADLAKYMCENQDSISTKLKECCDKPVLEKSQCLAEVERDELPGDLPSLAADFV
70 80 90 100 110 120

gi]633 EDKEVCKNYQEAKDVFLGTFLYEYSRRHPEYSVSLLLRLAKEYEATLEKCCATDDPPTCY
130 140 150 160 170 180

gi]633 AKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVSTPTLVVEVSRK
190 200 210 220 230 240

gi]633 LGKVGTKCCKKPESERMSCADDFLS
250 260

>>gi]548449 gi]|548449]|sp]|Q06478.1]PA11_DOLMA Phospholipa (317 aa)

initn: 48 initl: 48 opt: 53 Z-score: 88.2 bits: 22.3 E(QQ: 5.5
Smith-Waterman score: 53; 20.000% identity (62.857% similar) in 35 aa overlap
(32-66:53-87)

10 20 30
SEC61g MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVR
gi]548 RLIMFVGDPSSSNELDRFSVCPFSNDTVKMIFLTRENRKHDFYTLDTMNRHNEFKKSIIK
10 20 30 40 50 60
40 50 60

SEC61g TAIGFVVMGFVGFFVKLVFIPINNIIVGSS
gi]548 RPVVFITHGFTSSATEKNFVAMSEALMHTGDFL I IMVDWRMAACTDEYPGLKYMFYKAAV
70 80 90 100 110 120

gi]548 GNTRLVGNFIAMIAKKLVEQYKVPMTNIRLVGHSLGAHISGFAGKRVQELKLGKFSELIG
130 140 150 160 170 180

gi]548 LDPAGPSFKKNDCSERICETDAHYVQILHTSSNLGTERTLGTVDFY INNGSNQPGCRY11
190 200 210 220 230 240

gi|548 GETCSHTRAVKYFTECIRRECCLIGVPQSKNPQPVSKCTRNECVCVGLNAKKYPKRGSFY
250 260 270 280 290 300

gi 548 VPVEAEAPYCNNNCGKII
310

>>gi|897647 gi|897647]|gb]AAB48072.1] allergen and phosph (336 aa)

initn: 51 initl: 51 opt: 52 Z-score: 86.2 bits: 22.0 EQQ: 7.1
Smith-Waterman score: 52; 23.684% identity (57.895% similar) in 38 aa overlap
(29-66:69-106)

10 20
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SEC61g MEAIDSAIDPLRDFAKSSVR
g1]897 MEENMNLKYLLLFVYFVQVLNCCYGHGDPLSYELDRGPKCPFNSDTVSI11ETRENRNRD

10 20 30 40 50 60

30 40 50 60

SEC61g LVQRCHKPDRKEFTKVAVRTAIGFVVMGFVGFFVKLVFIPINNIIVGSS
gi|897 LYTLQTLQNHPEFKKKTITRPVVFITHGFTSSASETNFINLAKALVDKDNYMVISIDWQT
70 80 90 100 110 120

gi]897 AACTNEAAGLKYLYYPTAARNTRLVGQY IATITQKLVKHYKISMANIRLIGHSLGAHASG
130 140 150 160 170 180

gi 1897 FAGKKVQELKLGKYSEI IGLDPARPSFDSNHCSERLCETDAEYVQIIHTSNYLGTEKTLG
190 200 210 220 230 240

gi]897 TVDFYMNNGKNQPGCGRFFSEVCSHSRAVIYMAECIKHECCLIGIPKSKSSQPISSCTKQ
250 260 270 280 290 300

gi 897 ECVCVGLNAKKYPSRGSFYVPVESTAPFCNNKGKI 1
310 320 330

>>gi 3319897 gi|3319897|emb|CAA76841_.1] albumin [Canis f (5685 aa)

initn: 53 initl: 53 opt: 54 Z-score: 85.7 bits: 22.7 EQQ: 7.5
Smith-Waterman score: 54; 50.000% identity (61.538% similar) in 26 aa overlap
(12-36:210-235)

gi|331 MDTYKSEIAHRYNDLGEEHFRGLVLVAFSQYLQQCPFEDHVKLAKEVTEFAKACAAEESG

10 20 30 40 50 60
gi |331 ANCDKSLHTLFGDKLCTVASLRDKYGDMADCCEKQEPDRNECFLAHKDDNPGFPPLVAPE
70 80 90 100 110 120
gi|331 PDRLCAAFQDNEQLFLGKYLYE IARRHPYFYAPELLYYAQQYKGVFAECCQAADKAACLG
130 140 150 160 170 180
10 20 30 40
SEC61g MEAIDSAIDPLRDF-AKSSVRLVQRCHKPDRKEFTKVAVRTA
i |331 PKTEALREKVLLSSAKERFKCASLOKFGDRAFKAWSVARLSQRFPKADFAE I SKVWTDLT
190 200 210 220 230 240

50 60

SEC61g 1GFVVMGFVGFFVKLVFIPINNIIVGSS

gi]331 KVHKECCHGDLLECADDRADLAKYMCENQDSISTKLKECCDKPVLEKSQCLAEVERDELP
250 260 270 280 290 300

gi]331 GDLPSLAADFVEDKEVCKNYQEAKDAFLGTFLYEYSRRHPEYSVSLLLRLAKEYEATLEK
310 320 330 340 350 360

gi|331 CCATDDPPTCYAKVLDEFKPLVDEPQNLVKTNCELFEKLGEYGFQNALLVRYTKKAPQVS
370 380 390 400 410 420

gi]331 TPTLVEVSRKLGKVGTKCCKKPESERMSCADDFLSVVLNRLCVLHEKTPVSERVTKCCSE
430 440 450 460 470 480

gi]331 SLVNRRPCFSGLEVDETYVPKEFNAETFTFHADLCTLPEAEKQVKKQTALVELLKHKPKA
490 500 510 520 530 540
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gi]|331 TDEQLKTVMGDFGAFVEKCCAAENKEGCFSEEGPKLVAAAQAALYV
550 560 570 580

>>gi1]6687188 gi]|6687188|emb]|CAB64867.1] albumin [Canis ¥ (608 aa)
initn: 53 initl: 53 opt: 54 Z-score: 85.5 bits: 22.8 E(): 7.8

Smith-Waterman score: 54; 50.000% identity (61.538% similar) in 26 aa overlap

(12-36:233-258)

gi|668 MKWVTFISLFFLFSSAYSRGLVRREAYKSEIAHRYNDLGEEHFRGLVLVAFSQYLQQCPF

10 20 30 40 50 60
gi]668 EDHVKLAKEVTEFAKACAAEESGANCDKSLHTLFGDKLCTVASLRDKYGDMADCCEKQEP
70 80 90 100 110 120
gi]668 DRNECFLAHKDDNPGFPPLVAPEPDALCAAFQDNEQLFLGKYLYEIARRHPYFYAPELLY
130 140 150 160 170 180
10
SEC61g MEAIDSAIDPLRDF-AKSS
gi]668 YAQQYKGVFAECCQAADKAACLGPKIEALREKVLLSSAKERFKCASLQKFGDRAFKAWSY
190 200 210 220 230 240
20 30 40 50 60

SEC61g VRLVQRCHKPDRKEFTKVAVRTAIGFVVMGFVGFFVKLVFIPINNIIVGSS

gi]1668 ARLSQRFPKADFAEISKVVTDLTKVHKECCHGDLLECADDRADLAKYMCENQDSISTKLK
250 260 270 280 290 300

gi|668 ECCDKPVLEKSQCLAEVERDELPGDLPSLAADFVEDKEVCKNYQEAKDVFLGTFLYEYAR
310 320 330 340 350 360

gi]668 RHPEYSVSLLLRLAKEYEATLEKCCATDDPPTCYAKVLDEFKPLVDEPQNLVKTNCELFE
370 380 390 400 410 420

gi]1668 KLGEYGFQNALLVRYTKKAPQVSTPTLVEVSRKLGKVGTKCCKKPESERMSCAEDFLSVV
430 440 450 460 470 480

gi]668 LNRLCVLHEKTPVSERVTKCCSESLVNRRPCFSGLEVDETYVPKEFNAETFTFHADLCTL
490 500 510 520 530 540

gi]1668 PEAEKQVKKQTALVELLKHKPKATDEQLKTVMGDFGAFVEKCCAAENKEGCFSEEGPKLYV
550 560 570 580 590 600

gi | 668 AAAQAALV

>>gi | 14423833 gi | 14423833 sp|Q9U6WO._1|PAL_POLAN Phosphol (301 aa)
initn: 47 initl: 47 opt: 51 Z-score: 85.4 bits: 21.7 EQQ: 7.9

Smith-Waterman score: 51; 20.588% identity (61.765% similar) in 34 aa overlap

(33-66:38-71)

10 20 30 40 50
SEC61g MEA1DSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIGFVVMGFVGFFVK

gi | 144 MSPDCTENEKDIVFYVYSRDKRDG I 1LKKETLTNYDLFTKST I SKQUVFL IHGFLSTGNN
10 20 30 40 50 60

60
SEC61g LVFIPINNIIVGSS
gi|144 ENFVAMSKALIEKDDFLVISVDWKKGACNAFASTKDALGYSKAVGNTRHVGKFVADFTKL
70 80 90 100 110 120
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gi|144 LVEKYKVLISNIRLIGHSLGAHTSGFAGKEVQKLKLGKYKEI IGLDPAGPYFHRSDCPDR
130 140 150 160 170 180

gi|144 LCVTDAEYVQVIHTSIILGVYYNVGSVDFYVNYGKNQPGCNEPSCSHTKAVKYLTECIKH
190 200 210 220 230 240

gi|144 ECCLIGTPWKKYFSTPKPISQCRGDTCVCVGLNAKSYPARGAFYAPVEANAPYCHNEGIK
250 260 270 280 290 300

gil144 L

>>g1]13195753 gi|13195753|gb]AAB32652.2] main olive alle (130 aa)

initn: 43 initl: 43 opt: 47 Z-score: 84.6 bits: 20.4 E(QQ: 8.8
Smith-Waterman score: 47; 34.146% identity (51.220% similar) in 41 aa overlap
(8-47:12-52)

10 20 30 40 50

10 20 30 40 50 60

60
SEC61g LVFIPINNIIVGSS

gi|131 EFCEITLISSGSKDCNEIPTEGWAKPSLKFILNTVNGTTRTVNPLGFFKKEALPKCAQVY
70 80 90 100 110 120

gi |131 NKLGMYPPNM
130

>>gi 1336811 gi]1336811|gb]AAB36119.1] Sol i l=antigen { (25 aa)

initn: 36 initl: 36 opt: 40 Z-score: 84.3 bits: 17.9 EQ): 9
Smith-Waterman score: 40; 66.667% identity (75.000% similar) in 12 aa overlap
(59-69:3-14)

10 20 30 40 50 60
SEC61g MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIGFVVMGFVGFFVKLVFIP

gi|133 WKIP

SEC61g INNI-1VGSS

gi | 133 LNNIQYVGHSLGSHVSGFAAK
10 20

>>gi 1362133 gi]|1362133|pir]|G53806 major allergen OLE26 (136 aa)

initn: 43 initl: 43 opt: 47 Z-score: 84.3 bits: 20.4 EQQ: 9.1
Smith-Waterman score: 47; 34.146% identity (51.220% similar) in 41 aa overlap
(8-47:18-58)

10 20 30 40
SEC61g MEAIDSAIDPLRDFAK-SSVRLVQRCHKPDRKEFTKVAVRTAIGFVVMGF

10 20 30 40 50 60
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50 60
SEC61g VGFFVKLVFIPINNIIVGSS

gi]136 ERDHKNEFCEITLISSGSKDCNEIPTEGWGKPSLKFILNTVNGTTRTVNPLGFYKKEALP
70 80 90 100 110 120

gi|136 KCAQVYNKLGMYPPNM
130

>>gi 1709545 gi]1709545]sp|P51528.1]PA1_VESMC Phospholip (300 aa)

initn: 45 initl: 45 opt: 50 Z-score: 83.8 bits: 21.4 EQ): 9.7
Smith-Waterman score: 50; 23.684% identity (57.895% similar) in 38 aa overlap
(29-66:33-70)

10 20 30 40 50
SEC61g MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIGFVVMGFVGFFVKL

i |170 GPKCPENSDTVSI I 1ETRENRNRDLYTLQTLQNHPEFKKKT ITRPVVF I THGFTSSASEK
10 20 30 40 50 60

60
SEC61g VFIPINNIIVGSS
gi]1l70 NﬁiNLAKALQDKDNYMVISIDWQTAACTNEYPGLKYAYYPTAASNTRLVGQYIATITQKL
70 80 90 100 110 120

gi]170 VKDYKISMANIRLIGHSLGAHVSGFAGKRVQELKLGKYSEI IGLDPARPSFDSNHCSERL
130 140 150 160 170 180

gi|170 CETDAEYVQIIHTSNYLGTEKILGTVDFYMNNGKNNPGCGRFFSEVCSHTRAVIYMAECI
190 200 210 220 230 240

gi]170 KHECCLIGIPRSKSSQPISRCTKQECVCVGLNAKKYPSRGSFYVPVESTAPFCNNKGKI 1
250 260 270 280 290 300

69 residues iIn 1 query sequences

292011 residues in 1313 library sequences

Scomplib [34.26]

start: Fri Dec 5 18:28:25 2008 done: Fri Dec 5 18:28:25 2008
Total Scan time: 0.090 Total Display time: 0.020

Function used was FASTA [version 34.26.5 April 26, 2007]
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APPENDIX 2. TOXIN HOMOLOGY SEARCH RESULTS

The BLASTP results for the search of the GenBank non-redundant database with ahasl
(R272K, S653N) and SEC61y are shown below. All descriptions of proteins from the
GenBank non-redundant database which show the most significant local homology to
ahasl (R272K, S653N) or SEC61y 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 ahasl (R272K, S653N) nor SEC61y shared significant

homology to a known toxin.

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= ahasl .R272K.S653N
(670 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. - ..o done
Score E

Sequences producing significant alignments: (bits) Vvalu
emb | CAA35887.1] unnamed protein product [Arabidopsis thalianal 1215
ref|NP_190425.1] CSR1 (CHLORSULFURON/IMIDAZOLINONE RESISTANT 1) ... 1213
gb]AAK68759.1] acetolactate synthase [Arabidopsis thaliana] 1212
gb]AAM92569.1] acetolactate synthase [Arabidopsis thaliana] 1210
gb]ABJ80681.1] acetolactate synthase catalytic subunit [Arabidop... 1203
pdb]1YBH]JA Chain A, Crystal Structure Of Arabidopsis Thaliana Ac... 1194
gb]AARO6607.1] acetolactate synthase 2 [Camelina microcarpa] 1170
gb]AARO07633.1] acetolactate synthase 1 [Camelina microcarpa] 1165
gb]AARO7632.1] acetolactate synthase 1 [Camelina microcarpal 1165
sp|P27818] 1LV1_BRANA Acetolactate synthase 1, chloroplast precur... 1142
sp|P27819] 1LV3_BRANA Acetolactate synthase 3, chloroplast precur... 1142
emb]CAC86700.1] putative acetolactate synthase [Raphanus raphani... 1135
emb|CAC86694.1] putative acetolactate synthase [Raphanus raphani... 1134
emb]CAC86692.1] putative acetolactate synthase [Raphanus raphani... 1134
emb]CAC86701.1] putative acetolactate synthase [Raphanus raphani... 1134
gb]ACB12188.1] acetolactate synthase [Descurainia sophia] 1133
emb ] CAC86698.1] putative acetolactate synthase [Raphanus raphani... 1132
emb|CAC86696.1] putative acetolactate synthase [Raphanus raphani... 1131
gb]ACB12189.1] acetolactate synthase [Descurainia sophia] 1131
emb]CAC86699.1] putative acetolactate synthase [Raphanus raphani... 1130
gb]ACB12190.1] acetolactate synthase [Descurainia sophia] 1129
emb|CAC86695.1] putative acetolactate synthase [Raphanus raphani... 1129
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gb]AAA62705.1] acetolactate synthase 1128 0.0
emb|CAC86702.1] putative acetolactate synthase [Raphanus raphani... 1124 0.0
gb]AAY46011.1] putative acetolactate synthase [Sinapis arvensis] 1123 0.0
emb]CAC86703.1] putative acetolactate synthase [Raphanus raphani... 1122 0.0
gb]AAY46010.1] putative acetolactate synthase [Sinapis arvensis] 1121 0.0
gb]AAY46004.1] putative acetolactate synthase [Sinapis arvensis] 1120 0.0
gb]AAY46012.1] putative acetolactate synthase [Sinapis arvensis] 1120 0.0
gb]AAY46008.1] putative acetolactate synthase [Sinapis arvensis] 1119 0.0
gb]AAY45998.1] putative acetolactate synthase [Sinapis arvensis]... 1118 0.0
gb]AAY45995.1| putative acetolactate synthase [Sinapis arvensis]... 1117 0.0
gb]AAY46007.1] putative acetolactate synthase [Sinapis arvensis] 1117 0.0
gb]AAY46013.1] putative acetolactate synthase [Sinapis arvensis] 1115 0.0
gb]AAY46005.1] putative acetolactate synthase [Sinapis arvensis] 1115 0.0
emb]CAC86693.1] putative acetolactate synthase [Raphanus raphani... 1112 0.0
gb]AAY46006.1] putative acetolactate synthase [Sinapis arvensis]... 1104 0.0
emb ] CAA87083.1] acetohydroxyacid synthase [Gossypium hirsutum] 1055 0.0
emb ] CAA87084.1] acetohydroxyacid synthase [Gossypium hirsutum] 1055 0.0
gb]AAT07322.1] acetohydroxyacid synthase 1 [Helianthus annuus] 1050 0.0
gb]AAT07323.1] acetohydroxyacid synthase 1 [Helianthus annuus] 1048 0.0
gb]AAT07325.1] acetohydroxyacid synthase 1 [Helianthus annuus] 1047 0.0
gb]AAT07324.1] acetohydroxyacid synthase 1 [Helianthus annuus] 1045 0.0
gb]AAT07326.1] acetohydroxyacid synthase 1 [Helianthus annuus] 1043 0.0
gb]AAT07327.1] acetohydroxyacid synthase 2 [Helianthus annuus] 1042 0.0
gb]AAT07328.1] acetohydroxyacid synthase 2 [Helianthus annuus] 1042 0.0
gb]AAA74913.1] acetolactate synthase precursor 1042 0.0
gb]ABNO8612.1] Thiamine pyrophosphate enzyme, central region [Me... 1041 0.0
sp|P09114| ILV2_TOBAC Acetolactate synthase 2, chloroplast precur... 1035 0.0
gb]AAB60297.1] acetolactate synthase precursor 1034 0.0
prf] ]1407140B acetolactate synthase SuRB 1034 0.0
gb]AAK50820.1]|AF363369_1 acetolactate synthase [Amaranthus retro... 1033 0.0
gb]AAK50821.1]|AF363370_1 acetolactate synthase [Amaranthus powel... 1033 0.0
gb]ABY57316.1] acetolactate synthase [Medicago littoralis] 1031 0.0
gb]ABS72164.1] acetolactate synthase [Amaranthus hypochondriacus] 1030 0.0
sp|P09342]1LV1_TOBAC Acetolactate synthase 1, chloroplast precur... 1030 0.0
gb]ABM53021.1] acetolactate synthase [Amaranthus tuberculatus] 1030 0.0
gb]ABY57317.1] acetolactate synthase [Medicago truncatula] 1029 0.0
gb]ABY57318.1] acetolactate synthase [Medicago truncatula] 1029 0.0
prf] ]1407140A acetolactate synthase SuRA 1029 0.0
gb]ABY57315.1] acetolactate synthase [Medicago littoralis] 1028 0.0
gb]ACF47583.1] acetolactate synthase 1 [Sonchus asper] 1026 0.0
sp|P14874]1LV2_BRANA Acetolactate synthase 2, chloroplast precur... 1025 0.0
gb]ABM53020.1] acetolactate synthase [Amaranthus tuberculatus] 1023 0.0
gb]ACF47582.1] acetolactate synthase 1 [Sonchus asper] 1022 0.0
gb]ACF17639.1] putative acetolactate synthase [Capsicum annuum] 1022 0.0
gb]ABM53018.1] acetolactate synthase [Amaranthus tuberculatus] 1021 0.0
gb]ABM53019.1] acetolactate synthase [Amaranthus tuberculatus] 1021 0.0
emb ] CAE18088.1] acetolactate synthase [Papaver rhoeas] 1017 0.0
gb]AAC69629.1] herbicide resistant acetolactate synthase precurs... 1016 0.0
emb ]| CA049020.1] unnamed protein product [Vitis vinifera] 1016 0.0
gb]AAB67839.1] acetolactate synthase precursor [Amaranthus sp.] 1015 0.0
gb]AAG40279.1]|AF308648_1 acetolactate synthase [Solanum ptychant... 1004 0.0
gb]AAG40280.1]|AF308649_1 acetolactate synthase [Solanum ptychant... 1003 0.0
gb]ABR68865.1] acetohydroxyacid synthase [Solanum ptychanthum] 1000 0.0
gb]ABR68866.1] acetohydroxyacid synthase [Solanum ptychanthum] 999 0.0
gb]AAT07329.1] acetohydroxyacid synthase 3 [Helianthus annuus] 990 0.0
gb|ABR68867.1] acetohydroxyacid synthase [Solanum ptychanthum] 980 0.0
dbj |BAF57909.1] acetolactate synthase [Sagittaria trifolia] 968 0.0
dbj |BAE97677.1] acetolactate synthase [Schoenoplectus juncoides]... 950 0.0
dbj |BAE97675.1] acetolactate synthase [Schoenoplectus juncoides]... 948 0.0
gb]AAMO3119.1]|AF488771_1 acetolactate synthase [Bromus tectorum] 941 0.0
gb]AAX14281.1] acetolactate synthase [Oryza sativa] >gi]99079641... 939 0.0
gb]AAL93207.1]|AF487459_1 acetolactate synthase [Bromus tectorum] 939 0.0
gb]AAX14282.1] acetolactate synthase [Oryza sativa (Japonica cul... 937 0.0
gb]ABM92357.2| acetolactate synthase [Cyperus difformis] 937 0.0
gb|EAY86003.1] hypothetical protein Osl_007236 [Oryza sativa (in... 937 0.0
ref|NP_001046931.1] 0s02g0510200 [Oryza sativa (Japonica cultiva... 935 0.0
gb]JACD74789.1] acetolactate synthase [Oryza sativa Indica Group]-.. 935 0.0
gb]AAX14283.1] acetolactate synthase [Oryza sativa] 935 0.0
gb]ABF66052.1] acetolactate synthase [Oryza sativa (indica culti... 932 0.0
gb]ABF66048.1] acetolactate synthase [Oryza sativa (indica culti... 931 0.0
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gb]ABF66051.1] acetolactate synthase [Oryza sativa (indica culti... 931 0.0
dbj | BAE53597.1] acetolactate synthase [Monochoria vaginalis] >gi... 931 0.0
dbj |BAE5S53591.1] acetolactate synthase [Monochoria vaginalis] >gi... 929 0.0
dbj | BAE53587.1] acetolactate synthase [Monochoria vaginalis] >gi... 928 0.0
dbj |BAB20813.1] acetolactate synthase [Oryza sativa (jJaponica cu... 928 0.0
dbj |BAE53596.1] acetolactate synthase [Monochoria vaginalis] 927 0.0
dbj |BAE53598.1] acetolactate synthase [Monochoria vaginalis] >gi... 927 0.0
dbj | BAE53602.1] acetolactate synthase [Monochoria vaginalis] 927 0.0
emb ] CAD24801.2] acetolactate synthase [Alopecurus myosuroides] 927 0.0
dbj |BAE5S3593.1] acetolactate synthase [Monochoria vaginalis] 926 0.0
gb]AA053551.1] acetohydroxyacid synthase [Triticum aestivum] 926 0.0
dbj | BAE53588.1] acetolactate synthase [Monochoria vaginalis] 926 0.0
sp|Q41768]1LV1_MAIZE Acetolactate synthase 1, chloroplast precur... 925 0.0
gb]AA053549.1] acetohydroxyacid synthase [Triticum aestivum] 924 0.0
gb]AA053550.1] acetohydroxyacid synthase [Triticum aestivum] 924 0.0
dbj |BAE53610.1] acetolactate synthase [Monochoria vaginalis] 923 0.0
dbj | BAE53605.1] acetolactate synthase [Monochoria vaginalis] >gi... 923 0.0
gb]AA053548.1] acetohydroxyacid synthase [Triticum aestivum] 922 0.0
dbj |BAES3612.1] acetolactate synthase [Monochoria vaginalis] 922 0.0
gb]ABF66049.1] acetolactate synthase [Oryza sativa (indica culti... 922 0.0
dbj |BAE53611.1] acetolactate synthase [Monochoria vaginalis] 920 0.0
gb]AAG30931.1]|AF310684_1 acetolactate synthase precursor [Lolium... 920 0.0
dbj | BAE53608.1] acetolactate synthase [Monochoria vaginalis] 917 0.0
dbj |BAE53604.1] acetolactate synthase [Monochoria vaginalis] 915 0.0
gb]ACF87819.1] unknown [Zea mays] 911 0.0
splQ41769]1LV2_MAIZE Acetolactate synthase 2, chloroplast precur... 910 0.0
ref|XP_001759950.1] predicted protein [Physcomitrella patens sub... 894 0.0
gb]EAZ23185.1] hypothetical protein 0sJ 006668 [Oryza sativa (jJa.-.. 891 0.0
ref|XP_001758473.1] predicted protein [Physcomitrella patens sub... 890 0.0
emb ] CAH66432.1] OSI1GBa0096P03.6 [Oryza sativa (indica cultivar-g... 877 0.0
gb|EAY93888.1] hypothetical protein Osl_015121 [Oryza sativa (in... 874 0.0
gb]AAC14572.1] acetohydroxyacid synthase [Hordeum vulgare] 872 0.0
sp|Q7XKQ8] ILV2_ORYSJ Probable acetolactate synthase 2, chloropla... 872 0.0
emb]CAN73760.1] hypothetical protein [Vitis vinifera] 858 0.0
emb]|CA017032.1] unnamed protein product [Vitis vinifera] 834 0.0
gb]AAB88296.1] acetolactate synthase [Volvox carteri] 832 0.0
emb]CA042659.1] unnamed protein product [Vitis vinifera] 829 0.0
emb ] CAL58226.1] acetolactate synthase 1 (ISS) [Ostreococcus tauri] 829 0.0
gb]ABQ85870.1] acetolactate synthase [Lolium rigidum] 823 0.0
gb]AAB88292.1| acetolactate synthase [Chlamydomonas reinhardtii] 819 0.0
gb]AACO3784.1] acetolactate synthase [Chlamydomonas reinhardtii] 818 0.0
gb]ABQ85869.1] acetolactate synthase [Lolium rigidum] 818 0.0
gb]AAC04854.1] acetolactate synthase [Volvox carteri] 812 0.0
ref|XP_001421626.1] predicted protein [Ostreococcus lucimarinus ... 801 0.0
dbj |BAE53595.1] acetolactate synthase [Monochoria vaginalis] 792 0.0
emb ] CAC86697.1] putative acetolactate synthase [Raphanus raphani... 788 0.0
gb|EAZ30535.1] hypothetical protein 0sJ_ 014018 [Oryza sativa (jJa--.- 758 0.0
gb|EAZ30530.1] hypothetical protein 0sJ 014013 [Oryza sativa (Ja--- 726 0.0
gb]AAT72502.1] AT3G48560 [Arabidopsis lyrata subsp. lyrata] 706 0.0
emb ] CAP09635.1] acetolactate-synthase-N-DnaE intein-N fusion pro... 701 0.0
ref|XP_001695168.1] acetolactate synthase, large subunit [Chlamy... 701 0.0
ref|ZP_03129981.1] acetolactate synthase, large subunit, biosynt... 675 0.0
emb]CA045071.1] unnamed protein product [Vitis vinifera] 673 0.0
ref]ZP_01089063.1] acetolactate synthase 111 (Precursor) [Blasto... 669 0.0
ref]YP_001941018.1] Acetolactate synthase large subunit or other... 667 0.0
ref|ZP_02966895.1] acetolactate synthase, large subunit, biosynt... 653 0.0
ref|ZP_01857674.1] acetolactate synthase 11l (Precursor) [Planct... 653 0.0
ref|zZP_02737021.1] acetolactate synthase 111 [Gemmata obscuriglo... 650 0.0
ref|NP_870771.1] acetolactate synthase 111 [precursor] [Rhodopir... 642 0.0
gb|EDY84597.1] acetolactate synthase, large subunit, biosyntheti... 629 e-178
ref]|ZP_02013682.1] acetolactate synthase, large subunit, biosynt... 611 e-173
ref]YP_001818911.1] acetolactate synthase, large subunit, biosyn... 606 e-171
ref]YP_001878250.1] acetolactate synthase, large subunit, biosyn... 598 e-169
dbj |BAF37288.1] acetolactate synthase [Monochoria vaginalis] 597 e-169
ref|ZP_01922597.1] acetolactate synthase, large subunit, biosynt... 574 e-162
ref|YP_001930430.1] acetolactate synthase, large subunit, biosyn... 556 e-156
ref]|ZP_01923625.1] acetolactate synthase, large subunit, biosynt... 549 e-154
ref]|ZP_01188450.1] Acetolactate synthase, large subunit, biosynt... 548 e-154
ref|ZP_02177150.1] acetolactate synthase large subunit [Hydrogen... 548 e-154
ref|NP_213319.1] acetolactate synthase large subunit [Aquifex ae... 542  e-152
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ref]|ZP_03135286.1] acetolactate synthase, large subunit, biosynt...
ref|YP_001111655.1] acetolactate synthase, large subunit, biosyn...
ref]YP_001568611.1] acetolactate synthase, large subunit, biosyn...
ref|NP_952960.1] acetolactate synthase, large subunit, biosynthe...
ref]YP_001046985.1] acetolactate synthase, large subunit, biosyn...
ref|YP_002249089.1] acetolactate synthase, large subunit, biosyn...
gb]ABV24338.1] indole-3-pyruvate decarboxylase [Paenibacillus po...
ref]YP_004823.1] acetolactate synthase large subunit [Thermus th...
ref|NP_831551.1] acetolactate synthase 3 catalytic subunit [Baci...
ref|ZP_02179310.1] acetolactate synthase large subunit [Hydrogen...
ref|YP_144479.1] acetolactate synthase, large subunit [Thermus t...
ref]YP_502706.1] acetolactate synthase, large subunit, biosynthe...
ref|ZP_01389342_1] acetolactate synthase, large subunit, biosynt...
ref]|ZP_03038955.1] acetolactate synthase, large subunit, biosynt...
ref|ZP_03024969.1] acetolactate synthase, large subunit, biosynt...
ref]YP_002121866.1] acetolactate synthase, large subunit, biosyn...
ref|NP_693544.1] acetolactate synthase large subunit [Oceanobaci...
ref]YP_388660.1] acetolactate synthase, large subunit [Desulfovi...
ref|YP_894460.1] acetolactate synthase 3 catalytic subunit [Baci...
ref]YP_384221.1] acetolactate synthase, large subunit [Geobacter...
ref]ZP_02585109.1] acetolactate synthase 3 catalytic subunit [Ba...
gb]EDZ37939.1] acetolactate synthase, large subunit [Leptospiril...
ref|YP_001232446.1] acetolactate synthase, large subunit, biosyn...
ref]|ZP_00740942.1] Acetolactate synthase large subunit [Bacillus...
ref]YP_036023.1] acetolactate synthase 3 catalytic subunit [Baci...
ref]YP_002139546.1] acetolactate synthase, large subunit, biosyn...
ref|ZP_03231724.1] acetolactate synthase, large subunit, biosynt...
ref|NP_844268.1] acetolactate synthase 3 catalytic subunit [Baci...
ref]ZP_03100840.1] acetolactate synthase, large subunit, biosynt...
ref]|ZP_03108556.1] acetolactate synthase, large subunit, biosynt...
ref|NP_978250.1] acetolactate synthase 3 catalytic subunit [Baci...
ref]YP_359378.1] acetolactate synthase, large subunit, biosynthe...
dbj |BAF37287.1] acetolactate synthase [Monochoria vaginalis]

ref|ZP_02850743.1] acetolactate synthase, large subunit, biosynt...
ref|YP_001833518.1] acetolactate synthase, large subunit, biosyn...
ref|ZP_02577817.1] acetolactate synthase 3 catalytic subunit [Ba...
ref]YP_357321.1] acetolactate synthase, large subunit, biosynthe...
ref]YP_001126680.1] acetolactate synthase catalytic subunit [Geo...
ref]YP_001413730.1] acetolactate synthase, large subunit, biosyn...
ref|YP_010595.1] acetolactate synthase, large subunit, biosynthe...
ref]YP_967136.1] acetolactate synthase, large subunit, biosynthe...
ref]YP_864823.1] acetolactate synthase, large subunit [Magnetoco...
ref|ZP_02956061.1] acetolactate synthase, large subunit, biosynt...
ref|YP_002250909.1] acetolactate synthase, large subunit, biosyn...
ref]YP_001030046.1] acetolactate synthase, large subunit [Methan...
ref]|ZP_00236615.1] acetolactate synthase, large subunit, biosynt...
ref|ZP_02326419.1] acetolactate synthase catalytic subunit [Paen...
ref|ZP_02912696.1] acetolactate synthase, large subunit, biosynt...
ref]YP_148514.1] acetolactate synthase catalytic subunit [Geobac...
ref]YP_083261.1] acetolactate synthase 3 catalytic subunit [Baci...
ref|ZP_01695377.1] acetolactate synthase, large subunit, biosynt...
ref|YP_565425.1] acetolactate synthase 3 catalytic subunit [Meth...
ref|YP_754808.1] acetolactate synthase large subunit [Syntrophom...
ref]YP_821479.1] acetolactate synthase, large subunit [Solibacte...
ref|ZP_03286153.1] acetolactate synthase, large subunit, biosynt...
ref|YP_001644574.1] acetolactate synthase 3 catalytic subunit [B...
ref]ZP_01104189.1] Acetolactate synthase [gamma proteobacterium ...
ref]|ZP_02118763.1] acetolactate synthase, large subunit, biosynt...
ref]YP_001952737.1] acetolactate synthase, large subunit, biosyn...
ref|NP_632694.1] acetolactate synthase 3 catalytic subunit [Meth...
ref|ZP_02257502.1] acetolactate synthase 3 catalytic subunit [Ba...
gb]EDZ60585.1] acetolactate synthase, large subunit, biosyntheti...
ref|NP_618663.1] acetolactate synthase 3 catalytic subunit [Meth...
ref]|ZP_03039219.1] acetolactate synthase, large subunit, biosynt...
ref|YP_001642303.1] acetolactate synthase, large subunit, biosyn...
ref]YP_001404604.1] acetolactate synthase, large subunit, biosyn...
ref]|ZP_01311443.1] acetolactate synthase, large subunit, biosynt...
ref]|ZP_02059000.1] acetolactate synthase, large subunit, biosynt...
ref|YP_706419.1] acetolactate synthase 1 catalytic subunit [Rhod...
gb]AAL99356.1] acetohydroxy acid synthase large subunit; acetola...
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ref]YP_001211077.1] thiamine pyrophosphate-requiring enzymes [Pe... 510 e-142
ref|YP_431088.1] acetolactate synthase, large subunit [Moorella ... 510 e-142
ref]YP_001487695.1] acetolactate synthase catalytic subunit [Bac... 510 e-142
ref]YP_001416393.1] acetolactate synthase, large subunit, biosyn... 509 e-142
ref]YP_902220.1] acetolactate synthase, large subunit, biosynthe... 509 e-142
ref|YP_080105.1] acetolactate synthase catalytic subunit [Bacill... 509 e-142
ref]YP_066505.1] acetolactate synthase isozyme 111, large subuni... 509 e-142
ref]ZP_00051726.2] COG0028: Thiamine pyrophosphate-requiring enz... 508 e-142
ref]|ZP_03056016.1] acetolactate synthase, large subunit, biosynt... 508 e-142
ref|ZP_02169902.1] Acetolactate synthase [Bacillus selenitireduc... 508 e-142
ref]YP_001529918.1] acetolactate synthase, large subunit, biosyn... 507 e-141
ref]YP_359375.1] acetolactate synthase, large subunit, biosynthe... 507 e-141
ref]|zZP_01288118.1] Acetolactate synthase, large subunit, biosynt... 506 e-141
ref]YP_001261115.1] acetolactate synthase, large subunit [Sphing... 506 e-141
ref|YP_001757953.1] acetolactate synthase, large subunit, biosyn... 506 e-141
ref]YP_001928031.1] acetolactate synthase, large subunit, biosyn... 506 e-141
emb]|CAJ72436.1] strongly similar to acetohydroxy acid synthase 1I... 506 e-141
ref]YP_176141.1] acetolactate synthase large subunit [Bacillus c... 506 e-141

>emb ] CAA35887.1] unnamed protein product [Arabidopsis thaliana]
Length = 670

Score = 1215 bits (3144), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 587/607 (96%), Positives = 588/607 (96%)

Query: 64  AVLNXXXXXXXXXXXXXXXXXXXFISRFAPDQPRKGAD I LVEALERQGVETVFAYPGGAS 123
AVLN F1SRFAPDQPRKGAD ILVEALERQGVETVFAYPGGAS
Sbjct: 64 AVLNTTTNVTTTPSPTKPTKPETFISRFAPDQPRKGADILVEALERQGVETVFAYPGGAS 123

Query: 124 MEIHQALTRSSSIRNVLPRHEQGGVFAAEGYARSSGKPGICIATSGPGATNLVSGLADAL 183
MEITHQALTRSSSIRNVLPRHEQGGVFAAEGYARSSGKPGICIATSGPGATNLVSGLADAL
Sbjct: 124 MEIHQALTRSSSIRNVLPRHEQGGVFAAEGYARSSGKPGICIATSGPGATNLVSGLADAL 183

Query: 184 LDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLAT 243
LDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSITKHNYLVMDVED IPRIIEEAFFLAT
Sbjct: 184 LDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLAT 243

Query: 244 SGRPGPVLVDVPKDIQQQLAIPNWEQAMKLPGYMSRMPKPPEDSHLEQIVRLISESKKPV 303
SGRPGPVLVDVPKD 1QQQLA IPNWEQAM+LPGYMSRMPKPPEDSHLEQ I VRL I SESKKPV
Sbjct: 244 SGRPGPVLVDVPKDIQQQLAIPNWEQAMRLPGYMSRMPKPPEDSHLEQIVRLISESKKPV 303

Query: 304 LYVGGGCLNSSDELGRFVELTGIPVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEH 363
LYVGGGCLNSSDELGRFVELTGIPVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEH
Sbjct: 304 LYVGGGCLNSSDELGRFVELTGIPVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEH 363

Query: 364 SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMN 423
SDLLLAFGVRFDDRVTGKLEAFASRAKIVHID IDSAE I GKNKTPHVSVCGDVKLALQGMN
Sbjct: 364 SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMN 423

Query: 424 KVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAIIST 483
KVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKALIST
Sbjct: 424 KVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAIIST 483

Query: 484 GVGQHOMWAAQFYNYKKPRQWLSSGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIM 543
GVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGFGLPAAIGASVANPDAIVVD IDGDGSFIM
Sbjct: 484 GVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIM 543

Query: 544 NVQELATIRVENLPVKVLLLNNQHLGMVMQWEDRFYKANRAHTFLGDPAQEDEIFPNMLL 603
NVQELAT IRVENLPVKVLLLNNQHLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLL
Sbjct: 544 NVQELATIRVENLPVKVLLLNNQHLGMVMQWEDRFYKANRAHTFLGDPAQEDEIFPNMLL 603

Query: 604 FAAACGIPAARVTKKADLREAIQTMLDTPGPYLLDVICPHQEHVLPMIPNGGTFENDVITE 663
FAAACGIPAARVTKKADLREAIQTMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITE
Sbjct: 604 FAAACGIPAARVTKKADLREAIQTMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITE 663

Query: 664 GDGRIKY 670

GDGRIKY
Sbjct: 664 GDGRIKY 670
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>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 thalianal
prf]11501386B acetolactate synthase

Length = 670

Score = 1213 bits (3138), Expect = 0.0, Method: Compositional matrix
Identities = 586/607 (96%), Positives = 588/607 (96%)

Query: 64  AVLNXXXXXXXXXXXXXXXXXXXFISRFAPDQPRKGAD I LVEALERQGVETVFAYPGGAS
AVLN F1SRFAPDQPRKGAD ILVEALERQGVETVFAYPGGAS
Sbjct: 64 AVLNTTTNVTTTPSPTKPTKPETFISRFAPDQPRKGADILVEALERQGVETVFAYPGGAS

Query: 124 MEIHQALTRSSSIRNVLPRHEQGGVFAAEGYARSSGKPGICIATSGPGATNLVSGLADAL
MEITHQALTRSSSIRNVLPRHEQGGVFAAEGYARSSGKPGICIATSGPGATNLVSGLADAL
Sbjct: 124 MEIHQALTRSSSIRNVLPRHEQGGVFAAEGYARSSGKPGICIATSGPGATNLVSGLADAL

Query: 184 LDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLAT
LDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLAT
Sbjct: 184 LDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLAT

Query: 244 SGRPGPVLVDVPKDIQQQLAIPNWEQAMKLPGYMSRMPKPPEDSHLEQIVRLISESKKPV
SGRPGPVLVDVPKD I1QQQLA IPNWEQAM+LPGYMSRMPKPPEDSHLEQ I VRL I SESKKPV
Sbjct: 244 SGRPGPVLVDVPKDIQQQLAIPNWEQAMRLPGYMSRMPKPPEDSHLEQIVRLISESKKPV

Query: 304 LYVGGGCLNSSDELGRFVELTGIPVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEH
LYVGGGCLNSSDELGRFVELTGIPVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEH
Sbjct: 304 LYVGGGCLNSSDELGRFVELTGIPVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEH

Query: 364 SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMN
SDLLLAFGVRFDDRVTGKLEAFASRAKIVHID IDSAE I GKNKTPHVSVCGDVKLALQGMN
Sbjct: 364 SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMN

Query: 424 KVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAIIST
KVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAIIST
Sbjct: 424 KVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAIIST

Query: 484 GVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIM
GVGQHOMWAAQFYNYKKPRQWLSSGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIM
Sbjct: 484 GVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIM

Query: 544 NVQELATIRVENLPVKVLLLNNQHLGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLL
NVQELAT IRVENLPVKVLLLNNQHLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLL
Sbjct: 544 NVQELATIRVENLPVKVLLLNNQHLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLL

Query: 604 FAAACGIPAARVTKKADLREAIQTMLDTPGPYLLDVICPHQEHVLPMIPNGGTENDVITE
FAAACGIPAARVTKKADLREAIQTMLDTPGPYLLDVICPHQEHVLPMIP+GGTFNDVITE
Sbjct: 604 FAAACGIPAARVTKKADLREAIQTMLDTPGPYLLDVICPHQEHVLPMIPSGGTENDVITE

Query: 664 GDGRIKY 670
GDGRIKY
Shjct: 664 GDGRIKY 670

>gb | AAK68759.1] acetolactate synthase [Arabidopsis thaliana]
Length = 670

Score = 1212 bits (3135), Expect = 0.0, Method: Compositional matrix
Identities = 585/607 (96%), Positives = 588/607 (96%)

Query: 64  AVLNXXXXXXXXXXXXXXXXXXXFISRFAPDQPRKGAD I LVEALERQGVETVFAYPGGAS
AVLN F1SRFAPDQPRKGAD ILVEALERQGVETVFAYPGGAS
Sbjct: 64 AVLNTTTNVTTTPSPTKPTKPETFISRFAPDQPRKGAD ILVEALERQGVETVFAYPGGAS

Query: 124 MEIHQALTRSSSIRNVLPRHEQGGVFAAEGYARSSGKPGICIATSGPGATNLVSGLADAL

MEITHQALTRSSSIRNVLPRHEQGGVFAAEGYARSSGKPGICIATSGPGATNLVSGLADAL
Sbjct: 124 MEIHQALTRSSSIRNVLPRHEQGGVFAAEGYARSSGKPGICIATSGPGATNLVSGLADAL
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Query: 184 LDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLAT
LDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSITKHNYLVMDVED IPRI IEEAFFLAT
Sbjct: 184 LDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLAT

Query: 244 SGRPGPVLVDVPKDIQQQLAIPNWEQAMKLPGYMSRMPKPPEDSHLEQIVRL I SESKKPV
SGRPGPVLVDVPKD IQQQLAIPNWEQAM+LPGYMSRMPKPPEDSHLEQIVRL I SESKKPV
Sbhjct: 244 SGRPGPVLVDVPKDIQQQLAIPNWEQAMRLPGYMSRMPKPPEDSHLEQIVRL I SESKKPV

Query: 304 LYVGGGCLNSSDELGRFVELTGIPVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEH
LYVGGGCLNSSDELGRFVELTGIPVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEH
Sbjct: 304 LYVGGGCLNSSDELGRFVELTGIPVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEH

Query: 364 SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMN
SDLLLAFGVRFDDRVTGKLEAFASRAKIVHID IDSAE I GKNKTPHVSVCGDVKLALQGMN
Sbjct: 364 SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMN

Query: 424 KVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAIIST
KVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKALIST
Sbjct: 424 KVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAILIST

Query: 484 GVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIM
GVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGFGLPAAIGASVANPDAIVVD IDGDGSFIM
Sbjct: 484 GVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIM

Query: 544 NVQELATIRVENLPVKVLLLNNQHLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLL
NVQELAT IRVENLPVKVLLLNNQHLGMVMQW+DRFYKANRAHTFLGDPAQEDE I FPNMLL
Sbjct: 544 NVQELATIRVENLPVKVLLLNNQHLGMVMQWQDRFYKANRAHTFLGDPAQEDE I FPNMLL

Query: 604 FAAACGIPAARVTKKADLREAIQTMLDTPGPYLLDVICPHQEHVLPMIPNGGTENDVITE
FAAACGIPAARVTKKADLREATIQTMLDTPGPYLLDVICPHQEHVLPMIP+GGTFNDVITE
Sbjct: 604 FAAACGIPAARVTKKADLREAIQTMLDTPGPYLLDVICPHQEHVLPMIPSGGTENDVITE

Query: 664 GDGRIKY 670
GDGRIKY
Sbjct: 664 GDGRIKY 670

>gb | AAM92569.1] acetolactate synthase [Arabidopsis thaliana]
Length = 670

Score = 1210 bits (3131), Expect = 0.0, Method: Compositional matrix
Identities = 584/607 (96%), Positives = 587/607 (96%)

Query: 64  AVLNXXXXXXXXXXXXXXXXXXXF1SRFAPDQPRKGAD I LVEALERQGVETVFAYPGGAS
AVLN F1SRFAPDQPRKGAD I LVEALERQGVETVFAYPGGAS
Sbjct: 64 AVLNTTTNVTTTPSPTKPTKPETFISRFAPDQPRKGAD I LVEALERQGVETVFAYPGGAS

Query: 124 MEIHQALTRSSSIRNVLPRHEQGGVFAAEGYARSSGKPGICIATSGPGATNLVSGLADAL
MEITHQALTRSSS IRNVLPRHEQGGVFAAEGYARSSGKPGICIATSGPGATNLVSGLADAL
Sbjct: 124 MEIHQALTRSSSIRNVLPRHEQGGVFAAEGYARSSGKPGICIATSGPGATNLVSGLADAL

Query: 184 LDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLAT
LDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSITKHNYLVMDVED IPRI IEEAFFLAT
Sbjct: 184 LDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSITKHNYLVMDVEDIPRI IEEAFFLAT

Query: 244 SGRPGPVLVDVPKD IQQQLAIPNWEQAMKLPGYMSRMPKPPEDSHLEQIVRL I SESKKPV
SGRPGPVLVDVPKD I1QQQLAIPNWEQAM+LPGYMSRMPKPPEDSHLEQ I VRL 1 SESKKPV
Sbjct: 244 SGRPGPVLVDVPKDIQQQLAIPNWEQAMRLPGYMSRMPKPPEDSHLEQIVRL I SESKKPV

Query: 304 LYVGGGCLNSSDELGRFVELTGIPVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEH
LYVGGGCLNSSDELGRFVELTGIPVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEH
Sbjct: 304 LYVGGGCLNSSDELGRFVELTGIPVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEH

Query: 364 SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMN

SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAE I GKNKTPHVSVCGDVKLALQGMN
Sbjct: 364 SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMN

BASF Plant Science Report No. BPS-014-08

243

243

303

303

363

363

423

423

483

483

543

543

603

603

663

663

adjust.

123

123

183

183

243

243

303

303

363

363

423

423

Page 37 of 239



BASF

The Chemical Company

Plant Science L. L. C.

Query: 424
Shjct: 424
Query: 484
Shjct: 484
Query: 544
Shjct: 544
Query: 604
Sbjct: 604
Query: 664

Sbjct: 664

>gb|ABJ80681.1] acetolactate synthase catalytic subunit [Arabidopsis thaliana]

Score = 1

Query: 64
Sbjct: 64
Query: 124
Sbjct: 124
Query: 184
Sbjct: 184
Query: 244
Shjct: 244
Query: 304
Sbjct: 304
Query: 364
Sbjct: 364
Query: 424
Shjct: 424
Query: 484
Sbjct: 484
Query: 544
Shjct: 544
Query: 604
Shjct: 604
Query: 664

Shjct: 664

KVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKALIST
KVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKALIST
KVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAIIST

GVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGFGLPAAIGASVANPDAIVVD IDGDGSFIM
GVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGFGLPAAIGASVANPDAIVVD IDGDGSFIM
GVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGFGLPAAIGASVANPDAIVVD IDGDGSFIM

NVQELAT IRVENLPVKVLLLNNQHLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLL
NVQELATIRVE LPVK+LLLNNQHLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLL
NVQELAT IRVEQLPVKILLLNNQHLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLL

FAAACG IPAARVTKKADLREATQTMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITE
FAAACG IPAARVTKKADLREAIQTMLDTPGPYLLDVICPHQEHVLPMIP+GGTFNDVITE
FAAACG IPAARVTKKADLREATIQTMLDTPGPYLLDVICPHQEHVLPMIPSGGTFNDVITE

GDGRIKY 670

GDGRIKY
GDGRIKY 670

Length = 670

483

483

543

543

603

603

663

663
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203 bits (3113), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 582/607 (95%), Positives = 585/607 (96%)

AVLNXXXXXXXXXXXXXXXXXXXF I SRFAPDQPRKGAD I LVEALERQGVETVFAYPGGAS
AVLN FISRFAPDQPRKGADIL EALERQGVETVFAYPGGAS
AVLNTTTNVTTTPSPTKPTKPETF I SRFAPDQPRKGAD I LAEALERQGVETVFAYPGGAS

MEITHQALTRSSSIRNVLPRHEQGGVFAAEGYARSSGKPGICIATSGPGATNLVSGLADAL
MEITHQALTRSSSIRNVLPRHEQGGVFAAEGYARSSGK GICIATSGPGATNLVSGLADAL
MEITHQALTRSSS IRNVLPRHEQGGVFAAEGYARSSGKSGICIATSGPGATNLVSGLADAL

LDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSITKHNYLVMDVED IPRIIEEAFFLAT
LDSVPLVAITGQVPRRMIGTDAFQ TPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLAT
LDSVPLVAITGQVPRRMIGTDAFQGTPIVEVTRSITKHNYLVMDVED IPRI IEEAFFLAT

SGRPGPVLVDVPKD 1QQQLA IPNWEQAMKLPGYMSRMPKPPEDSHLEQ I VRL I SESKKPV
SGRPGPVLVDVPKD I1QQQLAIPNWEQAM+LPGYMSRMPKPPEDSHLEQ I VRL I SESKKPV
SGRPGPVLVDVPKD I1QQQLAIPNWEQAMRLPGYMSRMPKPPEDSHLEQ I'VRL I SESKKPV

LYVGGGCLNSSDELGRFVELTGIPVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEH
LYVGGGCLNSSDELGRFVELTGIPVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEH
LYVGGGCLNSSDELGRFVELTGIPVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEH

SDLLLAFGVRFDDRVTGKLEAFASRAKIVHID IDSAE I GKNKTPHVSVCGDVKLALQGMN
SDLLLAFGVRFDDRVTGKLEAFASRAKIVHID IDSAE I GKNKTPHVSVCGDVKLALQGMN
SDLLLAFGVRFDDRVTGKLEAFASRAKIVHID IDSAE I GKNKTPHVSVCGDVKLALQGMN

KVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKALIST
KVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAIPPQ+AIKVLDELTDGKALIST
KVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAIPPQHAIKVLDELTDGKAIIST

GVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGFGLPAAIGASVANPDAIVVD IDGDGSFIM
GVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGFGLPAAIGASVANPDAIVVD IDGDGSFIM
GVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGFGLPAAIGASVANPDAIVVD IDGDGSF IM

NVQELAT IRVENLPVKVLLLNNQHLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLL
NVQELAT IRVENLPVKVLLLNNQHLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLL
NVQELAT IRVENLPVKVLLLNNQHLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLL

FAAACGIPAARVTKKADLREAIQTMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITE
FAAACG IPAARVTKKADLREATIQTMLDTPGPYLLDVICPHQEHVLPMIP+GGTFNDVITE
FAAACGIPAARVTKKADLREAIQTMLDTPGPYLLDV ICPHQEHVLPMIPSGGTFNDVITE

GDGRIKY 670
GDGRIKY
GDGRIKY 670
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>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]1YI10]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]JA Chain A, Crystal Structure Of Arabidopsis Thaliana Acetohydroxyacid
Synthase In Complex With An Imidazolinone Herbicide,
Imazaquin
Length = 590

Score = 1194 bits (3088), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 578/584 (98%), Positives = 583/584 (99%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQG 146
F1SRFAPDQPRKGAD I LVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQG
Sbjct: 2 F1SRFAPDQPRKGAD ILVEALERQGVETVFAYPGGASME THQALTRSSSIRNVLPRHEQG 61

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF 206
GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
Sbjct: 62 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF 121

Query: 207 QETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN 266
QETPIVEVTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN
Sbjct: 122 QETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN 181

Query: 267 WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI 326
WEQAM+LPGYMSRMPKPPEDSHLEQIVRL I SESKKPVLYVGGGCLNSSDELGRFVELTGI
Sbjct: 182 WEQAMRLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGI 241

Query: 327 PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA 386
PVASTLMGLGSYP DDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
Sbjct: 242 PVASTLMGLGSYPXDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA 301

Query: 387 SRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV 446
SRAKITVHID IDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV
Sbjct: 302 SRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV 361

Query: 447 QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHOMWAAQFYNYKKPRQWLS 506
QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI I STGVGQHQMWAAQFYNYKKPRQWLS
Shjct: 362 QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLS 421

Query: 507 SGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQ 566
SGGLGAMGFGLPAAIGASVANPDATVVD IDGDGSFIMNVQELAT IRVENLPVKVLLLNNQ
Sbjct: 422 SGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQ 481

Query: 567 HLGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQ 626
HLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLREAIQ
Sbjct: 482 HLGMVMQWEDRFYKANRAHTFLGDPAQEDEIFPNMLLFAAACGIPAARVTKKADLREAIQ 541

Query: 627 TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670

TMLDTPGPYLLDV ICPHQEHVLPMIP+GGTFNDVITEGDGR+++
Sbjct: 542 TMLDTPGPYLLDVICPHQEHVLPMIPSGGTFNDVITEGDGRLEH 585

>gb]AAR06607.1] acetolactate synthase 2 [Camelina microcarpa]
Length = 665

Score = 1170 bits (3026), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 557/584 (95%), Positives = 576/584 (98%)
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Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQG
F+SRFAPDQPRKGAD ILVEALERQGVETVFAYPGGASME THQALTRSSS IRNVLPRHEQG
Sbjct: 82 FVSRFAPDQPRKGADILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQG

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
GVFAAEGYARS+GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
Sbjct: 142 GVFAAEGYARSTGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF

Query: 207 QETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN
QETPIVEVTRSITKHNYLVMDVED IPRI+EEAFFLATSGRPGPVLVDVPKD IQQQLAIPN
Sbjct: 202 QETPIVEVTRSITKHNYLVMDVEDIPRIVEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN

Query: 267 WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI
WEQ+M+LPGYMSRMPKPPEDSHLEQIVRL I SESKKPVLYVGGGCLNSS+ELGRFVELTGI
Sbjct: 262 WEQSMRLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSEELGRFVELTGI

Query: 327 PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLG+YPCDDELSLHMLGMHGTVYANY+VEHSDLLLAFGVRFDDRVTGKLEAFA
Sbjct: 322 PVASTLMGLGAYPCDDELSLHMLGMHGTVYANYSVEHSDLLLAFGVRFDDRVTGKLEAFA

Query: 387 SRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV
SRAKIVHID IDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENR EELKLDFGVWR+ELN
Sbjct: 382 SRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRGEELKLDFGVWRSELNE

Query: 447 QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLS
QKQKFPLSFKTFGEAIPPQYAI+VLDELTDGKAI ISTGVGQHQMWAAQFY YKKPRQWLS
Shjct: 442 QKQKFPLSFKTFGEAIPPQYAIQVLDELTDGKAI ISTGVGQHOMWAAQFYKYKKPRQWLS

Query: 507 SGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQ
S GLGAMGFGLPAAIGASVANPDA+VVD IDGDGSF IMNVQELAT IRVENLPVK+L+LNNQ
Sbjct: 502 SAGLGAMGFGLPAAIGASVANPDAVVVDIDGDGSFIMNVQELATIRVENLPVKILILNNQ

Query: 567 HLGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQ
HLGMVMQWEDRFYKANRAHT+LG+PA EDEIFPNML FA+ACGIP+ARVTKKA+LREAIQ
Sbjct: 562 HLGMVMQWEDRFYKANRAHTYLGNPATEDE I FPNMLQFASACG IPSARVTKKAELREAIQ

Query: 627 TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
MLDTPGPYLLDVICPHQEHVLPMIP+GGTFENDVITEGDGR KY
Sbjct: 622 KMLDTPGPYLLDVICPHQEHVLPMIPSGGTFNDVITEGDGRTKY 665

>gb|AAR07633.1] acetolactate synthase 1 [Camelina microcarpal]
Length = 668

Score = 1165 bits (3013), Expect = 0.0, Method: Compositional matrix
Identities = 555/584 (95%), Positives = 575/584 (98%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQG
F+SRFAP QPRKGADILVEALERQGVETVFAYPGGASME ITHQALTRSSSIRNVLPRHEQG
Sbjct: 85 FVSRFAPGQPRKGADILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQG

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
GVFAAEGYARS+GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
Sbjct: 145 GVFAAEGYARSTGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF

Query: 207 QETPIVEVTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPN
QETPIVEVTRSITKHNYLVMDVEDIPRI+EEAFFLATSGRPGPVLVDVPKDIQQQLAIPN
Sbjct: 205 QETPIVEVTRSITKHNYLVMDVEDIPRIVEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN

Query: 267 WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI
WEQ+M+LPGYMSRMPKPPEDSHLEQ VRLISESKKPVLYVGGGCLNSS+ELGRFVELTGI
Sbjct: 265 WEQSMRLPGYMSRMPKPPEDSHLEQTVRLISESKKPVLYVGGGCLNSSEELGRFVELTGI

Query: 327 PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLG+YPCDDELSLHMLGMHGTVYANY+VEHSDLLLAFGVRFDDRVTGKLEAFA
Sbjct: 325 PVASTLMGLGAYPCDDELSLHMLGMHGTVYANYSVEHSDLLLAFGVRFDDRVTGKLEAFA

Query: 387 SRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV

SRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWR+ELN
Sbjct: 385 SRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRSELNE
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Query: 447 QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHQMWAAQFYNYKKPRQWLS 506
QKQKFPLSFKTFGEAIPPQYAI+VLDELTDG+AI I STGVGQHQMWAAQFY YKKPRQWLS
Shjct: 445 QKQKFPLSFKTFGEAIPPQYAIQVLDELTDGRAI ISTGVGQHQMWAAQFYKYKKPRQWLS 504

Query: 507 SGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQ 566
S GLGAMGFGLPAAIGASVANPD+I1VVDIDGDGSFIMNVQELAT IRVENLPVK+L+LNNQ
Sbjct: 505 SAGLGAMGFGLPAAIGASVANPDSIVVDIDGDGSFIMNVQELATIRVENLPVKILILNNQ 564

Query: 567 HLGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQ 626
HLGMVMQWEDRFYKANRAHT+LG+PA+EDEIFPNML FA+ACGIPAARVTK A+LREAIQ
Sbjct: 565 HLGMVMQWEDRFYKANRAHTYLGNPAEEDE I FPNMLQFASACGIPAARVTKIAELREAIQ 624

Query: 627 TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
MLDTPGPYLLDVICPHQEHVLPMIP+GGTFNDVITEGDGR KY
Sbjct: 625 KMLDTPGPYLLDVICPHQEHVLPMIPSGGTFNDVITEGDGRTKY 668

>gb]AAR07632.1] acetolactate synthase 1 [Camelina microcarpa]
Length = 668

Score = 1165 bits (3013), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 555/584 (95%), Positives = 575/584 (98%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQG 146
F+SRFAPDQPRKGADILVEALERQGVET FAYPGGASMEIHQALTRSSSIRNVLPRHEQG
Sbjct: 85 FVSRFAPDQPRKGADILVEALERQGVETAFAYPGGASME IHQALTRSSSIRNVLPRHEQG 144

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF 206
GVFAAEGYARS+GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
Sbjct: 145 GVFAAEGYARSTGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF 204

Query: 207 QETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN 266
QETPIVEVTRSITKHNYLVMDVED IPRI+EEAFFLATSGRPGPVLVDVPKD IQQQLAIPN
Sbjct: 205 QETPIVEVTRSITKHNYLVMDVEDIPRIVEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN 264

Query: 267 WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI 326
WEQ+M+LPGYMSRMPKPPEDSHLEQIVRL I SESKKPVLYVGGGCLNSS+ELGRFVELTGI
Sbjct: 265 WEQSMRLPGYMSRMPKPPEDSHLEQIVRL I SESKKPVLYVGGGCLNSSEELGRFVELTGI 324

Query: 327 PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA 386
PVASTLMGLG+YPCDDELSLHMLGMHGTVYANY+VEHSDLLLAFGVRFDDRVTGKLEAFA
Sbjct: 325 PVASTLMGLGAYPCDDELSLHMLGMHGTVYANYSVEHSDLLLAFGVRFDDRVTGKLEAFA 384

Query: 387 SRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV 446
SRAKIVHID IDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWR+ELN
Sbjct: 385 SRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRSELNE 444

Query: 447 QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHQMWAAQFYNYKKPRQWLS 506
QKQKFPLSFKTFGEAIPPQYAI+VLDELTDG+AI ISTGVGQHQMWAAQFY YKKPRQWLS
Shjct: 445 QKQKFPLSFKTFGEAIPPQYAIQVLDELTDGRAI ISTGVGQHQMWAAQFYKYKKPRQWLS 504

Query: 507 SGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQ 566
S GLGAMGFGLPAAIGASVANPD+1VVDIDGDGSFIMNVQELAT IRVENLPVK+L+LNNQ
Sbjct: 505 SAGLGAMGFGLPAAIGASVANPDSIVVDIDGDGSFIMNVQELATIRVENLPVKILILNNQ 564

Query: 567 HLGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQ 626
HLGMVMQ EDRFYKANRAHT+LG+PA+EDEIFPNML FA+ACGIPAARVTK A+LREAIQ
Sbjct: 565 HLGMVMQLEDRFYKANRAHTYLGNPAEEDE IFPNMLQFASACGIPAARVTKIAELREAIQ 624

Query: 627 TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
MLDTPGPYLLDVICPHQEHVLPMIP+GGTENDVITEGDGR KY
Sbjct: 625 KMLDTPGPYLLDVICPHQEHVLPMIPSGGTFNDVITEGDGRTKY 668

>sp|P27818] 1LV1_BRANA Acetolactate synthase 1, chloroplast precursor (Acetolactate
synthase 1) (Acetohydroxy-acid synthase 1) (ALS 1)

emb]CAA77613.1] actohydroxyacid synthase 1 [Brassica napus]
Length = 655
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Score = 1

Query: 87
Sbjct: 72
Query: 147
Sbjct: 132
Query: 207
Sbjct: 192
Query: 267
Sbjct: 252
Query: 327
Sbjct: 312
Query: 387
Sbjct: 372
Query: 447
Sbjct: 432
Query: 507
Sbjct: 492
Query: 567
Sbjct: 552
Query: 627

Sbjct: 612

BASF Reg. Doc. No. 2008/7019294

142 bits (2953), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 543/584 (92%), Positives = 570/584 (97%)

F1SRFAPDQPRKGAD I LVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQG
F+SR+APD+PRKGAD ILVEALERQGVETVFAYPGGASME IHQALTRSS+IRNVLPRHEQG
FVSRYAPDEPRKGAD ILVEALERQGVETVFAYPGGASME THQALTRSST IRNVLPRHEQG

GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADA+LDSVPLVAITGQVPRRMIGTDAF
GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADAMLDSVPLVAITGQVPRRMIGTDAF

QETPIVEVTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN
QETPIVEVTRSITKHNYLVMDV+DIPRI++EAFFLATSGRPGPVLVDVPKD IQQQLAIPN
QETPIVEVTRSITKHNYLVMDVDD IPRIVQEAFFLATSGRPGPVLVDVPKD 1QQQLAIPN

WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI
W+Q M+LPGYMSR+P+PPE S L QIVRLISESK+PVLYVGGG LNSS+ELGRFVELTGI
WDQPMRLPGYMSRLPQPPEVSQLGQIVRLISESKRPVLYVGGGSLNSSEELGRFVELTGI

PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLGSYPC+DELSL MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLGSYPCNDELSLQMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA

SRAKTVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV
SRAKIVHID IDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWR+EL+
SRAKIVHID IDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRSELSE

QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI I STGVGQHQMWAAQFYNYKKPRQWLS
QKQKFPLSFKTFGEAIPPQYAI++LDELT+GKAI I STGVGQHQMWAAQFY Y+KPRQWLS
QKQKFPLSFKTFGEAIPPQYAIQILDELTEGKAT I STGVGQHQMWAAQFYKYRKPRQWLS

SGGLGAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQ
S GLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELAT IRVENLPVK+LLLNNQ
SSGLGAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKILLLNNQ

HLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLREAIQ
HLGMVMQWEDRFYKANRAHT+LGDPA+E+EIFPNML FA ACGIPAARVTKK +LREAIQ
HLGMVMQWEDRFYKANRAHTYLGDPARENE I FPNMLQFAGACG IPAARVTKKEELREAIQ

TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
TMLDTPGPYLLDVICPHQEHVLPMIP+GGTF DVITEGDGR KY
TMLDTPGPYLLDV ICPHQEHVLPMIPSGGTFKDVITEGDGRTKY 655

146

131

206

191

266

251

326

311

386

371

446

431

506

491

566

551

626

611

>sp|P27819] 1LV3_BRANA Acetolactate synthase 3, chloroplast precursor (Acetolactate

emb ]| CAA77

Score = 1

synthase 111) (Acetohydroxy-acid synthase 111) (ALS I11)
615.1] acetohydroxyacid synthase 111 [Brassica napus]
Length = 652

142 bits (2953), Expect = 0.0, Method: Compositional matrix

Identities = 545/584 (93%), Positives = 569/584 (97%)

Query: 87
Sbjct: 69
Query: 147
Sbjct: 129
Query: 207
Sbjct: 189
Query: 267
Sbjct: 249
Query: 327

Sbjct: 309

F1SRFAPDQPRKGAD ILVEALERQGVETVFAYPGGASME THQALTRSSS IRNVLPRHEQG
F1SR+APD+PRKGAD ILVEALERQGVETVFAYPGGASME THQALTRSS+IRNVLPRHEQG
F1SRYAPDEPRKGAD I LVEALERQGVETVFAYPGGASME IHQALTRSST IRNVLPRHEQG

GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADA+LDSVPLVAITGQVPRRMIGTDAF
GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADAMLDSVPLVAITGQVPRRMIGTDAF

QETPIVEVTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKDI1QQQLAIPN
QETPIVEVTRSITKHNYLVMDV+DIPRI++EAFFLATSGRPGPVLVDVPKD IQQQLAIPN
QETPIVEVTRSITKHNYLVMDVDDIPRIVQEAFFLATSGRPGPVLVDVPKDIQQQLAIPN

WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI
W+Q M+LPGYMSR+P+PPE S L QIVRLISESK+PVLYVGGG LNSS+ELGRFVELTGI
WDQPMRLPGYMSRLPQPPEVSQLGQIVRLISESKRPVLYVGGGSLNSSEELGRFVELTGI

PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLGSYPC+DELSL MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLGSYPCNDELSLQMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
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Query: 387 SRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV 446
SRAKTVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWR+EL+
Sbjct: 369 SRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRSELSE 428

Query: 447 QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHOMWAAQFYNYKKPRQWLS 506
QKQKFPLSFKTFGEAIPPQYAI+VLDELT GKAI ISTGVGQHQMWAAQFY Y+KPRQWLS
Shjct: 429 QKQKFPLSFKTFGEAIPPQYAIQVLDELTQGKAI ISTGVGQHQMWAAQFYKYRKPRQWLS 488

Query: 507 SGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQ 566
S GLGAMGFGLPAAIGASVANPDAIVVD IDGDGSFIMNVQELAT IRVENLPVK+LLLNNQ
Sbjct: 489 SSGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKILLLNNQ 548

Query: 567 HLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACGIPAARVTKKADLREAIQ 626
HLGMVMQWEDRFYKANRAHT+LGDPA+E+EIFPNML FA ACGIPAARVTKK +LREAIQ
Sbjct: 549 HLGMVMQWEDRFYKANRAHTYLGDPARENEIFPNMLQFAGACGIPAARVTKKEELREAIQ 608

Query: 627 TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
TMLDTPGPYLLDV ICPHQEHVLPMIP+GGTF DVITEGDGR KY
Sbjct: 609 TMLDTPGPYLLDVICPHQEHVLPMIPSGGTFKDVITEGDGRTKY 652

>emb]CAC86700.1] putative acetolactate synthase [Raphanus raphanistrum]
Length = 585

Score = 1135 bits (2936), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 541/584 (92%), Positives = 568/584 (97%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQG 146
F+SR+APD+PRKGAD ILVEALERQGVETVFAYPGGASME IHQALTRSS+IRNVLPRHEQG
Sbjct: 2 FVSRYAPDEPRKGAD I LVEALERQGVETVFAYPGGASME THQALTRSST IRNVLPRHEQG 61

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF 206
GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADA+LDSVPLVAITGQVPRRMIGTDAF
Sbjct: 62 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADAMLDSVPLVAITGQVPRRMIGTDAF 121

Query: 207 QETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN 266
QETPIVEVTRSITKHNYLVMDV+DIPRI++EAFFLATSGRPGPVLVDVPKD IQQQLAIPN
Sbjct: 122 QETPIVEVTRSITKHNYLVMDVDDIPRIVQEAFFLATSGRPGPVLVDVPKDIQQQLAIPN 181

Query: 267 WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI 326
W+Q M+LPGYMSR+P+PPE S L QIVRLISESK+PVLYVGGG LNSS+ELGRFVELTGI
Sbjct: 182 WDQPMRLPGYMSRLPQPPEVSQLRQIVRLISESKRPVLYVGGGSLNSSEELGRFVELTGI 241

Query: 327 PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA 386
PVASTLMGLGSYPC+DELSL MLGMHGTVYANY+VEHSDLLLAFGVRFDDRVTGKLEAFA
Sbjct: 242 PVASTLMGLGSYPCNDELSLQMLGMHGTVYANYSVEHSDLLLAFGVRFDDRVTGKLEAFA 301

Query: 387 SRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV 446
SRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMN++LENRAEELKLDFGVWR+EL+
Sbjct: 302 SRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNE I LENRAEELKLDFGVWRSELSE 361

Query: 447 QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHQMWAAQFYNYKKPRQWLS 506
QKQKFPLSFKTFGEAIPPQYAI+VLDELTDGKAI ISTGVGQHQMWAAQFY Y+KPRQWLS
Shjct: 362 QKQKFPLSFKTFGEAIPPQYAIQVLDELTDGKAT ISTGVGQHQMWAAQFYKYRKPRQWLS 421

Query: 507 SGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQ 566
S GLGAMGFGLPAAIGASVANPDAI VDIDGDGSFIMNVQELAT IRVENLPVK+LLLNNQ
Sbjct: 422 SSGLGAMGFGLPAAIGASVANPDAIXVDIDGDGSFIMNVQELATIRVENLPVKILLLNNQ 481

Query: 567 HLGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQ 626
HLGMVMQWEDRFYKANRAHT+LGDPA+E EIFPNML FA ACGIPAARVTKK +LREAIQ
Sbjct: 482 HLGMVMQWEDRFYKANRAHTYLGDPARESEIFPNMLQFAGACGIPAARVTKKEELREAIQ 541

Query: 627 TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670

TMLDTPGPYLLDVICPHQEHVLPMIP+GGTF DVITEGDGR KY
Sbjct: 542 TMLDTPGPYLLDVICPHQEHVLPMIPSGGTFKDVITEGDGRTKY 585
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>emb |CAC86694.1| putative acetolactate synthase [Raphanus raphanistrum]
Length = 585

Score = 1134 bits (2934), Expect = 0.0, Method: Compositional matrix
Identities = 541/584 (92%), Positives = 567/584 (97%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQG
F+SR+APD+PRKGAD I LVEALERQGVETVFAYPGGASME IHQALTRSS+I1RNVLPRHEQG
Sbjct: 2 FVSRYAPDEPRKGAD ILVEALERQGVETVFAYPGGASME IHQALTRSST IRNVLPRHEQG

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADA+LDSVPLVAITGQVPRRMIGTDAF
Sbjct: 62 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADAMLDSVPLVAITGQVPRRMIGTDAF

Query: 207 QETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN
QETPIVEVTRSITKHNYLVMDV+DIPRI++EAFFLATSGRPGPVLVDVPKDIQ QLAIPN
Sbjct: 122 QETPIVEVTRSITKHNYLVMDVDDIPRIVQEAFFLATSGRPGPVLVDVPKDIQXQLAIPN

Query: 267 WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI
W+Q M+LPGYMSR+P+PPE S L QIVRLISESK+PVLYVGGG LNSS+ELGRFVELTGI
Sbjct: 182 WDQPMRLPGYMSRLPQPPEVSQLRQIVRLISESKRPVLYVGGGSLNSSEELGRFVELTGI

Query: 327 PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLGSYPC+DELSL MLGMHGTVYANY+VEHSDLLLAFGVRFDDRVTGKLEAFA
Sbjct: 242 PVASTLMGLGSYPCNDELSLQMLGMHGTVYANYSVEHSDLLLAFGVRFDDRVTGKLEAFA

Query: 387 SRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV
SRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNK+LENR EELKLDFGVWR+EL+
Sbjct: 302 SRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKILENRGEELKLDFGVWRSELSE

Query: 447 QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHOMWAAQFYNYKKPRQWLS
QKQKFPLSFKTFGEAIPPQYAI+VLDELTDGKAI I STGVGQHQMWAAQFY Y+KPRQWLS
Shjct: 362 QKQKFPLSFKTFGEAIPPQYAIQVLDELTDGKAI ISTGVGQHQMWAAQFYKYRKPRQWLS

Query: 507 SGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELAT IRVENLPVKVLLLNNQ
S GLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELAT IRVENLPVK+LLLNNQ
Sbjct: 422 SSGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKILLLNNQ

Query: 567 HLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQ
HLGMVMQWEDRFYKANRAHT+LGDPA+E EIFPNML FA ACGIPAARVTKK +LREAIQ
Sbjct: 482 HLGMVMQWEDRFYKANRAHTYLGDPARESE IFPNMLQFAGACGIPAARVTKKEELREAIQ

Query: 627 TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
TMLDTPGPYLLDV ICPHQEHVLPMIP+GGTF DVITEGDGR KY
Sbjct: 542 TMLDTPGPYLLDVICPHQEHVLPMIPSGGTFKDVITEGDGRTKY 585

>emb | CAC86692.1] putative acetolactate synthase [Raphanus raphanistrum]
Length = 585

Score = 1134 bits (2933), Expect = 0.0, Method: Compositional matrix
Identities = 542/584 (92%), Positives = 567/584 (97%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQG
F+SR+APD+PRKGAD I LVEALERQGVETVFAYPGGASME IHQALTRSS+ IRNVLPRHEQG
Sbjct: 2 FVSRYAPDEPRKGAD ILVEALERQGVETVFAYPGGASME ITHQALTRSST IRNVLPRHEQG

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADA+LDSVPLVAITGQVPRRMIGTDAF
Sbjct: 62 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADAMLDSVPLVAITGQVPRRMIGTDAF

Query: 207 QETPIVEVTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPN
QETPIVEVTRSITKHNYLVM V+DIPRI++EAFFLATSGRPGPVLVDVPKDIQQQLAIPN
Sbjct: 122 QETPIVEVTRSITKHNYLVMXVDDIPRIVQEAFFLATSGRPGPVLVDVPKD IQQQLAIPN

Query: 267 WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI

W+Q M+LPGYMSR+P+PPE S L QIVRLISESK+PVLYVGGG LNSS+ELGRFVELTGI
Sbjct: 182 WDQPMRLPGYMSRLPQPPEVSQLRQIVRLISESKRPVLYVGGGSLNSSEELGRFVELTGI
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Query: 327 PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLGSYPC+DELSL MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
Sbjct: 242 PVASTLMGLGSYPCNDELSLQMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA

Query: 387 SRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV
SRAKTVHID IDSAE I GKNKTPHVSVCGDVKLALQGMNK+LENRAEELKLDFGVWR+EL+
Sbjct: 302 SRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKILENRAEELKLDFGVWRSELSE

Query: 447 QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHQMWAAQFYNYKKPRQWLS
QKQKFPLSFKTFGEAIPPQYAI+VLDELTDGKAI ISTGVG HQMWAAQFY Y+KPRQWLS
Shjct: 362 QKQKFPLSFKTFGEAIPPQYAIQVLDELTDGKAI ISTGVGXHQMWAAQFYKYRKPRQWLS

Query: 507 SGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELAT IRVENLPVKVLLLNNQ
S GLGAMGFGLPAAIGASVANPDAIVVD IDGDGSFIMNVQELAT IRVENLPVK+LLLNNQ
Sbjct: 422 SSGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKILLLNNQ

Query: 567 HLGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQ
HLGMVMQWEDRFYKANRAHT+LGDPA+E EIFPNML FA ACGIPAARVTKK +LREAIQ
Sbjct: 482 HLGMVMQWEDRFYKANRAHTYLGDPARESE I FPNMLQFAGACG IPAARVTKKEELREAIQ

Query: 627 TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
TMLDTPGPYLLDV ICPHQEHVLPMIP+GGTF DVITEGDGR KY
Sbjct: 542 TMLDTPGPYLLDVICPHQEHVLPMIPSGGTFKDVITEGDGRTKY 585

>emb|CAC86701.1] putative acetolactate synthase [Raphanus raphanistrum]
Length = 585

Score = 1134 bits (2933), Expect = 0.0, Method: Compositional matrix
Identities = 541/584 (92%), Positives = 568/584 (97%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQG
F+SR+APD+PRKGAD I LVEALERQGVETVFAYPGGASME IHQALTRSS+I1RNVLPRHEQG
Sbjct: 2 FVSRYAPDEPRKGAD I LVEALERQGVETVFAYPGGASME THQALTRSST IRNVLPRHEQG

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADA+LDSVPLVAITGQV RRMIGTDAF
Sbjct: 62 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADAMLDSVPLVAITGQVXRRMIGTDAF

Query: 207 QETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN
QETPIVEVTRSITKHNYLVMDV+DIPRI++EAFFLATSGRPGPVLVDVPKD IQQQLAIPN
Sbjct: 122 QETPIVEVTRSITKHNYLVMDVDDIPRIVQEAFFLATSGRPGPVLVDVPKDIQQQLAIPN

Query: 267 WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI
W+Q M+LPGYMSR+P+PPE S L QIVRLISESK+PVLYVGGG LNSS+ELGRFVELTGI
Sbjct: 182 WDQPMRLPGYMSRLPQPPEVSQLRQIVRLISESKRPVLYVGGGSLNSSEELGRFVELTGI

Query: 327 PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLGSYPC+DELSL MLGMHGTVYANY+VEHSDLLLAFGVRFDDRVTGKLEAFA
Sbhjct: 242 PVASTLMGLGSYPCNDELSLQMLGMHGTVYANYSVEHSDLLLAFGVRFDDRVTGKLEAFA

Query: 387 SRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV
SRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMN++LENRAEELKLDFGVWR+EL+
Sbjct: 302 SRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNE I LENRAEELKLDFGVWRSELSE

Query: 447 QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLS
QKQKFPLSFKTFGEAIPPQYAI+VLDELTDGKAI ISTGVGQHQMWAAQFY Y+KPRQWLS
Sbjct: 362 QKQKFPLSFKTFGEAIPPQYAIQVLDELTDGKAI ISTGVGQHQMWAAQFYKYRKPRQWLS

Query: 507 SGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELAT IRVENLPVKVLLLNNQ
S GLGAMGFGLPAAIGASVANPDAIVVD IDGDGSFIMNVQELAT IRVENLPVK+LLLNNQ
Sbjct: 422 SSGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELAT IRVENLPVKILLLNNQ

Query: 567 HLGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACG I PAARVTKKADLREAIQ
HLGMVMQWEDRFYKANRAHT+LGDPA+E EIFPNML FA ACGIPAARVTKK +LREAIQ
Sbjct: 482 HLGMVMQWEDRFYKANRAHTYLGDPARESE I FPNMLQFAGACG I PAARVTKKEELREAIQ

Query: 627 TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670

TMLDTPGPYLLDVICPHQEHVLPMIP+GGTF DVITEGDGR KY
Sbjct: 542 TMLDTPGPYLLDVICPHQEHVLPMIPSGGTFKDVITEGDGRTKY 585
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>gb]ACB12188.1] acetolactate synthase [Descurainia sophia]
Length = 566

Score = 1133 bits (2931), Expect = 0.0, Method: Compositional matrix
Identities = 546/566 (96%), Positives = 557/566 (98%)

Query: 94 DQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEG
DQPRKGADILVEALERQGVE VFAYPGGASMEIHQALTRSSSIRNVLPRHEQGGVFAAEG
Sbjct: 1 DQPRKGADILVEALERQGVENVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEG

Query: 154 YARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVE
YARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVE
Sbjct: 61 YARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVE

Query: 214 VTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKL
VTRSITKHNYLVMDVEDIPRI+EEAFFLATSGRPGPVLVDVPKD IQQQLAIPNW+Q M+L
Sbjct: 121 VTRSITKHNYLVMDVEDIPRIVEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWDQPMRL

Query: 274 PGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVASTLM
PGY+SRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDEL RFVELTGIPVASTLM
Sbjct: 181 PGYLSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELRRFVELTGIPVASTLM

Query: 334 GLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVH
GLGSYPCDDELSLHMLGMHGTVYANY+VEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVH
Sbjct: 241 GLGSYPCDDELSLHMLGMHGTVYANYSVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVH

Query: 394 1DIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPL
IDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLE RAEELKLDFGVWRNELN QKQKFPL
Sbjct: 301 IDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLEKRAEELKLDFGVWRNELNEQKQKFPL

Query: 454 SFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAM
SFKTFGEAIPPQYAI+VLDELTDGKAI ISTGVGQHQMWAAQFY YKKPRQWLSSGGLGAM
Sbjct: 361 SFKTFGEAIPPQYAIQVLDELTDGKAIISTGVGQHQMWAAQFYKYKKPRQWLSSGGLGAM

Query: 514 GFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMVMQ
GFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVK+LLLNNQHLGMVMQ
Sbjct: 421 GFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELAT IRVENLPVKILLLNNQHLGMVMQ

Query: 574 WEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACGIPAARVTKKADLREAIQTMLDTPG
WEDRFYKANRAHTFLGDPAQE+EIFPNMLLFAAACGIPAARVTKK  LR+AIQ MLDTPG
Sbjct: 481 WEDRFYKANRAHTFLGDPAQENE IFPNMLLFAAACGIPAARVTKKEHLRDAIQKMLDTPG

Query: 634 PYLLDVICPHQEHVLPMIPNGGTFND 659
PYLLDVICPHQEHVLPMIP+GGTF+D
Sbjct: 541 PYLLDVICPHQEHVLPMIPSGGTFSD 566

>emb |CAC86698.1] putative acetolactate synthase [Raphanus raphanistrum]
Length = 585

Score = 1132 bits (2927), Expect = 0.0, Method: Compositional matrix
Identities = 540/584 (92%), Positives = 567/584 (97%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQG
F+SR+APD+PRKGAD I LVEALERQGVETVFAYPGGASME IHQALTRSS+IRNVLPRHEQG
Shjct: 2 FVSRYAPDEPRKGAD I LVEALERQGVETVFAYPGGASME IHQALTRSST IRNVLPRHEQG

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADA+LDSVPLVAITGQVPRRMIGTDAF
Sbjct: 62 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADAMLDSVPLVAITGQVPRRMIGTDAF

Query: 207 QETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN
QETPIVEVTRSITKHNYLVM V+DIPRI++EAFFLATSGRPGPVLVDVPKDIQQQLAIPN
Sbjct: 122 QETPIVEVTRSITKHNYLVMXVDDIPRIVQEAFFLATSGRPGPVLVDVPKDIQQQLAIPN

Query: 267 WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI

W+Q M+LPGYMSR+P+PPE S L QIVRLISESK+PVLYVGGG LNSS+ELGRFVELTGI
Sbjct: 182 WDQPMRLPGYMSRLPQPPEVSQLRQIVRLISESKRPVLYVGGGSLNSSEELGRFVELTGI
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Query: 327 PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLGSYPC+DELSL MLGMHGTVYANY+VEHSDLLLAFGVRFDDRVTGKLEAFA
Shjct: 242 PVASTLMGLGSYPCNDELSLQMLGMHGTVYANYSVEHSDLLLAFGVRFDDRVTGKLEAFA

Query: 387 SRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV
SRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMN++LENRAEELKLDFGVWR+EL+
Sbjct: 302 SRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNE I LENRAEELKLDFGVWRSELSE

Query: 447 QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHOMWAAQFYNYKKPRQWLS
QKQKFPLSFKTFGEAIPPQYAI+VLDELTDGKAI I STGVGQHQMWAAQFY Y+KPRQWLS
Shjct: 362 QKQKFPLSFKTFGEAIPPQYAIQVLDELTDGKAI ISTGVGQHQMWAAQFYKYRKPRQWLS

Query: 507 SGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELAT IRVENLPVKVLLLNNQ
S GLGAMGFGLPAAIGASVANPDAIVVD IDGDGSFIMNVQELAT IRVENLPVK+LLLNNQ
Sbjct: 422 SSGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELAT IRVENLPVKILLLNNQ

Query: 567 HLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQ
HLGMVMQWEDRFYKANRAHT+LGDPA+E EIFPNML FA ACGIPAARVTKK +LREAIQ
Sbjct: 482 HLGMVMQWEDRFYKANRAHTYLGDPARESE IFPNMLQFAGACGIPAARVTKKEELREAIQ

Query: 627 TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
TMLDTPGPYLLDV ICPHQEHVLPMIP+GGTF DVITEG GR KY
Sbjct: 542 TMLDTPGPYLLDVICPHQEHVLPMIPSGGTFKDVITEGXGRTKY 585

>emb |CAC86696.1] putative acetolactate synthase [Raphanus raphanistrum]
Length = 585

Score = 1131 bits (2926), Expect = 0.0, Method: Compositional matrix
Identities = 541/584 (92%), Positives = 565/584 (96%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQG
F+SR+APD+PRKGAD I LVEALERQGVETVFAYPGGASME IHQALTRSS+I1RNVLPRHEQG
Sbjct: 2 FVSRYAPDEPRKGAD I LVEALERQGVETVFAYPGGASME THQALTRSST IRNVLPRHEQG

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADA+LDSVPLVAITGQV RRMIGTDAF
Sbjct: 62 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADAMLDSVPLVAITGQVXRRMIGTDAF

Query: 207 QETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN
QETPIVEVTRSITKHNYLVMDV+DIPRI++EAFFLATSGRPGPVLVDVPKD IQQQLAIPN
Sbjct: 122 QETPIVEVTRSITKHNYLVMDVDDIPRIVQEAFFLATSGRPGPVLVDVPKDIQQQLAIPN

Query: 267 WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI
W+Q M+LPGYMSR+P+PPE S L QIVRLISESK+PVLYVGGG LNSS+ELGRFVELTGI
Sbjct: 182 WDQPMRLPGYMSRLPQPPEVSQLRQIVRLISESKRPVLYVGGGSLNSSEELGRFVELTGI

Query: 327 PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLGSYPC+DELSL MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
Sbjct: 242 PVASTLMGLGSYPCNDELSLQMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA

Query: 387 SRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV
SRAKTVHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNK+LENRAEELKLDFGVWR+EL
Sbjct: 302 SRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKILENRAEELKLDFGVWRSELKE

Query: 447 QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLS
QKQKFPLSFKTFGEAIPPQYAI+VLDELTDGKAIISTGVG HQMWAAQFY Y+KPRQWLS
Sbjct: 362 QKQKFPLSFKTFGEAIPPQYAIQVLDELTDGKAI ISTGVGXHQMWAAQFYKYRKPRQWLS

Query: 507 SGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELAT IRVENLPVKVLLLNNQ
S GLGAMGFGLPAAIGASVANPDAIVVD IDGDGSFIMNVQELAT IRVENLPVK+LLLNNQ
Sbjct: 422 SSGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELAT IRVENLPVKILLLNNQ

Query: 567 HLGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACG I PAARVTKKADLREAIQ
HLGMVMQWEDRFYKANRAHT+LGDPA+E EIFPNML FA ACGIPAARVTKK +LREAIQ
Sbjct: 482 HLGMVMQWEDRFYKANRAHTYLGDPARESE I FPNMLQFAGACG I PAARVTKKEELREAIQ

Query: 627 TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670

TMLDTPGPYLLDVICPHQEHVLPMIP+GGTF DVITE DGR KY
Sbjct: 542 TMLDTPGPYLLDVICPHQEHVLPMIPSGGTFKDVITEXDGRTKY 585
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>gb]ACB12189.1] acetolactate synthase [Descurainia sophia]
Length = 566

Score = 1131 bits (2925), Expect = 0.0, Method: Compositional matrix
Identities = 545/566 (96%), Positives = 556/566 (98%)

Query: 94 DQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEG
DQPRKGADILVEALERQGVE VFAYPGGASMEIHQALTRSSSIRNVLPRHEQGGVFAAEG
Sbjct: 1 DQPRKGADILVEALERQGVENVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEG

Query: 154 YARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVE
YARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQV RRMIGTDAFQETPIVE
Sbjct: 61 YARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVTRRMIGTDAFQETPIVE

Query: 214 VTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKL
VTRSITKHNYLVMDVEDIPRI+EEAFFLATSGRPGPVLVDVPKD IQQQLAIPNW+Q M+L
Sbjct: 121 VTRSITKHNYLVMDVEDIPRIVEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWDQPMRL

Query: 274 PGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVASTLM
PGY+SRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDEL RFVELTGIPVASTLM
Sbjct: 181 PGYLSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELRRFVELTGIPVASTLM

Query: 334 GLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVH
GLGSYPCDDELSLHMLGMHGTVYANY+VEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVH
Sbjct: 241 GLGSYPCDDELSLHMLGMHGTVYANYSVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVH

Query: 394 1DIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPL
IDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLE RAEELKLDFGVWRNELN QKQKFPL
Sbjct: 301 IDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLEKRAEELKLDFGVWRNELNEQKQKFPL

Query: 454 SFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAM
SFKTFGEAIPPQYAI+VLDELTDGKAI ISTGVGQHQMWAAQFY YKKPRQWLSSGGLGAM
Sbjct: 361 SFKTFGEAIPPQYAIQVLDELTDGKAIISTGVGQHQMWAAQFYKYKKPRQWLSSGGLGAM

Query: 514 GFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMVMQ
GFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVK+LLLNNQHLGMVMQ
Sbjct: 421 GFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELAT IRVENLPVKILLLNNQHLGMVMQ

Query: 574 WEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACGIPAARVTKKADLREAIQTMLDTPG
WEDRFYKANRAHTFLGDPAQE+EIFPNMLLFAAACGIPAARVTKK  LR+AIQ MLDTPG
Sbjct: 481 WEDRFYKANRAHTFLGDPAQENE IFPNMLLFAAACGIPAARVTKKEHLRDAIQKMLDTPG

Query: 634 PYLLDVICPHQEHVLPMIPNGGTFND 659
PYLLDVICPHQEHVLPMIP+GGTF+D
Sbjct: 541 PYLLDVICPHQEHVLPMIPSGGTFSD 566

>emb |CAC86699.1] putative acetolactate synthase [Raphanus raphanistrum]
Length = 585

Score = 1130 bits (2923), Expect = 0.0, Method: Compositional matrix
Identities = 540/584 (92%), Positives = 566/584 (96%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQG
F+SR+APD+PRKGAD I LVEALERQGVETVFAYPGGASME IHQALTRSS+IRNVLPRHEQG
Shjct: 2 FVSRYAPDEPRKGAD I LVEALERQGVETVFAYPGGASME IHQALTRSST IRNVLPRHEQG

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADA+LDSVPLVAITGQVPRRMIGTDAF
Sbjct: 62 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADAMLDSVPLVAITGQVPRRMIGTDAF

Query: 207 QETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN
QETPIVEVTRSITKHNYLVMDV+DIPRI++EAFFLATSGRPGPVLVDVPKD 1QQQLAIPN
Sbjct: 122 QETPIVEVTRSITKHNYLVMDVDDIPRIVQEAFFLATSGRPGPVLVDVPKDIQQQLAIPN

Query: 267 WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI

W+Q M+LPGYMSR+P+PPE S L QIVRLISESK+PVLYVGGG LNSS+ELG FVELTGI
Sbjct: 182 WDQPMRLPGYMSRLPQPPEVSQLRQIVRLISESKRPVLYVGGGSLNSSEELGXFVELTGI
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Query: 327 PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLGSYPC+DELSL MLGMHGTVYANY+VEHSDLLLAFGVRFDDRVTGKLEA A
Shjct: 242 PVASTLMGLGSYPCNDELSLQMLGMHGTVYANYSVEHSDLLLAFGVRFDDRVTGKLEAXA

Query: 387 SRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV
SRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNK+LENRAEELKLDFGVWR+EL+
Sbjct: 302 SRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKILENRAEELKLDFGVWRSELSE

Query: 447 QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHOMWAAQFYNYKKPRQWLS
QKQKFPLSFKTFGEAIPPQYA +VLDELTDGKAI ISTGVGQHQMWAAQFY Y+KPRQWLS
Shjct: 362 QKQKFPLSFKTFGEAIPPQYAXQVLDELTDGKAI ISTGVGQHQMWAAQFYKYRKPRQWLS

Query: 507 SGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELAT IRVENLPVKVLLLNNQ
S GLGAMGFGLPAAIGASVANPDAIVVD IDGDGSFIMNVQELAT IRVENLPVK+LLLNNQ
Sbjct: 422 SSGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELAT IRVENLPVKILLLNNQ

Query: 567 HLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQ
HLGMVMQWEDRFYKANRAHT+LGDPA+E EIFPNML FA ACGIPAARVTKK +LREAIQ
Sbjct: 482 HLGMVMQWEDRFYKANRAHTYLGDPARESE IFPNMLQFAGACGIPAARVTKKEELREAIQ

Query: 627 TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
TMLDTPGPYLLDV ICPHQEHVLPMIP+GGTF DVITEGDGR KY
Sbjct: 542 TMLDTPGPYLLDVICPHQEHVLPMIPSGGTFKDVITEGDGRTKY 585

>gb|ACB12190.1] acetolactate synthase [Descurainia sophia]
Length = 566

Score = 1129 bits (2920), Expect = 0.0, Method: Compositional matrix
Identities = 545/566 (96%), Positives = 556/566 (98%)

Query: 94 DQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEG
DQPRKGADILVEALERQGVE VFAYPGGASMEIHQALTRSSSIRNVLPRHEQGGVFAAEG
Sbjct: 1 DQPRKGADILVEALERQGVENVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEG

Query: 154 YARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVE
YARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQV RRMIGTDAFQETPIVE
Sbjct: 61 YARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVLRRMIGTDAFQETPIVE

Query: 214 VTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQAMKL
VTRSITKHNYLVMDVED IPRI+EEAFFLATSGRPGPVLVDVPKD IQQQLAIPNW+Q M+L
Sbjct: 121 VTRSITKHNYLVMDVEDIPRIVEEAFFLATSGRPGPVLVDVPKD1QQQLAIPNWDQPMRL

Query: 274 PGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVASTLM
PGY+SRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDEL RFVELTGIPVASTLM
Sbjct: 181 PGYLSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELRRFVELTGIPVASTLM

Query: 334 GLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVH
GLGSYPCDDELSLHMLGMHGTVYANY+VEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVH
Sbjct: 241 GLGSYPCDDELSLHMLGMHGTVYANYSVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVH

Query: 394 IDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPL
IDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLE RAEELKLDFGVWRNELN QKQKFPL
Sbjct: 301 IDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLEKRAEELKLDFGVWRNELNEQKQKFPL

Query: 454 SFKTFGEAIPPQYAIKVLDELTDGKAIISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAM
SFKTFGEAIPPQYAI+VLDELTDGKAI ISTGVGQHQMWAAQFY YKKPRQWLSSGGLGAM
Sbjct: 361 SFKTFGEAIPPQYAIQVLDELTDGKAI ISTGVGQHQMWAAQFYKYKKPRQWLSSGGLGAM

Query: 514 GFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELAT IRVENLPVKVLLLNNQHLGMVMQ
GFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVK+LLLNNQHLGMVMQ
Sbjct: 421 GFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELAT IRVENLPVKILLLNNQHLGMVMQ

Query: 574 WEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTMLDTPG
WEDRFYKANRAHTFLGDPAQE+E IFPNMLLFAAACGIPAARVTKK  LR+AIQ MLDTPG
Sbjct: 481 WEDRFYKANRAHTFLGDPAQENEIFPNMLLFAAACGIPAARVTKKEHLRDAIQKMLDTPG

Query: 634 PYLLDVICPHQEHVLPMIPNGGTFND 659

PYLLDVICPHQEHVLPMIP+GGTF+D
Sbjct: 541 PYLLDVICPHQEHVLPMIPSGGTFSD 566
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>emb|]CAC86695.1] putative acetolactate synthase [Raphanus raphanistrum]
Length = 585

Score = 1129 bits (2919), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 539/584 (92%), Positives = 565/584 (96%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQG 146
F+SR+APD+PRKGAD I LVEALERQGVETVFAYPGGASME IHQALTRSS+ IRNVLPRHEQG
Sbjct: 2 FVSRYAPDEPRKGAD I LVEALERQGVETVFAYPGGASME ITHQALTRSST IRNVLPRHEQG 61

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF 206
GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADA+LDSVPLVAITGQVPRRMIGTDAF
Sbjct: 62 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADAMLDSVPLVAITGQVPRRMIGTDAF 121

Query: 207 QETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN 266
QETPIVEVTRSITKHNYLVMDV+DIPRI++EAFFLATSGRPGPVLVDVPKD IQQQLAIPN
Sbjct: 122 QETPIVEVTRSITKHNYLVMDVDDIPRIVQEAFFLATSGRPGPVLVDVPKDIQQQLAIPN 181

Query: 267 WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI 326
W+Q M+LPGYMSR+P+PP S L QIVRLISESK+PVLYVGGG LNSS+ELGRFVELTGI
Sbjct: 182 WDQPMRLPGYMSRLPQPPXVSQLRQIVRLISESKRPVLYVGGGSLNSSEELGRFVELTGI 241

Query: 327 PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA 386
PVASTLMGLGSYPC+DELSL MLGMHGTVYANY+VEHSDLLLAFGVRFDDRVTGKLEAFA
Sbjct: 242 PVASTLMGLGSYPCNDELSLQMLGMHGTVYANYSVEHSDLLLAFGVRFDDRVTGKLEAFA 301

Query: 387 SRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV 446
SRAKTVHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNK+LENR EELKLDFGVWR+EL+
Sbjct: 302 SRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKILENRGEELKLDFGVWRSELSE 361

Query: 447 QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHQMWAAQFYNYKKPRQWLS 506
QKQKFPLSFKTFGEAIPPQYAI+VLDELTDGKAI ISTGVGQHQMWAAQFY Y+KPRQWLS
Shjct: 362 QKQKFPLSFKTFGEAIPPQYAIQVLDELTDGKAT ISTGVGQHQMWAAQFYKYRKPRQWLS 421

Query: 507 SGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQ 566
S GLGAMGFGLPAAIGASVANPDAIVVD IDGDGSFIMNVQELAT IRVENLPVK+LLLNNQ
Sbjct: 422 SSGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKILLLNNQ 481

Query: 567 HLGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQ 626
HLGMVMQWEDRFYKANRAHT+LGDPA+E EIFPNML FA ACGIPAARVTKK +LREAIQ
Sbjct: 482 HLGMVMQWEDRFYKANRAHTYLGDPARESE I FPNMLQFAGACG IPAARVTKKEELREAIQ 541

Query: 627 TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
TMLDTPGPYLLDVICPHQEHVLPMIP+GGTF DVITE GR KY
Sbjct: 542 TMLDTPGPYLLDVICPHQEHVLPMIPSGGTFKDVITEXXGRTKY 585

>gb|AAA62705.1] acetolactate synthase
Length = 599

Score = 1128 bits (2917), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 539/578 (93%), Positives = 564/578 (97%)

Query: 93 PDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAE 152
PD+PRKGAD I LVEALERQGVETVFAYPGGASME THQALTRSS+IRNVLPRHEQGGVFAAE
Sbjct: 22 PDEPRKGADILVEALERQGVETVFAYPGGASMEIHQALTRSSTIRNVLPRHEQGGVFAAE 81

Query: 153 GYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIV 212
GYARSSGKPGICIATSGPGATNLVSGLADA+LDSVPLVAITGQVPRRMIGTDAFQETPIV
Sbjct: 82 GYARSSGKPGICIATSGPGATNLVSGLADAMLDSVPLVAITGQVPRRMIGTDAFQETPIV 141

Query: 213 EVTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMK 272
EVTRSITKHNYLVMDV+DIPRI++EAFFLATSGRPGPVLVDVPKD IQQQLAIPNW+Q M+
Sbjct: 142 EVTRSITKHNYLVMDVDDIPRIVQEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWDQPMR 201

Query: 273 LPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVASTL 332

LPGYMSR+P+PPE S L QIVRLISESK+PVLYVGGG LNSS+ELGRFVELTGIPVASTL
Sbjct: 202 LPGYMSRLPQPPEVSQLGQIVRLISESKRPVLYVGGGSLNSSEELGRFVELTGIPVASTL 261

BASF Plant Science Report No. BPS-014-08 Page 50 of 239



BASF

The Chemical Company

Plant Science L. L. C. BASF Reg. Doc. No. 2008/7019294

Query: 333 MGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIV
MGLGSYPC+DELSL MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIV
Sbjct: 262 MGLGSYPCNDELSLQMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIV

Query: 393 HIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFP
HIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWR+EL+ QKQKFP
Sbjct: 322 HIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRSELSEQKQKFP

Query: 453 LSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGA
LSFKTFGEAIPPQYAI++LDELT+GKATISTGVGQHQMWAAQFY Y+KPRQWLSS GLGA
Sbjct: 382 LSFKTFGEAIPPQYAIQILDELTEGKAIISTGVGQHQMWAAQFYKYRKPRQWLSSSGLGA

Query: 513 MGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMVM
MGFGLPAA1GASVANPDAIVVDIDGDGSF IMNVQELAT IRVENLPVK+LLLNNQHLGMVM
Sbjct: 442 MGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELAT IRVENLPVKILLLNNQHLGMVM

Query: 573 QWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACGIPAARVTKKADLREAIQTMLDTP
QWEDRFYKANRAHT+LGDPA+E+EIFPNML FA ACGIPAARVTKK +LREAIQTMLDTP
Sbjct: 502 QWEDRFYKANRAHTYLGDPARENE I FPNMLQFAGACGIPAARVTKKEELREAIQTMLDTP

Query: 633 GPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
GPYLLDVICPHQEHVLPMIP+GGTF DVITEGDGR KY
Sbjct: 562 GPYLLDVICPHQEHVLPMIPSGGTFKDVITEGDGRTKY 599

>emb |CAC86702.1] putative acetolactate synthase [Raphanus raphanistrum]
Length = 585

Score = 1124 bits (2907), Expect = 0.0, Method: Compositional matrix
Identities = 538/584 (92%), Positives = 563/584 (96%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQG
F+SR+APD+PRKGAD I LVEALERQGVETVFAYPGGASME IHQALTRSS+I1RNVLPRHEQG
Sbjct: 2 FVSRYAPDEPRKGAD I LVEALERQGVETVFAYPGGASME THQALTRSST IRNVLPRHEQG

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADA+LDSVPLVAITGQV RRMIGTDAF
Sbjct: 62 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADAMLDSVPLVAITGQVXRRMIGTDAF

Query: 207 QETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN
QETPIVEVTRSITKHNYLVMDV+DIPRI++EAFFLATSGRPGPVLVDVPKD IQQQLAIPN
Sbjct: 122 QETPIVEVTRSITKHNYLVMDVDDIPRIVQEAFFLATSGRPGPVLVDVPKDIQQQLAIPN

Query: 267 WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI
W+Q M+ PGYMSR+P+PPE S L Q VRLISESK PVLYVGGG LNSS+ELGRFVELTGI
Sbjct: 182 WDQPMRXPGYMSRLPQPPEVSQLXQXVRLISESKXPVLYVGGGSLNSSEELGRFVELTGI

Query: 327 PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLGSYPC+DE SL MLGMHGTVYANY+VEHSDLLLAFGVRFDDRVTGKLEA A
Sbhjct: 242 PVASTLMGLGSYPCNDEXSLQMLGMHGTVYANYSVEHSDLLLAFGVRFDDRVTGKLEAXA

Query: 387 SRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV
SRAKTVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNK+LENRAEELKLDFGVWR+EL+
Sbjct: 302 SRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKILENRAEELKLDFGVWRSELSE

Query: 447 QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLS
QKQKFPLSFKTFGEAIPPQYAI+VLDELTDGKAI ISTGVGQHQMWAAQFY Y+KPRQWLS
Sbjct: 362 QKQKFPLSFKTFGEAIPPQYAIQVLDELTDGKAI ISTGVGQHQMWAAQFYKYRKPRQWLS

Query: 507 SGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELAT IRVENLPVKVLLLNNQ
S GLGAMGFGLPAAIGASVANPDAIVVD IDGDGSFIMNVQELAT IRVENLPVK+LLLNNQ
Sbjct: 422 SSGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELAT IRVENLPVKILLLNNQ

Query: 567 HLGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACG I PAARVTKKADLREAIQ
HLGMVMQWEDRFYKANRAHT+LGDPA+E EIFPNML FA ACGIPAARVTKK +LREAIQ
Sbjct: 482 HLGMVMQWEDRFYKANRAHTYLGDPARESE I FPNMLQFAGACG I PAARVTKKEELREAIQ

Query: 627 TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670

TMLDTPGPYLLDVICPHQEHVLPMIP+GGTF DVITEGDGR KY
Sbjct: 542 TMLDTPGPYLLDVICPHQEHVLPMIPSGGTFKDVITEGDGRTKY 585

BASF Plant Science Report No. BPS-014-08

392

321

452

381

512

441

572

501

632

561

adjust.

146

61

206

121

266

181

326

241

386

301

446

361

506

421

566

481

626

541

Page 51 of 239



BASF

The Chemical Company
Plant Science L. L. C. BASF Reg.

>gb]AAY46011.1] putative acetolactate synthase [Sinapis arvensis]
Length = 577

Score = 1123 bits (2904), Expect = 0.0, Method: Compositional matrix
Identities = 538/577 (93%), Positives = 563/577 (97%)

Query: 91 FAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFA
+APD+PRKGADILVEALERQGVETVFAYPGGASME IHQALTRSS+IRNVLPRHEQGG+FA
Sbjct: 1 YAPDEPRKGAD I LVEALERQGVETVFAYPGGASME IHQALTRSST IRNVLPRHEQGG I FA

Query: 151 AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP
AEGYARSSGKPGICIATSGPGATNLVSGLADA+LDSVPLVAITGQVPRRMIGTDAFQETP
Sbjct: 61 AEGYARSSGKPGICIATSGPGATNLVSGLADAMLDSVPLVAITGQVPRRMIGTDAFQETP

Query: 211 I1VEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQA
IVEVTRSITKHNYLVMDV+DIPRI++EAFFLATSGRPGPVLVDVPKD I1QQQLAIPNW+Q
Sbjct: 121 IVEVTRSITKHNYLVMDVDDIPRIVQEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWDQP

Query: 271 MKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS
M+LPGYMSR+P+PPE S L QIVRLISESK+PVLYVGGG LNSSDELGRFVELTGIPVAS
Sbjct: 181 MRLPGYMSRLPQPPEVSQLGQIVRLISESKRPVLYVGGGSLNSSDELGRFVELTGIPVAS

Query: 331 TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK
TLMGLGSYPC+DELSL MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK
Sbjct: 241 TLMGLGSYPCNDELSLQMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK

Query: 391 1VHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK
IVHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWR+EL+ QKQK
Sbjct: 301 IVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRSELSEQKQK

Query: 451 FPLSFKTFGEAIPPQYAIKVLDELTDGKAIISTGVGQHQMWAAQFYNYKKPRQWLSSGGL
FPLSFKTFGEAIPPQYAI+VLDELT GKAIISTGVGQHQMWAAQFY Y+KPRQWLSS GL
Sbjct: 361 FPLSFKTFGEAIPPQYAIQVLDELTHGKAI ISTGVGQHQMWAAQFYKYRKPRQWLSSSGL

Query: 511 GAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGM
GAMGFGLPAAIGASVANPDAIVVDIDGDGSF IMNVQELAT IRVENLPVK+LLLNNQHLGM
Sbjct: 421 GAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKILLLNNQHLGM

Query: 571 VMQWEDRFYKANRAHTFLGDPAQEDEIFPNMLLFAAACGIPAARVTKKADLREAIQTMLD
VMQWEDRFYKANRAHT+LGDPA+E+EIFPNML FA ACGIPAARVTKK +LR+A1QTMLD
Sbjct: 481 VMQWEDRFYKANRAHTYLGDPAKENE IFPNMLQFAGACG IPAARVTKKEELRDAIQTMLD

Query: 631 TPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGR 667
TPGPYLLDVICPHQEHVLPMIP+GGTF DVITEGDGR
Sbjct: 541 TPGPYLLDVICPHQEHVLPMIPSGGTFKDVITEGDGR 577

>emb|CAC86703.1] putative acetolactate synthase [Raphanus raphanistrum]
Length = 585

Score = 1122 bits (2902), Expect = 0.0, Method: Compositional matrix
Identities = 537/584 (91%), Positives = 562/584 (96%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQG
F+SR+APD+PRKGAD I LVEALERQGVETVFAYPGGASM THQALTRSS+IRNVLPRHEQG
Shjct: 2 FVSRYAPDEPRKGAD I LVEALERQGVETVFAYPGGASMXTHQALTRSST IRNVLPRHEQG

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADA+LDSVPLVAITGQVPRRMIGTDAF
Sbjct: 62 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADAMLDSVPLVAITGQVPRRMIGTDAF

Query: 207 QETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN
QETPIVEVTRSITKHNYLVM V+DIPRI++EAFFLATSGRPGPVLVDVPKD IQQQLAIP
Sbjct: 122 QETPIVEVTRSITKHNYLVMXVDDIPRIVQEAFFLATSGRPGPVLVDVPKDIQQQLAIPX

Query: 267 WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI

W+Q M+LPGYMSR+P+PPE S L QIVRLISESK+PVLYVGGG LNSS+ELGRFVELTGI
Sbjct: 182 WDQPMRLPGYMSRLPQPPEVSQLRQIVRLISESKRPVLYVGGGSLNSSEELGRFVELTGI
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Query: 327 PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLGSYPC+DE SL MLGMHGTVYANY+VEHSD LLAFGVRFDDRVTGKLEAFA
Shjct: 242 PVASTLMGLGSYPCNDEXSLQMLGMHGTVYANYSVEHSDXLLAFGVRFDDRVTGKLEAFA

Query: 387 SRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV
SRAKTVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNK+LENRAEELKLDFGVWR+ELN
Sbjct: 302 SRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKILENRAEELKLDFGVWRSELNE

Query: 447 QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHOMWAAQFYNYKKPRQWLS
QKQKFPLSFKTFGEAIPPQYAI+VLDELTDGKAI I STGVGQHQMWAAQFY Y+KPRQWLS
Shjct: 362 QKQKFPLSFKTFGEAIPPQYAIQVLDELTDGKAI ISTGVGQHQMWAAQFYKYRKPRQWLS

Query: 507 SGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELAT IRVENLPVKVLLLNNQ
S GLGAMGFGLPAAIGASVANPDAIVVD IDGDGSFIMNVQELAT IRVENLPVK+LLLNNQ
Sbjct: 422 SSGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELAT IRVENLPVKILLLNNQ

Query: 567 HLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQ
HLGMVMQ EDRFYKANRAHT+LGDPA+E EIFPNML FA ACGIPAARVTKK +LREAIQ
Sbjct: 482 HLGMVMQXEDRFYKANRAHTYLGDPARESE IFPNMLQFAGACGIPAARVTKKEELREAIQ

Query: 627 TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
TMLDTP PYLLDVICPHQEHVLPMIP+GGTF DVITEGDGR KY
Sbjct: 542 TMLDTPXPYLLDVICPHQEHVLPMIPSGGTFKDVITEGDGRTKY 585

>gb|AAY46010.1] putative acetolactate synthase [Sinapis arvensis]
Length = 576

Score = 1121 bits (2900), Expect = 0.0, Method: Compositional matrix
Identities = 538/576 (93%), Positives = 562/576 (97%)

Query: 92 APDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAA
APD+PRKGAD I LVEALERQGVETVFAYPGGASME IHQALTRSS+IRNVLPRHEQGG+FAA
Sbjct: 1 APDEPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSST IRNVLPRHEQGG I FAA

Query: 152 EGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPI
EGYARSSGKPGICIATSGPGATNLVSGLADA+LDSVPLVAITGQVPRRMIGTDAFQETPI
Sbjct: 61 EGYARSSGKPGICIATSGPGATNLVSGLADAMLDSVPLVAITGQVPRRMIGTDAFQETPI

Query: 212 VEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQAM
VEVTRSITKHNYLVMDV+DIPRI++EAFFLATSGRPGPVLVDVPKD IQQQLAIPNW+Q M
Sbjct: 121 VEVTRSITKHNYLVMDVDDIPRIVQEAFFLATSGRPGPVLVDVPKD1QQQLAIPNWDQPM

Query: 272 KLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAST
+LPGYMSR+P+PPE S L QIVRLISESK+PVLYVGGG LNSSDELGRFVELTGIPVAST
Sbjct: 181 RLPGYMSRLPQPPEVSQLGQIVRLISESKRPVLYVGGGSLNSSDELGRFVELTGIPVAST

Query: 332 LMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKI
LMGLGSYPC+DELSL MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKI
Sbjct: 241 LMGLGSYPCNDELSLQMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKI

Query: 392 VHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKF
VHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWR+EL+ QKQKF
Sbjct: 301 VHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRSELSEQKQKF

Query: 452 PLSFKTFGEAIPPQYAIKVLDELTDGKAIISTGVGQHQMWAAQFYNYKKPRQWLSSGGLG
PLSFKTFGEAIPPQYAI+VLDELT GKAIISTGVGQHQMWAAQFY Y+KPRQWLSS GLG
Sbjct: 361 PLSFKTFGEAIPPQYAIQVLDELTHGKAIISTGVGQHQMWAAQFYKYRKPRQWLSSSGLG

Query: 512 AMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELAT IRVENLPVKVLLLNNQHLGMV
AMGFGLPAA1GASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVK+LLLNNQHLGMV
Sbjct: 421 AMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELAT IRVENLPVKILLLNNQHLGMV

Query: 572 MQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTMLDT
MQWEDRFYKANRAHT+LGDPA+E+EIFPNML FA ACGIPAARVTKK +LR+A1QTMLDT
Sbjct: 481 MQWEDRFYKANRAHTYLGDPAKENE I FPNMLQFAGACGIPAARVTKKEELRDAIQTMLDT

Query: 632 PGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGR 667

PGPYLLDVICPHQEHVLPMIP+GGTF DVITEGDGR
Sbjct: 541 PGPYLLDVICPHQEHVLPMIPSGGTFKDVITEGDGR 576
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>gb|AAY46004.1] putative acetolactate synthase [Sinapis arvensis]
Length = 576

Score = 1120 bits (2897), Expect = 0.0, Method: Compositional matrix
Identities = 536/576 (93%), Positives = 561/576 (97%)

Query: 91 FAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFA
+APD+PRKGADILVEALERQGVETVFAYPGGASME IHQALTRSS+IRNVLPRHEQGG+FA
Sbjct: 1 YAPDEPRKGAD I LVEALERQGVETVFAYPGGASME IHQALTRSST IRNVLPRHEQGG I FA

Query: 151 AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP
AEGYARSSGKPGICIATSGPGATNLVSGLADA+LDSVPLVAITGQV RRMIGTDAFQETP
Sbjct: 61 AEGYARSSGKPGICIATSGPGATNLVSGLADAMLDSVPLVAITGQVSRRMIGTDAFQETP

Query: 211 I1VEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQA
IVEVTRSITKHNYLVMDV+DIPRI++EAFFLATSGRPGPVLVDVPKD I1QQQLAIPNW+Q
Sbjct: 121 IVEVTRSITKHNYLVMDVDDIPRIVQEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWDQP

Query: 271 MKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS
M+LPGYMSR+P+PPE S L QIVRLISESK+PVLYVGGG LNSSDELGRFVELTGIPVAS
Sbjct: 181 MRLPGYMSRLPQPPEVSQLSQIVRLISESKRPVLYVGGGSLNSSDELGRFVELTGIPVAS

Query: 331 TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK
TLMGLGSYPC+DELSL MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK
Sbjct: 241 TLMGLGSYPCNDELSLQMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK

Query: 391 1VHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK
IVHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWR+EL+ QKQK
Sbjct: 301 IVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRSELSEQKQK

Query: 451 FPLSFKTFGEAIPPQYAIKVLDELTDGKAIISTGVGQHQMWAAQFYNYKKPRQWLSSGGL
FPLSFKTFGEAIPPQYAI+VLDELT GKAIISTGVGQHQMWAAQFY Y+KPRQWLSS GL
Sbjct: 361 FPLSFKTFGEAIPPQYAIQVLDELTHGKAI ISTGVGQHQMWAAQFYKYRKPRQWLSSSGL

Query: 511 GAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGM
GAMGFGLPAAIGASVANPDAIVVDIDGDGSF IMNVQELAT IRVENLPVK+LLLNNQHLGM
Sbjct: 421 GAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKILLLNNQHLGM

Query: 571 VMQWEDRFYKANRAHTFLGDPAQEDEIFPNMLLFAAACGIPAARVTKKADLREAIQTMLD
VMQWEDRFYKANRAHT+LGDPA+E+EIFPNML FA ACGIPAARVTKK +LR+A1QTMLD
Sbjct: 481 VMQWEDRFYKANRAHTYLGDPAKENE IFPNMLQFAGACG IPAARVTKKEELRDAIQTMLD

Query: 631 TPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDG 666
TPGPYLLDVICPHQEHVLPMIP+GGTF DVITEGDG
Sbjct: 541 TPGPYLLDVICPHQEHVLPMIPSGGTFKDVITEGDG 576

>gb|AAY46012.1] putative acetolactate synthase [Sinapis arvensis]
Length = 577

Score = 1120 bits (2896), Expect = 0.0, Method: Compositional matrix
Identities = 537/577 (93%), Positives = 562/577 (97%)

Query: 91 FAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFA
+APD+PRKGAD I LVEALERQGVETVFAYPGGASME IHQALTRSS+ IRNVLPRHEQGG+FA
Shjct: 1 YAPDEPRKGAD I LVEALERQGVETVFAYPGGASME THQALTRSST IRNVLPRHEQGG I FA

Query: 151 AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP
AEGYARSSGKPGICIATSGPGATNLVSGLADA+LDSVPLVAITGQVPRRMIGTDAFQETP
Sbjct: 61 AEGYARSSGKPGICIATSGPGATNLVSGLADAMLDSVPLVAITGQVPRRMIGTDAFQETP

Query: 211 IVEVTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQA
IVEVTRSITKHNYLVMDV+DIPRI1++EAFFLATSGRPGPVLVDVPKD 1QQQLAIPNW+Q
Sbjct: 121 IVEVTRSITKHNYLVMDVDDIPRIVQEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWDQP

Query: 271 MKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS

M+LPGYMSR+P+PPE S L QIVRLISESK+PVLYVGGG LNSSDELGRFVELTGIPVAS
Sbjct: 181 MRLPGYMSRLPQPPEVSQLGQIVRLISESKRPVLYVGGGSLNSSDELGRFVELTGIPVAS
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Query: 331 TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK
TLMGLGSYPC+DELSL MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK
Sbjct: 241 TLMGLGSYPCNDELSLQMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK

Query: 391 IVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK
1VHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWR+EL+ QKQK
Sbjct: 301 1VHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRSELSEQKQK

Query: 451 FPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGL
FPLSFKTFGEAIPPQYAI+VLDELT GKAIISTGVGQHQMWAAQFY Y+KPRQWLSS GL
Sbjct: 361 FPLSFKTFGEAIPPQYAIQVLDELTHGKAI ISTGVGQHQMWAAQFYKYRKPRQWLSSSGL

Query: 511 GAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGM
GAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVK+LLLNNQHLGM
Sbjct: 421 GAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKILLLNNQHLGM

Query: 571 VMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTMLD
VMQ EDRFYKANRAHT+LGDPA+E+EIFPNML FA ACGIPAARVTKK +LR+AIQTMLD
Sbjct: 481 VMQLEDRFYKANRAHTYLGDPAKENE IFPNMLQFAGACGIPAARVTKKEELRDAIQTMLD

Query: 631 TPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGR 667
TPGPYLLDVICPHQEHVLPMIP+GGTF DVITEGDGR
Sbjct: 541 TPGPYLLDVICPHQEHVLPMIPSGGTFKDVITEGDGR 577

>gb|AAY46008.1] putative acetolactate synthase [Sinapis arvensis]
Length = 575

Score = 1119 bits (2895), Expect = 0.0, Method: Compositional matrix
Identities = 537/575 (93%), Positives = 561/575 (97%)

Query: 93 PDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAE
PD+PRKGAD I LVEALERQGVETVFAYPGGASME IHQALTRSS+IRNVLPRHEQGG+FAAE
Sbjct: 1 PDEPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSST IRNVLPRHEQGG I FAAE

Query: 153 GYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIV
GYARSSGKPGICIATSGPGATNLVSGLADA+LDSVPLVAITGQVPRRMIGTDAFQETPIV
Sbjct: 61 GYARSSGKPGICIATSGPGATNLVSGLADAMLDSVPLVAITGQVPRRMIGTDAFQETPIV

Query: 213 EVTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMK
EVTRSITKHNYLVMDV+DIPRI++EAFFLATSGRPGPVLVDVPKD IQQQLAIPNW+Q M+
Sbjct: 121 EVTRSITKHNYLVMDVDDIPRIVQEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWDQPMR

Query: 273 LPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGIPVASTL
LPGYMSR+P+PPE S L QIVRLISESK+PVLYVGGG LNSSDELGRFVELTGIPVASTL
Sbjct: 181 LPGYMSRLPQPPEVSQLGQIVRLISESKRPVLYVGGGSLNSSDELGRFVELTGIPVASTL

Query: 333 MGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKITV
MGLGSYPC+DELSL MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIV
Sbjct: 241 MGLGSYPCNDELSLQMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIV

Query: 393 HIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFP
HIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWR+EL+ QKQKFP
Sbjct: 301 HIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRSELSEQKQKFP

Query: 453 LSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGA
LSFKTFGEAIPPQYAI+VLDELT GKAIISTGVGQHQMWAAQFY Y+KPRQWLSS GLGA
Sbjct: 361 LSFKTFGEAIPPQYAIQVLDELTHGKAI ISTGVGQHQMWAAQFYKYRKPRQWLSSSGLGA

Query: 513 MGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMVM
MGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVK+LLLNNQHLGMVM
Sbjct: 421 MGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELAT IRVENLPVKILLLNNQHLGMVM

Query: 573 QWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTMLDTP
QWEDRFYKANRAHT+LGDPA+E+EIFPNML FA ACGIPAARVTKK +LR+AIQTMLDTP
Sbjct: 481 QWEDRFYKANRAHTYLGDPAKENEIFPNMLQFAGACGIPAARVTKKEELRDAIQTMLDTP

Query: 633 GPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGR 667

GPYLLDVICPHQEHVLPMIP+GGTF DVITEGDGR
Sbjct: 541 GPYLLDVICPHQEHVLPMIPSGGTFKDVITEGDGR 575
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>gb|AAY45998.1] putative acetolactate synthase [Sinapis arvensis]
gb]AAY45999.1| putative acetolactate synthase [Sinapis arvensis]
Length = 574

Score = 1118 bits (2891), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 535/574 (93%), Positives = 560/574 (97%)

Query: 91 FAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFA 150
+APD+PRKGADILVEALERQGVETVFAYPGGASME IHQALTRSS+IRNVLPRHEQGG+FA
Shjct: 1 YAPDEPRKGAD I LVEALERQGVETVFAYPGGASME IHQALTRSSTIRNVLPRHEQGGIFA 60

Query: 151 AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP 210
AEGYARSSGKPGICIATSGPGATNLVSGLADA+LDSVPLVAITGQVPRRMIGTDAFQETP
Sbjct: 61 AEGYARSSGKPGICIATSGPGATNLVSGLADAMLDSVPLVAITGQVPRRMIGTDAFQETP 120

Query: 211 IVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQA 270
IVEVTRSITKHNYLVMDV+DIPRI++EAFFLATSGRPGPVLVDVPKD IQQQLAIPNW+Q
Sbjct: 121 IVEVTRSITKHNYLVMDVDDIPRIVQEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWDQP 180

Query: 271 MKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS 330
M+LPGYMSR+P+PPE S L QIVRLISESK+PVLYVGGG LNSSDELGRFVELTGIPVAS
Sbjct: 181 MRLPGYMSRLPQPPEVSQLXQIVRLISESKRPVLYVGGGSLNSSDELGRFVELTGIPVAS 240

Query: 331 TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK 390
TLMGLGSYPC+DELSL MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK
Sbjct: 241 TLMGLGSYPCNDELSLQMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK 300

Query: 391 IVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK 450
IVHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWR+EL+ QKQK
Sbjct: 301 IVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRSELSEQKQK 360

Query: 451 FPLSFKTFGEAIPPQYAIKVLDELTDGKAIISTGVGQHQMWAAQFYNYKKPRQWLSSGGL 510
FPLSFKTFGEAIPPQYAI+VLDELT GKAIISTGVGQHQMWAAQFY Y+KPRQWLSS GL
Sbjct: 361 FPLSFKTFGEAIPPQYAIQVLDELTHGKAIISTGVGQHQMWAAQFYKYRKPRQWLSSSGL 420

Query: 511 GAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGM 570
GAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVK+LLLNNQHLGM
Sbjct: 421 GAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELAT IRVENLPVKILLLNNQHLGM 480

Query: 571 VMQWEDRFYKANRAHTFLGDPAQEDEIFPNMLLFAAACGIPAARVTKKADLREAIQTMLD 630
VMQWEDRFYKANRAHT+LGDPA+E+EIFPNML FA ACGIPAARVTKK +LR+AIQTMLD
Sbjct: 481 VMQWEDRFYKANRAHTYLGDPAKENE IFPNMLQFAGACGIPAARVTKKEELRDAIQTMLD 540

Query: 631 TPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEG 664
TPGPYLLDVICPHQEHVLPMIP+GGTF DVITEG
Sbjct: 541 TPGPYLLDVICPHQEHVLPMIPSGGTFKDVITEG 574

>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 = 1117 bits (2890), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 535/574 (93%), Positives = 560/574 (97%)

Query: 91 FAPDQPRKGADILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQGGVFA 150
+APD+PRKGADILVEALERQGVETVFAYPGGASME IHQALTRSS+IRNVLPRHEQGG+FA
Sbjct: 1 YAPDEPRKGAD I LVEALERQGVETVFAYPGGASME IHQALTRSST IRNVLPRHEQGGIFA 60

Query: 151 AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP 210

AEGYARSSGKPGICIATSGPGATNLVSGLADA+LDSVPLVAITGQVPRRMIGTDAFQETP
Sbjct: 61 AEGYARSSGKPGICIATSGPGATNLVSGLADAMLDSVPLVAITGQVPRRMIGTDAFQETP 120
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Query: 211
Sbjct: 121
Query: 271
Sbjct: 181
Query: 331
Sbjct: 241
Query: 391
Sbjct: 301
Query: 451
Sbjct: 361
Query: 511
Sbjct: 421
Query: 571
Sbjct: 481
Query: 631

Sbjct: 541

IVEVTRSITKHNYLVMDVED I PRI IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQA
IVEVTRSITKHNYLVMDV+DIPRI++EAFFLATSGRPGPVLVDVPKD IQQQLAIPNW+Q
IVEVTRSITKHNYLVMDVDD IPRIVQEAFFLATSGRPGPVLVDVPKD 1QQQLATPNWDQP

MKLPGYMSRMPKPPEDSHLEQIVRL I SESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS
M+LPGYMSR+P+PPE S L QIVRLISESK+PVLYVGGG LNSSDELGRFVELTGIPVAS
MRLPGYMSRLPQPPEVSQLGQIVRLISESKRPVLYVGGGSLNSSDELGRFVELTGIPVAS

TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK
TLMGLGSYPC+DELSL MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK
TLMGLGSYPCNDELSLQMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK

IVHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK
IVHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWR+EL+ QKQK
IVHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRSELSEQKQK

FPLSFKTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHQMWAAQFYNYKKPRQWLSSGGL
FPLSFKTFGEAIPPQYAI+VLDELT GKAIISTGVGQHQMWAAQFY Y+KPRQWLSS GL
FPLSFKTFGEAIPPQYAIQVLDELTHGKAT ISTGVGQHQMWAAQFYKYRKPRQWLSSSGL

GAMGFGLPAAIGASVANPDAIVVDIDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGM
GAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVK+LLLNNQHLGM
GAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKILLLNNQHLGM

VMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLREAIQTMLD
VMQWEDRFYKANRAHT+LGDPA+E+EIFPNML FA ACGIPAARVTKK +LR+AIQTMLD
VMQWEDRFYKANRAHTYLGDPAKENE I FPNMLQFAGACG I PAARVTKKEELRDAIQTMLD

TPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEG 664
TPGPYLLDVICPHQEHVLPMIP+GGTF DVITEG
TPGPYLLDV ICPHQEHVLPMIPSGGTFKDVITEG 574

>gb | AAY46007.1] putative acetolactate synthase [Sinapis arvensis]

Score = 1117 bits (2890), Expect = 0.0

Length = 574

Method: Compositional matrix

Identities = 536/574 (93%), Positives = 560/574 (97%)

Query: 93

Sbjct: 1

Query: 153
Sbjct: 61

Query: 213
Sbjct: 121
Query: 273
Sbjct: 181
Query: 333
Sbjct: 241
Query: 393
Sbjct: 301
Query: 453
Sbjct: 361
Query: 513

Shjct: 421

PDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAE
PD+PRKGADILVEALERQGVETVFAYPGGASME IHQALTRSS+IRNVLPRHEQGG+FAAE
PDEPRKGAD I LVEALERQGVETVFAYPGGASME THQALTRSST IRNVLPRHEQGG I FAAE

GYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIV
GYARSSGKPGICIATSGPGATNLVSGLADA+LDSVPLVAITGQVPRRMIGTDAFQETPIV
GYARSSGKPGICIATSGPGATNLVSGLADAMLDSVPLVAITGQVPRRMIGTDAFQETPIV

EVTRSITKHNYLVMDVED PRI IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQAMK
EVTRSITKHNYLVMDV+DIPRI++EAFFLATSGRPGPVLVDVPKD IQQQLAIPNW+Q M+
EVTRSITKHNYLVMDVDD IPRIVQEAFFLATSGRPGPVLVDVPKD 1QQQLATPNWDQPMR

LPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGIPVASTL
LPGYMSR+P+PPE S L QIVRLISESK+PVLYVGGG LNSSDELGRFVELTGIPVASTL
LPGYMSRLPQPPEVSQLGQIVRL ISESKRPVLYVGGGSLNSSDELGRFVELTGIPVASTL

MGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKITV
MGLGSYPC+DELSL MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIV
MGLGSYPCNDELSLQMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKITV

HIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFP
HIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWR+EL+ QKQKFP
HIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRSELSEQKQKFP

LSFKTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGA
LSFKTFGEAIPPQYAI+VLDELT GKAIISTGVGQHQMWAAQFY Y+KPRQWLSS GLGA
LSFKTFGEAIPPQYAIQVLDELTHGKAT ISTGVGQHQMWAAQFYKYRKPRQWLSSSGLGA

MGFGLPAA1GASVANPDATVVDIDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGMVM
MGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVK+LLLNNQHLGMVM
MGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKILLLNNQHLGMVM
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Query: 573 QWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTMLDTP 632
QWEDRFYKANRAHT+LGDPA+E+EIFPNML FA ACGIPAARVTKK +LR+AIQTMLDTP
Sbjct: 481 QWEDRFYKANRAHTYLGDPAKENEIFPNMLQFAGACGIPAARVTKKEELRDAIQTMLDTP 540

Query: 633 GPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDG 666
GPYLLDVICPHQEHVLPMIP+GGTF DVITEGDG
Sbjct: 541 GPYLLDVICPHQEHVLPMIPSGGTFKDVITEGDG 574

>gb]AAY46013.1] putative acetolactate synthase [Sinapis arvensis]
Length = 575

Score = 1115 bits (2884), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 535/575 (93%), Positives = 560/575 (97%)

Query: 91 FAPDQPRKGADILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQGGVFA 150
+APD+PRKGADILVEALERQGVETVFAYPGGASME IHQALTRSS+IRNVLPRHEQGG+FA
Shbjct: 1 YAPDEPRKGAD I LVEALERQGVETVFAYPGGASME IHQALTRSST IRNVLPRHEQGGIFA 60

Query: 151 AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP 210
AEGYARSSGKPGICIATSGPGATNLVSGLADA+LDSVPLVAITGQVPRRMIGTDAFQETP
Sbjct: 61 AEGYARSSGKPGICIATSGPGATNLVSGLADAMLDSVPLVAITGQVPRRMIGTDAFQETP 120

Query: 211 I1VEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQA 270
IVEVTRSITKHNYLVMDV+DIPRI++EAFFLATSGRPGPVLVDVPKD I1QQQLAIPNW+Q
Sbjct: 121 IVEVTRSITKHNYLVMDVDDIPRIVQEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWDQP 180

Query: 271 MKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS 330
M+LPGYMSR+P+PPE S L QIVRLISESK+PVLYVGGG LNSSDELGRFVELTGIPVAS
Sbjct: 181 MRLPGYMSRLPQPPEVSQLGQIVRLISESKRPVLYVGGGSLNSSDELGRFVELTGIPVAS 240

Query: 331 TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK 390
TLMGLGSYPC+DELSL MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK
Sbjct: 241 TLMGLGSYPCNDELSLQMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK 300

Query: 391 1VHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK 450
1VHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWR+EL+ QKQK
Sbjct: 301 IVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRSELSEQKQK 360

Query: 451 FPLSFKTFGEAIPPQYAIKVLDELTDGKAIISTGVGQHQMWAAQFYNYKKPRQWLSSGGL 510
FPLSFKTFGEAIPPQYAI+VLDELT GKAIISTGVGQHQMWAAQFY Y+KPRQWLSS GL
Sbjct: 361 FPLSFKTFGEAIPPQYAIQVLDELTHGKAI ISTGVGQHQMWAAQFYKYRKPRQWLSSSGL 420

Query: 511 GAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGM 570
GAMGFGLPAAIGASVANPDAIVVDIDGDGSF IMNVQELAT IRVENLPVK+LLLNNQHLGM
Sbjct: 421 GAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKILLLNNQHLGM 480

Query: 571 VMQWEDRFYKANRAHTFLGDPAQEDEIFPNMLLFAAACGIPAARVTKKADLREAIQTMLD 630
VMQ EDRFYKANRAHT+LGDPA+E+EIFPNML FA ACGIPAARVTKK +LR+A1QTMLD
Sbjct: 481 VMQXEDRFYKANRAHTYLGDPAKENE IFPNMLQFAGACG IPAARVTKKEELRDAIQTMLD 540

Query: 631 TPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGD 665
TPGPYLLDVICPHQEHVLPMIP+GGTF DVITEGD
Sbjct: 541 TPGPYLLDVICPHQEHVLPMIPSGGTFKDVITEGD 575

>gb|AAY46005.1] putative acetolactate synthase [Sinapis arvensis]
Length = 573

Score = 1115 bits (2883), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 534/573 (93%), Positives = 558/573 (97%)

Query: 95 QPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGY 154
+PRKGADILVEALERQGVETVFAYPGGASME IHQALTRSS+IRNVLPRHEQGG+FAAEGY
Sbjct: 1 EPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSTIRNVLPRHEQGGIFAAEGY 60

Query: 155 ARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEV 214

ARSSGKPGICIATSGPGATNLVSGLADA+LDSVPLVAITGQV RRMIGTDAFQETPIVEV
Sbjct: 61 ARSSGKPGICIATSGPGATNLVSGLADAMLDSVPLVAITGQVSRRMIGTDAFQETPIVEV 120
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Query: 215
Sbjct: 121
Query: 275
Sbjct: 181
Query: 335
Sbjct: 241
Query: 395
Sbjct: 301
Query: 455
Sbjct: 361
Query: 515
Sbjct: 421
Query: 575
Shjct: 481
Query: 635

Sbhjct: 541

TRSITKHNYLVMDVED IPRI IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQAMKLP
TRSITKHNYLVMDV+D IPRI++EAFFLATSGRPGPVLVDVPKD IQQQLAIPNW+Q M+LP
TRSITKHNYLVMDVDD IPRIVQEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWDQPMRLP

GYMSRMPKPPEDSHLEQI'VRL ISESKKPVLYVGGGCLNSSDELGRFVELTGIPVASTLMG
GYMSR+P+PPE S L QIVRLISESK+PVLYVGGG LNSSDELGRFVELTGIPVASTLMG
GYMSRLPQPPEVSQLSQIVRLISESKRPVLYVGGGSLNSSDELGRFVELTGIPVASTLMG

LGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHI
LGSYPC+DELSL MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHI
LGSYPCNDELSLQMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHI

DIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLS
DIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWR+EL+ QKQKFPLS
DIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRSELSEQKQKFPLS

FKTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMG
FKTFGEAIPPQYAI+VLDELT GKAIISTGVGQHQMWAAQFY Y+KPRQWLSS GLGAMG
FKTFGEAIPPQYAIQVLDELTHGKAT ISTGVGQHQMWAAQFYKYRKPRQWLSSSGLGAMG

FGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGMVMQW
FGLPAATGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVK+LLLNNQHLGMVMQW
FGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKILLLNNQHLGMVMQW

EDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTMLDTPGP
EDRFYKANRAHT+LGDPA+E+EIFPNML FA ACGIPAARVTKK +LR+Al1QTMLDTPGP
EDRFYKANRAHTYLGDPAKENE I FPNMLQFAGACG I PAARVTKKEELRDAIQTMLDTPGP

YLLDVICPHQEHVLPMIPNGGTFNDVITEGDGR 667
YLLDVICPHQEHVLPMIP+GGTF DVITEGDGR
YLLDVICPHQEHVLPMIPSGGTFKDVITEGDGR 573

>emb |CAC86693.1] putative acetolactate synthase [Raphanus raphanistrum]

Score = 1112 bits (2877), Expect = 0.0

Length = 585

Method: Compositional matrix

Identities = 533/584 (91%), Positives = 559/584 (95%)

Query: 87

Sbjct: 2

Query: 147
Sbjct: 62

Query: 207
Sbjct: 122
Query: 267
Sbjct: 182
Query: 327
Sbjct: 242
Query: 387
Sbjct: 302
Query: 447
Sbjct: 362
Query: 507

Shjct: 422

F1SRFAPDQPRKGAD ILVEALERQGVETVFAYPGGASME THQALTRSSS IRNVLPRHEQG
F+SR+APD+PRKGAD ILVEALERQGVETVFAYPGGASM THQALTRSS+IRNVLPRHEQG
FVSRYAPDEPRKGAD I LVEALERQGVETVFAYPGGASMXTHQALTRSST IRNVLPRHEQG

GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADA+LD VPLVAITGQVPRRMIGTDAF
GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADAMLDXVPLVAITGQVPRRMIGTDAF

QETPIVEVTRSITKHNYLVMDVED IPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPN
QETPIVEVTRSITKHNYLVM V+DIPRI++EAFFLATSGRPGPVLVDVPKDIQQQLAIPN
QETPIVEVTRSITKHNYLVMXVDDIPRIVQEAFFLATSGRPGPVLVDVPKDIQQQLAIPN

WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI
W+Q M+LPGYMSR+P+PPE S L QIVRLISESK PVLYVGGG LNSS+ELGRFVELTG
WDQPMRLPGYMSRLPQPPEVSQLRQIVRLISESKXPVLYVGGGSLNSSEELGRFVELTGX

PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLGS PC+DE SL MLGMHGTVYANY+VEHSDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLGSXPCNDEXSLQMLGMHGTVYANYSVEHSDLLLAFGVRFDDRVTGKLEAFA

SRAKTVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV
SRAKIVH DIDSAEIGKNKTPHVSVCGDVKLALQGMN++LENRAEELKLDFGVWR+EL+
SRAKTVHXD IDSAE I GKNKTPHVSVCGDVKLALQGMNE I LENRAEELKLDFGVWRSELSE

QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLS
QKQKFPLSFKTFGEAIPPQYAI+VLDELTDGKAI ISTGVGQHQMWAAQFY Y+KPRQWLS
QKQKFPLSFKTFGEAIPPQYAIQVLDELTDGKAI ISTGVGQHQMWAAQFYKYRKPRQWLS

SGGLGAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQ
S GLGAMGFGLPAAIGASVANPDAIVVD IDGDGSFIMNVQELAT IRVENLPVK+LLLNNQ
SSGLGAMGFGLPAAIGASVANPDATIVVD IDGDGSFIMNVQELAT IRVENLPVKILLLNNQ
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Query: 567 HLGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQ 626
HLGMVMQ EDRFYKANRAHT+LGDPA+E EIFPNM FA ACGIPAARVTKK +LREAIQ
Sbjct: 482 HLGMVMQLEDRFYKANRAHTYLGDPARESEIFPNMXQFAGACGIPAARVTKKXELREAIQ 541

Query: 627 TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
TMLDTPGPYLLDVICPHQEHVLPMIP+GGTF DVITEGDGR KY
Sbjct: 542 TMLDTPGPYLLDVICPHQEHVLPMIPSGGTFKDVITEGDGRTKY 585

>gb|AAY46006.1] putative acetolactate synthase [Sinapis arvensis]
gb]AAY46009.1] putative acetolactate synthase [Sinapis arvensis]
Length = 567

Score = 1104 bits (2855), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 530/567 (93%), Positives = 553/567 (97%)

Query: 101 DILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYARSSGK 160
DILVEALERQGVETVFAYPGGASME IHQALTRSS+IRNVLPRHEQGG+FAAEGYARSSGK
Sbjct: 1 DILVEALERQGVETVFAYPGGASME ITHQALTRSSTIRNVLPRHEQGG IFAAEGYARSSGK 60

Query: 161 PGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSITK 220
PGICIATSGPGATNLVSGLADA+LDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSITK
Sbjct: 61 PGICIATSGPGATNLVSGLADAMLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSITK 120

Query: 221 HNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKLPGYMSRM 280
HNYLVMDV+DIPRI++EAFFLATSGRPGPVLVDVPKDIQQQLAIPNW+Q M+LPGYMSR+
Sbjct: 121 HNYLVMDVDDIPRIVQEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWDQPMRLPGYMSRL 180

Query: 281 PKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVASTLMGLGSYPC 340
P+PPE S L QIVRLISESK+PVLYVGGG LNSSDELGRFVELTGIPVASTLMGLGSYPC
Sbjct: 181 PQPPEVSQLGQIVRLISESKRPVLYVGGGSLNSSDELGRFVELTGIPVASTLMGLGSYPC 240

Query: 341 DDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAE 400
+DELSL MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAE
Sbjct: 241 NDELSLQMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAE 300

Query: 401 1GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGE 460
I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWR+EL+ QKQKFPLSFKTFGE
Sbjct: 301 IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRSELSEQKQKFPLSFKTFGE 360

Query: 461 AIPPQYAIKVLDELTDGKAIISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGFGLPAA 520
AIPPQYAI+VLDELT GKAIISTGVGQHQMWAAQFY Y+KPRQWLSS GLGAMGFGLPAA
Sbjct: 361 AIPPQYAIQVLDELTHGKATIISTGVGQHQMWAAQFYKYRKPRQWLSSSGLGAMGFGLPAA 420

Query: 521 1GASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMVMQWEDRFYK 580
I1GASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVK+LLLNNQHLGMVMQWEDRFYK
Sbjct: 421 1GASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKILLLNNQHLGMVMQWEDRFYK 480

Query: 581 ANRAHTFLGDPAQEDEIFPNMLLFAAACGIPAARVTKKADLREAIQTMLDTPGPYLLDVI 640
ANRAHT+LGDPA+E+EIFPNML FA ACGIPAARVTKK +LR+AIQTMLDTPGPYLLDVI
Sbjct: 481 ANRAHTYLGDPAKENE IFPNMLQFAGACGIPAARVTKKEELRDAIQTMLDTPGPYLLDVI 540

Query: 641 CPHQEHVLPMIPNGGTFNDVITEGDGR 667
CPHQEHVLPMIP+GGTF DVITEGDGR
Sbjct: 541 CPHQEHVLPMIPSGGTFKDVITEGDGR 567

>emb | CAA87083.1] acetohydroxyacid synthase [Gossypium hirsutum]
Length = 659

Score = 1055 bits (2729), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 497/584 (85%), Positives = 541/584 (92%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQG 146
FISR+A D+PRKGADILVEALER+GV+ VFAYPGGASMEIHQALTRS IRNVLPRHEQG
Sbjct: 76 FISRYADDEPRKGAD ILVEALEREGVKDVFAYPGGASME IHQALTRSKIIRNVLPRHEQG 135

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF 206

GVFAAEGYARSSG  G+CIATSGPGATNLVSGLADA+LDS+PLVAITGQVPRRMIGTDAF
Sbjct: 136 GVFAAEGYARSSGISGVCIATSGPGATNLVSGLADAMLDSIPLVAITGQVPRRMIGTDAF 195
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Query: 207
Sbjct: 196
Query: 267
Sbjct: 256
Query: 327
Sbjct: 316
Query: 387
Sbjct: 376
Query: 447
Sbjct: 436
Query: 507
Sbjct: 496
Query: 567
Sbjct: 556
Query: 627

Shjct: 616

QETPIVEVTRSITKHNYLVMDVED IPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPN
QETPIVEVTRSITKHNYLV+DV+DIPRI+ EAFFLA+SGRPGPVL+DVPKDIQQQLA+P
QETPIVEVTRSITKHNYLVLDVDDIPRIVSEAFFLASSGRPGPVL IDVPKD 1QQQLAVPK

WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI
W +++LPGY+SR+PK P ++HLEQIVRL+SESKKPVLYVGGGCLNSS+EL RFVELTGI
WNHSLRLPGYLSRLPKAPAEAHLEQIVRLVSESKKPVLYVGGGCLNSSEELKRFVELTGI

PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLG++P DELSL MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLGAFP 1 SDELSLQMLGMHGTVYANYAVDKSDLLLAFGVRFDDRVTGKLEAFA

SRAKIVHID IDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV
SRAKIVHIDIDSAEIGKNK PH+SVC DVKLALQG+NK+LE +L LD+ WR ELN
SRAKTVHIDIDSAE I GKNKQPHMSVCSDVKLALQG INKILETTGAKLNLDYSEWRQELNE

QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI I STGVGQHQMWAAQFYNYKKPRQWLS
QK KFPLS+KTFGEAIPPQYAI+VLDELT G Al ISTGVGQHQMWAAQFY YKKPRQWL+
QKLKFPLSYKTFGEAIPPQYAIQVLDELTGGNAT I STGVGQHQMWAAQFYKYKKPRQWLT

SGGLGAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQ
SGGLGAMGFGLPAAIGA+VANP+A+VVD IDGDGSF IMNVQELAT+RVENLPVK+LLLNNQ
SGGLGAMGFGLPAAIGAAVANPEAVVVD IDGDGSF IMNVQELATMRVENLPVKILLLNNQ

HLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQ
HLGMV+QWEDRFYKANRAHT+LGDP+ E EIFPNML FA ACGIPAARVTKK DL+ AlQ
HLGMVVQWEDRFYKANRAHTYLGDPSNESE I FPNMLKFAEACG I PAARVTKKEDLKAAILQ

TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFENDVITEGDGRIKY 670
MLDTPGPYLLDVI PHQEHVLPMIP+GG F DVITEGDGR +Y
KMLDTPGPYLLDV1VPHQEHVLPMIPSGGAFKDVITEGDGRTQY 659

>emb |CAA87084.1] acetohydroxyacid synthase [Gossypium hirsutum]

Score = 1055 bits (2728), Expect = 0.0

Length = 659

Method: Compositional matrix

Identities = 497/584 (85%), Positives = 542/584 (92%)

Query: 87
Sbjct: 76
Query: 147
Sbjct: 136
Query: 207
Sbjct: 196
Query: 267
Sbjct: 256
Query: 327
Sbjct: 316
Query: 387
Sbjct: 376
Query: 447
Sbjct: 436
Query: 507

Sbjct: 496

F1SRFAPDQPRKGAD ILVEALERQGVETVFAYPGGASME THQALTRSSS IRNVLPRHEQG
FISR+A D+PRKGADILVEAL R+GV+ VFAYPGGASMEIHQALTRS IRNVLPRHEQG
F1SRYADDEPRKGAD I LVEALVREGVKDVFAYPGGASME IHQALTRSK1 IRNVLPRHEQG

GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
GVFAAEGYARSSG PG+CIATSGPGATNLVSGLADA+LDS+PLVAITGQVPRRMIGTDAF
GVFAAEGYARSSGIPGVCIATSGPGATNLVSGLADAMLDS IPLVAITGQVPRRMIGTDAF

QETPIVEVTRSITKHNYLVMDVED IPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPN
QETPIVEVTRSITKHNYLV+DV+DIPRI+ EAFFLA+SGRPGPVL+DVPKDIQQQLA+P
QETPIVEVTRSITKHNYLVLDVDDIPRIVSEAFFLASSGRPGPVL IDVPKD 1QQQLAVPK

WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI
W +++LPGY+SR+PK P ++HLEQIVRL+SESKKPVLYVGGGCLNSS+EL RFVELTGI
WNHSLRLPGYLSRLPKAPGEAHLEQIVRLVSESKKPVLYVGGGCLNSSEELKRFVELTGI

PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLG++P  D+LSL MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLGAFP 1 SDDLSLQMLGMHGTVYANYAVDKSDLLLAFGVRFDDRVTGKLEAFA

SRAKTVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV
SRAKIVHIDIDSAEIGKNK PHVSVC DVKLALQG+NK+LE + +L LD+ WR ELN
SRAKITVHID IDSAE I GKNKQPHVSVCSDVKLALQG INKILETKVAKLNLDYSEWRQELNE

QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLS
QK KFPLS+KTFGEAIPPQYAI+VLDELT G AIISTGVGQHQMWAAQFY YKKPRQWL+
QKLKFPLSYKTFGEAIPPQYAIQVLDELTGGNAI ISTGVGQHOMWAAQFYKYKKPRQWLT

SGGLGAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQ
SGGLGAMGFGLPAAIGA+VANP+A+VVD IDGDGSF IMNVQELAT IRVENLPVK+LLLNNQ
SGGLGAMGFGLPAA1GAAVANPEAVVVD IDGDGSFIMNVQELAT IRVENLPVKILLLNNQ
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Query: 567 HLGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQ 626
HLGMV+QWEDRFYKANRAHT+LGDP+ E EIFPNML FA ACGIPAARVTKK DL+ A+Q
Sbjct: 556 HLGMVVQWEDRFYKANRAHTYLGDPSNESEIFPNMLKFAEACGIPAARVTKKEDLKAAMQ 615

Query: 627 TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
MLDTPGPYLLDVI PHQEHVLPMIP+GG F DVITEGDGR +Y
Sbjct: 616 KMLDTPGPYLLDVIVPHQEHVLPMIPSGGAFKDVITEGDGRTQY 659

>gb|AAT07322.1] acetohydroxyacid synthase 1 [Helianthus annuus]
Length = 655

Score = 1050 bits (2715), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 494/584 (84%), Positives = 539/584 (92%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQG 146
F+SR+APDQPRKGAD+LVEALER+GV  VFAYPGGASME ITHQALTRSS+IRNVLPRHEQG
Sbjct: 72 FVSRYAPDQPRKGADVLVEALEREGVTDVFAYPGGASME IHQALTRSSTIRNVLPRHEQG 131

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF 206
GVFAAEGYAR+SG PG+CIATSGPGATNLVSGLADALLDSVP+VAITGQVPRRMIGTDAF
Sbjct: 132 GVFAAEGYARASGLPGVCIATSGPGATNLVSGLADALLDSVPMVAITGQVPRRMIGTDAF 191

Query: 207 QETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN 266
QETPIVEVTRSITKHNYLV+DVEDIPRI+ EAF+LA+SGRPGPVL+DVPKDIQQQL +P
Sbjct: 192 QETPIVEVTRSITKHNYLVLDVEDIPRIVREAFYLASSGRPGPVLIDVPKDIQQQLVVPK 251

Query: 267 WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI 326
W++ M+LPGY+SRMPKP D HLEQIVRL+ E+K+PVLYVGGGCLNS DEL RFVELTGI
Sbjct: 252 WDEPMRLPGYLSRMPKPQYDGHLEQIVRLVGEAKRPVLYVGGGCLNSDDELRRFVELTGI 311

Query: 327 PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA 386
PVASTLMGLG+YP +LSLHMLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFA
Sbjct: 312 PVASTLMGLGAYPASSDLSLHMLGMHGTVYANYAVDKSDLLLAFGVRFDDRVTGKLEAFA 371

Query: 387 SRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV 446
SRAKIVHIDID AEIGKNK PHVS+CGD+K+ALQG+NK+LE + LDF WR EL+
Sbjct: 372 SRAKIVHIDIDPAEIGKNKQPHVSICGD IKVALQGLNKILEEKNSVTNLDFSTWRKELDE 431

Query: 447 QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLS 506
QK KFPLSFKTFGEAIPPQYAI+VLDELT G AIISTGVGQHQMWAAQFY Y KPRQWL+
Sbjct: 432 QKMKFPLSFKTFGEAIPPQYAIQVLDELTGGNAI ISTGVGQHQMWAAQFYKYNKPRQWLT 491

Query: 507 SGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQ 566
SGGLGAMGFGLPAAIGA+VA PDA+VVDIDGDGSF+MNVQELAT IRVENLPVK+LLLNNQ
Sbjct: 492 SGGLGAMGFGLPAAIGAAVARPDAVVVDIDGDGSFMMNVQELATIRVENLPVKILLLNNQ 551

Query: 567 HLGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQ 626
HLGMV+QWEDRFYKANRAHT+LG+P++E EIFPNM+ FA AC IPAARVT+KADLR AlQ
Sbjct: 552 HLGMVVQWEDRFYKANRAHTYLGNPSKESE I FPNMVKFAEACD IPAARVTQKADLRAAIQ 611

Query: 627 TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
MLDTPGPYLLDVI PHQEHVLPMIP GG F+DVITEGDGR KY
Sbjct: 612 KMLDTPGPYLLDVIVPHQEHVLPMIPAGGGFSDVITEGDGRTKY 655

>gb|AAT07323.1] acetohydroxyacid synthase 1 [Helianthus annuus]
Length = 654

Score = 1048 bits (2710), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 494/584 (84%), Positives = 539/584 (92%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQG 146
F+SR+APDQPRKGAD+LVEALER+GV  VFAYPGGASME ITHQALTRS++IRNVLPRHEQG
Sbjct: 71 FVSRYAPDQPRKGADVLVEALEREGVTDVFAYPGGASMEIHQALTRSNT IRNVLPRHEQG 130

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF 206

GVFAAEGYAR+SG PG+CIATSGPGATNLVSGLADALLDSVP+VAITGQVPRRMIGTDAF
Sbjct: 131 GVFAAEGYARASGLPGVCIATSGPGATNLVSGLADALLDSVPMVAITGQVPRRMIGTDAF 190
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Query: 207
Sbjct: 191
Query: 267
Sbjct: 251
Query: 327
Sbjct: 311
Query: 387
Shjct: 371
Query: 447
Sbjct: 431
Query: 507
Shjct: 491
Query: 567
Sbjct: 551
Query: 627

Sbjct: 611

QETPIVEVTRSITKHNYLVMDVED IPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPN
QETPIVEVTRSITKHNYLV+DVEDIPRI+ EAF+LA+SGRPGPVL+DVPKDIQQQL +P
QETPIVEVTRSITKHNYLVLDVEDIPRIVREAFYLASSGRPGPVL IDVPKD1QQQLVVPK

WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI
W++ M+LPGY+SRMPKP D HLEQIVRL+ E+K+PVLYVGGGCLNS DEL RFVELTGI
WDEPMRLPGYLSRMPKPQYDGHLEQIVRLVGEAKRPVLYVGGGCLNSDDELRRFVELTGI

PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLG+YP +LSLHMLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLGAYPASSDLSLHMLGMHGTVYANYAVDKSDLLLAFGVRFDDRVTGKLEAFA

SRAKIVHID IDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV
SRAKIVHIDID AEIGKNK PHVS+CGD+K+ALQG+NK+LE + LDF WR EL+
SRAKTVHIDIDPAE IGKNKQPHVS1CGD IKVALQGLNKILEEKNSVTNLDFSNWRKELDE

QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI I STGVGQHQMWAAQFYNYKKPRQWLS
QK KFPLSFKTFGEAIPPQYAI+VLDELT G AlISTGVGQHQMWAAQFY Y KPRQWL+
QKVKFPLSFKTFGEAIPPQYAIQVLDELTGGNAT I STGVGQHQMWAAQFYKYNKPRQWLT

SGGLGAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQ
SGGLGAMGFGLPAAIGA+VA PDA+VVDIDGDGSF+MNVQELAT IRVENLPVK+LLLNNQ
SGGLGAMGFGLPAAIGAAVARPDAVVVD IDGDGSFMMNVQELAT IRVENLPVKILLLNNQ

HLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQ
HLGMV+QWEDRFYKANRAHT+LG+P++E EIFPNML FA AC IPAARVT+KADLR AlQ
HLGMVVQWEDRFYKANRAHTYLGNPSKESE I FPNMLKFAEACD I PAARVTQKADLRAAIQ

TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFENDVITEGDGRIKY 670
MLDTPGPYLLDVI PHQEHVLPMIP GG F+DVITEGDGR KY
KMLDTPGPYLLDVIVPHQEHVLPMIPAGGGFSDVITEGDGRTKY 654

>gb|AAT07325.1] acetohydroxyacid synthase 1 [Helianthus annuus]

Score = 1047 bits (2707), Expect = 0.0

Length = 652

Method: Compositional matrix

Identities = 493/584 (84%), Positives = 539/584 (92%)

Query: 87
Sbjct: 69
Query: 147
Sbjct: 129
Query: 207
Sbjct: 189
Query: 267
Sbjct: 249
Query: 327
Sbjct: 309
Query: 387
Sbjct: 369
Query: 447
Sbjct: 429
Query: 507

Sbjct: 489

F1SRFAPDQPRKGAD ILVEALERQGVETVFAYPGGASME THQALTRSSS IRNVLPRHEQG
F+SR+APDQPRKGAD+LVEALER+GY  VFAYPGGASME IHQALTRS++1RNVLPRHEQG
FVSRYAPDQPRKGADVLVEALEREGVTDVFAYPGGASME IHQALTRSNT IRNVLPRHEQG

GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
GVFAAEGYAR+SG PG+CIATSGPGATNLVSGLADALLDSVP+VAITGQVPRRMIGTDAF
GVFAAEGYARASGLPGVCIATSGPGATNLVSGLADALLDSVPMVAITGQVPRRMIGTDAF

QETPIVEVTRSITKHNYLVMDVED IPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPN
QETPIVEVTRSITKHNYLV+DVEDIPRI+ EAF+LA+SGRPGPVL+DVPKDIQQQL +P
QETPIVEVTRSITKHNYLVLDVEDIPRIVREAFYLASSGRPGPVL IDVPKD1QQQLVVPK

WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI
W++ M+LPGY+SRMPKP D HLEQIVRL+ E+K+PVLYVGGGCLNS DEL RFVELTGI
WDEPMRLPGYLSRMPKPQYDGHLEQIVRLVGEAKRPVLYVGGGCLNSDDELRRFVELTGI

PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLG+YP +LSLHMLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLGAYPASSDLSLHMLGMHGTVYANYAVDKSDLLLAFGVRFDDRVTGKLEAFA

SRAKTVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV
SRAKIVHIDID AEIGKNK PHVS+CGD+K+ALQG+NK+LE + LDF WR EL+
SRAKITVHID IDPAE IGKNKQPHVSICGD IKVALQGLNKILEEKNSVTNLDFSNWRKELDE

QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLS
QK KFPLSFKTFGEAIPPQYAI+VLDELT G AIISTGVGQHQMWAAQFY Y KPRQWL+
QKVKFPLSFKTFGEAIPPQYAIQVLDELTGGNAI ISTGVGQHOMWAAQFYKYNKPRQWLT

SGGLGAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQ
SGGLGAMGFGLPAAIGA+VA PDA+VVDIDGDGSF+MNVQELAT IRVENLPVK+LLLNNQ
SGGLGAMGFGLPAA1GAAVARPDAVVVD IDGDGSFMMNVQELAT IRVENLPVKILLLNNQ
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Query: 567 HLGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQ 626
HLGMV+QWEDRFYKANRAHT+LG+P++E EIFPNM+ FA AC IPAARVT+KADLR AIQ
Sbjct: 549 HLGMVVQWEDRFYKANRAHTYLGNPSKESEIFPNMVKFAEACD IPAARVTQKADLRAAIQ 608

Query: 627 TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
MLDTPGPYLLDVI PHQEHVLPMIP GG F+DVITEGDGR KY
Sbjct: 609 KMLDTPGPYLLDVIVPHQEHVLPMIPAGGGFSDVITEGDGRTKY 652

>gb|AAT07324.1] acetohydroxyacid synthase 1 [Helianthus annuus]
Length = 658

Score = 1045 bits (2701), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 493/584 (84%), Positives = 538/584 (92%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQG 146
F+SR+APDQPRKGAD+LVEALER+GV  VFAYPGGASME ITHQALTRSS+IRNVLPRHEQG
Sbjct: 75 FVSRYAPDQPRKGADVLVEALEREGVTDVFAYPGGASME IHQALTRSSTIRNVLPRHEQG 134

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF 206
GVFAAEGYAR+SG PG+CIATSGPGATNLVSGLADALLDSVP+VAITGQV RRMIGTDAF
Sbjct: 135 GVFAAEGYARASGLPGVCIATSGPGATNLVSGLADALLDSVPMVAITGQVLRRMIGTDAF 194

Query: 207 QETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN 266
QETPIVEVTRSITKHNYLV+DVEDIPRI+ EAF+LA+SGRPGPVL+DVPKDIQQQL +P
Sbjct: 195 QETPIVEVTRSITKHNYLVLDVEDIPRIVREAFYLASSGRPGPVLIDVPKDIQQQLVVPK 254

Query: 267 WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI 326
W++ M+LPGY+SRMPKP D HLEQIVRL+ E+K+PVLYVGGGCLNS DEL RFVELTGI
Sbjct: 255 WDEPMRLPGYLSRMPKPQYDGHLEQIVRLVGEAKRPVLYVGGGCLNSDDELRRFVELTGI 314

Query: 327 PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA 386
PVASTLMGLG+YP +LSLHMLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFA
Sbjct: 315 PVASTLMGLGAYPASSDLSLHMLGMHGTVYANYAVDKSDLLLAFGVRFDDRVTGKLEAFA 374

Query: 387 SRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV 446
SRAKIVHIDID AEIGKNK PHVS+CGD+K+ALQG+NK+LE + LDF WR EL+
Sbjct: 375 SRAKIVHIDIDPAE IGKNKQPHVSICGD IKVALQGLNKILEEKNSVTNLDFSNWRKELDE 434

Query: 447 QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLS 506
QK KFPLSFKTFGEAIPPQYAI+VLDELT G AIISTGVGQHQMWAAQFY Y KPRQWL+
Sbjct: 435 QKVKFPLSFKTFGEAIPPQYAIQVLDELTGGNAI ISTGVGQHQMWAAQFYKYNKPRQWLT 494

Query: 507 SGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQ 566
SGGLGAMGFGLPAAIGA+VA PDA+VVDIDGDGSF+MNVQELAT IRVENLPVK+LLLNNQ
Sbjct: 495 SGGLGAMGFGLPAAIGAAVARPDAVVVD IDGDGSFMMNVQELAT IRVENLPVKILLLNNQ 554

Query: 567 HLGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQ 626
HLGMV+QWEDRFYKANRAHT+LG+P++E EIFPNM+ FA AC IPAARVT+KADLR AlQ
Sbjct: 555 HLGMVVQWEDRFYKANRAHTYLGNPSKESE IFPNMVKFAEACD I PAARVTQKADLRAAIQ 614

Query: 627 TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
MLDTPGPYLLDVI PHQEHVLPMIP GG F+DVITEGDGR KY
Sbjct: 615 KMLDTPGPYLLDVIVPHQEHVLPMIPAGGGFSDVITEGDGRTKY 658

>gb|AAT07326.1] acetohydroxyacid synthase 1 [Helianthus annuus]
Length = 652

Score = 1043 bits (2696), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 491/584 (84%), Positives = 538/584 (92%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQG 146
F+SR+APDQPRKGAD+LVEALER+GV  VFAYPGGASME ITHQALTRS++IRNVLPRHEQG
Sbjct: 69 FVSRYAPDQPRKGADVLVEALEREGVTDVFAYPGGASMEIHQALTRSNTIRNVLPRHEQG 128

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF 206

GVFAAEGYAR+SG PG+CIATSGPGATNLVSGLADALLDSVP+VAITGQVPRRMIGTD F
Sbjct: 129 GVFAAEGYARASGLPGVCIATSGPGATNLVSGLADALLDSVPMVAITGQVPRRMIGTDVF 188
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Query: 207
Sbjct: 189
Query: 267
Sbjct: 249
Query: 327
Sbjct: 309
Query: 387
Sbjct: 369
Query: 447
Sbjct: 429
Query: 507
Sbjct: 489
Query: 567
Sbjct: 549
Query: 627
Sbjct: 609

>gb | AATO73

Score = 1042 bits (2695), Expect = 0.0

QETPIVEVTRSITKHNYLVMDVED IPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPN
QETPIVEVTRSITKHNYLV+DVEDIPRI+ EAF+LA+SGRPGPVL+DVPKDIQQQL +P
QETPIVEVTRSITKHNYLVLDVEDIPRIVREAFYLASSGRPGPVL IDVPKD1QQQLVVPK

WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI
W++ M+LPGY+SRMPKP D HLEQIVRL+ E+K+PVLYVGGGCLNS DEL RFVELTGI
WDEPMRLPGYLSRMPKPQYDGHLEQIVRLVGEAKRPVLYVGGGCLNSDDELRRFVELTGI

PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLG+YP +LSLHMLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLGAYPASSDLSLHMLGMHGTVYANYAVDKSDLLLAFGVRFDDRVTGKLEAFA

SRAKIVHID IDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV
SRAKIVHIDID AEIGKNK PHVS+CGD+K+ALQG+NK+LE + LDF WR EL+
SRAKTVHIDIDPAE IGKNKQPHVS1CGD IKVALQGLNKILEEKNSVTNLDFSNWRKELDE

QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI I STGVGQHQMWAAQFYNYKKPRQWLS
QK KFPLSFKTFGEAIPPQ+AI+VLDELT G AllSTGVGQHQMWAAQFY Y KPRQWL+
QKVKFPLSFKTFGEAIPPQHAIQVLDELTGGNAT I STGVGQHQMWAAQFYKYNKPRQWLT

SGGLGAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQ
SGGLGAMGFGLPAAIGA+VA PDA+VVDIDGDGSF+MNVQELAT IRVENLPVK+LLLNNQ
SGGLGAMGFGLPAAIGAAVARPDAVVVD IDGDGSFMMNVQELAT IRVENLPVKILLLNNQ

HLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQ
HLGMV+QWEDRFYKANRAHT+LG+P++E EIFPNM+ FA AC IPAARVT+KADLR AlQ
HLGMVVQWEDRFYKANRAHTYLGNPSKESE I FPNMVKFAEACD I PAARVTQKADLRAAIQ

TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFENDVITEGDGRIKY 670
MLDTPGPYLLDVI PHQEHVLPMIP GG F+DVITEGDGR KY
KMLDTPGPYLLDV1VPHQEHVLPMIPAGGGFSDVITEGDGRTKY 652

27.1] acetohydroxyacid synthase 2 [Helianthus annuus]
Length = 646

266

248

326

308

386

368

446

428

506

488

566

548

626

608

Identities = 494/584 (84%), Positives = 539/584 (92%), Gaps = 3/584 (0%)

Query: 87
Sbjct: 66
Query: 147
Sbjct: 126
Query: 207
Sbjct: 186
Query: 267
Sbjct: 246
Query: 327
Sbjct: 306
Query: 387
Sbjct: 366
Query: 447
Sbjct: 423
Query: 507

Sbjct: 483

F1SRFAPDQPRKGAD ILVEALERQGVETVFAYPGGASME THQALTRSSS IRNVLPRHEQG
F+SR+APDQPRKGAD+LVEALER+GY  VFAYPGGASME IHQALTRS++1RNVLPRHEQG
FVSRYAPDQPRKGADVLVEALEREGVTDVFAYPGGASME IHQALTRSNT IRNVLPRHEQG

GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
GVFAAEGYAR+SG PG+CIATSGPGATNLVSGLADALLDSVP+VAITGQVPRRMIGTDAF
GVFAAEGYARASGVPGVCIATSGPGATNLVSGLADALLDSVPMVAITGQVPRRMIGTDAF

QETPIVEVTRSITKHNYLVMDVED IPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPN
QETPIVEVTRSITKHNYLV+DVEDIPRI+ EAF+LA+SGRPGPVL+DVPKDIQQQL +P
QETPIVEVTRSITKHNYLVLDVEDIPRIVREAFYLASSGRPGPVL IDVPKD1QQQLVVPK

WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI
W++ M+LPGY+SRMPKP D HLEQIVRL+ E+K+PVLYVGGGCLNS DEL RFVELTGI
WDEPMRLPGYLSRMPKPQYDGHLEQIVRLVGEAKRPVLYVGGGCLNSDDELRRFVELTGI

PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLG+YP +LSLHMLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLGAYPASSDLSLHMLGMHGTVYANYAVDKSDLLLAFGVRFDDRVTGKLEAFA

SRAKTVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV
SRAKIVHIDID AEIGKNK PHVS+CGD+K+ALQG+NK+LE E+ LDF WR EL+
SRAKITVHID IDPAE IGKNKQPHVSICGD IKVALQGLNKILE---EKNSLDFSNWRKELDE

QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLS
QK KFPLSFKTFGEAIPPQYAI VLDELT G AIISTGVGQHQMWAAQFY Y KPRQWL+
QKVKFPLSFKTFGEAIPPQYAIHVLDELTGGNAI ISTGVGQHOMWAAQFYKYNKPRQWLT

SGGLGAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQ
SGGLGAMGFGLPAAIGA+VA PDA+VVDIDGDGSF+MNVQELAT IRVENLPVK+LLLNNQ
SGGLGAMGFGLPAA1GAAVARPDAVVVD IDGDGSFMMNVQELAT IRVENLPVKILLLNNQ
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146

125

206

185

266

245
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305

386

365
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422
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482

566

542
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Query: 567 HLGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQ 626
HLGMV+QWEDRFYKANRAHT+LG+P++E EIFPNML FA AC IPAARVT+K DLR AIQ
Sbjct: 543 HLGMVVQWEDRFYKANRAHTYLGNPSKESE I FPNMLKFAEACD IPAARVTRKGDLRAAIQ 602

Query: 627 TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
MLDTPGPYLLDVI PHQEHVLPMIP GG F+DVITEGDGR+KY
Sbjct: 603 KMLDTPGPYLLDVIVPHQEHVLPMIPAGGGFSDVITEGDGRMKY 646

>gb|AAT07328.1] acetohydroxyacid synthase 2 [Helianthus annuus]
Length = 648

Score = 1042 bits (2695), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 494/584 (84%), Positives = 539/584 (92%), Gaps = 3/584 (0%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQG 146
F+SR+APDQPRKGAD+LVEALER+GV  VFAYPGGASME ITHQALTRS++IRNVLPRHEQG
Sbjct: 68 FVSRYAPDQPRKGADVLVEALEREGVTDVFAYPGGASME IHQALTRSNTIRNVLPRHEQG 127

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF 206
GVFAAEGYAR+SG PG+CIATSGPGATNLVSGLADALLDSVP+VAITGQVPRRMIGTDAF
Sbjct: 128 GVFAAEGYARASGVPGVCIATSGPGATNLVSGLADALLDSVPMVAITGQVPRRMIGTDAF 187

Query: 207 QETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN 266
QETPIVEVTRSITKHNYLV+DVEDIPRI+ EAF+LA+SGRPGPVL+DVPKDIQQQL +P
Sbjct: 188 QETPIVEVTRSITKHNYLVLDVEDIPRIVREAFYLASSGRPGPVLIDVPKDIQQQLVVPK 247

Query: 267 WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI 326
W++ M+LPGY+SRMPKP D HLEQIVRL+ E+K+PVLYVGGGCLNS DEL RFVELTGI
Sbjct: 248 WDEPMRLPGYLSRMPKPQYDGHLEQIVRLVGEAKRPVLYVGGGCLNSDDELRRFVELTGI 307

Query: 327 PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA 386
PVASTLMGLG+YP +LSLHMLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFA
Sbjct: 308 PVASTLMGLGAYPASSDLSLHMLGMHGTVYANYAVDKSDLLLAFGVRFDDRVTGKLEAFA 367

Query: 387 SRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV 446
SRAKIVHIDID AEIGKNK PHVS+CGD+K+ALQG+NK+LE E+ LDF WR EL+
Sbjct: 368 SRAKIVHIDIDPAEIGKNKQPHVSICGD IKVALQGLNKILE---EKNSLDFSNWRKELDE 424

Query: 447 QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLS 506
QK KFPLSFKTFGEAIPPQYAI VLDELT G AIISTGVGQHQMWAAQFY Y KPRQWL+
Sbjct: 425 QKVKFPLSFKTFGEAIPPQYAIHVLDELTGGNAI ISTGVGQHQMWAAQFYKYNKPRQWLT 484

Query: 507 SGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQ 566
SGGLGAMGFGLPAAIGA+VA PDA+VVDIDGDGSF+MNVQELAT IRVENLPVK+LLLNNQ
Sbjct: 485 SGGLGAMGFGLPAAIGAAVARPDAVVVDIDGDGSFMMNVQELATIRVENLPVKILLLNNQ 544

Query: 567 HLGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQ 626
HLGMV+QWEDRFYKANRAHT+LG+P++E EIFPNML FA AC IPAARVT+K DLR AIQ
Sbjct: 545 HLGMVVQWEDRFYKANRAHTYLGNPSKESE I FPNMLKFAEACD I PAARVTRKGDLRAAIQ 604

Query: 627 TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
MLDTPGPYLLDVI PHQEHVLPMIP GG F+DVITEGDGR+KY
Sbjct: 605 KMLDTPGPYLLDVIVPHQEHVLPMIPAGGGFSDVITEGDGRMKY 648

>gb|AAA74913.1] acetolactate synthase precursor
Length = 648

Score = 1042 bits (2695), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 492/584 (84%), Positives = 538/584 (92%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQG 146
F1SR+APDQPRKGAD+LVEALER+GV  VFAYPGGASME ITHQALTRS++IRNVLPRHEQG
Sbjct: 65 FISRYAPDQPRKGADVLVEALEREGVTDVFAYPGGASMEIHQALTRSTTIRNVLPRHEQG 124

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF 206

GVFAAEGYAR+SG PG+CIATSGPGATNLVSGLADALLDSVP+VAITGQVPRRMIGTDAF
Sbjct: 125 GVFAAEGYARASGLPGVCIATSGPGATNLVSGLADALLDSVPMVAITGQVPRRMIGTDAF 184
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Query: 207
Sbjct: 185
Query: 267
Sbjct: 245
Query: 327
Sbjct: 305
Query: 387
Sbjct: 365
Query: 447
Sbjct: 425
Query: 507
Sbjct: 485
Query: 567
Sbjct: 545
Query: 627

Shjct: 605

QETPIVEVTRSITKHNYLVMDVED IPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPN
QETPIVEVTRSITKHNYLV+DVEDIPRI+ EAF+LA+SGRPGPVL+DVPKDIQQQL +P
QETPIVEVTRSITKHNYLVLDVEDIPRIVREAFYLASSGRPGPVL IDVPKD1QQQLVVPK

WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI
W++ ++LPGY+SR PK + LEQIVRL+SE+K+PVLYVGGGCLNS DEL RFVELTGI
WDEP IRLPGYLSRFPKTENNGQLEQIVRLVSEAKRPVLYVGGGCLNSGDELRRFVELTGI

PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLG+YP +LSLHMLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLGAYPASSDLSLHMLGMHGTVYANYAVDKSDLLLAFGVRFDDRVTGKLEAFA

SRAKIVHID IDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV
SRAKIVHIDIDSAEIGKNK PHVS+CGD+K+ALQG+NK+LE + LDF WR EL+
SRAKTVHIDIDSAE IGKNKQPHVS1CGD IKVALQGLNKILEVKNSVTNLDFSNWRKELDE

QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI I STGVGQHQMWAAQFYNYKKPRQWLS
QK K+PLSFKTFGEAIPPQYAI+VLDELT G AllISTGVGQHQMWAAQFY Y KPRQWL+
QKVKYPLSFKTFGEAIPPQYAIQVLDELTGGNAT I STGVGQHQMWAAQFYKYNKPRQWLT

SGGLGAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQ
SGGLGAMGFGLPAAIGA+VA PDA+VVDIDGDGSFIMNVQELAT IRVENLPVK+LLLNNQ
SGGLGAMGFGLPAAIGAAVARPDAVVVD IDGDGSF IMNVQELAT IRVENLPVKILLLNNQ

HLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQ
HLGMV+QWEDRFYKANRAHT+LG+P++E EIFPNML FA AC IPAARVT+KADLR AlQ
HLGMVVQWEDRFYKANRAHTYLGNPSKESE I FPNMLKFAEACD I PAARVTRKADLRAAILQ

TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFENDVITEGDGRIKY 670
MLDTPGPYLLDVI PHQEHVLPMIP GG F DVITEGDGR+KY
KMLDTPGPYLLDV1VPHQEHVLPMIPAGGGFMDVITEGDGRMKY 648

>gb|ABNO8612.1] Thiamine pyrophosphate enzyme, central region [Medicago

Score = 1041 bits (2693), Expect = 0.0

Length = 655

Method: Compositional matrix

Identities = 490/584 (83%), Positives = 545/584 (93%)

Query: 87

Sbjct: 72

Query: 147
Sbjct: 132
Query: 207
Sbjct: 192
Query: 267
Sbjct: 252
Query: 327
Sbjct: 312
Query: 387
Sbjct: 372
Query: 447
Sbjct: 432
Query: 507

Shjct: 492

F1SRFAPDQPRKGAD ILVEALERQGVETVFAYPGGASME THQALTRSSS IRNVLPRHEQG
F1SRFAP++PRKGADILVE+LERQGY VFAYPGGASMEIHQALTRS++1RNVLPRHEQG
F1SRFAPNEPRKGAD I LVESLERQGVTNVFAYPGGASME IHQALTRSTAIRNVLPRHEQG

GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
G+FAAEGYARSSG PG+CIATSGPGATNLVSGLADA+LDSVPL+AITGQVPRRMIGTDAF
GIFAAEGYARSSGLPGVCIATSGPGATNLVSGLADAMLDSVPLIAITGQVPRRMIGTDAF

QETPIVEVTRSITKHNYLVMDVED IPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPN
QETPIVEVTRSITKHNYLV+DV+DIPRI++EAF LA+SGRPGPVL+D+PKDI1QQQ+++PN
QETPIVEVTRSITKHNYLVLDVDDIPRIVKEAFLLASSGRPGPVLIDIPKDIQQQVSLPN

WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI
W+Q ++L GYM+R+PK P+++HLEQIVRL+ ESKKPVLYVGGG LN S+EL RFVELTG+
WDQP IRLTGYMNRLPKAPDEAHLEQIVRLLLESKKPVLYVGGGSLNCSEELRRFVELTGV

PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLGSYP DE SL MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLGSYPSLDENSLQMLGMHGTVYANYAVDKSDLLLAFGVRFDDRVTGKLEAFA

SRAKTVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV
SRAKIVHIDID+AEIGKNK PHVSVCGD+KLAL+G+N++LE+ E KLDFG WR ELN
SRAKITVHID IDAAE I GKNKQPHVSVCGDLKLALKG INQILESNG I ERKLDFGGWREELND

QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLS
QK +FP+S+KTF EAIPPQYAI+VLDELT+G+Al ISTGVGQHQMWAAQFY YK+PRQWL+
QKVRFPMSYKTFDEAIPPQYAIQVLDELTNGEAI ISTGVGQHQMWAAQFYRYKRPRQWLT

SGGLGAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQ
S GLGAMGFGLPAA+GA+VANPDAIVVD IDGDGSF+MNVQELAT I+VENLPVK+LLLNNQ
SAGLGAMGFGLPAAMGAAVANPDATVVD IDGDGSFMMNVQELAT IKVENLPVKILLLNNQ
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truncatula]

adjust.

146

131

206
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446

431

506

491

566

551
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Query: 567 HLGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQ 626
HLGMV+QWEDRFYKANRAHT+LGDPA E EIFPNML FA ACGIPAARVTK+ADLR AIQ
Sbjct: 552 HLGMVVQWEDRFYKANRAHTYLGDPANEKE I FPNMLKFAGACGIPAARVTKRADLRAAIQ 611

Query: 627 TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
MLDTPGPYLLDVI PHQEHVLPMIP G+F DVITEGDGRI Y
Sbjct: 612 KMLDTPGPYLLDVIVPHQEHVLPMIPANGSFEDVITEGDGRISY 655

>sp|P09114]1LV2_TOBAC Acetolactate synthase 2, chloroplast precursor (Acetolactate
synthase 11) (Acetohydroxy-acid synthase 11) (ALS 11)

emb ] CAA30485.1] unnamed protein product [Nicotiana tabacum]
Length = 664

Score = 1035 bits (2677), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 489/584 (83%), Positives = 537/584 (91%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQG 146
F+SRFAPD+PRKG+D+LVEALER+GV  VFAYPGGASMEIHQALTRSS IRNVLPRHEQG
Sbjct: 81 FVSRFAPDEPRKGSDVLVEALEREGVTDVFAYPGGASMEIHQALTRSSIIRNVLPRHEQG 140

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF 206
GVFAAEGYAR++G PG+CIATSGPGATNLVSGLADALLDSVP+VAITGQVPRRMIGTDAF
Sbjct: 141 GVFAAEGYARATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAF 200

Query: 207 QETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN 266
QETPIVEVTRSITKHNYLVMDVEDIPR++ EAFFLA SGRPGPVL+DVPKDIQQQL IP+
Sbjct: 201 QETPIVEVTRSITKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQQQLVIPD 260

Query: 267 WEQAMKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGI 326
W+Q M+LPGYMSR+PK P + LEQIVRLISESKKPVLYVGGGC SS+EL RFVELTGI
Sbjct: 261 WDQPMRLPGYMSRLPKLPNEMLLEQIVRLISESKKPVLYVGGGCSQSSEELRRFVELTGI 320

Query: 327 PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA 386
PVASTLMGLG++P  DELSL MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFA
Sbjct: 321 PVASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFA 380

Query: 387 SRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV 446
SRAKIVHIDIDSAEIGKNK PHVS+C D+KLALQG+N +LE++ +LKLDF WR EL V
Sbjct: 381 SRAKIVHIDIDSAEIGKNKQPHVSICADIKLALQGLNSILESKEGKLKLDFSAWRQELTV 440

Query: 447 QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHQMWAAQFYNYKKPRQWLS 506
QK K+PL+FKTFG+AIPPQYAI+VLDELT+G Al I1STGVGQHQMWAAQ+Y Y+KPRQWL+
Shjct: 441 QKVKYPLNFKTFGDAIPPQYAIQVLDELTNGSAI ISTGVGQHQMWAAQYYKYRKPRQWLT 500

Query: 507 SGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQ 566
SGGLGAMGFGLPAAIGA+V  PD +VVDIDGDGSFIMNVQELAT I+VENLPVK++LLNNQ
Sbjct: 501 SGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKVENLPVKIMLLNNQ 560

Query: 567 HLGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQ 626
HLGMV+QWEDRFYKANRAHT+LG+P+ E EIFPNML FA ACG+PAARVT + DLR AIQ
Sbjct: 561 HLGMVVQWEDRFYKANRAHTYLGNPSNEAEIFPNMLKFAEACGVPAARVTHRDDLRAAIQ 620

Query: 627 TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
MLDTPGPYLLDVI PHQEHVLPMIP+GG F DVITEGDGR Y
Sbjct: 621 KMLDTPGPYLLDVIVPHQEHVLPMIPSGGAFKDVITEGDGRSSY 664

>gb|AAB60297.1] acetolactate synthase precursor
Length = 648

Score = 1034 bits (2674), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 489/584 (83%), Positives = 537/584 (91%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQG 146
F1SR+APDQPRKGAD+LVEALER+GV  VFAYPGGASME ITHQALTRS++IRNVLPRHEQG
Sbjct: 65 FISRYAPDQPRKGADVLVEALEREGVTDVFAYPGGASMEIHQALTRSTTIRNVLPRHEQG 124

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF 206

GVFAAEGYAR+SG PG+CIATSGPGATNLVSGLADALLDSVP+VAITGQVPRRMIGTDAF
Sbjct: 125 GVFAAEGYARASGLPGVCIATSGPGATNLVSGLADALLDSVPMVAITGQVPRRMIGTDAF 184
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Query: 207
Sbjct: 185
Query: 267
Sbjct: 245
Query: 327
Sbjct: 305
Query: 387
Sbjct: 365
Query: 447
Sbjct: 425
Query: 507
Sbjct: 485
Query: 567
Sbjct: 545
Query: 627

Shjct: 605

QETPIVEVTRSITKHNYLVMDVED IPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPN
QETPIVEVTRSITKHNYLV+DVEDIPRI+ EAF+LA+SGRPGPVL+DVPKDIQQQL +P
QETPIVEVTRSITKHNYLVLDVEDIPRIVREAFYLASSGRPGPVL IDVPKD1QQQLVVPK

WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI
W++ ++LPGY+SR+PK + LE IVRL+SE+K+PVLYVGGGCLNS DEL RFVELTGI
WDEP IRLPGYLSRLPKTENNGQLEH IVRLVSEAKRPVLYVGGGCLNSGDELRRFVELTGI

PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLG+YP +LSLHMLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLGAYPASSDLSLHMLGMHGTVYANYAVDKSDLLLAFGVRFDDRVTGKLEAFA

SRAKIVHID IDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV
SRAKIVHIDIDSAEIGKNK PHVS+CGD+K+ALQG+NK+LE + LDF WR EL+
SRAKTVHIDIDSAE IGKNKQPHVS1CGD IKVALQGLNKILEVKNSVTNLDFSNWRKELDE

QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI I STGVGQHQMWAAQFYNYKKPRQWLS
QK K+PLSFKTFGEAIPPQYAI+VLDELT G AllISTGVGQHQMWAAQFY Y KPRQWL+
QKVKYPLSFKTFGEAIPPQYAIQVLDELTGGNAT I STGVGQHQMWAAQFYKYNKPRQWLT

SGGLGAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQ
SGGLGAMGFGLPAAIGA+VA PDA+VVDIDGDGSF IM+VQELAT IRVENLPVK+LLLNNQ
SGGLGAMGFGLPAAIGAAVARPDAVVVD IDGDGSF IMSVQELAT IRVENLPVKILLLNNQ

HLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQ
HLGMV+Q EDRFYKANRAHT+LG+P++E EIFPNML FA AC IPAARVT+KADLR AlQ
HLGMVVQLEDRFYKANRAHTYLGNPSKESE I FPNMLKFAEACD IPAARVTRKADLRAAIQ

TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFENDVITEGDGRIKY 670
MLDTPGPYLLDVI PHQEHVLPMIP GG F DVITEGDGR+KY
KMLDTPGPYLLDV1VPHQEHVLPMIPAGGGFMDVITEGDGRMKY 648

>prf]]1407140B acetolactate synthase SuRB

Score = 1034 bits (2673), Expect = 0.0

Length = 664

Method: Compositional matrix

Identities = 489/584 (83%), Positives = 536/584 (91%)

Query: 87

Sbjct: 81

Query: 147
Sbjct: 141
Query: 207
Sbjct: 201
Query: 267
Sbjct: 261
Query: 327
Sbjct: 321
Query: 387
Sbjct: 381
Query: 447
Shjct: 441
Query: 507

Shjct: 501

F1SRFAPDQPRKGAD ILVEALERQGVETVFAYPGGASME THQALTRSSS IRNVLPRHEQG
F+SRFAPD+PRKG+D+LVEALER+GV  VFAYPGGASMEIHQALTRSS IRNVLPRHEQG
FVSRFAPDEPRKGSDVLVEALEREGVTDVFAYPGGASME IHQALTRSS1 IRNVLPRHEQG

GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
GVFAAEGYAR++G PG+CIATSGPGATNLVSGLADALLDSVP+VAITGQVPRRMIGTDAF
GVFAAEGYARATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAF

QETPIVEVTRSITKHNYLVMDVED IPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPN
QETPIVEVTRSITKHNYLVMDVEDIPR++ EAFFLA SGRPGPVL+DVPKDIQQQL 1P+
QETPIVEVTRSITKHNYLVMDVED I PRVVREAFFLARSGRPGPVL IDVPKDI1QQQLVIPD

WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI
W+Q M+LPGYMSR+PK P + LEQIVRLISESKKPVLYVGGGC SS+EL RFVELTGI
WDQPMRLPGYMSRLPKLPNEMLLEQIVRLISESKKPVLYVGGGCSQSSEELRRFVELTGI

PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLG++P DELSL MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFA

SRAKTVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV
SRAKIVHIDIDSAEIGKNK PHVS+C D+KLALQG+N +LE++ +LKLDF WR EL V
SRAKITVHID IDSAE IGKNKQPHVSICAD IKLALQGLNS I LESKEGKLKLDFSAWRQELTV

QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLS
QK K+PL+FKTFG+AIPPQYAI+VLDELT+G Al ISTGVGQHQMWAAQ+Y Y+KPRQWL+
QKVKYPLNFKTFGDAIPPQYAIQVLDELTNGSAI ISTGVGQHQMWAAQYYKYRKPRQWLT

SGGLGAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQ
SGGLGAMGFGLPAAIGA+V  PD +VVDIDGDGSFIMNVQELAT I+VENLPVK++LLNNQ
SGGLGAMGFGLPAAIGAAVGRPDEVVVD IDGDGSF IMNVQELAT IKVENLPVKIMLLNNQ

BASF Plant Science Report No. BPS-014-08

266

244

326

304

386

364

446

424

506

484

566

544

626

604

BASF Reg. Doc. No. 2008/7019294

adjust.

146

140

206

200

266

260

326

320

386

380

446

440

506

500

566

560

Page 69 of 239



BASF

The Chemical Company
Plant Science L. L. C. BASF Reg. Doc. No. 2008/7019294

Query: 567 HLGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQ 626
HLGMV+QWEDRFYKANRAHT+LG+P+ E EIFPNML FA ACG PAARVT + DLR AIQ
Sbjct: 561 HLGMVVQWEDRFYKANRAHTYLGNPSNEAEIFPNMLKFAEACGNPAARVTHRDDLRAAIQ 620

Query: 627 TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
MLDTPGPYLLDVI PHQEHVLPMIP+GG F DVITEGDGR Y
Sbjct: 621 KMLDTPGPYLLDVIVPHQEHVLPMIPSGGAFKDVITEGDGRSSY 664

>gb | AAK50820.1]|AF363369_1 acetolactate synthase [Amaranthus retroflexus]
Length = 669

Score = 1033 bits (2671), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 484/588 (82%), Positives = 540/588 (91%), Gaps = 4/588 (0%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQG 146
F+SRF+P++PRKG D+LVEALER+GV VFAYPGGASMEIHQALTRS+ IRNVLPRHEQG
Sbjct: 82 FVSRFSPEEPRKGCDVLVEALEREGVTDVFAYPGGASME ITHQALTRSNIIRNVLPRHEQG 141

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF 206
GVFAAEGYAR++G+ G+CIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
Sbjct: 142 GVFAAEGYARATGRVGVCIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF 201

Query: 207 QETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN 266
QETPIVEVTRSITKHNYLV+DVEDIPRI++EAFFLA SGRPGPVL+D+PKDIQQQL +PN
Sbjct: 202 QETPIVEVTRSITKHNYLVLDVEDIPRIVKEAFFLANSGRPGPVLIDIPKDIQQQLVVPN 261

Query: 267 WEQAMKLPGYMSRMPKPP----EDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVE 322
WEQ +KL GY+SR+PKP E+ L+QIVRL+ ESK+PVLY GGGCLNSS+EL +FVE
Sbjct: 262 WEQPIKLGGYLSRLPKPTYSANEEGLLDQIVRLVGESKRPVLYTGGGCLNSSEELRKFVE 321

Query: 323 LTGIPVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKL 382
LTGIPVASTLMGLG++PC D+LSLHMLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGKL
Sbjct: 322 LTGIPVASTLMGLGAFPCTDDLSLHMLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKL 381

Query: 383 EAFASRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRN 442
EAFASRAKIVHIDIDSAEIGKNK PHVS+CGDVK+ALQG+NK+LE+R  ++KLDF WR
Sbjct: 382 EAFASRAKIVHIDIDSAE IGKNKQPHVS ICGDVKVALQGLNKILESRKGKVKLDFSNWRE 441

Query: 443 ELNVQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKATISTGVGQHQMWAAQFYNYKKPR 502
ELN QK+KFPLSFKTFG+AIPPQYAI+VLDELT G A++STGVGQHQMWAAQFY Y+ PR
Sbjct: 442 ELNEQKKKFPLSFKTFGDAIPPQYAIQVLDELTKGDAVVSTGVGQHQMWAAQFYKYRNPR 501

Query: 503 QWLSSGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLL 562
QWL+SGGLGAMGFGLPAAIGA+VA PDA+VVDIDGDGSFIMNVQELAT IRVENLPVK++L
Sbjct: 502 QWLTSGGLGAMGFGLPAAIGAAVARPDAVVVDIDGDGSFIMNVQELATIRVENLPVKIML 561

Query: 563 LNNQHLGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLR 622
LNNQHLGMV+QWEDRFYKANRAHT+LG+P+ EIFP+ML FA AC IPAARVTK +DLR
Sbjct: 562 LNNQHLGMVVQWEDRFYKANRAHTYLGNPSNSSE I FPDMLKFAEACD IPAARVTKVSDLR 621

Query: 623 EAIQTMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
AIQTMLDTPGPYLLDVI PHQEHVLPMIP+G F D ITEGDGR Y
Sbjct: 622 AAIQTMLDTPGPYLLDVIVPHQEHVLPMIPSGAAFKDT ITEGDGRRAY 669

>gb | AAK50821.1]|AF363370_1 acetolactate synthase [Amaranthus powellii]
Length = 669

Score = 1033 bits (2670), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 484/588 (82%), Positives = 540/588 (91%), Gaps = 4/588 (0%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQG 146
F+SRF+P++PRKG D+LVEALER+GV VFAYPGGASMEIHQALTRS+ IRNVLPRHEQG
Sbjct: 82 FVSRFSPEEPRKGCDVLVEALEREGVTDVFAYPGGASMEIHQALTRSNIIRNVLPRHEQG 141

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF 206

GVFAAEGYAR++G+ G+CIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
Sbjct: 142 GVFAAEGYARATGRVGVCIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF 201
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Query: 207
Sbjct: 202
Query: 267
Sbjct: 262
Query: 323
Sbjct: 322
Query: 383
Sbjct: 382
Query: 443
Shjct: 442
Query: 503
Sbjct: 502
Query: 563
Sbjct: 562
Query: 623

Shjct: 622

QETPIVEVTRSITKHNYLVMDVED IPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPN
QETPIVEVTRSITKHNYLV+DVEDIPRI++EAFFLA SGRPGPVL+D+PKDIQQQL +PN
QETPIVEVTRSITKHNYLVLDVEDIPRIVKEAFFLANSGRPGPVLIDIPKDIQQQLVVPN

WEQAMKLPGYMSRMPKPP—----EDSHLEQIVRL I SESKKPVLYVGGGCLNSSDELGRFVE
WEQ +KL GY+SR+PKP E+ L+QIVRL+ ESK+PVLY GGGCLNSS+EL +FVE
WEQP IKLGGYLSRLPKPTYSANEEGLLDQIVRLVGESKRPVLYTGGGCLNSSEELRKFVE

LTGIPVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKL
LTGIPVASTLMGLG++PC D+LSLHMLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGKL
LTGIPVASTLMGLGAFPCTDDLSLHMLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKL

EAFASRAKTVHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRN
EAFASRAKIVHIDIDSAEIGKNK PHVS+CGDVK+ALQG+NK+LE+R  ++KLDF WR
EAFASRAKIVHIDIDSAE IGKNKQPHVS ICGDVKVALQGLNKILESRKGKVKLDFSNWRE

ELNVQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKA I STGVGQHQMWAAQFYNYKKPR
ELN QK+KFPLSFKTFG+AIPPQYAI+VLDELT G A++STGVGQHQMWAAQFY Y+ PR
ELNEQKKKFPLSFKTFGDAIPPQYAIQVLDEL TKGDAVVSTGVGQHQMWAAQFYKYRNPR

QWLSSGGLGAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLL
QWL+SGGLGAMGFGLPAAIGA+VA PDA+VVDIDGDGSF IMNVQELAT IRVENLPVK++L
QWLTSGGLGAMGFGLPAAIGAAVARPDAVVVD IDGDGSF IMNVQELAT IRVENLPVKIML

LNNQHLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLR
LNNQHLGMV+QWEDRFYKANRAHT+LG+P+ EIFP+ML FA AC IPAARVTK +DLR
LNNQHLGMVVQWEDRFYKANRAHTYLGNPSNSSE I FPDMLKFAEACD IPAARVTKVSDLR

EA1QTMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
AIQTMLDTPGPYLLDVI PHQEHVLPMIP+G F D ITEGDGR Y
TAIQTMLDTPGPYLLDVIVPHQEHVLPMIPSGAAFKDT ITEGDGRRAY 669

>gb|ABY57316.1] acetolactate synthase [Medicago littoralis]

Score = 1031 bits (2666), Expect = 0.0

Length = 651

Method: Compositional matrix

Identities = 485/584 (83%), Positives = 541/584 (92%)

Query: 87
Sbjct: 68
Query: 147
Sbjct: 128
Query: 207
Sbjct: 188
Query: 267
Sbjct: 248
Query: 327
Sbjct: 308
Query: 387
Sbjct: 368
Query: 447
Sbjct: 428
Query: 507

Sbjct: 488

F1SRFAPDQPRKGAD ILVEALERQGVETVFAYPGGASME THQALTRSSS IRNVLPRHEQG
F SRF+ QPRKG+DILVEALER+GV VFAYPGGASMEIHQALTRS +IRN+LPRHEQG
FTSRFSSSQPRKGSDILVEALEREGVTNVFAYPGGASME IHQALTRSKT IRNILPRHEQG

GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
GVFAAEGYARSSG PG+CIATSGPGATNLVSGLADAL+DSVPL+AITGQVPRRMIGTDAF
GVFAAEGYARSSGLPGVCIATSGPGATNLVSGLADALMDSVPLIAITGQVPRRMIGTDAF

QETPIVEVTRSITKHNYLVMDVED IPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPN
QETPIVEVTRSITKHNYL++DVED I PR+++EAFFLATSGRPGPVL+DVPKD+QQQLA+PN
QETPIVEVTRSITKHNYLILDVEDIPRVVKEAFFLATSGRPGPVL IDVPKDVQQQLAVPN

WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI
W + +KL GY+SR+PK P ++ LEQ++RL+ ESKKPVLYVGGGCLNSSDEL RFVELTG+
WSEP IKLTGYLSRLPKIPGEAQLEQVLRLLLESKKPVLYVGGGCLNSSDELKRFVELTGV

PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLGSYP E SL MLGMHGTVYANYAV++SDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLGSYP 1GGEHSLSMLGMHGTVYANYAVDNSDLLLAFGVRFDDRVTGKLEAFA

SRAKTVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV
SRAKIVHIDIDSAEIGKNK PH+S+C D+K+AL+G+N+VLE++ + KLDF WR ELNV
SRAKITVHIDIDSAE IGKNK1PHLS 1CADMKVALEGLNRVLESKG IKGKLDFEAWRQELNV

QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLS
QK KFPL FKTF +Al PQYAI+VLDELT+G Al+STGVGQHQMW+AQFY YK+PRQWL+
QKLKFPLGFKTFEDAISPQYAIQVLDELTNGDAIVSTGVGQHQMWSAQFYKYKRPRQWLT

SGGLGAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQ
SGGLGAMGFGLPAAIGA+VANPDAIVVD IDGDGSF+MNVQELAT IRVENLPVK+LLLNNQ
SGGLGAMGFGLPAA1GAAVANPDATVVD IDGDGSFMMNVQELAT IRVENLPVKILLLNNQ
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Query: 567 HLGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQ 626
HLGMV+QWEDRFYKANRAHT+LGDP++EDEIFPNML FA ACGIPAARVTKK +LREAIQ
Sbjct: 548 HLGMVVQWEDRFYKANRAHTYLGDPSKEDEIFPNMLGFADACGIPAARVTKKEELREAIQ 607

Query: 627 TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
ML+TPGPYLLDVI PHQEHVLPMIP+ G+F DVITEGDGR Y
Sbjct: 608 KMLETPGPYLLDVIVPHQEHVLPMIPSNGSFKDVITEGDGRRSY 651

>gb|ABS72164.1] acetolactate synthase [Amaranthus hypochondriacus]
Length = 669

Score = 1030 bits (2664), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 484/588 (82%), Positives = 540/588 (91%), Gaps = 4/588 (0%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQG 146
F+SRF+P++PRKG D+LVEALER+GV VFAYPGGASMEIHQALTRS+ IRNVLPRHEQG
Sbjct: 82 FVSRFSPEEPRKGCDVLVEALEREGVTDVFAYPGGASME ITHQALTRSNIIRNVLPRHEQG 141

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF 206
GVFAAEGYAR++G+ G+CIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
Sbjct: 142 GVFAAEGYARATGRVGVCIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF 201

Query: 207 QETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN 266
QETPIVEVTRSITKHNYLV+DVEDIPRI++EAFFLA SGRPGPVL+D+PKDIQQQL +PN
Sbjct: 202 QETPIVEVTRSITKHNYLVLDVEDIPRIVKEAFFLANSGRPGPVLIDIPKDIQQQLVVPN 261

Query: 267 WEQAMKLPGYMSRMPKPP----EDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVE 322
WEQ +KL GY+SR+PKP E+ L+QIVRL+ ESK+PVLY GGGCLNSS+EL +FVE
Sbjct: 262 WEQPIKLGGYLSRLPKPTYSANEEGLLDQIVRLVGESKRPVLYTGGGCLNSSEELRKFVE 321

Query: 323 LTGIPVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKL 382
LTGIPVASTLMGLG++PC D+LSLHMLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGKL
Sbjct: 322 LTGIPVASTLMGLGAFPCTDDLSLHMLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKL 381

Query: 383 EAFASRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRN 442
EAFASRAKIVHIDIDSAEIGKNK PHVS+CGDVK+ALQG+NK+LE+R  ++KLDF WR
Sbjct: 382 EAFASRAKIVHIDIDSAE IGKNKQPHVS ICGDVKVALQGLNKILESRKGKVKLDFSNWRE 441

Query: 443 ELNVQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKATISTGVGQHQMWAAQFYNYKKPR 502
ELN QK+KFPLSFKTFG+AIPPQYAI+VLDELT G A++STGVGQHQMWAAQFY Y+ PR
Sbjct: 442 ELNEQKKKFPLSFKTFGDAIPPQYAIQVLDELTKGDAVVSTGVGQHQMWAAQFYKYRNPR 501

Query: 503 QWLSSGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLL 562
QWL+SGGLGAMGFGLPAAIGA+VA PDA+VVDIDGDGSFIMNVQELAT IRVENLPVK++L
Sbjct: 502 QWLTSGGLGAMGFGLPAAIGAAVARPDAVVVDIDGDGSFIMNVQELATIRVENLPVKIML 561

Query: 563 LNNQHLGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLR 622
LNNQHLGMV+QWEDRFYKANRAHT+LG+P+ EIFP+ML FA AC IPAARVTK +DLR
Sbjct: 562 LNNQHLGMVVQWEDRFYKANRAHTYLGNPSNSSE I FPDMLKFAEACD IPAARVTKVSDLR 621

Query: 623 EAIQTMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
AIQTMLDTPGPYLLDVI PHQEHVLPMIP+G F D ITEGDGR Y
Sbjct: 622 AAIQTMLDTPGPYLLDVIVPHQEHVLPMIPSGAAFKDT ITEGDGRRAY 669

>sp|P09342] 1LV1_TOBAC Acetolactate synthase 1, chloroplast precursor (Acetolactate
synthase 1) (Acetohydroxy-acid synthase 1) (ALS 1)

emb | CAA30484.1] unnamed protein product [Nicotiana tabacum]

prf]|1501386A acetolactate synthase
Length = 667

Score = 1030 bits (2664), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 486/584 (83%), Positives = 535/584 (91%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQG 146

F+SRFAPD+PRKG+D+LVEALER+GV  VFAYPGGASMEIHQALTRSS IRNVLPRHEQG
Sbjct: 84 FVSRFAPDEPRKGSDVLVEALEREGVTDVFAYPGGASMEIHQALTRSSIIRNVLPRHEQG 143
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Query: 147
Shjct: 144
Query: 207
Shjct: 204
Query: 267
Shjct: 264
Query: 327
Sbjct: 324
Query: 387
Sbjct: 384
Query: 447
Sbjct: 444
Query: 507
Sbjct: 504
Query: 567
Sbjct: 564
Query: 627

Sbjct: 624

>gb | ABM530

Score = 1030 bits (2664), Expect = 0.0,

GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
GVFAAEGYAR++G PG+CIATSGPGATNLVSGLADALLDSVP+VAITGQVPRRMIGTDAF
GVFAAEGYARATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAF

QETPIVEVTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPN
QETPIVEVTRSITKHNYLVMDVEDIPR++ EAFFLA SGRPGP+L+DVPKDIQQQL 1P+
QETPIVEVTRSITKHNYLVMDVED I PRVVREAFFLARSGRPGP 1L IDVPKDI1QQQLVIPD

WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI
W+Q M+LPGYMSR+PK P + LEQIVRLISESKKPVLYVGGGC SS++L RFVELTGI
WDQPMRLPGYMSRLPKLPNEMLLEQIVRLISESKKPVLYVGGGCSQSSEDLRRFVELTGI

PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLG++P  DELSL MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFA

SRAKIVHID IDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV
SRAKIVHIDIDSAEIGKNK PHVS+C D+KLALQG+N +LE++ +LKLDF WR EL
SRAKIVHID IDSAE I GKNKQPHVS ICAD IKLALQGLNS I LESKEGKLKLDFSAWRQELTE

QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI I STGVGQHQMWAAQFYNYKKPRQWLS
QK K PL+FKTFG+AIPPQYAI+VLDELT+G Al ISTGVGQHQMWAAQ+Y Y+KPRQWL+
QKVKHPLNFKTFGDAIPPQYAIQVLDELTNGNAT I STGVGQHQMWAAQYYKYRKPRQWLT

SGGLGAMGFGLPAAIGASVANPDATVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQ
SGGLGAMGFGLPAAIGA+V  PD +VVDIDGDGSFIMNVQELAT I+VENLPVK++LLNNQ
SGGLGAMGFGLPAAIGAAVGRPDEVVVD IDGDGSF IMNVQELAT IKVENLPVKIMLLNNQ

HLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLREAIQ
HLGMV+QWEDRFYKANRAHT+LG+P+ E EIFPNML FA ACG+PAARVT + DLR AIQ
HLGMVVQWEDRFYKANRAHTYLGNPSNEAE I FPNMLKFAEACGVPAARVTHRDDLRAAIQ

TMLDTPGPYLLDV ICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
MLDTPGPYLLDVI PHQEHVLPMIP+GG F DVITEGDGR Y
KMLDTPGPYLLDVIVPHQEHVLPMIPSGGAFKDVITEGDGRSSY 667

21.1] acetolactate synthase [Amaranthus tuberculatus]
Length = 671

206

203

266

263

326

323

386

383

446

443

506

503

566

563

626

623

Identities = 484/588 (82%), Positives = 538/588 (91%), Gaps = 4/588 (0%)

Query: 87

Sbjct: 84

Query: 147
Sbjct: 144
Query: 207
Sbjct: 204
Query: 267
Sbjct: 264
Query: 323
Shjct: 324
Query: 383
Shjct: 384
Query: 443

Shjct: 444

F1SRFAPDQPRKGAD ILVEALERQGVETVFAYPGGASME THQALTRSSS IRNVLPRHEQG
F+SRF+PD+PRKG D+LVEALER+GV VFAYPGGASMEIHQALTRS+ IRNVLPRHEQG
FVSRFSPDEPRKGCDVLVEALEREGVTDVFAYPGGASME IHQALTRSNI IRNVLPRHEQG

GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
GVFAAEGYAR++G+ G+CIATSGPGATNLVSG ADALLDSVPLVAITGQVPRRMIGTDAF
GVFAAEGYARATGRVGVCIATSGPGATNLVSGFADALLDSVPLVAITGQVPRRMIGTDAF

QETPIVEVTRSITKHNYLVMDVED IPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPN
QETPIVEVTRSITKHNYLV+DVEDIPRI++EAFFLA SGRPGPVL+D+PKDIQQQL +PN
QETPIVEVTRSITKHNYLVLDVEDIPRIVKEAFFLANSGRPGPVLIDIPKDIQQQLVVPN

WEQAMKLPGYMSRMPKPP—----EDSHLEQIVRL I SESKKPVLYVGGGCLNSSDELGRFVE
WEQ +KL GY+SR+PKP E+ L+QIVRL+ ESK+PVLY GGGCLNSS+EL +FVE
WEQP IKLGGYLSRLPKPTFSANEEGLLDQIVRLVGESKRPVLYTGGGCLNSSEELRKFVE

LTGIPVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKL
LTGIPVASTLMGLG++PC D+LSL MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGKL
LTGIPVASTLMGLGAFPCTDDLSLQMLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKL

EAFASRAKIVHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRN
EAFASRAKIVHIDIDSAEIGKNK PHVS+CGD+K+ALQG+NK+LE+R +LKLDF WR
EAFASRAKIVHIDIDSAE IGKNKQPHVSICGD IKVALQGLNKILESRKGKLKLDFSNWRE

ELNVQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHQMWAAQFYNYKKPR
ELN QK+KFPLSFKTFG+AIPPQYAI+VLDELT G AI+STGVGQHQMWAAQFY Y+ PR
ELNEQKKKFPLSFKTFGDAIPPQYAIQVLDELTKGDAIVSTGVGQHQMWAAQFYKYRNPR
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146

143

206

203

266

263

322

323

382

383

442

443

502

503
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Query: 503 QWLSSGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELAT IRVENLPVKVLL
QWL+SGGLGAMGFGLPAAIGA+VA PDA+VVDIDGDGSFIMNVQELAT IRVENLPVK++L
Sbjct: 504 QWLTSGGLGAMGFGLPAAIGAAVARPDAVVVDIDGDGSFIMNVQELAT IRVENLPVKIML

Query: 563 LNNQHLGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLR
LNNQHLGMV+QWEDRFYKANRAHT+LG+P++ EIFP+ML FA AC IPAARVTK +DLR
Sbjct: 564 LNNQHLGMVVQWEDRFYKANRAHTYLGNPSKSSEIFPDMLKFAEACDIPAARVTKVSDLR

Query: 623 EAIQTMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
AIQTMLDTPGPYLLDVI PHQEHVLPMIP G F D ITEGDGR Y
Sbjct: 624 AAIQTMLDTPGPYLLDVIVPHQEHVLPMIPTGAAFKDTITEGDGRRAY 671

>gb]ABY57317.1] acetolactate synthase [Medicago truncatula]
Length = 651

Score = 1029 bits (2660), Expect = 0.0, Method: Compositional matrix
Identities = 484/584 (82%), Positives = 541/584 (92%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQG
F SRF+ QPRKG+DILVEALER+GV VFAYPGGASMEIHQALTRS +IRN+LPRHEQG
Sbjct: 68 FTSRFSSTQPRKGSDILVEALEREGVTNVFAYPGGASME IHQALTRSKTIRNILPRHEQG

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
GVFAAEGYARSSG PG+CIATSGPGATNLVSGLADAL+DSVPL+AITGQVPRRMIGTDAF
Sbjct: 128 GVFAAEGYARSSGLPGVCIATSGPGATNLVSGLADALMDSVPLIAITGQVPRRMIGTDAF

Query: 207 QETPIVEVTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPN
QETPIVEVTRSITKHNYL++DVED I PR+++EAFFLATSGRPGPVL+DVPKD+QQQLA+PN
Sbjct: 188 QETPIVEVTRSITKHNYLILDVEDIPRVVKEAFFLATSGRPGPVL IDVPKDVQQQLAVPN

Query: 267 WEQAMKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGI
W + +KL GY+SR+PK P ++ LEQ++RL+ ES+KPVLYVGGGCLNSSDEL RFVELTG+
Sbjct: 248 WSEPIKLTGYLSRLPKIPGEAQLEQVLRLLLESEKPVLYVGGGCLNSSDELKRFVELTGV

Query: 327 PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLGSYP E SL MLGMHGTVYANYAV++SDLLLAFGVRFDDRVTGKLEAFA
Sbjct: 308 PVASTLMGLGSYPIGGEHSLSMLGMHGTVYANYAVDNSDLLLAFGVRFDDRVTGKLEAFA

Query: 387 SRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV
SRAKIVHIDIDSAEIGKNK PH+S+C D+K+AL+G+N+VLE++ + KLDF WR ELNV
Sbjct: 368 SRAKIVHIDIDSAEIGKNKIPHLS ICADMKVALEGLNRVLESKG IKGKLDFEAWRQELNV

Query: 447 QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHQMWAAQFYNYKKPRQWLS
QK KFPL FKTF +Al PQYAI+VLDELT+G Al+STGVGQHQMW+AQFY YK+PRQWL+
Shjct: 428 QKLKFPLGFKTFEDAISPQYAIQVLDELTNGDAIVSTGVGQHQMWSAQFYKYKRPRQWLT

Query: 507 SGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELAT IRVENLPVKVLLLNNQ
SGGLGAMGFGLPAAIGA+VANPDATVVD IDGDGSF+MNVQELAT IRVENLPVK+LLLNNQ
Sbjct: 488 SGGLGAMGFGLPAAIGAAVANPDAIVVDIDGDGSFMMNVQELAT IRVENLPVKILLLNNQ

Query: 567 HLGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQ
HLGMV+QWEDRFYKANRAHT+LGDP++EDEIFPNML FA ACGIPAARVTKK +LREAIQ
Sbjct: 548 HLGMVVQWEDRFYKANRAHTYLGDPSKEDE I FPNMLGFADACG I PAARVTKKEELREAIQ

Query: 627 TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
ML+TPGPYLLDVI PHQEHVLPMIP+ G+F DVITEGDGR Y
Sbjct: 608 KMLETPGPYLLDVIVPHQEHVLPMIPSNGSFKDVITEGDGRRSY 651

>gb|ABY57318.1] acetolactate synthase [Medicago truncatula]
Length = 651

Score = 1029 bits (2660), Expect = 0.0, Method: Compositional matrix
Identities = 484/584 (82%), Positives = 541/584 (92%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQG

F SRF+ QPRKG+DILVEALER+GV VFAYPGGASMEIHQALTRS +IRN+LPRHEQG
Sbjct: 68 FTSRFSSTQPRKGSDILVEALEREGVTNVFAYPGGASMEIHQALTRSKTIRNILPRHEQG
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562

563

622

623

adjust.

146

127

206

187

266

247

326

307

386

367

446

427

506

487

566

547

626

607

adjust.

146

127
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Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
GVFAAEGYARSSG PG+CIATSGPGATNLVSGLADAL+DSVPL+AITGQVPRRMIGTDAF
Sbjct: 128 GVFAAEGYARSSGLPGVCIATSGPGATNLVSGLADALMDSVPLIAITGQVPRRMIGTDAF

Query: 207 QETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN
QETPIVEVTRSITKHNYL++DVED I PR+++EAFFLATSGRPGPVL+DVPKD+QQQLA+PN
Sbjct: 188 QETPIVEVTRSITKHNYLILDVEDIPRVVKEAFFLATSGRPGPVL 1DVPKDVQQQLAVPN

Query: 267 WEQAMKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGI
W + +KL GY+SR+PK P ++ LEQ++RL+ ES+KPVLYVGGGCLNSSDEL RFVELTG+
Sbjct: 248 WSEPIKLTGYLSRLPKIPGEAQLEQVLRLLLESEKPVLYVGGGCLNSSDELKRFVELTGV

Query: 327 PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLGSYP E SL MLGMHGTVYANYAV++SDLLLAFGVRFDDRVTGKLEAFA
Sbjct: 308 PVASTLMGLGSYPIGGEHSLSMLGMHGTVYANYAVDNSDLLLAFGVRFDDRVTGKLEAFA

Query: 387 SRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV
SRAKIVHIDIDSAEIGKNK PH+S+C D+K+AL+G+N+VLE++ + KLDF WR ELNV
Sbjct: 368 SRAKIVHIDIDSAE IGKNKIPHLS ICADMKVALEGLNRVLESKG IKGKLDFEAWRQELNV

Query: 447 QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLS
QK KFPL FKTF +Al PQYAI+VLDELT+G AI+STGVGQHQMW+AQFY YK+PRQWL+
Shjct: 428 QKLKFPLGFKTFEDAISPQYAIQVLDELTNGDAIVSTGVGQHQMWSAQFYKYKRPRQWLT

Query: 507 SGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELAT IRVENLPVKVLLLNNQ
SGGLGAMGFGLPAAIGA+VANPDATVVD IDGDGSF+MNVQELAT IRVENLPVK+LLLNNQ
Sbjct: 488 SGGLGAMGFGLPAAIGAAVANPDAIVVDIDGDGSFMMNVQELAT IRVENLPVKILLLNNQ

Query: 567 HLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQ
HLGMV+QWEDRFYKANRAHT+LGDP++EDEIFPNML FA ACGIPAARVTKK +LREAIQ
Sbjct: 548 HLGMVVQWEDRFYKANRAHTYLGDPSKEDE IFPNMLGFADACGIPAARVTKKEELREAIQ

Query: 627 TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
ML+TPGPYLLDVI PHQEHVLPMIP+ G+F DVITEGDGR Y
Sbjct: 608 KMLETPGPYLLDVIVPHQEHVLPMIPSNGSFKDVITEGDGRRSY 651

>prf] | 1407140A acetolactate synthase SuRA
Length = 667

Score = 1029 bits (2660), Expect = 0.0, Method: Compositional matrix
Identities = 487/584 (83%), Positives = 534/584 (91%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQG
F+SRFAPD+PRKG+D+LVEALER+GV  VFAYPGGASMEIHQALTRSS IRNVLPRHEQG
Sbjct: 84 FVSRFAPDEPRKGSDVLVEALEREGVTDVFAYPGGASMEIHQALTRSSIIRNVLPRHEQG

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
GVFAAEGYAR++G PG+CIATSGPGATNLVSGLADALLDSVP+VAITGQVPRRMIGTDAF
Sbjct: 144 GVFAAEGYARATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAF

Query: 207 QETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN
QETPIVEVTRSITKHNYLVMDVEDIPR++ EAFFLA SGRPGPVL+DVPKDIQQQL 1P+
Sbjct: 204 QETPIVEVTRSITKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQQQLVIPD

Query: 267 WEQAMKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGI
W+Q M+LPGYMSR+PK P + LEQIVRLISESKKPVLYVGGGC SS++L RFVELTGI
Sbjct: 264 WDQPMRLPGYMSRLPKLPNEMLLEQIVRLISESKKPVLYVGGGCSQSSEDLRRFVELTGI

Query: 327 PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLG++P  DELSL MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFA
Sbjct: 324 PVASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFA

Query: 387 SRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV
SRAKIVHIDIDSAEIGKNK PHVS+C D+KLALQG+N +LE++ +LKLDF WR EL
Sbjct: 384 SRAKIVHIDIDSAEIGKNKQPHVSICADIKLALQGLNSILESKEGKLKLDFSAWRQELTE

Query: 447 QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLS

QK K PL+FKTFG+AIPPQYAI+VLDELT+G AlISTGVGQHQMWAAQ+Y Y+KPRQWL+
Shjct: 444 QKVKHPLNFKTFGDAIPPQYAIQVLDELTNGNAI ISTGVGQHQMWAAQYYKYRKPRQWLT
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Query: 507 SGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELAT IRVENLPVKVLLLNNQ
SGGLGAMGFGLPAAIGA+V  PD +VVDIDGDGSFIMNVQELAT I+VENLPVK++LLNNQ
Sbjct: 504 SGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELAT IKVENLPVKIMLLNNQ

Query: 567 HLGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQ
HLGMV+QWEDRFYKANRAHT+LG+P+ E EIFPNML FA ACG PAARVT + DLR AIQ
Sbjct: 564 HLGMVVQWEDRFYKANRAHTYLGNPSNEAEIFPNMLKFAEACGNPAARVTHRDDLRAAIQ

Query: 627 TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
MLDTPGPYLLDVI PHQEHVLPMIP+GG F DVITEGDGR Y
Sbjct: 624 KMLDTPGPYLLDVIVPHQEHVLPMIPSGGAFKDVITEGDGRSSY 667

>gb]ABY57315.1] acetolactate synthase [Medicago littoralis]
Length = 651

Score = 1028 bits (2657), Expect = 0.0, Method: Compositional matrix
Identities = 484/584 (82%), Positives = 540/584 (92%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQG
F SRF+ QPRKG+DILVEALER+GV VFAYPGGASMEIHQALTRS +IRN+LPRHEQG
Sbjct: 68 FTSRFSSSQPRKGSDILVEALEREGVTNVFAYPGGASME IHQALTRSKTIRNILPRHEQG

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
GVFAAEGYARSSG PG+CIATSGPGATNLVSGLADAL+DSVPL+AITGQV RRMIGTDAF
Sbjct: 128 GVFAAEGYARSSGLPGVCIATSGPGATNLVSGLADALMDSVPLIAITGQVLRRMIGTDAF

Query: 207 QETPIVEVTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPN
QETPIVEVTRSITKHNYL++DVED I PR+++EAFFLATSGRPGPVL+DVPKD+QQQLA+PN
Sbjct: 188 QETPIVEVTRSITKHNYLILDVEDIPRVVKEAFFLATSGRPGPVL IDVPKDVQQQLAVPN

Query: 267 WEQAMKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGI
W + +KL GY+SR+PK P ++ LEQ++RL+ ESKKPVLYVGGGCLNSSDEL RFVELTG+
Sbjct: 248 WSEPIKLTGYLSRLPKIPGEAQLEQVLRLLLESKKPVLYVGGGCLNSSDELKRFVELTGV

Query: 327 PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLGSYP E SL MLGMHGTVYANYAV++SDLLLAFGVRFDDRVTGKLEAFA
Sbjct: 308 PVASTLMGLGSYPIGGEHSLSMLGMHGTVYANYAVDNSDLLLAFGVRFDDRVTGKLEAFA

Query: 387 SRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV
SRAKIVHIDIDSAEIGKNK PH+S+C D+K+AL+G+N+VLE++ + KLDF WR ELNV
Sbjct: 368 SRAKIVHIDIDSAEIGKNKIPHLS ICADMKVALEGLNRVLESKG IKGKLDFEAWRQELNV

Query: 447 QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHQMWAAQFYNYKKPRQWLS
QK KFPL FKTF +Al PQYAI+VLDELT+G Al+STGVGQHQMW+AQFY YK+PRQWL+
Shjct: 428 QKLKFPLGFKTFEDAISPQYAIQVLDELTNGDAIVSTGVGQHQMWSAQFYKYKRPRQWLT

Query: 507 SGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELAT IRVENLPVKVLLLNNQ
SGGLGAMGFGLPAAIGA+VANPDATVVD IDGDGSF+MNVQELAT IRVENLPVK+LLLNNQ
Sbjct: 488 SGGLGAMGFGLPAAIGAAVANPDAIVVDIDGDGSFMMNVQELAT IRVENLPVKILLLNNQ

Query: 567 HLGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQ
HLGMV+QWEDRFYKANRAHT+LGDP++EDEIFPNML FA ACGIPAARVTKK +LREAIQ
Sbjct: 548 HLGMVVQWEDRFYKANRAHTYLGDPSKEDE I FPNMLGFADACG I PAARVTKKEELREAIQ

Query: 627 TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
ML+TPGPYLLDVI PHQEHVLPMIP+ G+F DVITEGDGR Y
Sbjct: 608 KMLETPGPYLLDVIVPHQEHVLPMIPSNGSFKDVITEGDGRRSY 651

>gb|ACF47583.1] acetolactate synthase 1 [Sonchus asper]
Length = 658

Score = 1026 bits (2654), Expect = 0.0, Method: Compositional matrix
Identities = 484/584 (82%), Positives = 537/584 (91%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQG

F+SRFAPDQPRKG+D+LVEALER+GV+ VFAYPGGASMEIHQALTRS++1RNVLPRHEQG
Sbjct: 75 FVSRFAPDQPRKGSDVLVEALEREGVKHVFAYPGGASMEIHQALTRSNT IRNVLPRHEQG
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146

127

206

187

266

247

326

307

386

367

446

427

506

487

566

547

626

607

adjust.

146

134
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Query: 147
Sbjct: 135
Query: 207
Sbjct: 195
Query: 267
Sbjct: 255
Query: 327
Sbjct: 315
Query: 387
Sbjct: 375
Query: 447
Sbjct: 435
Query: 507
Sbjct: 495
Query: 567
Sbjct: 555
Query: 627

Shjct: 615

GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
GVFAAEGYAR+ GKPG+CIATSGPGATNLVSGLADALLDSVP+VAITGQVPRRMIGTDAF
GVFAAEGYARALGKPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAF

QETPIVEVTRSITKHNYLVMDVED IPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPN
QETPIVEVTRSITKHNYLV+DVEDIPR++ EAF+LATSGRPGPVL+DVPKDIQQQL +P
QETPIVEVTRSITKHNYLVLDVED I PRVVHEAFYLATSGRPGPVL IDVPKD 1QQQLVVPK

WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI
W++ +L GY+SR+PKPP D+HLEQI+RLI+ESK+PVLY GGGCL+SS EL RFVELTGI
WDEPKRLSGYLSRLPKPPNDAHLEQI IRLITESKRPVLYTGGGCLDSSVELCRFVELTGI

PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLG+YP +LSL MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLGAYPASGDLSLQMLGMHGTVYANYAVDKSDLLLAFGVRFDDRVTGKLEAFA

SRAKIVHID IDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV
SRAKIVHIDIDSAEIGKNK PHVS+CGD+K+AL+G+N++LE R+E LDF WR EL+
SRAKTVHIDIDSAE IGKNKQPHVS1CGD IKIALKGLNE I LEKRSEMRNLDFSSWRQELDE

QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI I STGVGQHQMWAAQFYNYKKPRQWLS
QK  PLSFKTFG+AIPPQYAI+VLDELT GKAIISTGVGQHQMWAAQFY Y +PRQWL+
QKLTHPLSFKTFGDAIPPQYAIQVLDELTGGKA I STGVGQHQMWAAQFYKYNRPRQWLT

SGGLGAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQ
SGGLGAMGFGLPAAIGA+VA PD 1VVDIDGDGSF+MNVQELAT IRVENLPVK+LLLNNQ
SGGLGAMGFGLPAAIGAAVARPDCIVVD IDGDGSFMMNVQELAT IRVENLPVKILLLNNQ

HLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQ
HLGMV+QWEDRFYKANRAHT+LG+P+ E EIFPNML FA AC IPAARVTK DLR AlQ
HLGMVVQWEDRFYKANRAHTYLGNPSNESE I FPNMLKFAEACD IPAARVTKIGDLRAAIQ

TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
ML+TPGPYLLDVI PHQEHVLPMIP GG F DVIT+GDGR+K+
KMLETPGPYLLDV1VPHQEHVLPMIPAGGGFMDVITDGDGRMKH 658

206

194

266

254

326

314

386

374

446

434

506

494

566

554

626

614
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>sp|P14874] 1LV2_BRANA Acetolactate synthase 2, chloroplast precursor (Acetolactate

emb | CAA77
emb ] CAA34

Score = 1025 bits (2649), Expect = 0.0,

synthase 11) (Acetohydroxy-acid synthase 11) (ALS 11)
614.1] acetohydroxyacid synthase Il [Brassica napus]
680.1] unnamed protein product [Brassica napus]

Length = 637

Identities = 484/576 (84%), Positives = 535/576 (92%), Gaps = 3/576 (0%)

Query: 87
Sbjct: 63
Query: 147
Sbjct: 123
Query: 207
Sbjct: 183
Query: 267
Shjct: 243
Query: 327
Sbjct: 303
Query: 386

Sbjct: 363

F1SRFAPDQPRKGAD ILVEALERQGVETVFAYPGGASME THQALTRSSS IRNVLPRHEQG
F S++AP+ PR GADILVEALERQGV+ VFAYPGGASMEIHQALTRS++IRNVLPRHEQG
FSSKYAPNVPRSGAD I LVEALERQGVDVVFAYPGGASME IHQALTRSNT IRNVLPRHEQG

GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
G+FAAEGYARSSGKPGICIATSGPGA NLVSGLADAL DSVPL+AITGQVPRRMIGT AF
GIFAAEGYARSSGKPGICIATSGPGAMNLVSGLADALFDSVPLIAITGQVPRRMIGTMAF

QETPIVEVTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN
QETP+VEVTR+I1TKHNYLVM+V+DIPRI+ EAFFLATS RPGPVL+DVPKD+QQQ AIPN
QETPVVEVTRTITKHNYLVMEVDD I PRIVREAFFLATSVRPGPVL IDVPKDVQQQFAIPN

WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI
WEQ M+LP YMS MPKPP+ SHLEQI+RL+SESK+PVLYVGGGCLNSS+EL RFVELTGI
WEQPMRLPLYMSTMPKPPKVSHLEQILRLVSESKRPVLYVGGGCLNSSEELRRFVELTGI

PVASTLMGLGSYPCDD-ELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAF
PVAST MGLGSYPCDD E SL MLGMHGTVYANYAVE+SDLLLAFGVRFDDRVTGKLEAF
PVASTFMGLGSYPCDDEEFSLQMLGMHGTVYANYAVEYSDLLLAFGVRFDDRVTGKLEAF

ASRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELN
ASRAKIVHIDIDS EIGKNKTPHVSVC DV+LALQGMN+VLENR + LDFG WR ELN
ASRAKIVHIDIDSTEIGKNKTPHVSVCCDVQLALQGMNEVLENRRD--VLDFGEWRCELN

BASF Plant Science Report No. BPS-014-08

146

122

206

182

266

242

326

302

385

362

445

420

Method: Compositional matrix adjust.
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Query: 446 VQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWL 505

Sbjct: 421
Query: 506
Sbjct: 481
Query: 566
Sbjct: 541
Query: 626

Shjct: 601

>gb | ABM530

Score = 1023 bits (2644), Expect = 0.0,

Q+ KFPL +KTFGE 1PPQYAI++LDELTDGKAI I+TGVGQHQMWAAQFY +KKPRQWL
EQRLKFPLRYKTFGEEIPPQYAIQLLDELTDGKATI ITTGVGQHQMWAAQFYRFKKPRQWL

SSGGLGAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNN
SSGGLGAMGFGLPAA+GA++ANP A+VVDIDGDGSF IMN+QELAT IRVENLPVKVLL+NN
SSGGLGAMGFGLPAAMGAATANPGAVVVD IDGDGSFIMNIQELAT IRVENLPVKVLLINN

QHLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLREAI
QHLGMV+QWED FY ANRA +FLGDPA + +FP+MLLFAA+CGIPAARVT++ DLREAI
QHLGMVLQWEDHFYAANRADSFLGDPANPEAVFPDMLLFAASCG IPAARVTRREDLREAI

QTMLDTPGPYLLDVICPHQEHVLPMIPNGGTENDVI 661
QTMLDTPGP+LLDV+CPHQ+HVLP+I1P+GGTF D+I
QTMLDTPGPFLLDVVCPHQDHVLPLIPSGGTFKDIl 636

20.1] acetolactate synthase [Amaranthus tuberculatus]
Length = 669

480

565

540

625

600

Identities = 481/588 (81%), Positives = 535/588 (90%), Gaps = 4/588 (0%)

Query: 87

Sbjct: 82

Query: 147
Sbjct: 142
Query: 207
Sbjct: 202
Query: 267
Shjct: 262
Query: 323
Shjct: 322
Query: 383
Shjct: 382
Query: 443
Sbjct: 442
Query: 503
Sbjct: 502
Query: 563
Sbjct: 562
Query: 623

Sbjct: 622

>gb | ACF475

Score = 1
Identitie

F1SRFAPDQPRKGAD I LVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQG
F+SRF+P +PRKG D+LVEALER+GV VFAYPGGASMEIHQALTRS+ IRNVLPRHEQG
FVSRFSPXEPRKGCDVLVEALEREGVTDVFAYPGGASME THQALTRSNI IRNVLPRHEQG

GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
GVFAAEGYAR++G+ G+CIATSGPGATNLVSG ADALLDSVPLVAITGQVPRRMIGTDAF
GVFAAEGYARATGRVGVCIATSGPGATNLVSGFADALLDSVPLVAITGQVPRRMIGTDAF

QETPIVEVTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN
QETPIVEVTRSITKHNYLV+DVEDIPRI++EAFFLA SGRPGPVL+D+PKDIQQQL +PN
QETPIVEVTRSITKHNYLVLDVED IPRIVKEAFFLANSGRPGPVL IDIPKD 1QQQLVVPN

WEQAMKLPGYMSRMPKPP----EDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVE
WEQ +KL GY+SR+PKP E+ L+QIVRL+ ESK+PVLY GGGCLNSS+EL +FVE
WEQP IKLGGYLSRLPKPTFSANEEGLLDQIVRLVGESKRPVLYTGGGCLNSSEELRKFVE

LTGIPVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKL
LTGIPVASTLMGLG++PC D+LSL MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGKL
LTGIPVASTLMGLGAFPCTDDLSLQMLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKL

EAFASRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRN
EAFASRAKIVHIDIDSAEIGKNK PHVS+CGD K+AL+G+N +LE+R ++KLDF WR
EAFASRAKTVHIDIDSAE I GKNKQPHVS I CGDXKVALRGLNN I LESRKGKVKLDFSNWRE

ELNVQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHQMWAAQFYNYKKPR
ELN QK+KFPLSFKTFG+AIPPQYAI+VLDELT G AI+STGVGQHQMWAAQFY Y+ PR
ELNEQKKKFPLSFKTFGDAIPPQYAIQVLDELTKGDAIVSTGVGQHQMWAAQFYKYRNPR

QWLSSGGLGAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLL
QWL+SGGLGAMGFGLPAAIGA+VA PDA+VVDIDGDGSFIMNVQELATIRVENLPVK++L
QWLTSGGLGAMGFGLPAAIGAAVARPDAVVVD IDGDGSF IMNVQELAT IRVENLPVKIML

LNNQHLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLR
LNNQHLGMV+QWEDRFYKANRAHT+LG+P+ EIFP+ML FA AC IPAARVTK +DLR
LNNQHLGMVVQWEDRFYKANRAHTYLGNPSXSSE I FPDMLKFAEACD IPAARVTKVSDLR

EAIQTMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
AIQTMLDTPGPYLLDVI PHQEHVLPMIPNG F D ITEGDGR Y
AATIQTMLDTPGPYLLDVIVPHQEHVLPMIPNGAAFKDT ITEGDGRRAY 669

82_1] acetolactate synthase 1 [Sonchus asper]
Length = 658

146

141

206

201

266

261

322

321

382

381

442

441

502

501

562

561

622

621
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Method: Compositional matrix adjust.

022 bits (2643), Expect = 0.0, Method: Compositional matrix adjust.

s = 483/584 (82%), Positives = 536/584 (91%)
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Query: 87

Sbjct: 75

Query: 147
Sbjct: 135
Query: 207
Sbjct: 195
Query: 267
Sbjct: 255
Query: 327
Sbjct: 315
Query: 387
Sbjct: 375
Query: 447
Sbjct: 435
Query: 507
Sbjct: 495
Query: 567
Sbjct: 555
Query: 627

Sbjct: 615

F1SRFAPDQPRKGAD ILVEALERQGVETVFAYPGGASME THQALTRSSS IRNVLPRHEQG
F+SRFAPDQPRKG+D+LVEALER+GV+ VFAYPGGASMEIHQALTRS++1RNVLPRHEQG
FVSRFAPDQPRKGSDVLVEALEREGVKHVFAYPGGASME THQALTRSNT IRNVLPRHEQG

GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
GVFAAEGYAR+ GKPG+CIATSGPGATNLVSGLADALLDSVP+VAITGQV RRMIGTDAF
GVFAAEGYARALGKPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVLRRMIGTDAF

QETPIVEVTRSITKHNYLVMDVED IPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPN
QETPIVEVTRSITKHNYLV+DVEDIPR++ EAF+LATSGRPGPVL+DVPKDIQQQL +P
QETPIVEVTRSITKHNYLVLDVED I PRVVHEAFYLATSGRPGPVL IDVPKD 1QQQLVVPK

WEQAMKLPGYMSRMPKPPEDSHLEQIVRL I SESKKPVLYVGGGCLNSSDELGRFVELTGI
W++  +L GY+SR+PKPP D+HLEQI+RLI+ESK+PVLY GGGCL+SS EL RFVELTGI
WDEPKRLSGYLSRLPKPPNDAHLEQI IRLITESKRPVLYTGGGCLDSSVELCRFVELTGI

PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLG+YP +LSL MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLGAYPASGDLSLQMLGMHGTVYANYAVDKSDLLLAFGVRFDDRVTGKLEAFA

SRAKIVHID IDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV
SRAKIVHIDIDSAEIGKNK PHVS+CGD+K+AL+G+N++LE R+E LDF WR EL+
SRAKIVHIDIDSAE IGKNKQPHVS1CGD IKIALKGLNE I LEKRSEMRNLDFSSWRQELDE

QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI I STGVGQHQMWAAQFYNYKKPRQWLS
QK  PLSFKTFG+AIPPQYAI+VLDELT GKAIISTGVGQHQMWAAQFY Y +PRQWL+
QKLTHPLSFKTFGDAIPPQYAIQVLDELTGGKAT I STGVGQHQMWAAQFYKYNRPRQWLT

SGGLGAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQ
SGGLGAMGFGLPAAIGA+VA PD 1VVDIDGDGSF+MNVQELAT IRVENLPVK+LLLNNQ
SGGLGAMGFGLPAAIGAAVARPDCIVVD IDGDGSFMMNVQELAT IRVENLPVKILLLNNQ

HLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQ
HLGMV+QWEDRFYKANRAHT+LG+P+ E EIFPNML FA AC IPAARVTK DLR AIQ
HLGMVVQWEDRFYKANRAHTYLGNPSNESE I FPNMLKFAEACD IPAARVTKIGDLRAAIQ

TMLDTPGPYLLDV ICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
ML+TPGPYLLDVI PHQEHVLPMIP GG F DVIT+GDGR+K+
KMLETPGPYLLDV1VPHQEHVLPMIPAGGGFMDVITDGDGRMKH 658

>gb|ACF17639.1] putative acetolactate synthase [Capsicum annuum]

Score = 1022 bits (2642), Expect = 0.0,

Length = 653

146

134

206

194

266

254

326

314

386

374

446

434

506

494

566

554

626

614

Identities = 483/585 (82%), Positives = 535/585 (91%), Gaps = 1/585 (0%)

Query: 87

Sbjct: 69

Query: 147
Sbjct: 129
Query: 207
Sbjct: 189
Query: 267
Sbjct: 249
Query: 327
Sbjct: 309
Query: 387

Sbjct: 369

F1SRFAPDQPRKGAD ILVEALERQGVETVFAYPGGASME THQALTRSSS IRNVLPRHEQG
F1+RFAPD+PRKG D+LVEALER+GV VFAYPGGAS+EIHQALTRS+ IRNVLPRHEQG
F1TRFAPDEPRKGCDVLVEALEREGVTDVFAYPGGASVE ITHQALTRSNI IRNVLPRHEQG

GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
GVFAAEGYAR++G PG+CIATSGPGATNLVSGLADALLDS+P+VAITGQVPRRMIGTDAF
GVFAAEGYARATGFPGVCIATSGPGATNLVSGLADALLDSIPIVAITGQVPRRMIGTDAF

QETPIVEVTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN
QETPIVEVTRSITKHNYLVMDVEDIPR++ EAFFLA SGRPGPVL+DVPKDIQQQL IPN
QETPIVEVTRSITKHNYLVMDVED I PRVVREAFFLAKSGRPGPVL IDVPKDI1QQQLVIPN

WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI
W+Q M+LPGYMSR+PK P + LEQIVRLISESKKPVLYVGGGC SS+EL RFVELTGI
WDQPMRLPGYMSRLPKLPNEMLLEQIVRLISESKKPVLYVGGGCSQSSEELRRFVELTGI

PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PVA+TLMGLG++P  D+LSL MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFA
PVATTLMGLGAFPTGDDLSLQMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFA

SRAKIVHID IDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEEL -KLDFGVWRNELN
SRAKIVHIDIDSAEIGKNK PHVS+C D+KLALQG+N +LE + +L KLDF WR ELN
SRAKITVHIDIDSAE IGKNKQPHVSICAD IKLALQGLNS I LEGKEAKLKKLDFSAWRQELN

BASF Plant Science Report No. BPS-014-08

146

128

206

188

266

248

326

308

386

368

445

428
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Method: Compositional matrix adjust.
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Query: 446 VQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWL 505

Sbjct: 429
Query: 506
Sbjct: 489
Query: 566
Sbjct: 549
Query: 626

Shjct: 609

>gb | ABM530

Score = 1021 bits (2641), Expect = 0.0,

QK K+PL++KTFG+AIPPQYAI+VLDELTDG Al+STGVGQHQMWAAQ+Y +KKPRQWL
EQKVKYPLNYKTFGDAIPPQYAIQVLDELTDGNAIVSTGVGQHQMWAAQYYKFKKPRQWL

SSGGLGAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNN
+SGGLGAMGFGLPAAIGA+V P 1VVDIDGDGSFIMNVQELAT I+VENLPVK++LLNN
TSGGLGAMGFGLPAAIGAAVGRPGE 1VVD IDGDGSF IMNVQELAT IKVENLPVKIMLLNN

QHLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLREAI
QHLGMV+QWEDRFYKANRAHT+LG+PA E+EIFPNML FA ACG+PAARVT + D+R Al
QHLGMVVQWEDRFYKANRAHTYLGNPANEEE I FPNMLKFAEACGVPAARVTHRDDVRAAI

QTMLDTPGPYLLDVICPHQEHVLPMIPNGGTENDVITEGDGRIKY 670
Q MLDTPGPYLLDVI PHQEHVLPMIP+GG F DVITEGDGR +
QKMLDTPGPYLLDV IVPHQEHVLPMIPSGGAFKDVITEGDGRCSH 653

18.1] acetolactate synthase [Amaranthus tuberculatus]
Length = 668

488

565

548

625

608

Identities = 480/588 (81%), Positives = 536/588 (91%), Gaps = 4/588 (0%)

Query: 87

Sbjct: 81

Query: 147
Sbjct: 141
Query: 207
Sbjct: 201
Query: 267
Sbjct: 261
Query: 323
Sbjct: 321
Query: 383
Sbjct: 381
Query: 443
Sbjct: 441
Query: 503
Sbjct: 501
Query: 563
Sbjct: 561
Query: 623

Sbjct: 621

>gb | ABM530

Score = 1
Identitie

F1SRFAPDQPRKGAD I LVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQG
F+ RF+PD+PRKG D+LVEALER+GV VFAYPGGASMEIHQALTRS+ IRNVLPRHEQG
FVFRFSPDEPRKGCDVLVEALEREGVTDVFAYPGGASME THQALTRSNI IRNVLPRHEQG

GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
GVFAAEGYAR++G+ G+CIATSGPGATNLVSG ADALLDSVPLVAITGQVPRRMIGTDAF
GVFAAEGYARATGRVGVCIATSGPGATNLVSGFADALLDSVPLVAITGQVPRRMIGTDAF

QETPIVEVTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN
QETPIVEVTRSITKHNYLV+DVEDIPRI++EAFFLA SGRPGPVL+D+PKDIQQQL +PN
QETPIVEVTRSITKHNYLVLDVED IPRIVKEAFFLANSGRPGPVL IDIPKD 1QQQLVVPN

WEQAMKLPGYMSRMPKPP----EDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVE
WEQ +KL GY+SR+PKP E+ L+QIVRL+ ESK+PVLY GGGCLNSS+EL +FV+
WEQP IKLGGYLSRLPKPTFSANEEGLLDQIVRLVGESKRPVLYTGGGCLNSSEELRKFVK

LTGIPVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKL
LTGIPVASTLMGLG++PC D+LSL MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGKL
LTGIPVASTLMGLGAFPCTDDLSLQMLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKL

EAFASRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRN
EAFASRAKIVHIDIDSAEIGKNK PHVS+CGDVK+AL+G+N +LE+R ++KLDF WR
EAFASRAKTVHIDIDSAE I GKNKQPHVSICGDVKVALRGLNN I LESRKGKVKLDFSNWRE

ELNVQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHQMWAAQFYNYKKPR
ELN QK+KFPLSFKTFG+AIPPQYAI+VLDELT G AI+STGVGQHQMWAAQFY Y+ PR
ELNEQKKKFPLSFKTFGDAIPPQYAIQVLDELTKGDAIVSTGVGQHQMWAAQFYKYRNPR

QWLSSGGLGAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLL
QWL+SGGLGAMGFGLPAAIGA+VA PDA+VVDIDGDGSFIMNVQELATIRVENLPVK++L
QWLTSGGLGAMGFGLPAAIGAAVARPDAVVVD IDGDGSF IMNVQELAT IRVENLPVKIML

LNNQHLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLR
LNNQHLGMV+QWEDRFYKANRAHT+LG+P+ EIFP+ML FA AC IPAARVTK +DLR
LNNQHLGMVVQWEDRFYKANRAHTYLGNPSNSSE I FPDMLKFAEACD IPAARVTKVSDLR

EAIQTMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
AIQTMLDTPGPYLLDVI PHQEHVLPMIP+G F D ITEGDGR Y
AATIQTMLDTPGPYLLDVIVPHQEHVLPMIPSGAAFKDT ITEGDGRRAY 668

19.1] acetolactate synthase [Amaranthus tuberculatus]
Length = 669
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Method: Compositional matrix adjust.

021 bits (2640), Expect = 0.0, Method: Compositional matrix adjust.
s = 481/588 (81%), Positives = 536/588 (91%), Gaps = 4/588 (0%)
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Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQG
F+SRF+PD+PRKG D+LVEALER+GV VFAYPGGASMEIHQALTRS+ IRNVLPRHEQG
Sbjct: 82 FVSRFSPDEPRKGCDVLVEALEREGVTDVFAYPGGASMEIHQALTRSNIIRNVLPRHEQG

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
GVFAAEGYAR++G+ G+CIATSGPGATNLVSG ADALLDSVPLVAITGQVPRRMIGTDAF
Sbjct: 142 GVFAAEGYARATGRVGVCIATSGPGATNLVSGFADALLDSVPLVAITGQVPRRMIGTDAF

Query: 207 QETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN
QETPIVEVTRSITKHNYLV+DVEDIPRI++EAFFLA SGRPGPVL+D+PKDIQQQL +PN
Sbjct: 202 QETPIVEVTRSITKHNYLVLDVEDIPRIVKEAFFLANSGRPGPVLIDIPKDIQQQLVVPN

Query: 267 WEQAMKLPGYMSRMPKPP----EDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVE
WEQ +KL GY+SR+PKP E+ L+QIVRL+ ESK+PVLY GGGCLNSS+EL +FVE
Sbjct: 262 WEQPIKLGGYLSRLPKPTFSANEEGLLDQIVRLVGESKRPVLYTGGGCLNSSEELRKFVE

Query: 323 LTGIPVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKL
LTGIPVASTLMGLG++PC D+LSL MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGKL
Sbjct: 322 LTGIPVASTLMGLGAFPCTDDLSLQMLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKL

Query: 383 EAFASRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRN
EAFASRAKIVHIDIDSAEIGKNK PHVS+CGDVK+AL+G+N +LE+R ++KLDF WR
Sbjct: 382 EAFASRAKIVHIDIDSAEIGKNKQPHVSICGDVKVALRGLNNILESRKGKVKLDFSNWRE

Query: 443 ELNVQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAT I STGVGQHQMWAAQFYNYKKPR
ELN QK+KFPLSFKTFG+AIPPQYAI+VLDELT G AI+STGVGQHQMWAAQFY Y+ PR
Shjct: 442 ELNEQKKKFPLSFKTFGDAIPPQYAIQVLDELTKGDAIVSTGVGQHQMWAAQFYKYRNPR

Query: 503 QWLSSGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELAT IRVENLPVKVLL
QWL+SGGLGAMGFGLPAAIGA+VA PDA+VVDIDGDGSF IMNVQELAT IRVENLPVK++L
Sbjct: 502 QWLTSGGLGAMGFGLPAAIGAAVARPDAVVVDIDGDGSFIMNVQELATIRVENLPVKIML

Query: 563 LNNQHLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACGIPAARVTKKADLR
LNNQHLGMV+Q EDRFYKANRAHT+LG+P+ EIFP+ML FA AC IPAARVTK +DLR
Sbjct: 562 LNNQHLGMVVQLEDRFYKANRAHTYLGNPSNSSE IFPDMLKFAEACD IPAARVTKVSDLR

Query: 623 EAIQTMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
AIQTMLDTPGPYLLDVI PHQEHVLPMIP+G F D ITEGDGR Y
Sbjct: 622 AAIQTMLDTPGPYLLDVIVPHQEHVLPMIPSGAAFKDTITEGDGRRAY 669

>emb|CAE18088.1] acetolactate synthase [Papaver rhoeas]
Length = 662

Score = 1017 bits (2629), Expect = 0.0, Method: Compositional matrix
Identities = 474/584 (81%), Positives = 535/584 (91%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQG
F+SR+ D+PRKGAD+LVEALER+GV VFAYPGGASMEIHQALTRSSSIRNVLPRHEQG
Sbjct: 79 FVSRYKDDEPRKGADVLVEALEREGVTNVFAYPGGASMEIHQALTRSSSIRNVLPRHEQG

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
G+F+AEGYAR+SG PG+CIATSGPGATNLVSGLADALLDS+P+VA+TGQVPRRMIGTDAF
Sbjct: 139 GIFSAEGYARASGLPGVCIATSGPGATNLVSGLADALLDSIPIVAVTGQVPRRMIGTDAF

Query: 207 QETPIVEVTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPN
QETPIVEVTRSITKHNYLV+DVED I PR+++EAFFLATSGRPGPVL+DVPKD+QQQL +P
Sbjct: 199 QETPIVEVTRSITKHNYLVLDVEDIPRVVKEAFFLATSGRPGPVL I1DVPKDVQQQLVVPK

Query: 267 WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI
W+ MKLPGYMSR PK PE + LEQ+VRLISESKKPVLYVGGGC+N S+EL RFV+LTGI
Sbjct: 259 WDTPMKLPGYMSRAPKSPEHNLLEQVVRLISESKKPVLYVGGGCINYSEELRRFVDLTGI

Query: 327 PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLG++ C D LSL MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFA
Sbjct: 319 PVASTLMGLGAHSCTDVLSLQMLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFA

Query: 387 SRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV

SR+KIVHIDID AEIGKNK PHVS+C D+ +AL+G+NK+LE + +LKLDF WR EL
Sbjct: 379 SRSKIVHIDIDPAE IGKNKQPHVSICADMGVALKGLNKLLEEKMSKLKLDFVSWREELME
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Query: 447 QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHQMWAAQFYNYKKPRQWLS 506
QK+ +PLS+KTFGEAIPPQYAIKVLDELT+GKAI ISTGVGQHQMWAAQ+Y Y+ PRQWL+
Shjct: 439 QKKNYPLSYKTFGEAIPPQYAIKVLDELTEGKAI ISTGVGQHQMWAAQWYKYRGPRQWLT 498

Query: 507 SGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQ 566
S GLGAMGFGLPAAIGA+VA P+AIVVDIDGDGSF+MNVQELA +RVENLPVK+LLLNNQ
Sbjct: 499 SAGLGAMGFGLPAAIGAAVAKPEAIVVDIDGDGSFMMNVQELAAVRVENLPVKILLLNNQ 558

Query: 567 HLGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQ 626
HLGMV+QWEDRFYKANRAHT+LG+PA++ EIFP+ML FA AC IPAARVTK ++LR AIQ
Sbjct: 559 HLGMVVQWEDRFYKANRAHTYLGNPAKDTEIFPDMLKFAEACDIPAARVTKVSELRAAIQ 618

Query: 627 TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
MLDTPGPYLLDVI PHQEHVLPMIP GG+FN+VI EGDGR KY
Sbjct: 619 KMLDTPGPYLLDVIVPHQEHVLPMIPAGGSFNEV I IEGDGRTKY 662

>gb]AAC69629.1] herbicide resistant acetolactate synthase precursor [Bassia
scoparia]
Length = 666

Score = 1016 bits (2628), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 480/588 (81%), Positives = 537/588 (91%), Gaps = 4/588 (0%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQG 146
F+SRFAPDQPRKG D+LVEALER+GV VFAYPGGASMEIHQALTRS SIRNVLPRHEQG
Sbjct: 79 FVSRFAPDQPRKGCDVLVEALEREGVTDVFAYPGGASMEIHQALTRSDS IRNVLPRHEQG 138

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF 206
G+FAAEGYAR++G+ G+CIATSGPGATNLVSG ADALLDSVPLVAITGQVPRRMIGTDAF
Sbjct: 139 GIFAAEGYARATGRVGVCIATSGPGATNLVSGFADALLDSVPLVAITGQVPRRMIGTDAF 198

Query: 207 QETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN 266
QETPIVEVTRSITKHNYLV+DVEDIPRI++EAFFLA SGRPGPVL+D+PKDIQQQL +P+
Sbjct: 199 QETPIVEVTRSITKHNYLVLDVEDIPRIVKEAFFLANSGRPGPVLIDIPKDIQQQLVVPD 258

Query: 267 WEQAMKLPGYMSRMPKP----PEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVE 322
W+Q ++L GY+SR+PK ++ LEQIVRL+SE+KKPVLYVGGGCLNS +EL +FVE
Sbjct: 259 WDQGVRLGGYVSRLPKSVFSANDEGLLEQIVRLMSEAKKPVLYVGGGCLNSGEELRKFVE 318

Query: 323 LTGIPVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKL 382
LTGIPVASTLMGLG+YPC+D+LSLHMLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGKL
Sbjct: 319 LTGIPVASTLMGLGAYPCNDDLSLHMLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKL 378

Query: 383 EAFASRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRN 442
EAFASRAKIVHIDIDSAEIGKNK PHVS+C DVK AL+GMNK+LE+R  +LKL++ WR
Sbjct: 379 EAFASRAKIVHIDIDSAEIGKNKQPHVSICADVKYALKGMNKILESRKGKLKLNYSSWRE 438

Query: 443 ELNVQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPR 502
EL QK+KFPLSFKTFGEAIPPQYAI++LDELT+G AIISTGVGQHQMWAAQ Y Y+ PR
Shjct: 439 ELGEQKKKFPLSFKTFGEAIPPQYAIQMLDELTNGNAT ISTGVGQHQMWAAQHYKYRNPR 498

Query: 503 QWLSSGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLL 562
QWL+SGGLGAMGFGLPAAIGA+VA PDA+VVDIDGDGSF IMNVQELAT IRVENLPVK++L
Sbjct: 499 QWLTSGGLGAMGFGLPAAIGAAVARPDAVVVDIDGDGSFIMNVQELATIRVENLPVKIML 558

Query: 563 LNNQHLGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLR 622

LNNQHLGMV+Q EDRFYKANRAHT+LG+P++E EIFP+ML FA AC IPAARVTK DLR
Sbjct: 559 LNNQHLGMVVQLEDRFYKANRAHTYLGNPSKESE IFPDMLKFAEACDIPAARVTKVGDLR 618
Query: 623 EAIQTMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670

A+QTMLDTPGPYLLDVI PHQEHVLPMIP+G F D+l EGDGR Y
Sbjct: 619 AAMQTMLDTPGPYLLDVIVPHQEHVLPMIPSGAAFKD I INEGDGRTSY 666

>emb ] CA049020.1] unnamed protein product [Vitis vinifera]
Length = 657

Score = 1016 bits (2627), Expect = 0.0, Method: Compositional matrix adjust.
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Identities = 478/584 (81%), Positives = 529/584 (90%), Gaps = 7/584 (1%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQG 146
FI1SRFAPD+PRKG D+LVEALER+GV+ VFAYPGGASMEIHQALTRS+ IRNVLPRHEQG
Sbjct: 81 FISRFAPDEPRKGCDVLVEALEREGVKHVFAYPGGASMEIHQALTRSNIIRNVLPRHEQG 140

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF 206
GVFAAEGYAR+SG+PG+CIATSGPGATNLVSGLADALLDS+P+VAITGQVPRRMIGTDAF
Sbjct: 141 GVFAAEGYARASGRPGVCIATSGPGATNLVSGLADALLDSIPIVAITGQVPRRMIGTDAF 200

Query: 207 QETPIVEVTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN 266
QETPIVEVTRSITKHNYLV+DVEDIP 1+ EAFFLATSGRPGPVL+DVPKDIQQQL +PN
Sbjct: 201 QETPIVEVTRSITKHNYLVLDVEDIPHIVREAFFLATSGRPGPVLIDVPKDIQQQLVVPN 260

Query: 267 WEQAMKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGI 326
W + ++LPGY R+PK PE +HLEQIVRLISESK+PVLYVGGGC+NSS+EL RFV+LTGI
Sbjct: 261 WNKGLRLPGYTFRLPKSPEKAHLEQIVRLISESKRPVLYVGGGCMNSSEELKRFVDLTGI 320

Query: 327 PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA 386
PVASTLMGLG++PC D+LSL MLGMHGT+YANYAV+ SDLLLAFGVRFDDRVTGK+EAFA
Sbjct: 321 PVASTLMGLGAFPCTDKLSLQMLGMHGTMYANYAVDRSDLLLAFGVRFDDRVTGKIEAFA 380

Query: 387 SRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV 446
SRAKIVHIDID AEIGKNK PHVS AL GMN +LE + K DF  WR+ELN
Sbjct: 381 SRAKIVHIDIDPAEIGKNKQPHVS-————-- ALTGMNSLLEETGAKSKYDFSSWRDELNE 433

Query: 447 QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHOMWAAQFYNYKKPRQWLS 506
QK K+PLSFKTFGEAIPPQYAI+VLDELTDG Al1S+GVGQHQMWAAQFY Y+ PRQWLS
Shjct: 434 QKAKYPLSFKTFGEAIPPQYAIQVLDELTDGNAI ISSGVGQHQMWAAQFYKYRGPRQWLS 493

Query: 507 SGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQ 566
S GLGAMGFGLPAA+GA+VA PDA+VVDIDGDGSFIMNVQELAT IRVENLPVK++LLNNQ
Sbjct: 494 SSGLGAMGFGLPAAMGAAVAKPDAVVVDIDGDGSFIMNVQELATIRVENLPVKIMLLNNQ 553

Query: 567 HLGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQ 626
HLGMV+QWEDRFYKANRAHT+LG+P+ E EIFPNML FA AC IPAARVTKK+++REAIL+
Sbjct: 554 HLGMVVQWEDRFYKANRAHTYLGNPSNEAEIFPNMLKFAEACD IPAARVTKKSEVREAIK 613

Query: 627 TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
ML+TPGPYLLDVI PHQEHVLPMIP+GG F D I EGDGR Y
Sbjct: 614 KMLETPGPYLLDVIVPHQEHVLPMIPSGGAFKDAINEGDGREAY 657

>gb]AAB67839.1] acetolactate synthase precursor [Amaranthus sp.]
Length = 665

Score = 1015 bits (2625), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 477/588 (81%), Positives = 535/588 (90%), Gaps = 4/588 (0%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQG 146
F+SRF+P++PRKG D+LVEALER+GV VFAYPGGASMEIHQALTRS+ IRNVLPRHEQG
Sbjct: 78 FVSRFSPEEPRKGCDVLVEALEREGVTDVFAYPGGASME IHQALTRSNIIRNVLPRHEQG 137

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF 206
GVFAA+GYAR++G+ G+CIATSGPGATNLVSG ADALLDSVPLVAITGQVPRRMIGTDAF
Sbjct: 138 GVFAAQGYARATGRVGVCIATSGPGATNLVSGFADALLDSVPLVAITGQVPRRMIGTDAF 197

Query: 207 QETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN 266
QETPIVEVTRSITKHNYLV+DVEDIPRI++EAFFLA SGRPGPVL+D+PKDIQQQL +PN
Sbjct: 198 QETPIVEVTRSITKHNYLVLDVEDIPRIVKEAFFLANSGRPGPVLIDIPKDIQQQLVVPN 257

Query: 267 WEQAMKLPGYMSRMPKPP----EDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVE 322
WEQ +KL GY+SR+PKP E+ L+QIVRL+ ESK+PVLY GGGCLNSS+EL +FVE
Sbjct: 258 WEQPIKLGGYLSRLPKPTFSANEEGLLDQIVRLVGESKRPVLYTGGGCLNSSEELRKFVE 317

Query: 323 LTGIPVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKL 382

LTGIPVASTLMGLG++PC D+LSL MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGKL
Sbjct: 318 LTGIPVASTLMGLGAFPCTDDLSLQMLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKL 377
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Query: 383 EAFASRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRN 442
EAFASRAKIVHIDIDSAEIGKNK PHVS+CG++K+ALQG+NK+LE+R +LKLDF WR
Sbjct: 378 EAFASRAKIVHIDIDSAEIGKNKQPHVSICGE IKVALQGLNKILESRKGKLKLDFSNWRE 437

Query: 443 ELNVQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPR 502
ELN QK+KFPLSFK+FG+AIPPQYAI+VLDELT G AI+STGVGQHQMWAAQFY Y+ PR
Shjct: 438 ELNEQKKKFPLSFKSFGDAIPPQYAIQVLDELTLGDAIVSTGVGQHQMWAAQFYKYRNPR 497

Query: 503 QWLSSGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLL 562
QWL+SGGLGAMGFGLPA  GA+VA PDA+VVDIDGDGSFIMNVQELAT IRVENLPVK++L
Sbjct: 498 QWLTSGGLGAMGFGLPACYGAAVARPDAVVVDIDGDGSFIMNVQELATIRVENLPVKIML 557

Query: 563 LNNQHLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACGIPAARVTKKADLR 622
LNNQHLGMV+Q EDRFYKANRAHT+LG+P+ EIFP+ML FA AC IPAARVTK +DLR
Sbjct: 558 LNNQHLGMVVQLEDRFYKANRAHTYLGNPSNSSE IFPDMLKFAEACDIPAARVTKVSDLR 617

Query: 623 EAIQTMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
AIQTMLDTPGPYLLDVI PHQEHVLPMIP+G F D ITEGDGR Y
Sbjct: 618 AAIQTMLDTPGPYLLDVIVPHQEHVLPMIPSGAAFKDTITEGDGRRAY 665

>gb | AAG40279.1]|AF308648_1 acetolactate synthase [Solanum ptychanthum]
Length = 567

Score = 1004 bits (2597), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 477/567 (84%), Positives = 519/567 (91%)

Query: 96 PRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYA 155
PRKG D+LVEALER+GVY VFAYPGGASMEIHQALTRS+ IRNVLPRHEQGGVFAAEGYA
Sbjct: 1 PRKGCDVLVEALEREGVTDVFAYPGGASME THQALTRSNI IRNVLPRHEQGGVFAAEGYA 60

Query: 156 RSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVT 215
R++G PG+CIATSGPGATNLVSGLADALLDS+P+VAITGQVPRRMIGTDAFQETPIVEVT
Sbjct: 61 RATGFPGVCIATSGPGATNLVSGLADALLDSIPIVAITGQVPRRMIGTDAFQETPIVEVT 120

Query: 216 RSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQAMKLPG 275
RSITKHNYLVMDVEDIPRI+ EAFFLA SGRPGPVL+DVPKDIQQQL IPNW+Q M+LPG
Sbjct: 121 RSITKHNYLVMDVEDIPRIVREAFFLAKSGRPGPVLIDVPKDIQQQLVIPNWDQPMRLPG 180

Query: 276 YMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVASTLMGL 335
YMSR+PK P + LEQIVRLISESKKPVLYVGGGC SS+EL RFVELTGIPVASTLMGL
Sbjct: 181 YMSRLPKLPNEMLLEQIVRLISESKKPVLYVGGGCSQSSEELRRFVELTGIPVASTLMGL 240

Query: 336 GSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHID 395
G++P  DELSL MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFASRAKIVHID
Sbjct: 241 GAFPTGDELSLQMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHID 300

Query: 396 IDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSF 455
IDSAEIGKNK PH S+C D+KLALQG+N +LE + +LKLDF WR ELN QK K+PL+F
Sbjct: 301 IDSAEIGKNKLPHASICADIKLALQGLNSILEGKEGKLKLDFSAWRQELNEQKVKYPLNF 360

Query: 456 KTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGF 515
KTFGEAIPPQYAI+VLDELT+G Al1STGVGQHQMWAAQFY YKKPRQWL+SGGLGAMGF
Sbjct: 361 KTFGEAIPPQYAIQVLDELTNGNAIISTGVGQHQMWAAQFYKYKKPRQWLTSGGLGAMGF 420

Query: 516 GLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMVMQWE 575
GLPAA+GA+V P 1VVDIDGDGSF+MNVQELAT I+VENLPVK++LLNNQHLGMV+QWE
Sbjct: 421 GLPAAMGAAVGRPGEIVVDIDGDGSFMMNVQELAT IKVENLPVKIMLLNNQHLGMVVQWE 480

Query: 576 DRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTMLDTPGPY 635
DRFYKANRAHT+LGDPA E+EIFPNML FA ACG+PAARVT + +LR AlQ MLDTPGPY
Sbjct: 481 DRFYKANRAHTYLGDPANEEEIFPNMLKFAEACGVPAARVTHRDELRAAIQKMLDTPGPY 540

Query: 636 LLDVICPHQEHVLPMIPNGGTENDVIT 662
LLDVI PHQEHVLPMIP+GG F DVIT
Sbjct: 541 LLDVIVPHQEHVLPMIPSGGAFKDVIT 567

>gb | AAG40280.1]|AF308649_1 acetolactate synthase [Solanum ptychanthum]

gb]AAG40281.1]|AF308650_1 acetolactate synthase [Solanum ptychanthum]
Length = 567
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Score = 1003 bits (2592), Expect = 0.0, Method: Compositional matrix adjust.

Identities = 476/567 (83%), Positives = 518/567 (91%)

Query: 96 PRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYA
PRKG D+LVEALER+GV VFAYPGG SMEIHQALTRS+ IRNVLPRHEQGGVFAAEGYA
Sbjct: 1 PRKGCDVLVEALEREGVTDVFAYPGGTSME IHQALTRSN I IRNVLPRHEQGGVFAAEGYA

Query: 156 RSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVT
R++G PG+CIATSGPGATNLVSGLADALLDS+P+VAITGQVPRRMIGTDAFQETPIVEVT
Sbjct: 61 RATGFPGVCIATSGPGATNLVSGLADALLDSIPIVAITGQVPRRMIGTDAFQETPIVEVT

Query: 216 RSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKLPG
RSITKHNYLVMDVEDIPRI+ EAFFLA SGRPGPVL+DVPKDIQQQL IPNW+Q M+LPG
Sbjct: 121 RSITKHNYLVMDVEDIPRIVREAFFLAKSGRPGPVL IDVPKDIQQQLYVIPNWDQPMRLPG

Query: 276 YMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVASTLMGL
YMSR+PK P + LEQIVRLISESKKPVLYVGGGC SS+EL RFVELTGIPVASTLMGL
Sbjct: 181 YMSRLPKLPNEMLLEQIVRLISESKKPVLYVGGGCSQSSEELRRFVELTGIPVASTLMGL

Query: 336 GSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHID
G++P DELSL MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFASRAKIVHID
Sbjct: 241 GAFPTGDELSLQMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHID

Query: 396 IDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSF
IDSAEIGKNK PH S+C D+KLALQG+N +LE + +LKLDF WR ELN QK K+PL+F
Sbjct: 301 IDSAEIGKNKLPHASICADIKLALQGLNSILEGKEGKLKLDFSAWRQELNEQKVKYPLNF

Query: 456 KTFGEAIPPQYAIKVLDELTDGKAIISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGF
KTFGEAIPPQYAI+VLDELT+G Al1STGVGQHQMWAAQFY YKKPRQWL+SGGLGAMGF
Sbjct: 361 KTFGEAIPPQYAIQVLDELTNGNAIISTGVGQHQMWAAQFYKYKKPRQWLTSGGLGAMGF

Query: 516 GLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMVMQWE
GLPAA+GA+V P IVVDIDGDGSF+MNVQELAT I+VENLPVK++LLNNQHLGMV+QWE
Sbjct: 421 GLPAAMGAAVGRPGEIVVDIDGDGSFMMNVQELAT IKVENLPVKIMLLNNQHLGMVVQWE

Query: 576 DRFYKANRAHTFLGDPAQEDEIFPNMLLFAAACGIPAARVTKKADLREAIQTMLDTPGPY
DRFYKANRAHT+LGDPA E+EIFPNML FA ACG+PAARVT + +LR AlQ MLDTPGPY
Sbjct: 481 DRFYKANRAHTYLGDPANEEE IFPNMLKFAEACGVPAARVTHRDELRAAIQKMLDTPGPY

Query: 636 LLDVICPHQEHVLPMIPNGGTENDVIT 662
LLDVI PHQEHVLPMIP+GG F DVIT
Sbjct: 541 LLDVIVPHQEHVLPMIPSGGAFKDVIT 567

>gb | ABR68865.1] acetohydroxyacid synthase [Solanum ptychanthum]
Length = 565

Score = 1000 bits (2585), Expect = 0.0, Method: Compositional matrix
Identities = 475/565 (84%), Positives = 517/565 (91%)

Query: 96 PRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYA
PRKG D+LVEALER+GV VFAYPGGASMEIHQALTRS+ IRNVLPRHEQGGVFAAEGYA
Shjct: 1 PRKGCDVLVEALEREGVTDVFAYPGGASME ITHQALTRSNI IRNVLPRHEQGGVFAAEGYA

Query: 156 RSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVT
R++G PG+CIATSGPGATNLVSGLADALLDS+P+VAITGQVPRRMIGTDAFQETPIVEVT
Sbjct: 61 RATGFPGVCIATSGPGATNLVSGLADALLDSIPIVAITGQVPRRMIGTDAFQETPIVEVT

Query: 216 RSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKLPG
RSITKHNYLVMDVEDIPRI+ EAFFLA SGRPGPVL+DVPKDIQQQL IPNW+Q M+LPG
Sbjct: 121 RSITKHNYLVMDVEDIPRIVREAFFLAKSGRPGPVLIDVPKDIQQQLVIPNWDQPMRLPG

Query: 276 YMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGIPVASTLMGL
YMSR+PK P + LEQIVRLISESKKPVLYVGGGC SS+EL RFVELTGIPVASTLMGL
Sbjct: 181 YMSRLPKLPNEMLLEQIVRLISESKKPVLYVGGGCSQSSEELRRFVELTGIPVASTLMGL

Query: 336 GSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHID

G++P  DELSL MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFASRAKIVHID
Sbjct: 241 GAFPTGDELSLQMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHID

BASF Plant Science Report No. BPS-014-08

155

60

215

120

275

180

335

240

395

300

455

360

515

420

575

480

635

540

adjust.

155

60

215

120

275

180

335

240

395

300

Page 85 of 239



BASF

The Chemical Company
Plant Science L. L. C. BASF Reg. Doc. No. 2008/7019294

Query: 396 IDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSF 455
IDSAEIGKNK PH S+C D+KLALQG+N +LE + +LKLDF WR ELN QK K+PL+F
Sbjct: 301 IDSAEIGKNKLPHASICADIKLALQGLNSILEGKEGKLKLDFSAWRQELNEQKVKYPLNF 360

Query: 456 KTFGEAIPPQYAIKVLDELTDGKAIISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGF 515
KTFGEAIPPQYAI+VLDELT+G Al1STGVGQHQMWAAQFY YKKPRQWL+SGGLGAMGF
Sbjct: 361 KTFGEAIPPQYAIQVLDELTNGNAIISTGVGQHQMWAAQFYKYKKPRQWLTSGGLGAMGF 420

Query: 516 GLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMVMQWE 575
GLPAA+GA+V P 1VVDIDGDGSF+MNVQELAT I+VENLPVK++LLNNQHLGMV+QWE
Sbjct: 421 GLPAAMGAAVGRPGEIVVDIDGDGSFMMNVQELAT IKVENLPVKIMLLNNQHLGMVVQWE 480

Query: 576 DRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTMLDTPGPY 635
DRFYKANRAHT+LGDPA E+EIFPNML FA ACG+PAARVT + +LR AIQ MLDTPGPY
Sbjct: 481 DRFYKANRAHTYLGDPANEEEIFPNMLKFAEACGVPAARVTHRDELRAAIQKMLDTPGPY 540

Query: 636 LLDVICPHQEHVLPMIPNGGTFNDV 660
LLDVI PHQEHVLPMIP+GG F DV
Sbjct: 541 LLDVIVPHQEHVLPMIPSGGAFKDV 565

>gb|ABR68866.1] acetohydroxyacid synthase [Solanum ptychanthum]
Length = 565

Score = 999 bits (2582), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 474/565 (83%), Positives = 516/565 (91%)

Query: 96 PRKGADILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQGGVFAAEGYA 155
PRKG D+LVEALER+GV VFAYPGGASMEIHQALTRS+ IRNVLPRHEQGGVFAAEGYA
Sbjct: 1 PRKGCDVLVEALEREGVTDVFAYPGGASME THQALTRSN I IRNVLPRHEQGGVFAAEGYA 60

Query: 156 RSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVT 215
R++G PG+CIATSGPGATNLVSGLADALLDS+P+VAITGQVPRRMIGTD FQETPIVEVT
Sbjct: 61 RATGFPGVCIATSGPGATNLVSGLADALLDSIPIVAITGQVPRRMIGTDVFQETPIVEVT 120

Query: 216 RSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQAMKLPG 275
RSITKHNYLVMDVEDIPRI+ EAFFLA SGRPGPVL+DVPKDIQQQL IPNW+Q M+LPG
Sbjct: 121 RSITKHNYLVMDVEDIPRIVREAFFLAKSGRPGPVL IDVPKD 1QQQLVIPNWDQPMRLPG 180

Query: 276 YMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVASTLMGL 335
YMSR+PK P + LEQIVRLISESKKPVLYVGGGC SS+EL RFVELTGIPVASTLMGL
Sbjct: 181 YMSRLPKLPNEMLLEQIVRLISESKKPVLYVGGGCSQSSEELRRFVELTGIPVASTLMGL 240

Query: 336 GSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHID 395
G++P DELSL MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFASRAKIVHID
Sbjct: 241 GAFPTGDELSLQMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHID 300

Query: 396 IDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSF 455
IDSAEIGKNK PH S+C D+KLALQG+N +LE + +LKLDF WR ELN QK K+PL+F
Sbjct: 301 IDSAEIGKNKLPHASICADIKLALQGLNSILEGKEGKLKLDFSAWRQELNEQKVKYPLNF 360

Query: 456 KTFGEAIPPQYAIKVLDELTDGKAIISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGF 515
KTFGEAIPPQYAI+VLDELT+G Al1STGVGQHQMWAAQFY YKKPRQWL+SGGLGAMGF
Sbjct: 361 KTFGEAIPPQYAIQVLDELTNGNAIISTGVGQHQMWAAQFYKYKKPRQWLTSGGLGAMGF 420

Query: 516 GLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMVMQWE 575
GLPAA+GA+V P 1VVDIDGDGSF+MNVQELAT I+VENLPVK++LLNNQHLGMV+QWE
Sbjct: 421 GLPAAMGAAVGRPGEIVVDIDGDGSFMMNVQELAT IKVENLPVKIMLLNNQHLGMVVQWE 480

Query: 576 DRFYKANRAHTFLGDPAQEDEIFPNMLLFAAACGIPAARVTKKADLREAIQTMLDTPGPY 635
DRFYKANRAHT+LGDPA E+EIFPNML FA ACG+PAARVT + +LR AlQ MLDTPGPY
Sbjct: 481 DRFYKANRAHTYLGDPANEEEIFPNMLKFAEACGVPAARVTHRDELRAAIQKMLDTPGPY 540

Query: 636 LLDVICPHQEHVLPMIPNGGTFNDV 660

LLDVI PHQEHVLPMIP+GG F DV
Sbjct: 541 LLDVIVPHQEHVLPMIPSGGAFKDV 565
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>gb|AAT07329.1] acetohydroxyacid synthase 3 [Helianthus annuus]
Length = 646

Score = 990 bits (2559), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 462/585 (78%), Positives = 527/585 (90%), Gaps = 4/585 (0%)

Query: 88 ISRFAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGG
+SRF PD+PRKG+D+LVEALER+GV VFAYPGGA++EIHQALTRS+ IRN+LPRHEQGG
Sbjct: 63 VSRFGPDEPRKGSDVLVEALEREGVTNVFAYPGGATLEIHQALTRSTIIRNILPRHEQGG

Query: 148 VFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQ
VFAAEGYAR+SG G+CI+TSGPGATNLVSGLADALLDSVP+VAITGQVPR MIGTDAFQ
Sbjct: 123 VFAAEGYARASGLTGVCISTSGPGATNLVSGLADALLDSVPIVAITGQVPRNMIGTDAFQ

Query: 208 ETPIVEVTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNW
ETPIVEV+RSITKHNYLV++V+DIPRI+ EAFFLA+SGRPGPVL+D+PKDIQQQL +PNW
Sbjct: 183 ETPIVEVSRSITKHNYLVLNVQDIPRIVHEAFFLASSGRPGPVLIDIPKDIQQQLVVPNW

Query: 268 ---EQAMKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELT
+Q M+L GY+SR+PKPP ++HL QIVR 1 ESK+PVLYVGGGC+NSSDELGRFVELT
Sbjct: 243 DEQQQPMRLDGY ISRLPKPPNETHLRQIVRFIKESKRPVLYVGGGCMNSSDELGRFVELT

Query: 325 GIPVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEA
GIPVA+TLMGLG+YP +LSLHMLGMHGTVYANYA++ SDLLLAFGVRFDDRVTGK+EA
Sbjct: 303 GIPVANTLMGLGTYPGSHDLSLHMLGMHGTVYANYAIDKSDLLLAFGVRFDDRVTGKIEA

Query: 385 FASRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNEL
FASRAKIVHIDID AEIGKNK PH S+CGD+K ALQG+NK+LE R E+L DF W+ E+
Sbjct: 363 FASRAKIVHIDIDPAEIGKNKQPHFSICGDIKAALQGLNKILE-RGEDLDFDFSPWKEEV

Query: 445 NVOKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQW
QK  PLS+KTFG+AIPPQYAI+VL+E+T G AlI+TGVGQHQMW+AQFY Y +PRQW
Shjct: 422 MNQKASNPLSYKTFGDAIPPQYAIQVLNEVTGGNAI I TTGVGQHQMWSAQFYKYNRPRQW

Query: 505 LSSGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLN
L+S GLGAMGFGLPAAIGA+VA PDA+VVDIDGDGSF+MNVQELAT IRVENLPVK+++LN
Sbjct: 482 LTSAGLGAMGFGLPAAIGAAVARPDAVVVDIDGDGSFMMNVQELAT IRVENLPVKMMVLN

Query: 565 NQHLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREA
NQHLGMV+QWEDRFYKANRAHT+LG+P E IFPNML FA AC IPAARVTKK D+R A
Sbjct: 542 NQHLGMVVQWEDRFYKANRAHTYLGNPTNESG I FPNMLKFAEACD IPAARVTKKGDVRTA

Query: 625 IQTMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIK 669
1Q MLDTPGPYLLDVI PHQEHVLPMIP GG FND+IT+GDGR +
Sbjct: 602 IQKMLDTPGPYLLDVIVPHQEHVLPMIPAGGGFNDIITDGDGRTQ 646

>gb|ABR68867.1] acetohydroxyacid synthase [Solanum ptychanthum]
Length = 554

Score = 980 bits (2533), Expect = 0.0, Method: Compositional matrix
Identities = 465/554 (83%), Positives = 506/554 (91%)

Query: 107 LERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQGGVFAAEGYARSSGKPGICIA
LER+GV VFAYPGG SMEIHQALTRS+ IRNVLPRHEQGGVFAAEGYAR++G PG+CIA
Sbjct: 1 LEREGVTDVFAYPGGTSME ITHQALTRSNI IRNVLPRHEQGGVFAAEGYARATGFPGVCIA

Query: 167 TSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSITKHNYLVM
TSGPGATNLVSGLADALLDS+P+VAITGQVPRRMIGTDAFQETPIVEVTRS I TKHNYLVM
Sbjct: 61 TSGPGATNLVSGLADALLDSIPIVAITGQVPRRMIGTDAFQETPIVEVTRSITKHNYLVM

Query: 227 DVEDIPRIIEEAFFLATSGRPGPVLVDVPKD I1QQQLAIPNWEQAMKLPGYMSRMPKPPED
DVEDIPRI+ EAFFLA SGRPGPVL+DVPKDIQQQL IPNW+Q M+LPGYMSR+PK P +
Sbjct: 121 DVEDIPRIVREAFFLAKSGRPGPVL IDVPKDI1QQQLVIPNWDQPMRLPGYMSRLPKLPNE

Query: 287 SHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVASTLMGLGSYPCDDELSL

LEQIVRLISESKKPVLYVGGGC SS+EL RFVELTGIPVASTLMGLG++P DELSL
Sbjct: 181 MLLEQIVRLISESKKPVLYVGGGCSQSSEELRRFVELTGIPVASTLMGLGAFPTGDELSL
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Query: 347
Sbjct: 241
Query: 407
Sbjct: 301
Query: 467
Sbjct: 361
Query: 527
Sbjct: 421
Query: 587
Sbjct: 481
Query: 647

Sbjct: 541

HMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAE I GKNKT
MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK
QMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHID IDSAE I GKNKL

PHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAIPPQY
PH S+C D+KLALQG+N +LE + +LKLDF WR ELN QK K+PL+FKTFGEAIPPQY
PHASI1CAD IKLALQGLNS I LEGKEGKLKLDFSAWRQELNEQKVKYPLNFKTFGEAIPPQY

AITKVLDELTDGKAT ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGFGLPAAIGASVA
AI+VLDELT+G AIISTGVGQHQMWAAQFY YKKPRQWL+SGGLGAMGFGLPAA+GA+V
ATQVLDELTNGNAI ISTGVGQHQMWAAQFYKYKKPRQWLTSGGLGAMGFGLPAAMGAAVG

NPDA1VVDIDGDGSFIMNVQELAT IRVENLPVKVLLLNNQHLGMVMQWEDRFYKANRAHT
P 1VVDIDGDGSF+MNVQELAT I +VENLPVK++LLNNQHLGMV+QWEDRFYKANRAHT
RPGE1VVDIDGDGSFMMNVQELAT IKVENLPVKIMLLNNQHLGMVVQWEDRFYKANRAHT

FLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLREAIQTMLDTPGPYLLDV ICPHQEH
+LGDPA E+EIFPNML FA ACG+PAARVT + +LR Al1Q MLDTPGPYLLDVI PHQEH
YLGDPANEEE I FPNMLKFAEACGVPAARVTHRDELRAAIQKMLDTPGPYLLDV IVPHQEH

VLPMIPNGGTFNDV 660
VLPMIP+GG F DV
VLPMIPSGGAFKDV 554

>dbj |BAF57909.1] acetolactate synthase [Sagittaria trifolia]

Score =

Length = 684

968 bits (2502), Expect = 0.0, Method: Compositional matrix

Identities = 454/584 (77%), Positives = 517/584 (88%)

Query: 87

Sbjct: 101
Query: 147
Sbjct: 161
Query: 207
Sbjct: 221
Query: 267
Sbjct: 281
Query: 327
Sbjct: 341
Query: 387
Sbjct: 401
Query: 447
Sbjct: 461
Query: 507
Shbjct: 521
Query: 567
Sbjct: 581
Query: 627

Shjct: 641

F1SRFAPDQPRKGAD ILVEALERQGVETVFAYPGGASME THQALTRSSS IRNVLPRHEQG
I F PD+PRKGADILVEALER+GV+ VFAYPGGASMEIHQALTRS SI N L RHEQG
L IRNFGPDEPRKGAD I LVEALEREGVKDVFAYPGGASME THQALTRSPS 1VNHLFRHEQG

GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
+FAAEGYAR++G+PG+CIATSGPGATNLVSGLADALLDS PLVAITGQVPRRMIGTDAF
EIFAAEGYARATGRPGVCIATSGPGATNLVSGLADALLDSTPLVAITGQVPRRMIGTDAF

QETPIVEVTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPN
QETPIVEVTRSITKHNYLV+ V+DIPRI+ EAF+LATSGRPGPVL+D+PKDIQQQLAIP
QETPIVEVTRSITKHNYLVLSVDDIPRIVHEAFYLATSGRPGPVLIDIPKDIQQQLAIPE

WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI
W MKL GYMSR+PKPP+ S LEQIVRL+ ES+KPVLY GGG LN+SDEL RFVELTG+
WRTTMKLHGYMSRLPKPPQQSQLEQIVRLLLESRKPVLYTGGGSLNASDELRRFVELTGV

PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLGS+P +LSL MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PVASTLMGLGSFPTSSDLSLKMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA

SRAKIVHID IDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV
SRAKIVHIDID AEIGKNK PHVS+CGD+KLAL+G+N++LE +LDF WR EL+
SRAKIVHIDIDPAEIGKNKQPHVSICGDLKLALEGINELLEETKIHEQLDFSSWRGELDE

QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKA I ISTGVGQHQMWAAQFYNYKKPRQWLS
QK+KFPLS+K FG+AIPPQYAI VLDELT+G+A+I1STGVGQHQMWAAQ+Y+YKKPR WLS
QKRKFPLSYKKFGDAIPPQYAIHVLDELTNGEAV ISTGVGQHQMWAAQWYSYKKPRNWLS

SGGLGAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQ
S GLGAMGFGLPAA GA+V  P++1VVDIDGDGSF+MN+QELA +R+ENLPVK+++LNNQ
SAGLGAMGFGLPAAAGAAVGRPESIVVD IDGDGSFLMNIQELAVLRIENLPVKIMVLNNQ

HLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQ
HLGMV+QWEDRFY ANRAHT+LGDPA+E +1+P+++ A IPAAR+TK ++R Al
HLGMVVQWEDRFYHANRAHTYLGDPARESD 1 YPDLVSIAKGFNIPAARITKIGEVRAAIT

TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFENDVITEGDGRIKY 670
ML+TPGPYLLD+1 PHQEHVLPMIP+GG F D+l EGDGR Y
KMLETPGPYLLD I 1VPHQEHVLPMIPSGGAFKDLIVEGDGRSSY 684
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>dbj |BAE97677.1] acetolactate synthase [Schoenoplectus juncoides]
dbj |BAE97678.1] acetolactate synthase [Schoenoplectus juncoides]
Length = 645

Score = 950 bits (2455), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 443/580 (76%), Positives = 510/580 (87%)

Query: 88 ISRFAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGG 147
1 +P  PRKGADILVEALER+GV VFAYPGGASMEIHQALTRS 1 N L RHEQG
Sbjct: 60 IRNLSPTDPRKGADILVEALEREGVTDVFAYPGGASMEIHQALTRSPIIENHLLRHEQGE 119

Query: 148 VFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQ 207
FAA GYARS+GK G+C+ATSGPGATNLVS LADALLDSVP+VAITGQVPRRMIGTDAFQ
Sbjct: 120 SFAASGYARSTGKAGVCVATSGPGATNLVSALADALLDSVPMVAITGQVPRRMIGTDAFQ 179

Query: 208 ETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNW 267
ETPIVEVTRSITKHNYLV+D++DIPRI I+EAFFLATSGRPGPVLVD+PKDIQQQLA+P W
Sbjct: 180 ETPIVEVTRSITKHNYLVLDIDDIPRIIKEAFFLATSGRPGPVLVDIPKDIQQQLAVPAW 239

Query: 268 EQAMKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIP 327
+ M+LPGY SR+PK P L+QI RL+SESK+PVLYVGGGC NS EL RFVELTGIP
Sbjct: 240 DLPMRLPGYTSRLPKEPAHHLLDQITRLVSESKRPVLYVGGGCANSGAELKRFVELTGIP 299

Query: 328 VASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFAS 387
V +TLMGLG+YP +DELSL MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGKLEAFAS
Sbjct: 300 VTTTLMGLGNYPSNDELSLRMLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKLEAFAS 359

Query: 388 RAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQ 447
R+KIVHIDIDSAEIGKNK PH+S+C DVK +LQGMNK+LE+ KLDF WR EL+ Q
Sbjct: 360 RSKIVHIDIDSAEIGKNKQPHLSICADVKPSLQGMNKILESTGLHRKLDFSSWRAELDEQ 419

Query: 448 KQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSS 507
K+ +PL++KTFGE IPPQYAI+VLDELT G+AlISTGVGQHQMWAAQ+YNYK+PRQWLSS
Shjct: 420 KKAYPLNYKTFGEEIPPQYAIQVLDELTKGEAI ISTGVGQHQMWAAQYYNYKRPRQWLSS 479

Query: 508 GGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQH 567
GLGAMGFGLPAA GA+V NP V+DIDGDGSF+MN+QELA I++ENLPVK ++LNNQH
Sbjct: 480 SGLGAMGFGLPAAAGAAVGNPGVTVIDIDGDGSFLMNIQELAMIKIENLPVKTMVLNNQH 539

Query: 568 LGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQT 627
LGMV+QWEDRFYKANRAHT+LG+PA E++1+P+ + + G+PAARVT+++++REA++
Sbjct: 540 LGMVVQWEDRFYKANRAHTYLGNPADEEQIYPDFVKISEGFGVPAARVTRRSEVREAVRK 599

Query: 628 MLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGR 667
ML+TPGPYLLDVI PHQEHVLPMIP+GG F D+l +GDGR
Sbjct: 600 MLETPGPYLLDVIVPHQEHVLPMIPSGGAFQDMILDGDGR 639

>dbj |BAE97675.1] acetolactate synthase [Schoenoplectus juncoides]
dbj |BAE97676.1] acetolactate synthase [Schoenoplectus juncoides]
Length = 645

Score = 948 bits (2450), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 443/580 (76%), Positives = 510/580 (87%)

Query: 88 1SRFAPDQPRKGADILVEALERQGVETVFAYPGGASMEITHQALTRSSSIRNVLPRHEQGG 147
1 +P  PRKGADILVEALER+GV VFAYPGGASMEIHQALTRS 1 N L RHEQG
Sbjct: 63 IRNLSPTDPRKGADILVEALEREGVTDVFAYPGGASME IHQALTRSPIIENHLLRHEQGE 122

Query: 148 VFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQ 207
FAA GYARS+GK G+C+ATSGPGATNLVS LADALLDSVP+VAITGQVPRRMIGTDAFQ
Sbjct: 123 SFAASGYARSTGKAGVCVATSGPGATNLVSALADALLDSVPMVAITGQVPRRMIGTDAFQ 182

Query: 208 ETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNW 267

ETPIVEVTRSITKHNYLV+D++DIPRI 1+EAFFLATSGRPGPVLVD+PKDIQQQLA+P W
Sbjct: 183 ETPIVEVTRSITKHNYLVLDIDDIPRIIKEAFFLATSGRPGPVLVDIPKDIQQQLAVPAW 242
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Query: 268 EQAMKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIP 327
+ M+LPGY SR+PK P L+QI RL+SESK+PVLYVGGGC NS EL RFVELTGIP
Sbjct: 243 DLPMRLPGYTSRLPKEPAHHLLDQITRLVSESKRPVLYVGGGCANSGAELKRFVELTGIP 302

Query: 328 VASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFAS 387
V +TLMGLG+YP +DELSL MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGKLEAFAS
Sbjct: 303 VTTTLMGLGNYPSNDELSLRMLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKLEAFAS 362

Query: 388 RAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQ 447
R+KIVHIDIDSAEIGKNK PH+S+C DVK +LQGMN++LE+ KLDF WR EL+ Q
Sbjct: 363 RSKIVHIDIDSAEIGKNKQPHLSICADVKPSLQGMNEILESTGLHRKLDFSSWRAELDEQ 422

Query: 448 KQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSS 507
++ +PLS+KTFGE IPPQYAI+VLDELT G+AlISTGVGQHQMWAAQ+YNYK+PRQWLSS
Shjct: 423 RKAYPLSYKTFGEEIPPQYAIQVLDELTKGEAI ISTGVGQHQMWAAQYYNYKRPRQWLSS 482

Query: 508 GGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQH 567
GLGAMGFGLPAA GA+V NP  VVDIDGDGSF+MN+QELA 1++ENLPVK ++LNNQH
Sbjct: 483 SGLGAMGFGLPAAAGAAVGNPGVTVVDIDGDGSFLMNIQELAMIKIENLPVKAMVLNNQH 542

Query: 568 LGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQT 627
LGMV+QWEDRFYKANRAHT+LG+PA E++1+P+ + + G+PAARVT+++++REA++
Sbjct: 543 LGMVVQWEDRFYKANRAHTYLGNPADEEQIYPDFVKISEGFGVPAARVTRRSEVREAVRK 602

Query: 628 MLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGR 667
ML+TPGPYLLDVI PHQEHVLPMIP+GG F D+l +GDGR
Sbjct: 603 MLETPGPYLLDVIVPHQEHVLPMIPSGGAFQDMILDGDGR 642

>gb | AAMO3119.1]|AF488771_1 acetolactate synthase [Bromus tectorum]
Length = 583

Score = 941 bits (2432), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 439/580 (75%), Positives = 505/580 (87%)

Query: 91 FAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFA 150
+ P +PRKGADILVEALER G+ VFAYPGGASMEIHQALTRS 1 N L RHEQ FA
Sbjct: 4  WGPSEPRKGADILVEALERCGIVDVFAYPGGASMEIHQALTRSPVITNHLFRHEQVEAFA 63

Query: 151 AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP 210
A GYAR+SG+ G+C+ATSGPGATNLVS LADALLDS+P+VAITGQVPRRMIGTDAFQETP
Sbjct: 64 ASGYARASGRVGVCVATSGPGATNLVSALADALLDSIPMVAITGQVPRRMIGTDAFQETP 123

Query: 211 IVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQA 270
IVEVTRSITKHNYLV+DVED I PR+ 1+EAFFLA+SGRPGPVLVD+PKD 1QQQ+A+P W+
Sbjct: 124 1VEVTRSITKHNYLVLDVEDIPRVIQEAFFLASSGRPGPVLVDIPKDIQQQMAVPAWDTP 183

Query: 271 MKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS 330
M LPGY++R+PKPP LEQ++RL+ E+K+P+LYVGGGC S +EL RFVELTGIPV +
Sbjct: 184 MSLPGYIARLPKPPSTESLEQVLRLVGEAKRPILYVGGGCAASGEELRRFVELTGIPVTT 243

Query: 331 TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK 390
TLMGLG++P DD LSL MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASR+K
Sbjct: 244 TLMGLGNFPSDDPLSLRMLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRSK 303

Query: 391 IVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK 450
IVHIDID AEIGKNK PHVS+C DVKLALQG+N +L + LDFG W+ EL QK+
Sbjct: 304 1VHIDIDPAEIGKNKQPHVSICADVKLALQGLNDLLNGSKAQKSLDFGPWQEELEQQKRT 363

Query: 451 FPLSFKTFGEAIPPQYAIKVLDELTDGKAIISTGVGQHQMWAAQFYNYKKPRQWLSSGGL 510
FPL +KTFGEAIPPQYAI+VLDELT G+AlI1+TGVGQHQMWAAQ+Y+YK+PRQWLSS GL
Sbjct: 364 FPLGYKTFGEAIPPQYAIQVLDELTKGEAIIATGVGQHQMWAAQYYSYKRPRQWLSSAGL 423

Query: 511 GAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGM 570
GAMGFGLPAA GASVANP  VVDIDGDGSF+MN+QELA IR+ENLPVKV++LNNQHLGM
Sbjct: 424 GAMGFGLPAAAGASVANPGVTVVDIDGDGSFLMNIQELALIRIENLPVKVMILNNQHLGM 483

Query: 571 VMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTMLD 630

V+QWEDRFYKANRAHT+LG+P E EI+P+ + A +PA RVTKK+++R AIQ MLD
Sbjct: 484 VVQWEDRFYKANRAHTYLGNPENESEIYPDFVTIAKGFNVPAVRVTKKSEVRAAIQKMLD 543
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Query: 631 TPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
TPGPYLLD+1 PHQEHVLPMIP+GG F D+1 EGDGRI+Y
Sbjct: 544 TPGPYLLDII1VPHQEHVLPMIPSGGAFKDIIMEGDGRIEY 583

>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 = 939 bits (2426), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 440/580 (75%), Positives = 504/580 (86%)

Query: 91 FAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFA 150
+ P +PRKGADILVEALER GV VFAYPGGASMEIHQALTRS 1 N L RHEQG FA
Sbjct: 65 WGPAEPRKGADILVEALERCGVSDVFAYPGGASME IHQALTRSPVITNHLFRHEQGEAFA 124

Query: 151 AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP 210
A GYAR+SG+ G+C+ATSGPGATNLVS LADALLDSVP+VAITGQVPRRMIGTDAFQETP
Sbjct: 125 ASGYARASGRVGVCVATSGPGATNLVSALADALLDSVPMVAITGQVPRRMIGTDAFQETP 184

Query: 211 IVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQA 270
IVEVTRSITKHNYLV+DVED I PR+ 1+EAFFLA+SGRPGPVLVD+PKDI1QQQ+A+P W+ +
Sbjct: 185 IVEVTRSITKHNYLVLDVEDIPRVIQEAFFLASSGRPGPVLVDIPKDIQQQMAVPVWDTS 244

Query: 271 MKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS 330
M LPGY++R+PKPP LEQ++RL+ ES++P+LYVGGGC S DEL RFVELTGIPV +
Sbjct: 245 MNLPGYIARLPKPPATELLEQVLRLVGESRRPILYVGGGCSASGDELRRFVELTGIPVTT 304

Query: 331 TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK 390
TLMGLG++P DD LSL MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASRAK
Sbjct: 305 TLMGLGNFPSDDPLSLRMLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRAK 364

Query: 391 IVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK 450
IVHIDID AEIGKNK PHVS+C DVKLALQG+N +L+ + DF W NEL+ QK++
Sbjct: 365 1VHIDIDPAEIGKNKQPHVSICADVKLALQGLNALLDQSTTKTSSDFSAWHNELDQQKRE 424

Query: 451 FPLSFKTFGEAIPPQYAIKVLDELTDGKAIISTGVGQHQMWAAQFYNYKKPRQWLSSGGL 510
FPL +KTFGE IPPQYAI+VLDELT G+Al1+TGVGQHQMWAAQ+Y YK+PRQWLSS GL
Sbjct: 425 FPLGYKTFGEEIPPQYAIQVLDELTKGEAI IATGVGQHQMWAAQYYTYKRPRQWLSSAGL 484

Query: 511 GAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGM 570
GAMGFGLPAA GASVANP  VVDIDGDGSF+MN+QELA IR+ENLPVKV++LNNQHLGM
Sbjct: 485 GAMGFGLPAAAGASVANPGVTVVDIDGDGSFLMNIQELALIRIENLPVKVMVLNNQHLGM 544

Query: 571 VMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTMLD 630
V+QWEDRFYKANRAHT+LG+P E EI+P+ + A IPA RVTKK+++R Al+ MLD
Sbjct: 545 VVQWEDRFYKANRAHTYLGNPECESEIYPDFVTIAKGFNIPAVRVTKKSEVRAAIKKMLD 604

Query: 631 TPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
TPGPYLLD+1 PHQEHVLPMIP+GG F D+1 +GDGR Y
Sbjct: 605 TPGPYLLDIIVPHQEHVLPMIPSGGAFKDMILDGDGRTVY 644

>gb | AAL93207.1]|AF487459_1 acetolactate synthase [Bromus tectorum]
Length = 583

Score = 939 bits (2426), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 438/580 (75%), Positives = 504/580 (86%)

Query: 91 FAPDQPRKGADILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQGGVFA 150
+ P +PRKGADILVEALER G+ VFAYPGGASMEIHQALTRS I N L RHEQ FA
Sbjct: 4  WGPSEPRKGADILVEALERCGIVDVFAYPGGASME IHQALTRSPVITNHLFRHEQVEAFA 63

Query: 151 AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP 210

A GYAR+SG+ G+C+ATSGPGATNLVS LADALLDS+P+VAITGQV RRMIGTDAFQETP
Sbjct: 64 ASGYARASGRVGVCVATSGPGATNLVSALADALLDSIPMVAITGQVSRRMIGTDAFQETP 123
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Query: 211
Shjct: 124
Query: 271
Shjct: 184
Query: 331
Shjct: 244
Query: 391
Sbjct: 304
Query: 451
Sbjct: 364
Query: 511
Sbjct: 424
Query: 571
Sbjct: 484
Query: 631

Sbjct: 544

>gb|AAX14282.1] acetolactate synthase [Oryza sativa (Japonica cultivar-group)]

Score =
Identitie

Query: 91

Sbjct: 65

Query: 151
Sbjct: 125
Query: 211
Sbjct: 185
Query: 271
Sbjct: 245
Query: 331
Sbjct: 305
Query: 391
Sbjct: 365
Query: 451
Sbjct: 425
Query: 511

Sbjct: 485

IVEVTRSITKHNYLVMDVED I PRI IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQA
IVEVTRSITKHNYLV+DVED I PR+ 1+EAFFLA+SGRPGPVLVD+PKD 1QQQ+A+P W+
IVEVTRSITKHNYLVLDVED IPRV IQEAFFLASSGRPGPVLVD IPKD 1QQQMAVPAWDTP

MKLPGYMSRMPKPPEDSHLEQIVRL 1 SESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS
M LPGY++R+PKPP LEQ++RL+ E+K+P+LYVGGGC S +EL RFVELTGIPV +
MSLPGY IARLPKPPSTESLEQVLRLVGEAKRPILYVGGGCAASGEELRRFVELTGIPVTT

TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK
TLMGLG++P DD LSL MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASR+K
TLMGLGNFPSDDPLSLRMLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGK I EAFASRSK

IVHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK
IVHIDID AEIGKNK PHVS+C DVKLALQG+N +L + LDFG W+ EL QK+
1VHIDIDPAE I GKNKQPHVS I CADVKLALQGLNDLLNGSKAQKSLDFGPWQEELEQQKRT

FPLSFKTFGEAIPPQYAIKVLDELTDGKAI I STGVGQHQMWAAQFYNYKKPRQWLSSGGL
FPL +KTFGEAIPPQYAI+VLDELT G+AI 1+TGVGQHQMWAAQ+Y+YK+PRQWLSS GL
FPLGYKTFGEAIPPQYAIQVLDELTKGEAI 1ATGVGQHQMWAAQYYSYKRPRQWLSSAGL

GAMGFGLPAAIGASVANPDAIVVDIDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGM
GAMGFGLPAA GASVANP  VVDIDGDGSF+MN+QELA IR+ENLPVKV++LNNQHLGM
GAMGFGLPAAAGASVANPGVTVVD IDGDGSFLMNIQELAL IRIENLPVKVMILNNQHLGM

VMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTMLD
V+QWEDRFYKANRAHT+LG+P E EI+P+ + A +PA RVTKK+++R AIQ MLD
VVQWEDRFYKANRAHTYLGNPENESE I YPDFVT I AKGFNVPAVRVTKKSEVRAA I QKMLD

TPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
TPGPYLLD+1 PHQEHVLPMIP+GG F D+l EGDGRI+Y
TPGPYLLD I IVPHQEHVLPMIPSGGAFKD I IMEGDGRIEY 583

Length = 644

937 bits (2422), Expect = 0.0,
s = 439/580 (75%), Positives = 504/580 (86%)

FAPDQPRKGAD ILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFA
+ P +PRKGADILVEALER GV VFAYPGGASMEIHQALTRS I N L RHEQG FA
WGPAEPRKGAD I LVEALERCGVSDVFAYPGGASME IHQALTRSPV I TNHLFRHEQGEAFA

AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP
A GYAR+SG+ G+C+ATSGPGATNLVS LADALLDSVP+VAITGQVPRRMIGTDAFQETP
ASGYARASGRVGVCVATSGPGATNLVSALADALLDSVPMVAITGQVPRRMIGTDAFQETP

IVEVTRSITKHNYLVMDVED IPRI IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQA
IVEVTRSITKHNYLV+DVED I PR+ 1+EAFFLA+SGRPGPVLVD+PKD1QQQ+A+P W+ +
IVEVTRSITKHNYLVLDVED IPRVIQEAFFLASSGRPGPVLVD IPKD 1QQQMAVPVWDTS

MKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS
M LPGY++R+PKPP LEQ++RL+ ES++P+LYVGGGC S DEL RFVELTGIPV +
MNLPGY IARLPKPPATELLEQVLRLVGESRRPILYVGGGCSASGDELRRFVELTGIPVTT

TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK
TLMGLG++P DD LSL MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASRAK
TLMGLGNFPSDDPLSLRMLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRAK

1VHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK
IVHIDID AEIGKNK PHVS+C DVKLALQG+N +L+ + DF W NEL+ QK++
1VHIDIDPAE I GKNKQPHVS ICADVKLALQGLNALLDQSTTKTSSDFSAWHNELDQQKRE

FPLSFKTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHQMWAAQFYNYKKPRQWLSSGGL
FPL +KTFGE IPPQYAI+VLDELT G+AlI+TGVGQHQMWAAQ+Y YK+PRQWLSS GL
FPLGYKTFGEEIPPQYAIQVLDELTKGEAI IATGVGQHQMWAAQYYTYKRPRQWLSSAGL

GAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGM
GAMGFGLPAA GASVANP  VVDIDGDGSF+MN+QELA IR+ENLPVKV++LNNQHLGM
GAMGFGLPAAAGASVANPGVTVVD IDGDGSFLMNIQELAL IRIENLPVKVMVLNNQHLGM
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Method: Compositional matrix adjust.
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Query: 571 VMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTMLD 630
V+QWEDRFYKANRAHT+LG+P E EI+P+ + A IPA RVTKK+++R Al+ ML+
Sbjct: 545 VVQWEDRFYKANRAHTYLGNPECESEIYPDFVTIAKGFNIPAVRVTKKSEVRAAIKKMLE 604

Query: 631 TPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
TPGPYLLD+1 PHQEHVLPMIP+GG F D+1 +GDGR Y
Sbjct: 605 TPGPYLLDIIVPHQEHVLPMIPSGGAFKDMILDGDGRTVY 644

>gb|ABM92357.2| acetolactate synthase [Cyperus difformis]
Length = 569

Score = 937 bits (2422), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 438/567 (77%), Positives = 504/567 (88%)

Query: 101 DILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQGGVFAAEGYARSSGK 160
D+LVE LERQGV VFAYPGGASMEIHQALTRS 1 N L RH QG FAA GYARS+GK
Shbjct: 1 DVLVEVLERQGVTDVFAYPGGASME ITHQALTRSPV IDNHLLRHGQGESFAASGYARSTGK 60

Query: 161 PGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSITK 220
G+C+ATSGPGATNLVS LADALLDSVP+VAITGQVPRRMIGT+AFQETPIVEVTRSITK
Sbjct: 61 AGVCVATSGPGATNLVSALADALLDSVPMVAITGQVPRRMIGTEAFQETPIVEVTRSITK 120

Query: 221 HNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQAMKLPGYMSRM 280
HNYLV+DV+DIPRI 1+EAFFLATSGRPGPVLVD+PKDIQQQLA+P W+ M+LPGY SR+
Sbjct: 121 HNYLVLDVDDIPRIIKEAFFLATSGRPGPVLVDIPKDIQQQLAVPVWDTPMRLPGYTSRL 180

Query: 281 PKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVASTLMGLGSYPC 340
PK PED+ L+QI+RL+SESK+PVLYVGGGC NS EL RFVELTGIPV +TLMGLG++PC
Sbjct: 181 PKQPEDNQLDQI IRLVSESKRPVLYVGGGCANSGAELKRFVELTGIPVTTTLMGLGNFPC 240

Query: 341 DDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAE 400
D+ L L +LGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGKLEAFASR+KIVHIDID AE
Sbjct: 241 DEPLCLRLLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKLEAFASRSKIVHIDIDPAE 300

Query: 401 1GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGE 460
IGKNK PHVS+C DVK ALQGMN++LE+ KLDF WR EL+ QK+ +PLS+KTFGE
Sbjct: 301 IGKNKQPHVSICADVKPALQGMNQILESSGVHKKLDFSSWRAELDEQKKTYPLSYKTFGE 360

Query: 461 AIPPQYAIKVLDELTDGKAIISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGFGLPAA 520
IPPQYAI+VLDELT+G+AI ISTGVGQHQMWAAQ+YNYK+PRQWLSS GLGAMGFGLPAA
Sbjct: 361 EIPPQYAIQVLDELTNGEAI ISTGVGQHQMWAAQYYNYKRPRQWLSSSGLGAMGFGLPAA 420

Query: 521 1GASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMVMQWEDRFYK 580
GA+V NP VVDI+GDGSF+MN+QELA 1+VENLPVK ++LNNQHLGMV+QWEDRFYK
Sbjct: 421 AGAAVGNPGVTVVDINGDGSFLMNIQELAMIKVENLPVKTMVLNNQHLGMVVQWEDRFYK 480

Query: 581 ANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTMLDTPGPYLLDVI 640
ANRAHT+LG+PA E++1+P+ + A  G+PAARVT+++++REA++ MLDTPGPYLLDVI
Sbjct: 481 ANRAHTYLGNPANEEQIYPDFVKIAEGFGVPAARVTRRSEVREAVRIMLDTPGPYLLDVI 540

Query: 641 CPHQEHVLPMIPNGGTFNDVITEGDGR 667
PHQEHVLPMIP+GG F D+1T+GDGR
Sbjct: 541 VPHQEHVLPMIPSGGAFKDMITDGDGR 567

>gb|EAY86003.1] hypothetical protein 0Osl_007236 [Oryza sativa (indica
cultivar-group)]
Length = 644

Score = 937 bits (2421), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 439/580 (75%), Positives = 503/580 (86%)

Query: 91 FAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFA 150
+ P +PRKGADILVEALER GV VFAYPGGASMEIHQALTRS 1 L RHEQG FA
Sbjct: 65 WGPAEPRKGADILVEALERCGVSDVFAYPGGASMEIHQALTRSPVITXQLFRHEQGEAFA 124

Query: 151 AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP 210

A GYAR+SG+ G+C+ATSGPGATNLVS LADALLDSVP+VAITGQVPRRMIGTDAFQETP
Sbjct: 125 ASGYARASGRVGVCVATSGPGATNLVSALADALLDSVPMVAITGQVPRRMIGTDAFQETP 184
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Query: 211 IVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQA 270
IVEVTRSITKHNYLV+DVED I PR+ 1+EAFFLA+SGRPGPVLVD+PKD 1QQQ+A+P W+ +
Sbjct: 185 IVEVTRSITKHNYLVLDVEDIPRVIQEAFFLASSGRPGPVLVDIPKDIQQQMAVPVWDTS 244

Query: 271 MKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS 330
M LPGY++R+PKPP LEQ++RL+ ES++P+LYVGGGC S DEL RFVELTGIPV +
Sbjct: 245 MNLPGYIARLPKPPATELLEQVLRLVGESRRPILYVGGGCSASGDELRRFVELTGIPVTT 304

Query: 331 TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK 390
TLMGLG++P DD LSL MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASRAK
Sbjct: 305 TLMGLGNFPSDDPLSLRMLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRAK 364

Query: 391 IVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK 450
IVHIDID AEIGKNK PHVS+C DVKLALQG+N +L+ + DF W NEL+ QK++
Sbjct: 365 IVHIDIDPAEIGKNKQPHVSICADVKLALQGLNALLDQSTTKTSSDFSAWHNELDQQKRE 424

Query: 451 FPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGL 510
FPL +KTFGE IPPQYAI+VLDELT G+AI 1+TGVGQHQMWAAQ+Y YK+PRQWLSS GL
Shjct: 425 FPLGYKTFGEEIPPQYAIQVLDELTKGEAI IATGVGQHQMWAAQYYTYKRPRQWLSSAGL 484

Query: 511 GAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGM 570
GAMGFGLPAA GASVANP  VVDIDGDGSF+MN+QELA IR+ENLPVKV++LNNQHLGM
Sbjct: 485 GAMGFGLPAAAGASVANPGVTVVDIDGDGSFLMNIQELALIRIENLPVKVMVLNNQHLGM 544

Query: 571 VMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTMLD 630
V+QWEDRFYKANRAHT+LG+P E EI+P+ + A IPA RVTKK+++R Al+ MLD
Sbjct: 545 VVQWEDRFYKANRAHTYLGNPECESEI1YPDFVTIAKGFNIPAVRVTKKSEVRAAIKKMLD 604

Query: 631 TPGPYLLDVICPHQEHVLPMIPNGGTENDVITEGDGRIKY 670
TPGPYLLD+1 PHQEHVLPMIP+GG F D+l +GDGR Y
Sbjct: 605 TPGPYLLDI1VPHQEHVLPMIPSGGAFKDMILDGDGRTVY 644

>ref|NP_001046931.1] 0s02g0510200 [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 |BAFO8845.1] 0s02g0510200 [Oryza sativa (Japonica cultivar-group)]
Length = 644

Score = 935 bits (2416), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 438/580 (75%), Positives = 503/580 (86%)

Query: 91 FAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFA 150
+ P +PRKGADILVEALER GV VFAYPGGASMEIHQALTRS 1 N L RHEQG FA
Sbjct: 65 WGPAEPRKGADILVEALERCGVSDVFAYPGGASMEIHQALTRSPVITNHLFRHEQGEAFA 124

Query: 151 AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP 210
A GYAR+SG+ G+C+ATSGPGATNLVS LADALLDSVP+VAITGQVPRRMIGTDAFQETP
Sbjct: 125 ASGYARASGRVGVCVATSGPGATNLVSALADALLDSVPMVAITGQVPRRMIGTDAFQETP 184

Query: 211 IVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQA 270
IVEVTRSITKHNYLV+DVED IPR+ 1+EAFFLA+SGRPGPVLVD+PKDIQQQ+A+P W+ +
Sbjct: 185 IVEVTRSITKHNYLVLDVEDIPRVIQEAFFLASSGRPGPVLVDIPKDIQQQMAVPVWDTS 244

Query: 271 MKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS 330
M LPGY++R+PKPP LEQ++RL+ ES++P+LYVGGGC S DEL FVELTGIPV +
Sbjct: 245 MNLPGYIARLPKPPATELLEQVLRLVGESRRPILYVGGGCSASGDELRWFVELTGIPVTT 304

Query: 331 TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK 390
TLMGLG++P DD LSL MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASRAK
Sbjct: 305 TLMGLGNFPSDDPLSLRMLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRAK 364

Query: 391 IVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK 450

IVHIDID AEIGKNK PHVS+C DVKLALQG+N +L+ + DF W NEL+ QK++
Sbjct: 365 IVHIDIDPAEIGKNKQPHVSICADVKLALQGLNALLQQSTTKTSSDFSAWHNELDQQKRE 424
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Query: 451 FPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGL
FPL +KTFGE IPPQYAI+VLDELT G+AI 1+TGVGQHQMWAAQ+Y YK+PRQWLSS GL
Shjct: 425 FPLGYKTFGEEIPPQYAIQVLDELTKGEAI IATGVGQHQMWAAQYYTYKRPRQWLSSAGL

Query: 511 GAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGM
GAMGFGLPAA GASVANP  VVDIDGDGSF+MN+QELA IR+ENLPVKV++LNNQHLGM
Sbjct: 485 GAMGFGLPAAAGASVANPGVTVVDIDGDGSFLMNIQELAL IRIENLPVKVMVLNNQHLGM

Query: 571 VMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACGIPAARVTKKADLREAIQTMLD
V+QWEDRFYKANRAHT+LG+P E EI+P+ + A IPA RVTKK+++R Al+ ML+
Sbjct: 545 VVQWEDRFYKANRAHTYLGNPECESEIYPDFVTIAKGFNIPAVRVTKKSEVRAAIKKMLE

Query: 631 TPGPYLLDVICPHQEHVLPMIPNGGTENDVITEGDGRIKY 670
TPGPYLLD+1 PHQEHVLPMIP+GG F D+l +GDGR Y
Sbjct: 605 TPGPYLLDIIVPHQEHVLPMIPSGGAFKDMILDGDGRTVY 644

>gb|ACD74789.1] acetolactate synthase [Oryza sativa Indica Group]
gb]ACD74790.1] acetolactate synthase [Oryza sativa Indica Group]

Length = 644

Score = 935 bits (2416), Expect = 0.0,

Identities = 438/580 (75%), Positives

Method: Compositional matrix
5037580 (86%)

Query: 91 FAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFA
+ P +PRKGADILVEALER GV VFAYPGGASMEIHQALTRS 1 N L RHEQG FA
Sbjct: 65 WGPAEPRKGADILVEALERCGVSDVFAYPGGASMEIHQALTRSPVITNHLFRHEQGEAFA

Query: 151 AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP
A GYAR+SG+ G+C+ATSGPGATNLVS LADALLDSVP+VAITGQVPRRMIGTDAFQETP
Sbjct: 125 ASGYARASGRVGVCVATSGPGATNLVSALADALLDSVPMVAITGQVPRRMIGTDAFQETP

Query: 211 I1VEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQA
IVEVTRSITKHNYLV+DVED IPR+ 1+EAFFLA+SGRPGPVLVD+PKDIQQQ+A+P W+ +
Sbjct: 185 IVEVTRSITKHNYLVLDVEDIPRVIQEAFFLASSGRPGPVLVD IPKDIQQQMAVPVWDTS

Query: 271 MKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS
M LPGY++R+PKPP LEQ++RL+ ES++P+LYVGGGC S DEL RFVELTGIPV +
Sbjct: 245 MNLPGYIARLPKPPATELLEQVLRLVGESRRPILYVGGGCSASGDELRRFVELTGIPVTT

Query: 331 TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK
TLMGLG++P DD LSL MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASRAK
Sbjct: 305 TLMGLGNFPSDDPLSLRMLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRAK

Query: 391 1VHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK
IVHIDID AEIGKNK PHVS+C DVKLALQG+N +L+ + DF W NEL+ QK++
Sbjct: 365 IVHIDIDPAEIGKNKQPHVSICADVKLALQGLNALLDQSTTKTSSDFSAWHNELDQQKRE

Query: 451 FPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGL
FPL +KTFGE IPPQYAI+VLDELT G+AlI+TGVGQHQMWAAQ+Y YK+PRQWLSS GL
Sbjct: 425 FPLGYKTFGEEIPPQYAIQVLDELTKGEAI IATGVGQHQMWAAQYYTYKRPRQWLSSAGL

Query: 511 GAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGM
GAMGFGLPAA GASVANP  VVDIDGDGSF+MN+QELA IR+ENLPVKV++LNNQHLGM
Sbjct: 485 GAMGFGLPAAAGASVANPGVTVVDIDGDGSFLMNIQELAL IRIENLPVKVMVLNNQHLGM

Query: 571 VMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTMLD
V+QWEDRFYKANRAHT+LG+P E EI+P+ + A IPA RVTKK+++R Al+ ML+
Sbjct: 545 VVQWEDRFYKANRAHTYLGNPECESEI1YPDFVTIAKGFNIPAVRVTKKSEVRAAIKKMLE

Query: 631 TPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
TPGPYLLD+1 PHQEHVLPMIP+ G F D+1 +GDGR Y
Sbjct: 605 TPGPYLLDIIVPHQEHVLPMIPSEGAFKDMILDGDGRTMY 644

>gb]|AAX14283.1] acetolactate synthase [Oryza sativa]

Length = 644

Score = 935 bits (2416), Expect = 0.0,

Identities = 438/580 (75%), Positives

BASF Plant Science Report No. BPS-014-08

510

484

570

544

630

604

adjust.

150

124

210

184

270

244

330

304

390

364

450

424
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570

544

630

604

Method: Compositional matrix adjust.

503/580 (86%)
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Query: 91
Sbjct: 65
Query: 151
Sbjct: 125
Query: 211
Sbjct: 185
Query: 271
Shjct: 245
Query: 331
Sbjct: 305
Query: 391
Sbjct: 365
Query: 451
Shjct: 425
Query: 511
Sbjct: 485
Query: 571
Sbjct: 545
Query: 631

Sbjct: 605

>gb|ABF66052.1] acetolactate synthase [Oryza sativa (indica cultivar-group)]

Score =
Identitie

Query: 91
Sbjct: 65
Query: 151
Sbjct: 125
Query: 211
Sbjct: 185
Query: 271
Sbjct: 245
Query: 331
Sbjct: 305
Query: 391

Sbjct: 365

FAPDQPRKGAD ILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFA
+ P +PRKGADILVEALER GV VFAYPGGASMEIHQALTRS I N L RHEQG FA
WGPAEPRKGAD I LVEALERCGVSDVFAYPGGASME THQALTRSPV I TNHLFRHEQGEAFA

AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP
A GYAR+SG+ G+C+ATSGPGATNLVS LADALLD VP+VAITGQVPRRMIGTDAFQETP
ASGYARASGRVGVCVATSGPGATNLVSALADALLDPVPMVAITGQVPRRMIGTDAFQETP

IVEVTRSITKHNYLVMDVED I PRI IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQA
IVEVTRSITKHNYLV+DVED I PR+ 1+EAFFLA+SGRPGPVLVD+PKD 1QQQ+A+P W+ +
IVEVTRSITKHNYLVLDVED IPRVIQEAFFLASSGRPGPVLVD IPKD 1QQQMAVPVWDTS

MKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS
M LPGY++R+PKPP LEQ++RL+ ES++P+LYVGGGC S DEL RFVELTGIPV +
MNLPGY IARLPKPPATELLEQVLRLVGESRRPILYVGGGCSASGDELRRFVELTGIPVTT

TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK
TLMGLG++P DD LSL MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASRAK
TLMGLGNFPSDDPLSLRMLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRAK

IVHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK
IVHIDID AEIGKNK PHVS+C DV+LALQG+N +L+ + DF W NEL+ QK++
1VHIDIDPAE I GKNKQPHVS ICADVELALQGLNALLDQSTTKTSSDFSAWHNELDQQKRE

FPLSFKTFGEAIPPQYAIKVLDELTDGKA I 1STGVGQHQMWAAQFYNYKKPRQWLSSGGL
FPL +KTFGE IPPQYAI+VLDELT G+AI 1+TGVGQHQMWAAQ+Y YK+PRQWLSS GL
FPLGYKTFGEE IPPQYAIQVLDELTKGEAI IATGVGQHQMWAAQYYTYKRPRQWLSSAGL

GAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGM
GAMGFGLPAA GASVANP  VVDIDGDGSF+MN+QELA IR+ENLPVKV++LNNQHLGM
GAMGFGLPAAAGASVANPGVTVVD IDGDGSFLMNIQELAL IRIENLPVKVMVLNNQHLGM

VMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTMLD
V+QWEDRFYKANRAHT+LG+P E EI+P+ + A IPA RVTKK+++R Al+ ML+
VVQWEDRFYKANRAHTYLGNPECESE 1 YPDFVT IAKGFN IPAVRVTKKSEVRAAIKKMLE

TPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670

TPGPYLLD+1 PHQEHVLPMIPNGG F D+l +GDGR Y
TPGPYLLD I 1VPHQEHVLPMIPNGGAFKDMIPDGDGRTVY 644

Length = 644
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932 bits (2409), Expect = 0.0, Method: Compositional matrix adjust.

s = 437/580 (75%), Positives = 503/580 (86%)

FAPDQPRKGAD ILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFA
+ P +PRKGADILVEALER GV VFAYPGGASMEIHQALTRS I N L RHEQG FA
WGPAEPRKGAD I LVEALERCGVSDVFAYPGGASME IHQALTRSPV I TNHLFRHEQGEAFA

AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP
A GYAR+SG+ G+C+ATSGPGATNLVS LADALLDSVP+VAITGQVPRRMIGTDAFQETP
ASGYARASGRVGVCVATSGPGATNLVSALADALLDSVPMVAITGQVPRRMIGTDAFQETP

IVEVTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD 1QQQLATPNWEQA
IVEVTRSITKH+YLV+DVEDIPR+1+EAFFLA+SG PGPVLVD+PKDIQQQ+A+P W+ +
IVEVTRSITKHSYLVLDVED IPRVIQEAFFLASSGGPGPVLVD IPKD 1QQQMAVPVWDTS

MKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS
M LPGY++R+PKPP LEQ++RL+ ES++P+LYVGGGC S DEL RFVELTGIPV +
MDLPGY IARLPKPPATELLEQVLRLVGESRRPILYVGGGCSASGDELRRFVELTGIPVTT

TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK
TLMGLG++P DD LSL MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASRAK
TLMGLGNFPSDDPLSLRMLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRAK

IVHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK
IVHIDID AEIGKNK PHVS+C DVKLALQG+N +L+ + DF W NEL+ QK++
1VHIDIDPAE I GKNKQPHVS ICADVKLALQGLNALLDQSTTKTSSDFSAWHNELDQQKRE
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Query: 451
Sbjct: 425
Query: 511
Sbjct: 485
Query: 571
Sbjct: 545
Query: 631

Shjct: 605

>gb|ABF66048.1] acetolactate synthase [Oryza sativa (indica cultivar-group)]

Score =
Identitie

Query: 95
Sbjct: 69
Query: 155
Sbjct: 129
Query: 215
Sbjct: 189
Query: 275
Sbjct: 249
Query: 335
Shjct: 309
Query: 395
Shjct: 369
Query: 455
Sbjct: 429
Query: 515
Sbjct: 489
Query: 575
Sbjct: 549
Query: 635

Sbjct: 609

>gb|ABF66051.1] acetolactate synthase [Oryza sativa (indica cultivar-group)]

Score =
Identitie

FPLSFKTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHQMWAAQFYNYKKPRQWLSSGGL
FPL +KTFGE IPPQYAI+VLDELT G+AlI1+TGVGQHQMWAAQ+Y YK+PRQWLSS GL
FPLGYKTFGEEIPPQYAIQVLDELTKGEAI IATGVGQHQMWAAQYYTYKRPRQWLSSAGL

GAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGM
GAMGFGLPAA GASVANP  VVDIDGDGSF+MN+QELA IR+ENLPVKV++LNNQHLGM
GAMGFGLPAAAGASVANPGVTVVDIDGDGSFLMNIQELAL IRTENLPVKVMVLNNQHLGM

VMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTMLD
V+QWEDRFYKANRAHT+LG+P E EI+P+ + A IPA RVT+K+++R Al+ MLD
VVQWEDRFYKANRAHTYLGNPECESE1'YPDFVT IAKGFN IPAVRVTRKSEVRAATKKMLD

TPGPYLLDVICPHQEHVLPMIPNGGTENDVITEGDGRIKY 670

TPGPYLLD+1 PHQEHVLPMIP+GG F D+l +GDGR Y
TPGPYLLDI1VPHQEHVLPMIPSGGAFKDMILDGDGRTVY 644

Length = 644

510

484

570

544

630

604

BASF Reg. Doc. No. 2008/7019294

931 bits (2407), Expect = 0.0, Method: Compositional matrix adjust.

s = 436/576 (75%), Positives = 500/576 (86%)

QPRKGAD ILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGY
+PRKGADILVEALER GV VFAYPGGASMEIHQALTRS I N L RHEQG F A GY
EPRKGADILVEALERCGVSDVFAYPGGASME IHQALTRSPVITNHLFRHEQGEAFVASGY

ARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEV
AR+SG+ G+C+ATSGPGATNLVS LADALLDSVP+VAITGQVPRRMIGTDAFQETPIVEV
ARASGRVGVCVATSGPGATNLVSALADALLDSVPMVAITGQVPRRMIGTDAFQETPIVEV

TRSITKHNYLVMDVED IPRI IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQAMKLP
TRSITKHNYLV+DVED IPR+1+EAFFLA+SGRPGPVLVD+PKD1QQQ+A+P W+ +M LP
TRSITKHNYLVLDVED IPRV IQEAFFLASSGRPGPVLVD I PKD 1QQQMAVPAWDTSMNLP

GYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGIPVASTLMG
GY++R+PKPP LEQ++RL+ ES++P+LYVGGGC S DEL RFVELTGIPV +TLMG
GYIARLPKPPATELLEQVLRLVGESRRPILYVGGGCSASGDELRRFVELTGIPVTTTLMG

LGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHI
LG++P DD LSL MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASRAKIVHI
LGNFPSDDPLSLRMLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRAKIVHI

DIDSAE 1 GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLS
DID AEIGKNK PHVS+C DVKLALQG+N +L+ + DF W NEL+ QK++FPL
DIDPAEIGKNKQPHVSICADVKLALQGLNALLDQSTTKTSSDFSAWHNELDQQKREFPLG

FKTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMG
+KTFGE IPPQYAI+VLDELT G+All1+TGVGQHQMWAAQ+Y YK+PRQWLSS GLGAMG
YKTFGEEIPPQYAIQVLDELTKGEAI IATGVGQHQMWAAQYYTYKRPRQWLSSAGLGAMG

FGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGMVMQW
FGLPAA GASVANP  VVDIDGDGSF+MN+QELA IR+ENLPVKV++LNNQHLGMV+QW
FGLPAAAGASVANPGVTVVD IDGDGSFLMNIQELAL IRTENLPVKVMVLNNQHLGMVVQW

EDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLREAIQTMLDTPGP
EDRFYKANRAHT+LG+P E EI+P+ + A IPA RVTKK+++R Al+ ML+TPGP
EDRFYKANRAHTYLGNPECESE1'YPDFVTIAKGFNIPAVRVTKKSEVRAAIKKMLETPGP

YLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670

YLLD+1 PHQEHVLPMIP+GG D+l +GDGR Y
YLLDI1VPHQEHVLPMIPSGGALKDMILDGDGRTVY 644

Length = 644

154

128

214

188

274

248

334

308

394

368

454

428

514

488

574

548

634

608

931 bits (2407), Expect = 0.0, Method: Compositional matrix adjust.

s = 437/576 (75%), Positives = 500/576 (86%)
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Query: 95

Sbjct: 69

Query: 155
Sbjct: 129
Query: 215
Sbjct: 189
Query: 275
Shjct: 249
Query: 335
Sbjct: 309
Query: 395
Sbjct: 369
Query: 455
Shjct: 429
Query: 515
Sbjct: 489
Query: 575
Sbjct: 549
Query: 635

Sbjct: 609

QPRKGAD I LVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGY
+P KGADILVEALER GV VFAYPGGASMEIHQALTRS I N L RHEQG FAA GY
EPHKGAD I LVEALERCGVSDVFAYPGGASME IHQALTRSPV I TNHLFRHEQGEAFAASGY

ARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEV
AR+SG+ G+C+ATSGPGATNLVS LADALLDSVP+VAITGQVPRRMIGTDAFQETPIVEV
ARASGRVGVCVATSGPGATNLVSALADALLDSVPMVAITGQVPRRMIGTDAFQETPIVEV

TRSITKHNYLVMDVED IPRI IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQAMKLP
TRSITKHNYLV+DVED IPR+1+EAFFLA+SGRPGPVLVD+PKDIQ Q+A+P W+ +M LP
TRSITKHNYLVLDVED IPRVIQEAFFLASSGRPGPVLVD IPKD 1QLQMAVPVWDTSMNLP

GYMSRMPKPPEDSHLEQI'VRL I SESKKPVLYVGGGCLNSSDELGRFVELTGIPVASTLMG
GY++R+PKPP LEQ++RL+ ES++P+LYVGGGC S DEL RFVELTGIPV +TLMG
GYIARLPKPPATELLEQVLRLVGESRRPILYVGGGCSASGDELRRFVELTGIPVTTTLMG

LGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHI
LG++P DD LSL MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASRAKIVHI
LGNFPSDDPLSLRMLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRAKIVHI

DIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLS
DID AEIGKNK PHVS+C DVKLALQG+N +L+ + DF W NEL+ QK++FPL
DIDPAE1GKNKQPHVS ICADVKLALQGLNALLDQSTTKTSSDFSAWHNELDQQKREFPLG

FKTFGEAIPPQYAIKVLDELTDGKAI 1 STGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMG
+KTFGE IPPQYAI+VLDELT G+AI 1+TGVGQHQMWAAQ+Y YK+PRQWLSS GLGAMG
YKTFGEE IPPQYA 1QVLDELTKGEA IATGVGQHQMWAAQYY TYKRPRQWLSSAGLGAMG

FGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGMVMQW
FGLPAA GASVANP  VVDIDGDGSF+MN+QELA IR+ENLPVKV++LNNQHLGMV+QW
FGLPAAAGASVANPGVTVVD IDGDGSFLMN IQELAL IRIENLPVKVMVLNNQHLGMVVQW

EDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTMLDTPGP
EDRFYKANRAHT+LG+P E EI+P+ + A IPA RVTKK+++R Al+ MLDTPGP
EDRFYKANRAHTYLGNPECESE I YPDFVTIAKGFN IPAVRVTKKSEVRAATKKMLDTPGP

YLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
YLLD+1 PHQEHVLPMIP+GG F D+I +GDGR Y
YLLD I IVPHQEHVLPMIPSGGAFKDMILDGDGRTVY 644

>dbj |BAE53597.1] acetolactate synthase [Monochoria vaginalis]
dbj |BAE5S3599.1] acetolactate synthase [Monochoria vaginalis]
dbj |BAE53600.1] acetolactate synthase [Monochoria vaginalis]
dbj | BAE53603.1] acetolactate synthase [Monochoria vaginalis]

Score =

Length = 604

931 bits (2405), Expect = 0.0, Method: Compositional matrix

Identities = 434/577 (75%), Positives = 507/577 (87%)

Query: 91
Sbjct: 25
Query: 151
Sbjct: 85
Query: 211
Sbjct: 145
Query: 271
Sbjct: 205
Query: 331

Sbjct: 265

FAPDQPRKGAD ILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFA
FA D+PRKGADILVEALER+GV +FAYPGGASMEIHQALTRS SI N L RHEQG FA
FASDEPRKGAD I LVEALEREGVTDLFAYPGGASME IHQALTRSPS I TNHLLRHEQGEAFA

AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP
A GYARS+G+PG+CIATSGPGATNLVS LADALLDS+P+VAITGQVPRRMIGTDAFQETP
ASGYARSTGRPGVCIATSGPGATNLVSALADALLDS IPMVAITGQVPRRMIGTDAFQETP

IVEVTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD 1QQQLATPNWEQA
IVEVTRSITKHNYLV+DV+DIPRI I +EAFF+ATSGRPGPVLVD+PKD 1QQQLA+P W+Q
IVEVTRSITKHNYLVLDVDDIPRI IKEAFFIATSGRPGPVLVD IPKD 1QQQLAVPVWDQP

MKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS
++LPGY+SR+PKPP LE+I+RL+S S PVLYVGGGCL++S+EL RF +LTGIP+AS
VRLPGYVSRLPKPPALHLLERI IRLVSASSHPVLYVGGGCLHASEELRRFADLTGIPIAS

TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK
TLMGLG YP D LSL MLGMHGTVYANY+++ +DLLLAFGVRFDDRVTGKLEAFASRAK
TLMGLGVYPLDAHLSLKMLGMHGTVYANYS 1 DKADLLLAFGVRFDDRVTGKLEAFASRAK
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154

128

214

188

274

248

334

308

394

368

454

428

514

488

574

548

634

608
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150

84

210

144

270

204

330

264

390

324
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Query: 391 IVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK 450
IVHIDID AEIGKNK PHVS+C D+KLALQ MNK++E KL+F WR EL+ K+
Sbjct: 325 1VHIDIDPAEIGKNKQPHVSICADIKLALQEMNKIIEESGIYNKLNFSAWREELDQHKKN 384

Query: 451 FPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGL 510
+PL++KTFG+ IPPQYAI+VLDELT+G Al1+TGVGQHQMWAAQ+YNYK+PRQWL+S GL
Shjct: 385 YPLNYKTFGDLIPPQYAIEVLDELTNGDAI ITTGVGQHQMWAAQYYNYKRPRQWLTSAGL 444

Query: 511 GAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGM 570
GAMGFGLPAA+GA+V NP VVDIDGDGSF MN QELA IR+ENL VK+L+LNNQHLGM
Sbjct: 445 GAMGFGLPAAVGAAVGNPGVTVVDIDGDGSFQMNAQELAVIRIENLDVKMLILNNQHLGM 504

Query: 571 VMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTMLD 630
V+QWEDRFY++NRAHT+LG+PA E ++FP+ + A + [IPA+RV+KK+ +R+Al+ ML
Sbjct: 505 VVQWEDRFYQSNRAHTYLGNPANESKVFPDFVKLADSYD IPASRVSKKSQVRDAIRKMLQ 564

Query: 631 TPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGR 667
TPGPYLLDVI PH+EHVLPMIP+GG F D+l +GDGR
Sbjct: 565 TPGPYLLDVIVPHEEHVLPMIPSGGAFKDMILDGDGR 601

>dbj | BAE53591.1] acetolactate synthase [Monochoria vaginalis]
dbj |BAE53592.1] acetolactate synthase [Monochoria vaginalis]
Length = 642

Score = 929 bits (2402), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 433/577 (75%), Positives = 511/577 (88%)

Query: 91 FAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFA 150
FAPD+PRKGADILVEALER+GV  +FAYPGGASMEIHQALTRS SI N L RHEQG FA
Sbjct: 63 FAPDEPRKGADILVEALEREGVTDLFAYPGGASME IHQALTRSPSITNHLLRHEQGEAFA 122

Query: 151 AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP 210
A GYARS+G+PG+CIATSGPGATNLVS LADALLDS+P+VAITGQVPRRMIGTDAFQETP
Sbjct: 123 ASGYARSTGRPGVCIATSGPGATNLVSALADALLDSIPMVAITGQVPRRMIGTDAFQETP 182

Query: 211 I1VEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQA 270
IVEVTRSITKHNYLV+DV+DIPRI I+EAFF+ATSGRPGPVLVD+PKDIQQQLA+P W
Sbjct: 183 IVEVTRSITKHNYLVLDVDDIPRIIKEAFFIATSGRPGPVLVDIPKDIQQQLAVPVWNPP 242

Query: 271 MKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS 330
++LPGY+SR+PKPP L+QIVR++SES +PVLYVGGG L++S+EL RF +LTGIP+AS
Sbjct: 243 VRLPGYVSRLPKPPALHLLQQIVRIVSESSRPVLYVGGGSLHASEELRRFADLTGIPIAS 302

Query: 331 TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK 390
TLMG+G YP D LSL MLGMHGTVYANYA++ +DLLLAFGVRFDDRVTGKLEAFASRAK
Sbjct: 303 TLMGIGVYPLDGPLSLKMLGMHGTVYANYAIDKADLLLAFGVRFDDRVTGKLEAFASRAK 362

Query: 391 1VHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK 450
IVHIDID AEIGKNK PHVS+CGD+KLALQ MN+++E KLDF WR EL+ QK+
Sbjct: 363 IVHIDIDPAEIGKNKQPHVSICGDIKLALQEMNEMIEESGIHNKLDFSAWREELDQQKKN 422

Query: 451 FPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGL 510
+PL +KTFG+ I1PPQ+Al++L+ELT+G+Al I+TGVGQHQMWAAQ+Y+YK+PRQWL+S GL
Sbjct: 423 YPLEYKTFGDLIPPQHAIELLEELTNGEAIITTGVGQHQMWAAQYYSYKRPRQWLTSAGL 482

Query: 511 GAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGM 570
GAMGFGLPAA+GA+V NP  +VVDIDGDGSF MN QELA IR+ENL VK+L+LNNQHLGM
Sbjct: 483 GAMGFGLPAAVGAAVGNPGVMVVDIDGDGSFQMNAQELATIRIENLDVKMLILNNQHLGM 542

Query: 571 VMQWEDRFYKANRAHTFLGDPAQEDEIFPNMLLFAAACGIPAARVTKKADLREAIQTMLD 630
V+QWEDRFYK+NRAHT+LG+PA E ++FP+ + A + I1PAARV+KK+++R+Al+ M+
Sbjct: 543 VVQWEDRFYKSNRAHTYLGNPANESKVFPDFVKLAESYD IPAARVSKKSEVRDAIRKMIQ 602

Query: 631 TPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGR 667

TPGPYLLDVI1 PH+EHVLPMIP+GG F D+1 +GDGR
Sbjct: 603 TPGPYLLDVIVPHEEHVLPMIPSGGAFKDMILDGDGR 639
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>dbj |BAE53587.1] acetolactate synthase [Monochoria vaginalis]

dbj | BAE5S3589.1] acetolactate synthase [Monochoria vaginalis]

dbj |BAE53590.1] acetolactate synthase [Monochoria vaginalis]

dbj |BAE53594.1] acetolactate synthase [Monochoria vaginalis]
Length = 642

Score = 928 bits (2399), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 432/577 (74%), Positives = 511/577 (88%)

Query: 91 FAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFA 150
F+PD+PRKGADILVEALER+GV  +FAYPGGASMEIHQALTRS SI N L RHEQG FA
Sbjct: 63 FSPDEPRKGADILVEALEREGVTDLFAYPGGASMEIHQALTRSPSITNHLLRHEQGEAFA 122

Query: 151 AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP 210
A GYARS+G+PG+CIATSGPGATNLVS LADALLDS+P+VAITGQVPRRMIGTDAFQETP
Sbjct: 123 ASGYARSTGRPGVCIATSGPGATNLVSALADALLDSIPMVAITGQVPRRMIGTDAFQETP 182

Query: 211 IVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQA 270
IVEVTRSITKHNYLV+DV+DIPRI I+EAFF+ATSGRPGPVLVD+PKDIQQQLA+P W
Sbjct: 183 IVEVTRSITKHNYLVLDVDDIPRIIKEAFFIATSGRPGPVLVDIPKDIQQQLAVPVWNPP 242

Query: 271 MKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS 330
++LPGY+SR+PKPP L+QIVR++SES +PVLYVGGG L++S+EL RF +LTGIP+AS
Sbjct: 243 VRLPGYVSRLPKPPALHLLQQIVRIVSESSRPVLYVGGGSLHASEELRRFADLTGIPIAS 302

Query: 331 TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK 390
TLMG+G YP D LSL MLGMHGTVYANYA++ +DLLLAFGVRFDDRVTGKLEAFASRAK
Sbjct: 303 TLMGIGVYPLDGPLSLKMLGMHGTVYANYAIDKADLLLAFGVRFDDRVTGKLEAFASRAK 362

Query: 391 IVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK 450
IVHIDID AEIGKNK PHVS+CGD+KLALQ MN+++E KLDF WR EL+ QK+
Sbjct: 363 IVHIDIDPAEIGKNKQPHVSICGD IKLALQEMNEMIEESG IHNKLDFSAWREELDQQKKN 422

Query: 451 FPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGL 510
+PL +KTFG+ I1PPQ+Al++L+ELT+G+Al I+TGVGQHQMWAAQ+Y+YK+PRQWL+S GL
Sbjct: 423 YPLEYKTFGDLIPPQHAIELLEELTNGEAI ITTGVGQHQMWAAQYYSYKRPRQWLTSAGL 482

Query: 511 GAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGM 570
GAMGFGLPAA+GA+V NP  +VVDIDGDGSF MN QELA IR+ENL VK+L+LNNQHLGM
Sbjct: 483 GAMGFGLPAAVGAAVGNPGVMVVDIDGDGSFQMNAQELATIRIENLDVKMLILNNQHLGM 542

Query: 571 VMQWEDRFYKANRAHTFLGDPAQEDEIFPNMLLFAAACGIPAARVTKKADLREAIQTMLD 630
V+QWEDRFYK+NRAHT+LG+PA E ++FP+ + A + IPAARV+KK+++R+Al+ M+
Sbjct: 543 VVQWEDRFYKSNRAHTYLGNPANESKVFPDFVKLAESYDIPAARVSKKSEVRDAIRKMIQ 602

Query: 631 TPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGR 667
TPGPYLLDVI PH+EHVLPMIP+GG F D+1 +GDGR
Sbjct: 603 TPGPYLLDVIVPHEEHVLPMIPSGGAFKDMILDGDGR 639

>dbj |BAB20813.1] acetolactate synthase [Oryza sativa (Japonica cultivar-group)]
Length = 644

Score = 928 bits (2398), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 437/580 (75%), Positives = 501/580 (86%)

Query: 91 FAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFA 150
+ P +PRKGADILVEALER GV VFAYPGGASMEIHQALTRS I N L RHEQG FA
Sbjct: 65 WGPAEPRKGADILVEALERCGVSDVFAYPGGASMEIHQALTRSPVITNHLFRHEQGEAFA 124

Query: 151 AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP 210
A GYAR+SG+ G+C+ATSGPGATNLVS LADALLDSVP+VAITGQVPRRMIGTDAFQETP
Sbjct: 125 ASGYARASGRVGVCVATSGPGATNLVSALADALLDSVPMVAITGQVPRRMIGTDAFQETP 184

Query: 211 IVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQA 270
IVEVTRSITKHNYLV+DVEDIPR+1+EAFFLA+SGRPGPVLVD+PKD1QQQ+A+P W+ +
Sbjct: 185 IVEVTRSITKHNYLVLDVEDIPRVIQEAFFLASSGRPGPVLVDIPKDIQQQMAVPVWDTS 244

Query: 271 MKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS 330

M LPGY++R+PKPP LEQ++RL+ ES++P+LYVGGGC S DEL FVELTGIPV +
Sbjct: 245 MNLPGYIARLPKPPATELLEQVLRLVGESRRPILYVGGGCSASGDELRWFVELTGIPVTT 304
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Query: 331
Sbjct: 305
Query: 391
Sbjct: 365
Query: 451
Sbjct: 425
Query: 511
Sbjct: 485
Query: 571
Sbjct: 545
Query: 631

Shjct: 605

TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK
TLMGLG++P DD LSL MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASRAK
TLMGLGNFPSDDPLSLRMLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRAK

IVHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK
IVHIDID AEIGKNK PHVS+C DVKLALQG+N +L+ + DF W NEL+ QK++
1VHIDIDPAE 1 GKNKQPHVS ICADVKLALQGLNALLQQSTTKTSSDFSAWHNELDQQKRE

FPLSFKTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHQMWAAQFYNYKKPRQWLSSGGL
FPL +KTFGE IPPQYAI+VLDELT G+Al1+TGVGQHQMWAAQ+Y YK+PRQWLSS GL
FPLGYKTFGEEIPPQYAIQVLDELTKGEAI IATGVGQHQMWAAQYYTYKRPRQWLSSAGL

GAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGM
GAMGFGLPAA GASVANP  VVDIDGDGSF+MN+QELA IR+ENLPVKV++LNNQHLGM
GAMGFGLPAAAGASVANPGVTVVD IDGDGSFLMNIQELAL IRIENLPVKVMVLNNQHLGM

VMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLREAIQTMLD
V+Q EDRFYKANRAHT+LG+P E EI+P+ + A IPA RVTKK+++R Al+ ML+
VVQLEDRFYKANRAHTYLGNPECESE 1 YPDFVT IAKGFNIPAVRVTKKSEVRAAIKKMLE

TPGPYLLDVICPHQEHVLPMIPNGGTENDVITEGDGRIKY 670
TPGPYLLD+1 PHQEHVLPMIP GG F D+l +GDGR Y
TPGPYLLDI1VPHQEHVLPMIP IGGAFKDMILDGDGRTVY 644

>dbj |BAE53596.1] acetolactate synthase [Monochoria vaginalis]

Score =

Length = 604

927 bits (2397), Expect = 0.0, Method: Compositional matrix

Identities = 433/577 (75%), Positives = 506/577 (87%)

Query: 91
Sbjct: 25
Query: 151
Sbjct: 85
Query: 211
Sbjct: 145
Query: 271
Sbjct: 205
Query: 331
Sbjct: 265
Query: 391
Sbjct: 325
Query: 451
Sbjct: 385
Query: 511
Shjct: 445
Query: 571
Sbjct: 505
Query: 631

Sbjct: 565

FAPDQPRKGAD ILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFA
FA D+PRKGADILVEAL R+GV +FAYPGGASMEIHQALTRS SI N L RHEQG FA
FASDEPRKGADILVEALGREGVTDLFAYPGGASME IHQALTRSPS I TNHLLRHEQGEAFA

AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP
A GYARS+G+PG+CIATSGPGATNLVS LADALLDS+P+VAITGQVPRRMIGTDAFQETP
ASGYARSTGRPGVCIATSGPGATNLVSALADALLDSIPMVAITGQVPRRMIGTDAFQETP

IVEVTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQA
IVEVTRSITKHNYLV+DV+DIPRI I +EAFF+ATSGRPGPVLVD+PKD IQQQLA+P W+Q
IVEVTRSITKHNYLVLDVDDIPRI IKEAFFIATSGRPGPVLVD IPKD 1QQQLAVPVWDQP

MKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS
++LPGY+SR+PKPP LE+1+RL+S S PVLYVGGGCL++S+EL RF +LTGIP+AS
VRLPGYVSRLPKPPALHLLERIIRLVSASSHPVLYVGGGCLHASEELRRFADLTGIPIAS

TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK
TLMGLG YP D LSL MLGMHGTVYANY+++ +DLLLAFGVRFDDRVTGKLEAFASRAK
TLMGLGVYPLDAHLSLKMLGMHGTVYANYS I DKADLLLAFGVRFDDRVTGKLEAFASRAK

IVHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK
IVHIDID AEIGKNK PHVS+C D+KLALQ MNK++E KL+F WR EL+ K+
1VHIDIDPAE1GKNKQPHVSICAD IKLALQEMNKI 1EESG1'YNKLNFSAWREELDQHKKN

FPLSFKTFGEAIPPQYAIKVLDELTDGKAI 1 STGVGQHQMWAAQFYNYKKPRQWLSSGGL
+PL++KTFG+ IPPQYAI+VLDELT+G Al 1+TGVGQHQMWAAQ+YNYK+PRQWL+S GL
YPLNYKTFGDL 1PPQYAIEVLDELTNGDAI I TTGVGQHQMWAAQYYNYKRPRQWLTSAGL

GAMGFGLPAAIGASVANPDAIVVDIDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGM
GAMGFGLPAA+GA+V NP VVDIDGDGSF MN QELA IR+ENL VK+L+LNNQHLGM
GAMGFGLPAAVGAAVGNPGVTVVD IDGDGSFQMNAQELAV IRIENLDVKML I LNNQHLGM

VMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTMLD
V+QWEDRFY++NRAHT+LG+PA E ++FP+ + A + IPA+RV+KK+ +R+Al+ ML
VVQWEDRFYQSNRAHTYLGNPANESKVFPDFVKLADSYD IPASRVSKKSQVRDAIRKMLQ

TPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGR 667
TPGPYLLDVI PH+EHVLPMIP+GG F D+1 +GDGR
TPGPYLLDVIVPHEEHVLPMIPSGGAFKDMILDGDGR 601
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>dbj | BAE53598.1] acetolactate synthase [Monochoria vaginalis]
dbj |BAE53601.1] acetolactate synthase [Monochoria vaginalis]
Length = 604

Score = 927 bits (2397), Expect = 0.0, Method: Compositional matrix
Identities = 433/577 (75%), Positives = 506/577 (87%)

Query: 91 FAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFA
FA D+PRKGADILVEALER+GV +FAYPGGASMEIHQALTRS SI N L RHEQG FA
Sbjct: 25 FASDEPRKGADILVEALEREGVTDLFAYPGGASME IHQALTRSPSITNHLLRHEQGEAFA

Query: 151 AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP
A GYARS+G+PG+CIATSGPGATNLVS LADALLDS+P+VAITGQVPRRMIGTDAFQETP
Sbjct: 85 ASGYARSTGRPGVCIATSGPGATNLVSALADALLDSIPMVAITGQVPRRMIGTDAFQETP

Query: 211 I1VEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQA
IVEVTRSITKHNYLV+DV+DIPRI I +EAFF+ATSGRPGPVLVD+PKDIQQQLA+P W+Q
Sbjct: 145 IVEVTRSITKHNYLVLDVDDIPRIIKEAFFIATSGRPGPVLVD IPKDIQQQLAVPVWDQP

Query: 271 MKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS
++LPGY+SR+PKPP LE+I+RL+S S PVLYVGGGCL++S+ L RF +LTGIP+AS
Sbjct: 205 VRLPGYVSRLPKPPALHLLERIIRLVSASSHPVLYVGGGCLHASEGLRRFADLTGIPIAS

Query: 331 TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK
TLMGLG YP D LSL MLGMHGTVYANY+++ +DLLLAFGVRFDDRVTGKLEAFASRAK
Sbjct: 265 TLMGLGVYPLDAHLSLKMLGMHGTVYANYSIDKADLLLAFGVRFDDRVTGKLEAFASRAK

Query: 391 1VHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK
IVHIDID AEIGKNK PHVS+C D+KLALQ MNK++E KL+F WR EL+ K+
Sbjct: 325 IVHIDIDPAEIGKNKQPHVSICADIKLALQEMNKI IEESGIYNKLNFSAWREELDQHKKN

Query: 451 FPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGL
+PL++KTFG+ IPPQYAI+VLDELT+G Al1+TGVGQHQMWAAQ+YNYK+PRQWL+S GL
Shjct: 385 YPLNYKTFGDLIPPQYAIEVLDELTNGDAI ITTGVGQHQMWAAQYYNYKRPROWLTSAGL

Query: 511 GAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGM
GAMGFGLPAA+GA+V NP VVDIDGDGSF MN QELA IR+ENL VK+L+LNNQHLGM
Sbjct: 445 GAMGFGLPAAVGAAVGNPGVTVVDIDGDGSFQMNAQELAVIRIENLDVKML ILNNQHLGM

Query: 571 VMQWEDRFYKANRAHTFLGDPAQEDEIFPNMLLFAAACGIPAARVTKKADLREAIQTMLD
V+QWEDRFY++NRAHT+LG+PA E ++FP+ + A + [1PA+RV+KK+ +R+Al+ ML
Sbjct: 505 VVQWEDRFYQSNRAHTYLGNPANESKVFPDFVKLADSYD IPASRVSKKSQVRDAIRKMLQ

Query: 631 TPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGR 667
TPGPYLLDVI PH+EHVLPMIP+GG F D+1 +GDGR
Sbjct: 565 TPGPYLLDVIVPHEEHVLPMIPSGGAFKDMILDGDGR 601

>dbj |BAE53602.1] acetolactate synthase [Monochoria vaginalis]
Length = 604

Score = 927 bits (2396), Expect = 0.0, Method: Compositional matrix
Identities = 433/577 (75%), Positives = 506/577 (87%)

Query: 91 FAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFA
FA D+PRKGADILVEALER+GV +FAYPGGASMEIHQALTRS SI N L RHEQG FA
Sbjct: 25 FASDEPRKGADILVEALEREGVTDLFAYPGGASMEIHQALTRSPSITNHLLRHEQGEAFA

Query: 151 AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP
A GYARS+G+PG+CIATSGPGATNLVS LADALLDS+P+VAITGQVPRRMIGTDAFQETP
Sbjct: 85 ASGYARSTGRPGVCIATSGPGATNLVSALADALLDSIPMVAITGQVPRRMIGTDAFQETP

Query: 211 IVEVTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQA
IVEVTRSITKHNYLV+DV+DIPRI I +EAFF+ATSGRPGPVLVD+PKDIQQQLA+P W+Q
Sbjct: 145 IVEVTRSITKHNYLVLDVDDIPRIIKEAFFIATSGRPGPVLVDIPKDIQQQLAVPVWDQP

Query: 271 MKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS

++LPGY+SR+PKPP LE+I+RL+S S PVLYVGGGCL++S+ L RF +LTGIP+AS
Sbjct: 205 VRLPGYVSRLPKPPALHLLERIIRLVSASSHPVLYVGGGCLHASEGLRRFADLTGIPIAS
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Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:

331

265

391

325

451

385

511

445

571

505

631

565

TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK
TLMGLG YP D LSL MLGMHGTVYANY+++ +DLLLAFGVRFDDRVTGKLEAFASRAK
TLMGLGVYPLDAHLSLKMLGMHGTVYANYS I DKADLLLAFGVRFDDRVTGKLEAFASRAK

IVHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK
IVHIDID AEIGKNK PHVS+C D+KLALQ MNK++E KL+F WR EL+ K+
1VHIDIDPAE 1 GKNKQPHVSICAD IKLALQEMNKI IEESG ' YNKLNFSAWREELDQHKKN

FPLSFKTFGEAIPPQYAIKVLDELTDGKAI I1STGVGQHQMWAAQFYNYKKPRQWLSSGGL
+PL++KTFG+ IPPQYAI+VLDELT+G Al1+TGVGQHQMWAAQ+YNYK+PRQWL+S GL
YPLNYKTFGDL IPPQYAIEVLDELTNGDAT I TTGVGQHQMWAAQYYNYKRPRQWLTSAGL

GAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGM
GAMGFGLPAA+GA+V NP VVDIDGDGSF MN QELA IR+ENL VK+L+LNNQHLGM
GAMGFGLPAAVGAAVGNPGVTVVD IDGDGSFQMNAQELAV IRIENLDVKML I LNNQHLGM

VMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTMLD
V+QWEDRFY++NRAHT+LG+PA E ++FP+ + A + IPA+RV+KK+ +R+Al+ ML
VVQWEDRFYQSNRAHTYLGNPANESKVFPDFVKLADSYD IPASRVSKKSQVRDAIRKMLQ

TPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGR 667
TPGPYLLDVI PH+EHVLPMIP+GG F D+l +GDGR
TPGPYLLDVIVPHEEHVLPMIPSGGAFKDMILDGDGR 601

>emb |CAD24801.2] acetolactate synthase [Alopecurus myosuroides]

Score

Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
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927 bits (2395), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 438/581 (75%), Positives = 507/581 (87%), Gaps = 1/581 (0%)

FAPDQPRKGAD ILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFA
+ P +PRKGADILVEALER GV VFAYPGGASMEIHQALTRS +1 N L RHEQG FA
WGPSEPRKGAD I LVEALERCGVSDVFAYPGGASME IHQALTRSPA I TNHLFRHEQGEAFA

AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP
A GYAR+SG+ G+C+ATSGPGATNLVS LADALLDS+P+VAITGQVPRRMIGTDAFQETP
ASGYARASGRVGVCVATSGPGATNLVSALADALLDS IPMVAITGQVPRRMIGTDAFQETP

IVEVTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQA
IVEVTRSITKHNYLV+DVED I PR+ 1+EAFFLA+SGRPGPVLVD+PKD1QQQ+A+P W+
IVEVTRSITKHNYLVLDVED IPRVIQEAFFLASSGRPGPVLVD IPKD 1QQQMAVPVWDAP

MKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS
M LPGY++R+PKPP LEQ++RL+ ES++P+LYVGGGC S +EL RFVELTGIPV +
MSLPGY IARLPKPPATELLEQVLRLVGESRRPILYVGGGCSASGEELRRFVELTGIPVTT

TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK
TLMGLG++P DD LSL MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASR+K
TLMGLGNFPSDDPLSLRMLGMHGTVYANYAVDRADLLLAFGVRFDDRVTGKIEAFASRSK

IVHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKL-DFGVWRNELNVQKQ
IVHIDID AEIGKNK PHVS+C DVK+ALQG+N +L N ++ K DF W EL+ QK+
1VHIDIDPAE1GKNKQPHVS ICADVKIALQGLNTLLLNESKTRKCSDFSSWHEELDQQKR

KFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGG
+FPL +KTFGEAIPPQYAIKVLDELT+G Al 1+TGVGQHQMWAAQ+Y YK+PRQWLSS G
EFPLGYKTFGEAIPPQYAIKVLDELTNGDAI IATGVGQHQMWAAQYYTYKRPRQWLSSSG

LGAMGFGLPAAIGASVANPDATVVD IDGDGSFIMNVQELAT IRVENLPVKVLLLNNQHLG
LGAMGFGLPAA GA+VANP  VVDIDGDGSF+MN+QELA IR+ENLPVKV++LNNQHLG
LGAMGFGLPAAAGAAVANPGVTVVD IDGDGSFLMNIQELAL IRIENLPVKVMILNNQHLG

MVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREATQTML
MV+QWEDRFYKANRAHT+LG+P E El+P+ + A +PA RVTKK+++R Al+ ML
MVVQWEDRFYKANRAHTYLGNPENESE 1 YPDFVT IAKGFNVPAVRVTKKSEVRAA I KKML

DTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
+TPGPYLLD+1 PHQEHVLPMIP+GG F D+1 EGDGRI Y
ETPGPYLLDI1VPHQEHVLPMIPSGGAFKDI IMEGDGRISY 640
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>dbj |BAES3593.1] acetolactate synthase [Monochoria vaginalis]
Length = 642

Score = 926 bits (2394), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 432/577 (74%), Positives = 510/577 (88%)

Query: 91 FAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFA 150
FAPD+PRKGADILVEALER+GV +FAYPGGASMEIHQALTRS SI N L RHEQG FA
Sbjct: 63 FAPDEPRKGADILVEALEREGVTDLFAYPGGASME IHQALTRSPSITNHLLRHEQGEAFA 122

Query: 151 AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP 210
A GYARS+G+PG+CIATSGPGATNLVS LADALLDS+P+VAITGQV RRMIGTDAFQETP
Sbjct: 123 ASGYARSTGRPGVCIATSGPGATNLVSALADALLDSIPMVAITGQVSRRMIGTDAFQETP 182

Query: 211 1VEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQA 270
IVEVTRSITKHNYLV+DV+DIPRI I+EAFF+ATSGRPGPVLVD+PKDIQQQLA+P W
Sbjct: 183 IVEVTRSITKHNYLVLDVDDIPRIIKEAFFIATSGRPGPVLVDIPKDIQQQLAVPVWNPP 242

Query: 271 MKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS 330
++LPGY+SR+PKPP L+QIVR++SES +PVLYVGGG L++S+EL RF +LTGIP+AS
Sbjct: 243 VRLPGYVSRLPKPPALHLLQQIVRIVSESSRPVLYVGGGSLHASEELRRFADLTGIPIAS 302

Query: 331 TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK 390
TLMG+G YP D LSL MLGMHGTVYANYA++ +DLLLAFGVRFDDRVTGKLEAFASRAK
Sbjct: 303 TLMGIGVYPLDGPLSLKMLGMHGTVYANYAIDKADLLLAFGVRFDDRVTGKLEAFASRAK 362

Query: 391 1VHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK 450
IVHIDID AEIGKNK PHVS+CGD+KLALQ MN+++E KLDF WR EL+ QK+
Sbjct: 363 IVHIDIDPAEIGKNKQPHVSICGDIKLALQEMNEMIEESGIHNKLDFSAWREELDQQKKN 422

Query: 451 FPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGL 510
+PL +KTFG+ IPPQ+AL++L+ELT+G+AT 1+TGVGQHQMWAAQ+Y+YK+PRQWL+S GL
Shjct: 423 YPLEYKTFGDLIPPQHAIELLEELTNGEAI ITTGVGQHQMWAAQYYSYKRPRQWLTSAGL 482

Query: 511 GAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGM 570
GAMGFGLPAA+GA+V NP  +VVDIDGDGSF MN QELA IR+ENL VK+L+LNNQHLGM
Sbjct: 483 GAMGFGLPAAVGAAVGNPGVMVVDIDGDGSFQMNAQELAIIRIENLDVKML ILNNQHLGM 542

Query: 571 VMQWEDRFYKANRAHTFLGDPAQEDEIFPNMLLFAAACGIPAARVTKKADLREAIQTMLD 630
V+QWEDRFYK+NRAHT+LG+PA E ++FP+ + A + I1PAARV+KK+++R+Al+ M+
Sbjct: 543 VVQWEDRFYKSNRAHTYLGNPANESKVFPDFVKLAESYD IPAARVSKKSEVRDAIRKMIQ 602

Query: 631 TPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGR 667
TPGPYLLDVI PH+EHVLPMIP+GG F D+1 +GDGR
Sbjct: 603 TPGPYLLDVIVPHEEHVLPMIPSGGAFKDMILDGDGR 639

>gb | AAO53551.1] acetohydroxyacid synthase [Triticum aestivum]
Length = 598

Score = 926 bits (2393), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 437/580 (75%), Positives = 503/580 (86%)

Query: 91 FAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFA 150
+ P +PRKGADILVEALER G+ VFAYPGGASMEIHQALTRS I N L RHEQG FA
Sbjct: 19 WGPSEPRKGADILVEALERCGIVDVFAYPGGASMEIHQALTRSPVITNHLFRHEQGEAFA 78

Query: 151 AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP 210
A GYAR+SG+ G+C+ATSGPGATNLVS LADALLDS+P+VAITGQVPRRMIGTDAFQETP
Sbjct: 79 ASGYARASGRVGVCVATSGPGATNLVSALADALLDSIPMVAITGQVPRRMIGTDAFQETP 138

Query: 211 IVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQA 270
IVEVTRSITKHNYLV+DVED I PR+ 1+EAFFLA+SGRPGPVLVD+PKD 1QQQ+A+P W+
Sbjct: 139 IVEVTRSITKHNYLVLDVEDIPRVIQEAFFLASSGRPGPVLVDIPKDIQQQMAVPVWDTP 198

Query: 271 MKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS 330

M LPGY++R+PKPP LEQ++RL+ ES++P+LYVGGGC S +EL RFVELTGIPV +
Sbjct: 199 MSLPGYIARLPKPPSTESLEQVLRLVGESRRPILYVGGGCAASGEELRRFVELTGIPVTT 258
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Query: 331
Sbjct: 259
Query: 391
Sbjct: 319
Query: 451
Sbjct: 379
Query: 511
Sbjct: 439
Query: 571
Sbjct: 499
Query: 631

Shjct: 559

TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK
TLMGLG++P DD LSL MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASR+K
TLMGLGNFPSDDPLSLRMLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRSK

IVHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK
IVHIDID AEIGKNK PHVS+C DVKLALQG+N +L + LDFG W EL+ QK++
1VHIDIDPAE 1 GKNKQPHVS ICADVKLALQGLNALLNGSKAQQGLDFGPWHKELDQQKRE

FPLSFKTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHQMWAAQFYNYKKPRQWLSSGGL
FPL FKTFGEAIPPQYAI+VLDELT G+AlI1+TGVGQHQMWAAQ+Y YK+PRQWLSS GL
FPLGFKTFGEAIPPQYAIQVLDELTKGEAI IATGVGQHQMWAAQYYTYKRPRQWLSSSGL

GAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGM
GAMGFGLPAA GA+VANP  VVDIDGDGSF+MN+QELA IR+ENLPVKV++LNNQHLGM
GAMGFGLPAAAGAAVANPGVTVVDIDGDGSFLMNIQELAL IRTENLPVKVMILNNQHLGM

VMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTMLD
V+QWEDRFYKANRAHT+LG+P E EI+P+ + A +PA RVTKK+++ Al+ ML+
VVQWEDRFYKANRAHTYLGNPENESE1'YPDFVT IAKGFNVPAVRVTKKSEVTAAIKKMLE

TPGPYLLDVICPHQEHVLPMIPNGGTENDVITEGDGRIKY 670
TPGPYLLD+1 PHQEHVLPMIPNGG F D+l EGDGR Y
TPGPYLLD I IVPHQEHVLPMIPNGGAFKDMIMEGDGRTSY 598

>dbj |BAE53588.1] acetolactate synthase [Monochoria vaginalis]

Score =

Length = 642

926 bits (2392), Expect = 0.0, Method: Compositional matrix

Identities = 432/577 (74%), Positives = 510/577 (88%)

Query: 91

Sbjct: 63

Query: 151
Sbjct: 123
Query: 211
Sbjct: 183
Query: 271
Sbjct: 243
Query: 331
Sbjct: 303
Query: 391
Sbjct: 363
Query: 451
Sbjct: 423
Query: 511
Sbjct: 483
Query: 571
Sbjct: 543
Query: 631

Sbjct: 603

FAPDQPRKGAD ILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFA
FAPD+PRKGADILVEALER+GV  +FAYPGGASMEIHQALTRS SI N L RHEQG FA
FAPDEPRKGADILVEALEREGVTDLFAYPGGASME IHQALTRSPSITNHLLRHEQGEAFA

AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP
A GYARS+G+PG+CIATSGPGATNLVS LADALLDS+P+VAITGQV RRMIGTDAFQETP
ASGYARSTGRPGVCIATSGPGATNLVSALADALLDSIPMVAITGQVLRRMIGTDAFQETP

IVEVTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQA
IVEVTRSITKHNYLV+DV+DIPRI I1+EAFF+ATSGRPGPVLVD+PKD IQQQLA+P W
IVEVTRSITKHNYLVLDVDDIPRI IKEAFFIATSGRPGPVLVD IPKD 1QQQLAVPVWNPP

MKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS
++LPGY+SR+PKPP L+QIVR++SES +PVLYVGGG L++S+EL RF +LTGIP+AS
VRLPGYVSRLPKPPALHLLQQIVRIVSESSRPVLYVGGGSLHASEELRRFADLTGIPIAS

TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK
TLMG+G YP D LSL MLGMHGTVYANYA++ +DLLLAFGVRFDDRVTGKLEAFASRAK
TLMGIGVYPLDGPLSLKMLGMHGTVYANYAIDKADLLLAFGVRFDDRVTGKLEAFASRAK

IVHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK
IVHIDID AEIGKNK PHVS+CGD+KLALQ MN+++E KLDF WR EL+ QK+
1VHIDIDPAE1GKNKQPHVSICGD IKLALQEMNEMI EESG IHNKLDFSAWREELDQQKKN

FPLSFKTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHQMWAAQFYNYKKPRQWLSSGGL
+PL +KTFG+ I1PPQ+Al++L+ELT+G+Al I+TGVGQHQMWAAQ+Y+YK+PRQWL+S GL
YPLEYKTFGDLIPPQHAIELLEELTNGEATITTGVGQHOMWAAQYYSYKRPRQWLTSAGL

GAMGFGLPAAIGASVANPDAIVVDIDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGM
GAMGFGLPAA+GA+V NP  +VVDIDGDGSF MN QELA IR+ENL VK+L+LNNQHLGM
GAMGFGLPAAVGAAVGNPGVMVVD IDGDGSFQMNAQELA T IRIENLDVKML ILNNQHLGM

VMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTMLD
V+QWEDRFYK+NRAHT+LG+PA E ++FP+ + A + I1PAARV+KK+++R+Al+ M+
VVQWEDRFYKSNRAHTYLGNPANESKVFPDFVKLAESYD IPAARVSKKSEVRDAIRKMIQ

TPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGR 667
TPGPYLLDVI PH+EHVLPMIP+GG F D+1 +GDGR
TPGPYLLDVIVPHEEHVLPMIPSGGAFKDMILDGDGR 639
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>sp|Q41768] ILV1_MAIZE Acetolactate synthase 1, chloroplast precursor (Acetohydroxy-acid
synthase 1)

emb]CAA45116.1] acetohydroxyacid synthase [Zea mays]
Length = 638

Score = 925 bits (2391), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 436/580 (75%), Positives = 497/580 (85%)

Query: 91 FAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFA 150
+ P PRKGADILVE+LER GV VFAYPGGASMEIHQALTRS I N L RHEQG FA
Sbjct: 59 WGPTDPRKGADILVESLERCGVRDVFAYPGGASMEIHQALTRSPVIANHLFRHEQGEAFA 118

Query: 151 AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP 210
A GYARSSG+ G+CIATSGPGATNLVS LADALLDSVP+VAITGQVPRRMIGTDAFQETP
Sbjct: 119 ASGYARSSGRVGVCIATSGPGATNLVSALADALLDSVPMVAITGQVPRRMIGTDAFQETP 178

Query: 211 IVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQA 270
IVEVTRSITKHNYLV+DV+D IPR+++EAFFLA+SGRPGPVLVD+PKDIQQQ+A+P W++
Sbjct: 179 IVEVTRSITKHNYLVLDVDDIPRVVQEAFFLASSGRPGPVLVDIPKDIQQQMAVPVWDKP 238

Query: 271 MKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS 330
M LPGY++R+PKPP LEQ++RL+ ES++PVLYVGGGC S +EL RFVELTGIPV +
Sbjct: 239 MSLPGYIARLPKPPATELLEQVLRLVGESRRPVLYVGGGCAASGEELRRFVELTGIPVTT 298

Query: 331 TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK 390
TLMGLG++P DD LSL MLGMHGTVYANYAV+ +DLLLA GVRFDDRVTGK+EAFASRAK
Sbjct: 299 TLMGLGNFPSDDPLSLRMLGMHGTVYANYAVDKADLLLALGVRFDDRVTGKIEAFASRAK 358

Query: 391 IVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK 450
IVH+DID AEIGKNK PHVS+C DVKLALQGMN +LE + DFG W +EL+ QK++
Sbjct: 359 IVHVDIDPAEIGKNKQPHVSICADVKLALQGMNALLEGSTSKKSFDFGSWNDELDQQKRE 418

Query: 451 FPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGL 510
FPL +KT E 1 PQYAI+VLDELT G+All TGVGQHQMWAAQ+Y YK+PRQWLSS GL
Shjct: 419 FPLGYKTSNEEIQPQYAIQVLDELTKGEAI IGTGVGQHQMWAAQYYTYKRPRQWLSSAGL 478

Query: 511 GAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGM 570
GAMGFGLPAA GASVANP  VVDIDGDGSF+MNVQELA IR+ENLPVKV +LNNQHLGM
Sbjct: 479 GAMGFGLPAAAGASVANPGVTVVDIDGDGSFLMNVQELAMIRIENLPVKVFVLNNQHLGM 538

Query: 571 VMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACGIPAARVTKKADLREAIQTMLD 630
V+QWEDRFYKANRAHT+LG+P E EI+P+ + A IPA RVTKK ++R Al+ ML+
Sbjct: 539 VVQWEDRFYKANRAHTYLGNPENESEIYPDFVTIAKGFNIPAVRVTKKNEVRAAIKKMLE 598

Query: 631 TPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
TPGPYLLD+1 PHQEHVLPMIP+GG F D+l +GDGR Y
Sbjct: 599 TPGPYLLDIIVPHQEHVLPMIPSGGAFKDMILDGDGRTVY 638

>gb | AA053549.1] acetohydroxyacid synthase [Triticum aestivum]
Length = 598

Score = 924 bits (2389), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 436/580 (75%), Positives = 503/580 (86%)

Query: 91 FAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFA 150
+ P +PRKGADILVEALER G+ VFAYPGGASMEIHQALTRS I N L RHEQG FA
Sbjct: 19 WGPSEPRKGADILVEALERCGIVDVFAYPGGASMEIHQALTRSPVITNHLFRHEQGEAFA 78

Query: 151 AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP 210
A GYAR+SG+ G+C+ATSGPGATNLVS LADALLDS+P+VAITGQVPRRMIGTDAFQETP
Sbjct: 79 ASGYARASGRVGVCVATSGPGATNLVSALADALLDSIPMVAITGQVPRRMIGTDAFQETP 138

Query: 211 IVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQA 270
IVEVTRSITKHNYLV+DVED I PR+ 1+EAFFLA+SGRPGPVLVD+PKD 1QQQ+A+P W+
Sbjct: 139 IVEVTRSITKHNYLVLDVEDIPRVIQEAFFLASSGRPGPVLVDIPKDIQQQMAVPVWDTP 198

Query: 271 MKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS 330

M LPGY++R+PKPP LEQ++RL+ ES++P+LYVGGGC S +EL RFVELTGIPV +
Sbjct: 199 MSLPGYIARLPKPPSTESLEQVLRLVGESRRPILYVGGGCAASGEELRRFVELTGIPVTT 258
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Query: 331
Sbjct: 259
Query: 391
Sbjct: 319
Query: 451
Sbjct: 379
Query: 511
Sbjct: 439
Query: 571
Sbjct: 499
Query: 631

Shjct: 559

TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK
TLMGLG++P DD LSL MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASR+K
TLMGLGNFPSDDPLSLRMLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRSK

IVHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK
IVHIDID AEIGKNK PHVS+C DVKLALQG+N +L + LDFG W EL+ QK++
1VHIDIDPAE 1 GKNKQPHVS ICADVKLALQGLNALLNGSKAQQGLDFGPWHKELDQQKRE

FPLSFKTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHQMWAAQFYNYKKPRQWLSSGGL
FPL FKTFGEAIPPQYAI+VLDELT G+AlI1+TGVGQHQMWAAQ+Y YK+PRQWLSS GL
FPLGFKTFGEAIPPQYAIQVLDELTKGEAI IATGVGQHQMWAAQYYTYKRPRQWLSSSGL

GAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGM
GAMGFGLPAA GA+VANP  VVDIDGDGSF+MN+QELA IR+ENLPVKV++LNNQHLGM
GAMGFGLPAAAGAAVANPGVTVVDIDGDGSFLMNIQELAL IRTENLPVKVMILNNQHLGM

VMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTMLD
V+QWEDRFYKANRAHT+LG+P E EI+P+ + A +PA RVTKK+++ Al+ ML+
VVQWEDRFYKANRAHTYLGNPENESE1'YPDFVT IAKGFNVPAVRVTKKSEVTAAIKKMLE

TPGPYLLDVICPHQEHVLPMIPNGGTENDVITEGDGRIKY 670
TPGPYLLD+1 PHQEHVLPMIP+GG F D+l EGDGR Y
TPGPYLLD I IVPHQEHVLPMIPSGGAFKDMIMEGDGRTSY 598

>gb | AA053550.1] acetohydroxyacid synthase [Triticum aestivum]

Score =

Length = 598

924 bits (2389), Expect = 0.0, Method: Compositional matrix

Identities = 437/580 (75%), Positives = 503/580 (86%)

Query: 91
Sbjct: 19
Query: 151
Sbjct: 79
Query: 211
Sbjct: 139
Query: 271
Sbjct: 199
Query: 331
Sbjct: 259
Query: 391
Sbjct: 319
Query: 451
Sbjct: 379
Query: 511
Sbjct: 439
Query: 571
Sbjct: 499
Query: 631

Sbjct: 559

FAPDQPRKGAD ILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFA
+ P +PRKGADILVEALER G+ VFAYPGGASMEIHQALTRS 1 N L RHEQG FA
WGPSEPRKGAD ILVEALERCG I VDVFAYPGGASME IHQALTRSPV I TNHLFRHEQGEAFA

AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP
A GYAR+SG+ G+C+ATSGPGATNLVS LADALLDS+P+VAITGQVPRRMIGTDAFQETP
ASGYARASGRVGVCVATSGPGATNLVSALADALLDS IPMVAITGQVPRRMIGTDAFQETP

IVEVTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQA
IVEVTRSITKHNYLV+DVED I PR+ 1+EAFFLA+SGRPGPVLVD+PKD1QQQ+A+P W+
IVEVTRSITKHNYLVLDVED IPRVIQEAFFLASSGRPGPVLVD IPKD 1QQQMAVPVWDTP

MKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS
M LPGY++R+PKPP LEQ++RL+ ES++P+LYVGGGC S +EL RFVELTGIPV +
MSLPGY IARLPKPPSTESLEQVLRLVGESRRPILYVGGGCAASGEELRRFVELTGIPVTT

TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK
TLMGLG++P DD LSL MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASR+K
TLMGLGNFPSDDPLSLRMLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRSK

IVHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK
IVHIDID AEIGKNK PHVS+C DVKLALQG+N +L + LDFG W EL+ QK++
1VHIDIDPAE 1 GKNKQPHVS ICADVKLALQGLNDLLNGSKAQQGLDFGPWHKELDQQKRE

FPLSFKTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHQMWAAQFYNYKKPRQWLSSGGL
FPL FKTFGEAIPPQYAI+VLDELT G+AIlI1+TGVGQHQMWAAQ+Y YK+PRQWLSS GL
FPLGFKTFGEAIPPQYAIQVLDELTKGEAI IATGVGQHQMWAAQYYTYKRPRQWLSSSGL

GAMGFGLPAAIGASVANPDAIVVDIDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGM
GAMGFGLPAA GA+VANP  VVDIDGDGSF+MN+QELA IR+ENLPVKV++LNNQHLGM
GAMGFGLPAAAGAAVANPGVTVVDIDGDGSFLMNIQELAL IRTENLPVKVMILNNQHLGM

VMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTMLD
V+QWEDRFYKANRAHT+LG+P E EI+P+ + A +PA RVTKK+++ Al+ ML+
VVQWEDRFYKANRAHTYLGNPENESE 1'YPDFVT IAKGFNVPAVRVTKKSEVTAATKKMLE

TPGPYLLDVICPHQEHVLPMIPNGGTENDVITEGDGRIKY 670
TPGPYLLD+1 PHQEHVLPMIPNGG F D+l EGDGR Y
TPGPYLLD I IVPHQEHVLPMIPNGGAFKDMIMEGDGRTSY 598
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>dbj |BAES3610.1] acetolactate synthase [Monochoria vaginalis]

Score =

Length = 614

923 bits (2386), Expect = 0.0, Method: Compositional matrix

Identities = 430/575 (74%), Positives = 509/575 (88%)

Query: 91

Sbjct: 40

Query: 151
Sbjct: 100
Query: 211
Sbjct: 160
Query: 271
Sbjct: 220
Query: 331
Sbjct: 280
Query: 391
Sbjct: 340
Query: 451
Sbjct: 400
Query: 511
Sbjct: 460
Query: 571
Sbjct: 520
Query: 631

Sbjct: 580

FAPDQPRKGAD ILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFA
FAPD+PRKGADILVEALER+GV +FAYPGGASMEIHQALTRS SI N L RHEQG FA
FAPDEPRKGAD I LVEALEREGVTDLFAYPGGASME IHQALTRSPS I TNHLLRHEQGEAFA

AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP
A GYARS+G+PG+CIATSGPGATNLVS LADALLDS+P+VAITGQVPRRMIGTDAFQETP
ASGYARSTGRPGVCIATSGPGATNLVSALADALLDS IPMVAITGQVPRRMIGTDAFQETP

IVEVTRSITKHNYLVMDVEDIPR1 IEEAFFLATSGRPGPVLVDVPKD 1QQQLATPNWEQA
IVEVTRSITKHNYLV+DV+DIPRI I+EAFF+ATSGRPGPVLVD+PKD I1QQQLA+P W+
IVEVTRSITKHNYLVLDVDDIPRI IKEAFFIATSGRPGPVLVD I PKD 1QQQLAVPVWDPP

MKLPGYMSRMPKPPEDSHLEQI'VRL I SESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS
++LPGY+SR+PKPP L+QI+R++SES +PVLYVGGG L++S+EL F +LTGIP+AS
VRLPGYVSRLPKPPALHLLQQI IRILSESSRPVLYVGGGSLHASEELRGFADLTGIPIAS

TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK
TLMGLG YP D LSL MLGMHGTVYANYA++ +DLLLAFGVRFDDRVTGKLEAFASRAK
TLMGLGVYPLDGPLSLKMLGMHGTVYANYAIDKADLLLAFGVRFDDRVTGKLEAFASRAK

1VHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK
IVHIDID AEIGKNK PHVS+CGD+KLALQ MN+++E KLDF WR EL+ QK+
1VHIDIDPAE I GKNKQPHVS ICGD I KLALQEMNEM I EENG IHSKLDFSAWREELDQQKKN

FPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGL
+PL +KTFG+ I1PPQ+Al++L+ELT+G+Al I+TGVGQHQMWAAQ+YNYK+PRQWL+S GL
YPLKYKTFGDL IPPQHAIELLEELTNGEAI I TTGVGQHQMWAAQYYNYKRPRQWLTSAGL

GAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELAT IRVENLPVKVLLLNNQHLGM
GAMGFGLPAA+GA+V NP  +VVDIDGDGSF MN QELA IR+ENL VK+L+LNNQHLGM
GAMGFGLPAAVGAAVGNPGVVVVD IDGDGSFQMNAQELAT IRIENLDVKML I LNNQHLGM

VMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLREAIQTMLD
V+QWEDRFY++NRAHT+LG+PA E ++FP+ + A + I1PAARV+KK+++R+Al+ M+
VVQWEDRFYQSNRAHTYLGNPANESKVFPDFVKLAESYD I PAARVSKKSEVRDAIRKMIQ

TPGPYLLDVICPHQEHVLPMIPNGGTFENDVITEGD 665
TPGPYLLDVI PH+EHVLPMIP+GG F D+1 +GD
TPGPYLLDVIVPHEEHVLPMIPSGGAFKDMILDGD 614

>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]

Score =

Length = 614

923 bits (2385), Expect = 0.0, Method: Compositional matrix

Identities = 430/575 (74%), Positives = 509/575 (88%)

Query: 91
Sbjct: 40
Query: 151
Sbjct: 100
Query: 211

Shjct: 160

FAPDQPRKGAD ILVEALERQGVETVFAYPGGASME THQALTRSSS IRNVLPRHEQGGVFA
FAPD+PRKGADILVEALER+GV  +FAYPGGASMEIHQALTRS SI N L RHEQG FA
FAPDEPRKGAD I LVEALEREGVTDLFAYPGGASME IHQALTRSPS I TNHLLRHEQGEAFA

AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP
A GYARS+G+PG+CIATSGPGATNLVS LADALLDS+P+VAITGQVPRRMIGTDAFQETP
ASGYARSTGRPGVCIATSGPGATNLVSALADALLDS IPMVAITGQVPRRMIGTDAFQETP

IVEVTRSITKHNYLVMDVEDIPR1 IEEAFFLATSGRPGPVLVDVPKD I1QQQLATPNWEQA
IVEVTRSITKHNYLV+DV+DIPRI I+EAFF+ATSGRPGPVLVD+PKD IQQQLA+P W+
IVEVTRSITKHNYLVLDVDDIPRI IKEAFFIATSGRPGPVLVD IPKD 1QQQLAVPVWDPP
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Query: 271
Shjct: 220
Query: 331
Sbjct: 280
Query: 391
Sbjct: 340
Query: 451
Sbjct: 400
Query: 511
Sbjct: 460
Query: 571
Sbjct: 520
Query: 631

Sbjct: 580

MKLPGYMSRMPKPPEDSHLEQIVRL I SESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS
++LPGY+SR+PKPP L+QI+R++SES +PVLYVGGG L++S+EL RF +LTGIP+AS
VRLPGYVSRLPKPPALHLLQQIIRILSESSRPVLYVGGGSLHASEELRRFADLTGIPIAS

TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK
TLMGLG YP D LSL MLGMHGTVYANYA++ +DLLLAFGVRFDDRVTGKLEAFASRAK
TLMGLGVYPLDGPLSLKMLGMHGTVYANYAIDKADLLLAFGVRFDDRVTGKLEAFASRAK

IVHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK
IVHIDID AEIGKNK PHVS+CGD+KLALQ MN+++E KLDF WR EL+ QK+
1VHIDIDPAE I GKNKQPHVSICGD IKLALQEMNEMI EENG IHSKLDFSAWREELDQQKKN

FPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGL
+PL +KTFG+ I1PPQ+Al++L+ELT+G+Al I+TGVGQHQMWAAQ+YNYK+PRQWL+S GL
YPLKYKTFGDL IPPQHAIELLEELTNGEAI I TTGVGQHQMWAAQYYNYKRPRQWLTSAGL

GAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELAT IRVENLPVKVLLLNNQHLGM
GAMGFGLPAA+GA+V NP  +VVDIDGDGSF MN QELA IR+ENL VK+L+LNNQHLGM
GAMGFGLPAAVGAAVGNPGVVVVD IDGDGSFQMNAQELAT IRIENLDVKML I LNNQHLGM

VMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLREATIQTMLD
V+QWEDRFY++NRAHT+LG+PA E ++FP+ + A + [IPAA V+KK+++R+Al+ M+
VVQWEDRFYQSNRAHTYLGNPANESKVFPDFVKLAESYD I PAACVSKKSEVRDAIRKMIQ

TPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGD 665
TPGPYLLDVI PH+EHVLPMIP+GG F D+l +GD
TPGPYLLDVIVPHEEHVLPMIPSGGAFKDMILDGD 614

>gb | AA053548.1] acetohydroxyacid synthase [Triticum aestivum]

Score =

Length = 598

922 bits (2384), Expect = 0.0, Method: Compositional matrix

Identities = 436/580 (75%), Positives = 503/580 (86%)

Query: 91

Sbjct: 19

Query: 151
Sbjct: 79

Query: 211
Sbjct: 139
Query: 271
Sbjct: 199
Query: 331
Sbjct: 259
Query: 391
Sbjct: 319
Query: 451
Sbjct: 379
Query: 511
Sbjct: 439
Query: 571

Sbjct: 499

FAPDQPRKGAD ILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFA
+ P +PRKGADILVEALER G+ VFAYPGGASMEIHQALTRS 1 N L RHEQG FA
WGPSEPRKGAD I LVEALERCG 1 VDVFAYPGGASME THQALTRSPV I TNHLFRHEQGEAFA

AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP
A GYAR+SG+ G+C+ATSGPGATNLVS LADALLDS+P+VAITGQVPRRMIGTDAFQETP
ASGYARASGRVGVCVATSGPGATNLVSALADALLDS IPMVAITGQVPRRMIGTDAFQETP

IVEVTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQA
IVEVTRSITKHNYLV+DVED I PR+ 1+EAFFLA+SGRPGPVLVD+PKD 1QQQ+A+P W+
IVEVTRSITKHNYLVLDVED IPRVIQEAFFLASSGRPGPVLVD IPKD 1QQQMAVPVWDTP

MKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS
M LPGY++R+PKPP LEQ++RL+ ES++P+LYVGGGC S +EL RFVELTGIPV +
MSLPGY IARLPKPPSTESLEQVLRLVGESRRPILYVGGGCAASGEELRRFVELTGIPVTT

TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK
TLMGLG++P DD LSL MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASR+K
TLMGLGNFPSDDPLSLRMLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRSK

1VHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK
IVHIDID AEIGKNK PHVS+C DVKLALQG+N +L + LDFG W EL+ QK++
1VHIDIDPAE I GKNKQPHVS ICADVKLALQGLNDLLNGSKAQQGLDFGPWHKELDQQKRE

FPLSFKTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHQMWAAQFYNYKKPRQWLSSGGL
FPL FKTFGEAIPPQYAI+VLDELT G+AIlI1+TGVGQHQMWAAQ+Y YK+PRQWLSS GL
FPLGFKTFGEAIPPQYAIQVLDELTKGEAI IATGVGQHQMWAAQYYTYKRPRQWLSSSGL

GAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGM
GAMGFGLPAA GA+VANP  VVDIDGDGSF+MN+QELA IR+ENLPVKV++LNNQHLGM
GAMGFGLPAAAGAAVANPGVTVVD IDGDGSFLMNIQELAL IRIENLPVKVMILNNQHLGM

VMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTMLD
V+QWEDRFYKANRAHT+LG+P E EI+P+ + A +PA RVTKK+++ Al+ ML+
VVQWEDRFYKANRAHTYLGNPENESE1'YPDFVT IAKGFNVPAVRVTKKSEVTAATKKMLE
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Query: 631 TPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
TPGPYLLD+1 PHQEHVLPMIP+GG F D+1 EGDGR Y
Sbjct: 559 TPGPYLLDI1VPHQEHVLPMIPSGGAFKDMIMEGDGRTSY 598

>dbj |BAES3612.1] acetolactate synthase [Monochoria vaginalis]
Length = 614

Score = 922 bits (2383), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 429/575 (74%), Positives = 509/575 (88%)

Query: 91 FAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFA 150
FAPD+PRKGADILVEALER+GV +FAYPGGASMEIHQALTRS SI N L RHEQG FA
Sbjct: 40 FAPDEPRKGADILVEALEREGVTDLFAYPGGASMEIHQALTRSPSITNHLLRHEQGEAFA 99

Query: 151 AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP 210
A GYARS+G+PG+CIATSGPGATNLVS LADALLDS+P+VAITGQVPRRMIGTDAFQETP
Sbjct: 100 ASGYARSTGRPGVCIATSGPGATNLVSALADALLDSIPMVAITGQVPRRMIGTDAFQETP 159

Query: 211 I1VEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQA 270
IVEVTRSIT+HNYLV+DV+DIPRI I1+EAFF+ATSGRPGPVLVD+PKD I1QQQLA+P W+
Sbjct: 160 IVEVTRSITQHNYLVLDVDDIPRIIKEAFFIATSGRPGPVLVDIPKDIQQQLAVPVWDPP 219

Query: 271 MKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS 330
++LPGY+SR+PKPP L+QI+R++SES +PVLYVGGG L++S+EL F +LTGIP+AS
Sbjct: 220 VRLPGYVSRLPKPPALHLLQQIIRILSESSRPVLYVGGGSLHASEELRGFADLTGIPIAS 279

Query: 331 TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK 390
TLMGLG YP D LSL MLGMHGTVYANYA++ +DLLLAFGVRFDDRVTGKLEAFASRAK
Sbjct: 280 TLMGLGVYPLDGPLSLKMLGMHGTVYANYAIDKADLLLAFGVRFDDRVTGKLEAFASRAK 339

Query: 391 1VHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK 450
IVHIDID AEIGKNK PHVS+CGD+KLALQ MN+++E KLDF WR EL+ QK+
Sbjct: 340 IVHIDIDPAEIGKNKQPHVSICGDIKLALQEMNEMIEENG IHSKLDFSAWREELDQQKKN 399

Query: 451 FPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGL 510
+PL +KTFG+ IPPQ+Al++L+ELT+G+AI 1+TGVGQHQMWAAQ+YNYK+PRQWL+S GL
Sbjct: 400 YPLKYKTFGDLIPPQHAIELLEELTNGEAIITTGVGQHQMWAAQYYNYKRPRQWLTSAGL 459

Query: 511 GAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGM 570
GAMGFGLPAA+GA+V NP  +VVDIDGDGSF MN QELA IR+ENL VK+L+LNNQHLGM
Sbjct: 460 GAMGFGLPAAVGAAVGNPGVVVVDIDGDGSFQMNAQELAIIRIENLDVKMLILNNQHLGM 519

Query: 571 VMQWEDRFYKANRAHTFLGDPAQEDEIFPNMLLFAAACGIPAARVTKKADLREAIQTMLD 630
V+QWEDRFY++NRAHT+LG+PA E ++FP+ + A + I1PAARV+KK+++R+Al+ M+
Sbjct: 520 VVQWEDRFYQSNRAHTYLGNPANESKVFPDFVKLAESYD IPAARVSKKSEVRDAIRKMIQ 579

Query: 631 TPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGD 665
TPGPYLLDVI PH+EHVLPMIP+GG F D+1 +GD
Sbjct: 580 TPGPYLLDVIVPHEEHVLPMIPSGGAFKDMILDGD 614

>gb|ABF66049.1] acetolactate synthase [Oryza sativa (indica cultivar-group)]
Length = 644

Score = 922 bits (2382), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 432/576 (75%), Positives = 497/576 (86%)

Query: 95 QPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGY 154
+PRKGADILVEALER GV VFAYPGGASMEIHQALTRS I N L RHEQG F A GY
Sbjct: 69 EPRKGADILVEALERCGVSDVFAYPGGASME IHQALTRSPVITNHLFRHEQGEAFVASGY 128

Query: 155 ARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEV 214
AR+SG+ G+C+ATSGPGATNLVS LADALLDSVP+VAITGQVPRRMIGTDAFQETPIVEV
Sbjct: 129 ARASGRVGVCVATSGPGATNLVSALADALLDSVPMVAITGQVPRRMIGTDAFQETPIVEV 188

Query: 215 TRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKLP 274

TRSITKHNYLV+DVED IPR+1+EAFFLA+SGRPGPVLVD+PKD1QQQ+A+P W+ +M LP
Sbjct: 189 TRSITKHNYLVLDVEDIPRVIQEAFFLASSGRPGPVLVDIPKDIQQQMAVPVWDTSMNLP 248
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Query: 275
Sbjct: 249
Query: 335
Sbjct: 309
Query: 395
Sbjct: 369
Query: 455
Sbjct: 429
Query: 515
Sbjct: 489
Query: 575
Sbjct: 549
Query: 635

Shjct: 609

GYMSRMPKPPEDSHLEQI'VRL ISESKKPVLYVGGGCLNSSDELGRFVELTGIPVASTLMG
GY++R+PKPP LEQ++RL+ ES++P+LYVGGGC S DEL RFVELTGIPV +TLMG
GY1ARLPKPPATELLEQVLRLVGESRRPILYVGGGCSASGDELRRFVELTGIPVTTTLMG

LGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHI
LG++P DD LSL MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASRAK  +
LGNFPSDDPLSLRMLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRAKKSLV

DIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLS
DID AEIGKNK PHVS+C DVKLALQG+N +L+ + DF W NEL+ QK++FPL
DIDPAE1GKNKQPHVS ICADVKLALQGLNALLDQSTTKTSSDFSAWHNELDQQKREFPLG

FKTFGEAIPPQYAIKVLDELTDGKAI 1 STGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMG
+KTFGE IPPQYAI+VLDELT G+AI 1+TGVGQHQMWAAQ+Y YK+PRQWLSS GLGAMG
YKTFGEE IPPQYA 1QVLDELTKGEA I IATGVGQHQMWAAQYYTYKRPRQWLSSAGLGAMG

FGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGMVMQW
FGLPAA GASVANP  VVDIDGDGSF+MN+QELA IR+ENLPVKV++LNNQHLGMV+QW
FGLPAAAGASVANPGVTVVD IDGDGSFLMN IQELAL IRIENLPVKVMVLNNQHLGMVVQW

EDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTMLDTPGP
EDRFYKANRAHT+LG+P E El+P+ + A IPA RVTKK+++R Al+ ML+TPGP
EDRFYKANRAHTYLGNPECESE I YPDFVT IAKGFN IPAVRVTKKSEVRAAIKKMLETPGP

YLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
YLLD+1 PHQEHVLPMIP+GG D+l +GDGR Y
YLLDIIVPHQEHVLPMIPSGGALKDMILDGDGRTVY 644

>dbj |BAE53611.1] acetolactate synthase [Monochoria vaginalis]

Score =

Length = 614

920 bits (2378), Expect = 0.0, Method: Compositional matrix

Identities = 429/575 (74%), Positives = 508/575 (88%)

Query: 91

Sbjct: 40

Query: 151
Sbjct: 100
Query: 211
Sbjct: 160
Query: 271
Sbjct: 220
Query: 331
Sbjct: 280
Query: 391
Sbjct: 340
Query: 451
Sbjct: 400
Query: 511
Sbjct: 460
Query: 571

Sbjct: 520

FAPDQPRKGAD ILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFA
FAPD+PRKGADILVEALER+GV  +FAYPGGASMEIHQALTRS SI N L RHEQG FA
FAPDEPRKGAD I LVEALEREGVTDLFAYPGGASME IHQALTRSPS I TNHLLRHEQGEAFA

AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP
A GYARS+G+PG+CIATSGPGATNLVS LADALLDS+P+VAITGQV RRMIGTDAFQETP
ASGYARSTGRPGVCIATSGPGATNLVSALADALLDSIPMVAITGQVSRRMIGTDAFQETP

IVEVTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQA
IVEVTRSITKHNYLV+DV+DIPRI I1+EAFF+ATSGRPGPVLVD+PKD I1QQQLA+P W+
IVEVTRSITKHNYLVLDVDDIPRI IKEAFFIATSGRPGPVLVD IPKD 1QQQLAVPVWDPP

MKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS
++LPGY+SR+PKPP L+QI+R++SES +PVLYVGGG L++S+EL RF +LTGIP+AS
VRLPGYVSRLPKPPALHLLQQIIRILSESSRPVLYVGGGSLHASEELRRFADLTGIPIAS

TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK
TLMGLG YP D LSL MLGMHGTVYANYA++ +DLLLAFGVRFDDRVTGKLEAFASRAK
TLMGLGVYPLDGPLSLKMLGMHGTVYANYAIDKADLLLAFGVRFDDRVTGKLEAFASRAK

1VHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK
IVHIDID AEIGKNK PHVS+CGD+KLALQ MN+++E KLDF WR EL+ QK+
1VHIDIDPAE I GKNKQPHVSICGD IKLALQEMNEMI EENG IHSKLDFSAWREELDQQKKN

FPLSFKTFGEAIPPQYAIKVLDELTDGKAI 1 STGVGQHQMWAAQFYNYKKPRQWLSSGGL
+PL +KTFG+ 1PPQ+Al++L+ELT+G+Al 1+TGVGQHQMWAAQ+YNYK+PRQWL+S GL
YPLKYKTFGDL 1PPQHAIELLEELTNGEAT I TTGVGQHQMWAAQYYNYKRPRQWLTSAGL

GAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGM
GAMGFGLPAA+GA+V NP  +VVDIDGDGSF MN QELA IR+ENL VK+L+LNNQHLGM
GAMGFGLPAAVGAAVGNPGVVVVD IDGDGSFQMNAQELA T IRIENLDVKML ILNNQHLGM

VMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTMLD
V+QWEDRFY++NRAHT+LG+PA E ++FP+ + A + [1PAA V+KK+++R+Al+ M+
VVQWEDRFYQSNRAHTYLGNPANESKVFPDFVKLAESYD IPAACVSKKSEVRDAIRKMIQ
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Query: 631 TPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGD 665
TPGPYLLDVI PH+EHVLPMIP+GG F D+1 +GD
Sbjct: 580 TPGPYLLDVIVPHEEHVLPMIPSGGAFKDMILDGD 614

>gb | AAG30931.1]|AF310684_1 acetolactate synthase precursor [Lolium multiflorum]

Length = 640

Score = 920 bits (2378), Expect = 0.0, Method: Compositional matrix adjust.

Identities = 428/580 (73%), Positives = 498/580 (85%)

Query: 91 FAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFA
+ P +PRKGADILVEALER G+ VFAYPGGASMEIHQALT S I N L RHEQG FA
Sbjct: 61 WGPSEPRKGADILVEALERCGISDVFAYPGGASMEIHQALTSSPLITNHLFRHEQGEAFA

Query: 151 AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP
A GYAR+SG+ G+C+ATSGPGATNLVS LADALLDS+P+VAITGQV RRMIGTDAFQETP
Sbjct: 121 ASGYARASGRVGVCVATSGPGATNLVSALADALLDSIPMVAITGQVQRRMIGTDAFQETP

Query: 211 I1VEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQA
IVEVTRSITKHNYLV+DVED I PR+ 1+EAFFLA+SGRPGPVLVD+PKD 1QQQ+A+P W+
Sbjct: 181 IVEVTRSITKHNYLVLDVEDIPRVIQEAFFLASSGRPGPVLVD IPKDIQQQMAVPVWDAP

Query: 271 MKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS
M LPGY++R+PKPP LEQ++RL+ E ++P+LYVGGGC S +++ RFVELTGIPV +
Sbjct: 241 MSLPGYIARLPKPPATELLEQVLRLVGEERRPILYVGGGCSASGEDVRRFVELTGIPVTT

Query: 331 TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK
TLMGLG++P DD LSL MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASR+K
Sbjct: 301 TLMGLGNFPSDDPLSLRMLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRSK

Query: 391 1VHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK
IVHIDID AEIGKNK PHVS+C DVKLALQG+N VL + DF W +EL QK++
Sbjct: 361 IVHIDIDPAEIGKNKQPHVSICADVKLALQGLNAVLTGSKCDKSFDFASWHDELEQQKRE

Query: 451 FPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGL
FPL +KTFGEAIPPQYAI+VLDELT G+AlI+TGVGQHQMWAAQ+Y YK+PRQ LSS GL
Sbjct: 421 FPLGYKTFGEAIPPQYAIQVLDELTKGEAI IATGVGQHQMWAAQYYTYKRPRQVLSSAGL

Query: 511 GAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGM
GAMGFGLPAA G +VANP  VVDIDGDGSF+MN+QELA IR+ENLPVKV++LNNQHLGM
Sbjct: 481 GAMGFGLPAAAGTAVANPGVTVVDIDGDGSFLMNIQELALIRIENLPVKVMILNNQHLGM

Query: 571 VMQWEDRFYKANRAHTFLGDPAQEDEIFPNMLLFAAACGIPAARVTKKADLREAIQTMLD
V+QWEDRFYKANRAHT+LG+P E EI+4+P+ + A +PA RVTK++++R Al+ ML+
Sbjct: 541 VVQWEDRFYKANRAHTYLGNPENESEIYPDFVTIAKGFNVPAVRVTKRSEVRAAIKKMLE

Query: 631 TPGPYLLDVICPHQEHVLPMIPNGGTENDVITEGDGRIKY 670
TPGPYLLD+1 PHQEHVLPMIP+GG F D+1 EGDGRI Y
Sbjct: 601 TPGPYLLDIIVPHQEHVLPMIPSGGAFKDIIMEGDGRISY 640

>dbj |BAE53608.1] acetolactate synthase [Monochoria vaginalis]
Length = 614

Score = 917 bits (2370), Expect = 0.0, Method: Compositional matrix
Identities = 428/575 (74%), Positives = 507/575 (88%)

Query: 91 FAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFA
FAPD+PRKGADILVEALER+GV +FAYPGGASMEIHQALTRS SI N L RHEQG FA
Sbjct: 40 FAPDEPRKGADILVEALEREGVTDLFAYPGGASMEIHQALTRSPSITNHLLRHEQGEAFA

Query: 151 AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP
A GYARS+G+PG+CIATSGPGATNLVS LADALLDS+P+VAITGQV RRMIGTDAFQETP
Sbjct: 100 ASGYARSTGRPGVCIATSGPGATNLVSALADALLDSIPMVAITGQVSRRMIGTDAFQETP

Query: 211 IVEVTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQA

IVEVTRSITKHNYLV+DV+DIPRI I+EAFF+ATSGRPGPVLVD+PKD 1QQQLA+P W+
Sbjct: 160 IVEVTRSITKHNYLVLDVDDIPRIIKEAFFIATSGRPGPVLVDIPKDIQQQLAVPVWDPP
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Query: 271
Sbjct: 220
Query: 331
Sbjct: 280
Query: 391
Sbjct: 340
Query: 451
Sbjct: 400
Query: 511
Sbjct: 460
Query: 571
Sbjct: 520
Query: 631

Shjct: 580

MKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS
++LPGY+SR+PKPP L+QI+R++SES +PVLYVGGG L++S+EL RF +LTGIP+AS
VRLPGYVSRLPKPPALHLLQQIIRILSESSRPVLYVGGGSLHASEELRRFADLTGIPIAS

TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK
TLMGLG YP D LSL MLGMHGTVYANYA++ +DLLLAFGVRFDDRVTGKLEAFASRAK
TLMGLGVYPLDGPLSLKMLGMHGTVYANYAIDKADLLLAFGVRFDDRVTGKLEAFASRAK

IVHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK
IVHIDID AEIGKNK PHVS+CGD+KLALQ MN+++E KLDF WR EL+ QK+
1VHIDIDPAE 1 GKNKQPHVSICGD IKLALQEMNEMI EENG IHSKLDFSAWREELDQQKKN

FPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGL
+PL +KTFG+ I1PPQ+Al++L+ELT+G+Al I+TGVGQHQMWAAQ+YNYK+ RQWL+S GL
YPLKYKTFGDLIPPQHAIELLEELTNGEAT I TTGVGQHQMWAAQYYNYKRARQWLTSAGL

GAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGM
GAMGFGLPAA+GA+V NP  +VVDIDGDGSF MN QELA IR+ENL VK+L+LNNQHLGM
GAMGFGLPAAVGAAVGNPGVVVVD IDGDGSFQMNAQELA T IRIENLDVKML I LNNQHLGM

VMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTMLD
V+QWEDRFY++NRAHT+LG+PA E ++FP+ + A + IPAA V+KK+++R+Al+ M+
VVQWEDRFYQSNRAHTYLGNPANESKVFPDFVKLAESYD IPAACVSKKSEVRDAIRKMIQ

TPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGD 665
TPGPYLLDVI PH+EHVLPMIP+GG F D+l +GD
TPGPYLLDVI1VPHEEHVLPMIPSGGAFKDMILDGD 614

>dbj |BAE53604.1] acetolactate synthase [Monochoria vaginalis]

Score =

Length = 614

915 bits (2364), Expect = 0.0, Method: Compositional matrix

Identities = 428/575 (74%), Positives = 506/575 (88%)

Query: 91

Sbjct: 40

Query: 151
Sbjct: 100
Query: 211
Sbjct: 160
Query: 271
Sbjct: 220
Query: 331
Sbjct: 280
Query: 391
Sbjct: 340
Query: 451
Sbjct: 400
Query: 511
Sbjct: 460
Query: 571

Sbjct: 520

FAPDQPRKGAD ILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFA
FAPD+PRKGADILVEALER+GV  +FAYPGGASMEIHQALTRS SI N L RHEQG FA
FAPDEPRKGAD I LVEALEREGVTDLFAYPGGASME IHQALTRSPS I TNHLLRHEQGEAFA

AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP
A GYARS+G+PG+CIATSGPGATNLVS LADALLDS+P+VAITGQV RRMIGTDAFQETP
ASGYARSTGRPGVCIATSGPGATNLVSALADALLDSIPMVAITGQVLRRMIGTDAFQETP

IVEVTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQA
IVEVTRSITKHNYLV+DV+DIPRI I1+EAFF+ATSGRPGPVLVD+PKD I1QQQLA+P W+
IVEVTRSITKHNYLVLDVDDIPRI IKEAFFIATSGRPGPVLVD IPKD 1QQQLAVPVWDPP

MKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS
++LPGY+SR+PKPP L+QI+R++SES +PVLYVGGG L++S+EL F +LTGIP+AS
VRLPGYVSRLPKPPALHLLQQIIRILSESSRPVLYVGGGSLHASEELRGFADLTGIPIAS

TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK
TLMGLG YP D LSL M GMHGTVYANYA++ +DLLLAFGVRFDDRVTGKLEAFASRAK
TLMGLGVYPLDGPLSLKMWGMHGTVYANYAIDKADLLLAFGVRFDDRVTGKLEAFASRAK

1VHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK
IVHIDID AEIGKNK PHVS+CGD+KLALQ MN+++E KLDF WR EL+ QK+
1VHIDIDPAE I GKNKQPHVSICGD IKLALQEMNEMI EENG IHSKLDFSAWREELDQQKKN

FPLSFKTFGEAIPPQYAIKVLDELTDGKAI 1 STGVGQHQMWAAQFYNYKKPRQWLSSGGL
PL +KTFG+ IPPQ+Al++L+ELT+G+AI 1+TGVGQHQMWAAQ+YNYK+PRQWL+S GL
NPLKYKTFGDL IPPQHAIELLEELTNGEAI I TTGVGQHQMWAAQYYNYKRPRQWLTSAGL

GAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGM
GAMGFGLPAA+GA+V NP  +VVDIDGDGSF MN QELA IR+ENL VK+L+LNNQHLGM
GAMGFGLPAAVGAAVGNPGVVVVD IDGDGSFQMNAQELA T IRIENLDVKML ILNNQHLGM

VMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTMLD
V+QWEDRFY++NRAHT+LG+PA E ++FP+ + A + I1PAARV+KK+++R+Al+ M+
VVQWEDRFYQSNRAHTYLGNPANESKVFPDFVKLAESYD IPAARVSKKSEVRDAIRKMIQ
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Query: 631
Sbjct: 580
>gb|ACF878
Score =
Identitie
Query: 91
Sbjct: 59
Query: 151
Sbjct: 119
Query: 211
Sbjct: 179
Query: 271
Sbjct: 239
Query: 331
Sbjct: 299
Query: 391
Sbjct: 359
Query: 451
Sbjct: 419
Query: 511
Sbjct: 479
Query: 571
Sbjct: 539
Query: 631

Sbjct: 599

TPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGD 665
TPGPYLLDVI PH+EHVLPMIP+GG F D+1 +GD
TPGPYLLDVI1VPHEEHVLPMIPSGGAFKDMILDGD 614

19.1] unknown [Zea mays]
Length = 638

911 bits (2354), Expect = 0.0, Method: Compositional matrix
s = 434/580 (74%), Positives = 497/580 (85%)

FAPDQPRKGAD I LVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFA
+ P++PRKG+DILVEALER GV VFAYPGGASMEIHQALTRS I N L RHEQG FA
WGPNEPRKGSD I LVEALERCGVRDVFAYPGGASME IHQALTRSPV I ANHLFRHEQGEAFA

AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP
A GYARSSG+ G+CIATSGPGATNLVS LADALLDSVP+VAITGQVPRRMIGTDAFQETP
ASGYARSSGRVGVCIATSGPGATNLVSALADALLDSVP IVAITGQVPRRMIGTDAFQETP

IVEVTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD I1QQQLATPNWEQA
IVEVTRSITKHNYLV+DV+DI1PR+++EAFFLA+SGRPGPVLVD+PKD1QQQ+A+P W+
IVEVTRSITKHNYLVLDVDD I PRVVQEAFFLASSGRPGPVLVD I PKD 1QQQMAVPAWDTP

MKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS
M LPGY++R+PKPP LEQ++RL+ ES++PVLYVGGGC S +EL RFVELTGIPV +
MSLPGY IARLPKPPATEFLEQVLRLVGESRRPVLYVGGGCAASGEELCRFVELTGIPVTT

TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK
TLMGLG++P DD LSL MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFA RAK
TLMGLGNFPSDDPLSLRMLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGK I EAFAGRAK

1VHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK
IVHIDID AEIGKNK PHVS+C DVKLALQGMN +LE + DFG W +EL+ QK++
1VHIDIDPAE I GKNKQPHVS I CADVKLALQGMNTLLEGSTSKKSFDFGSWHDELDQQKRE

FPLSFKTFGEAIPPQYAIKVLDELTDGKAI I STGVGQHQMWAAQFYNYKKPRQWLSSGGL
FPL +K F E 1 PQYAI+VLDELT GKAI I+TGVGQHQMWAAQ+Y YK+PRQWLSS GL
FPLGYKIFNEE 1QPQYAIQVLDELTKGKAI IATGVGQHQMWAAQYYTYKRPRQWLSSAGL

GAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGM
GAMGFGLPAA GA+VANP  VVDIDGDGSF+MN+QELA IR+ENLPVKV +LNNQHLGM
GAMGFGLPAAAGAAVANPGVTVVD IDGDGSFLMNIQELAMIRIENLPVKVFVLNNQHLGM

VMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTMLD
V+QWEDRFYKANRAHTFLG+P E EI+P+ + A IPA RVTKK+++ Al+ ML+
VVQWEDRFYKANRAHTFLGNPENESE 1'YPDFVATAKGFN IPAVRVTKKSEVHAATKKMLE

TPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
PG YLLD+I PHQEHVLPMIP+GG F D+l +GDGR Y
APGQYLLDI1VPHQEHVLPMIPSGGAFKDMILDGDGRTVY 638
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>sp|Q41769] ILV2_MAIZE Acetolactate synthase 2, chloroplast precursor (Acetohydroxy-acid

emb ] CAA45
Score =
Identitie
Query: 91
Sbjct: 59
Query: 151
Sbjct: 119
Query: 211

Shjct: 179

synthase 2)
117.1] acetohydroxyacid synthase [Zea mays]
Length = 638

910 bits (2353), Expect = 0.0, Method: Compositional matrix
s = 433/580 (74%), Positives = 497/580 (85%)

FAPDQPRKGAD ILVEALERQGVETVFAYPGGASME THQALTRSSS IRNVLPRHEQGGVFA
+ P++PRKG+DILVEALER GV VFAYPGGASMEIHQALTRS I N L RHEQG FA
WGPNEPRKGSD I LVEALERCGVRDVFAYPGGASME IHQALTRSPV IANHLFRHEQGEAFA

AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP
A YARSSG+ G+CIATSGPGATNLVS LADALLDSVP+VAITGQVPRRMIGTDAFQETP
ASAYARSSGRVGVCIATSGPGATNLVSALADALLDSVPMVAITGQVPRRMIGTDAFQETP

IVEVTRSITKHNYLVMDVED I PRI IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQA
IVEVTRSITKHNYLV+DV+DI1PR+++EAFFLA+SGRPGPVLVD+PKD 1QQQ+A+P W+
IVEVTRSITKHNYLVLDVDD IPRVVQEAFFLASSGRPGPVLVD IPKD 1QQQMAVPAWDTP
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Query: 271 MKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS 330
M LPGY++R+PKPP LEQ++RL+ ES++PVLYVGGGC S +EL RFVELTGIPV +
Sbjct: 239 MSLPGYIARLPKPPATEFLEQVLRLVGESRRPVLYVGGGCAASGEELCRFVELTGIPVTT 298

Query: 331 TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK 390
TLMGLG++P DD LSL MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFA RAK
Sbjct: 299 TLMGLGNFPSDDPLSLRMLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFAGRAK 358

Query: 391 IVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK 450
IVHIDID AEIGKNK PHVS+C DVKLALQGMN +LE + DFG W +EL+ QK++
Sbjct: 359 1VHIDIDPAEIGKNKQPHVSICADVKLALQGMNTLLEGSTSKKSFDFGSWHDELDQQKRE 418

Query: 451 FPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGL 510
FPL +K F E 1 PQYAI+VLDELT G+AI 1+TGVGQHQMWAAQ+Y YK+PRQWLSS GL
Shjct: 419 FPLGYKIFNEEIQPQYAIQVLDELTKGEAI IATGVGQHQMWAAQYYTYKRPRQWLSSAGL 478

Query: 511 GAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGM 570
GAMGFGLPAA GA+VANP  VVDIDGDGSF+MN+QELA IR+ENLPVKV +LNNQHLGM
Sbjct: 479 GAMGFGLPAAAGAAVANPGVTVVDIDGDGSFLMNIQELAMIRIENLPVKVFVLNNQHLGM 538

Query: 571 VMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTMLD 630
V+QWEDRFYKANRAHTFLG+P E EI+P+ + A IPA RVTKK+++ Al+ ML+
Sbjct: 539 VVQWEDRFYKANRAHTFLGNPENESEIYPDFVAIAKGFNIPAVRVTKKSEVHAAIKKMLE 598

Query: 631 TPGPYLLDVICPHQEHVLPMIPNGGTENDVITEGDGRIKY 670
PGPYLLD+1 PHQEHVLPMIP+GG F D+l +GDGR Y
Sbjct: 599 APGPYLLDI1VPHQEHVLPMIPSGGAFKDMILDGDGRTVY 638

>ref|XP_001759950.1] predicted protein [Physcomitrella patens subsp. patens]
gb|EDQ75075.1] predicted protein [Physcomitrella patens subsp. patens]
Length = 583

Score = 894 bits (2310), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 423/584 (72%), Positives = 498/584 (85%), Gaps = 2/584 (0%)

Query: 88 1SRFAPDQPRKGADILVEALERQGVETVFAYPGGASMEITHQALTRSSSIRNVLPRHEQGG 147
+SR+A D+PRKG+DILVEALER+GV T FAYPGGASMEIHQALTRS+ IRNVL RHEQG
Sbjct: 1 MSRYADDEPRKGSDILVEALEREGVRTTFAYPGGASME IHQALTRSNVIRNVLCRHEQGE 60

Query: 148 VFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQ 207
+FAAEGYA+SSG+ G+CIATSGPGATNLV+G ADALLDSVPLVAITGQVPRR 1GTDAFQ
Sbjct: 61 IFAAEGYAKSSGRVGVCIATSGPGATNLVTGFADALLDSVPLVAITGQVPRRFIGTDAFQ 120

Query: 208 ETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNW 267
ETPIVEVTRSITKHNYLVM VEDIPR+1 EAFFLA SGRPGPVLVD+PKDIQQQ+AIP+W
Sbjct: 121 ETPIVEVTRSITKHNYLVMTVEDIPRVIREAFFLAASGRPGPVLVDIPKDIQQQMAIPDW 180

Query: 268 EQAMKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIP 327
Q MKL Y+SR+P PP+ S ++QI+RL++ +KKPV+Y GGGCL++S EL FVELTGIP
Sbjct: 181 NQPMKLQSYLSRLPPPPQISLMQQI IRLLATAKKPVIYSGGGCLHASKELREFVELTGIP 240

Query: 328 VASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFAS 387
V STLMGLG++P D+ L MLGMHGTVYANYAV+++D+LLAFGVRFDDRVTGKLE+FAS
Sbjct: 241 VTSTLMGLGTFPASDKRYLSMLGMHGTVYANYAVDNADMLLAFGVRFDDRVTGKLESFAS 300

Query: 388 RAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQ 447
RA IVHIDID AEIGKNK PH+S+C DV+LAL G+NK+++ E + DF WR EL+
Sbjct: 301 RASIVHIDIDPAEIGKNKQPHISICADVQLALAGLNKL IKEGPAE-RPDFSAWRAELDGYV 359

Query: 448 KQKFPLSFKTFGEA-1PPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLS 506
K K¥P+ F F + I PQ Al+ L ELT G AIISTGVGQHQMWAAQ+Y Y++PR+WL+
Shjct: 360 KLKWPMKFPKFDNSVIVPQLAIQTLCELTGGNAT ISTGVGQHQMWAAQWYEYEQPRRWLT 419

Query: 507 SGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQ 566

SGGLGAMGFGLP+A+GA+ +PD VVDIDGDGSFIMN+QELATI VE LPVK+++LNNQ
Sbjct: 420 SGGLGAMGFGLPSALGAAATHPDIPVVDIDGDGSFIMNIQELATIHVEKLPVKIMILNNQ 479
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Query: 567 HLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACGIPAARVTKKADLREAIQ 626
HLGMV+QWEDRFYKANRAHT+LGDP E +1+P+ A C +P+ARVT++ LR+Al
Sbjct: 480 HLGMVVQWEDRFYKANRAHTYLGDPEAEADIYPDFCKIAEGCKVPSARVTRREHLRDAIT 539

Query: 627 TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
ML+TPGPYLLDVI PHQEHVLPMIP G +F ++ITEGDGR Y
Sbjct: 540 KMLETPGPYLLDVIVPHQEHVLPMIPGGASFKEIITEGDGRQIY 583

>gb|EAZ23185.1] hypothetical protein 0sJ_006668 [Oryza sativa (japonica
cultivar-group)]
Length = 628

Score = 891 bits (2303), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 423/580 (72%), Positives = 488/580 (84%), Gaps = 16/580 (2%)

Query: 91 FAPDQPRKGADILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQGGVFA 150
+ P +PRKG DILVEA PG IHQALTRS I N L RHEQG FA
Sbjct: 65 WGPAEPRKGPDILVEA----———————- PGA----1HQALTRSPVITNHLFRHEQGEAFA 108

Query: 151 AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP 210
A GYAR+SG+ G+C+ATSGPGATNLVS LADALLDSVP+VAITGQVPRRMIGTDAFQETP
Sbjct: 109 ASGYARASGRVGVCVATSGPGATNLVSALADALLDSVPMVAITGQVPRRMIGTDAFQETP 168

Query: 211 I1VEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQA 270
IVEVTRSITKHNYLV+DVED IPR+ 1+EAFFLA+SGRPGPVLVD+PKDIQQQ+A+P W+ +
Sbjct: 169 IVEVTRSITKHNYLVLDVEDIPRVIQEAFFLASSGRPGPVLVDIPKDIQQQMAVPVWDTS 228

Query: 271 MKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAS 330
M LPGY++R+PKPP LEQ++RL+ ES++P+LYVGGGC S DEL FVELTGIPV +
Sbjct: 229 MNLPGYIARLPKPPATELLEQVLRLVGESRRPILYVGGGCSASGDELRWFVELTGIPVTT 288

Query: 331 TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK 390
TLMGLG++P DD LSL MLGMHGTVYANYAV+ +DLLLAFGVRFDDRVTGK+EAFASRAK
Sbjct: 289 TLMGLGNFPSDDPLSLRMLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRAK 348

Query: 391 1VHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK 450
IVHIDID AEIGKNK PHVS+C DVKLALQG+N +L+ + DF W NEL+ QK++
Sbjct: 349 IVHIDIDPAEIGKNKQPHVSICADVKLALQGLNALLQQSTTKTSSDFSAWHNELDQQKRE 408

Query: 451 FPLSFKTFGEAIPPQYAIKVLDELTDGKAIISTGVGQHQMWAAQFYNYKKPRQWLSSGGL 510
FPL +KTFGE IPPQYAI+VLDELT G+AlI+TGVGQHQMWAAQ+Y YK+PRQWLSS GL
Sbjct: 409 FPLGYKTFGEEIPPQYAIQVLDELTKGEAITATGVGQHQMWAAQYYTYKRPRQWLSSAGL 468

Query: 511 GAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGM 570
GAMGFGLPAA GASVANP  VVDIDGDGSF+MN+QELA IR+ENLPVKV++LNNQHLGM
Sbjct: 469 GAMGFGLPAAAGASVANPGVTVVDIDGDGSFLMNIQELALIRIENLPVKVMVLNNQHLGM 528

Query: 571 VMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACGIPAARVTKKADLREAIQTMLD 630
V+QWEDRFYKANRAHT+LG+P E EI+P+ + A IPA RVTKK+++R Al+ ML+
Sbjct: 529 VVQWEDRFYKANRAHTYLGNPECESEIYPDFVTIAKGFNIPAVRVTKKSEVRAAIKKMLE 588

Query: 631 TPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
TPGPYLLD+1 PHQEHVLPMIP+GG F D+1 +GDGR Y
Sbjct: 589 TPGPYLLDIIVPHQEHVLPMIPSGGAFKDMILDGDGRTVY 628

>ref|XP_001758473.1] predicted protein [Physcomitrella patens subsp. patens]
gb]EDQ76875.1] predicted protein [Physcomitrella patens subsp. patens]
Length = 618

Score = 890 bits (2299), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 429/585 (73%), Positives = 501/585 (85%), Gaps = 2/585 (0%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQG 146
F+SR+A D+PRKG+DILVEALER+GV T FAYPGGASMEIHQALTRS+ IRNVL RHEQG
Sbjct: 35 FVSRYAEDEPRKGSDILVEALEREGVRTTFAYPGGASMEIHQALTRSNVIRNVLCRHEQG 94

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF 206

+FAAEGYA+SSG+ G+CIATSGPGATNLV+GLADALLDSVPLVAITGQVPRR IGTDAF
Sbjct: 95 EIFAAEGYAKSSGRVGVCIATSGPGATNLVTGLADALLDSVPLVAITGQVPRRFIGTDAF 154
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Query: 207
Sbjct: 155
Query: 267
Sbjct: 215
Query: 327
Sbjct: 275
Query: 387
Sbjct: 335
Query: 447
Sbjct: 394
Query: 506
Shjct: 454
Query: 566
Shjct: 514
Query: 626
Shjct: 574
>emb | CAHE66
Score =
Identitie
Query: 92
Sbjct: 80
Query: 152
Sbjct: 140
Query: 212
Sbjct: 200
Query: 272
Sbjct: 260
Query: 332
Sbjct: 320
Query: 392
Sbjct: 380
Query: 449
Shjct: 440
Query: 509

Shjct: 500

QETPIVEVTRSITKHNYLVMDVED IPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPN
QETPIVEVTRSITKHNYLVM V+DIPR+1 EAFFLA SGRPGPVLVD+PKDIQQQLAIP+
QETPIVEVTRSITKHNYLVMTVDD PRV IREAFFLAASGRPGPVLVD IPKDIQQQLAIPD

WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI
W Q MKL Y++R+P PP+ S ++QI+RL+S +KKPV+Y GGGCL++S EL FVELTGI
WNQPMKLQSYLNRLPPPPQVSLMQQI IRLLSTAKKPVIYSGGGCLHASKELREFVELTGI

PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PV STLMGLG++P DE L MLGMHGTVYANYA+++SD+LLAFGVRFDDRVTGKLE+FA
PVTSTLMGLGTFPASDERYLSMLGMHGTVYANYAIDNSDMLLAFGVRFDDRVTGKLESFA

SRAKIVHID IDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV
SRA IVHIDID AEIGKNK PH+S+C DV+LAL G+NK+++ + F WR EL+
SRASIVHID IDPAE IGKNKQPHISICADVQLALAGLNKL IKE-GPATRPSFSAWRKELDG

QKQKFPLSF-KTFGEAIPPQYAIKVLDELTDGKAI I STGVGQHQMWAAQFYNYKKPRQWL
K+K+P+ F K + | PQ+Al+ L ELT G AIISTGVGQHQMWAAQ+Y Y++PR+WL
VKEKWPMKFPKLDSQV IVPQFAIQTLCELTGGNAI I STGVGQHQMWAAQWYEYEQPRRWL

SSGGLGAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNN
+SGGLGAMGFGLPAA+GA+ NPD VVDIDGDGSFIMN+QELATI VE LPVK+++LNN
TSGGLGAMGFGLPAALGAAATNPDIPVVDIDGDGSFIMNIQELAT IHVEKLPVKIMVLNN

QHLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLREAI
QHLGMV+QWEDRFYKANRAHT+LGDP E El+P+ A C +P+ARVT+K DLR+AI
QHLGMVVQWEDRFYKANRAHTYLGDPEAEAE I YPDFCK IAEGCKVPSARVTRKEDLRDAI

QTMLDTPGPYLLDVICPHQEHVLPMIPNGGTENDVITEGDGRIKY 670
+ ML TPGPYLLDVI PHQEHVLPMIP G +F ++ITEGDGR Y
KKMLQTPGPYLLDVIVPHQEHVLPMIPGGASFKEI ITEGDGRQIY 618

432.1] 0SI1GBa0096P03.6 [Oryza sativa (indica cultivar-group)]
Length = 663

877 bits (2265), Expect = 0.0

266

214

326

274

386

334

446

393

505

453

565

513

625

573

s = 419/584 (71%), Positives = 500/584 (85%), Gaps = 5/584 (0%)

APDQPRKGAD I LVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAA
AP RKGADI+VEALER GV VF YPGGASMEIHQALTRS IRN L RHEQG FAA
APMGQRKGAD I VVEALERCGVRDVFEYPGGASME THQALTRSPV IRNHLLRHEQGEAFAA

EGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPI
GYARSSG+PG+C+ATSGPGATNLVS LADA LDSVPLVAITGQVPRRMIGTDAFQETPI
SGYARSSGRPGVCVATSGPGATNLVSALADAHLDSVPLVAITGQVPRRMIGTDAFQETPI

VEVTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD 1QQQLA IPNWEQAM
VE+TRSITKHNYL++D++DIPR+1 EAFFLA++GRPGPVLVD+PKDIQQQ+A+P+W+ M
VELTRSITKHNYLILDIDDIPRVINEAFFLASTGRPGPVLVD 1 PKDI1QQQMAVPSWDAPM

KLPGYMSRMPKPPEDSHLEQIVRL I SESKKPVLYVGGGCLNSSDELGRFVELTGIPVAST
+LPGY+SR+PKPP  + L++++RL+ ++++PVLYVGGGC S DEL RFVELTGIPV +T
RLPGY ISRLPKPPAANLLDEV IRLVGDAERPVLYVGGGCSASGDELRRFVELTGIPVTTT

LMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKI
LMG+G++P DD LSL MLGMHGTVYANYAV+++DLLLA GVRFDDRVTGK+EAFASRAKI
LMG IGNFPSDDPLSLRMLGMHGTVYANYAVDNADLLLALGVRFDDRVTGKVEAFASRAKI

VHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENR---AEELKLDFGVWRNELNVQK
VH+DID +E+GKNK PHVS+C DVKLALQGMN +LE + A LDF WR+EL +K
VHVD IDPSELGKNKQPHVS I CADVKLALQGMNAMLEEQSAAAARKNLDFSAWRSELEKKK

QKFPLSFKTFGEAIPPQYAIKVLDELTDGKA I ISTGVGQHQMWAAQFYNYKKPRQWLSSG
+FPL ++TFGE 1PPQYAI+VLDE+T+G+Al++TGVGQHQMWA Q Y Y++PRQWLSS
VEFPLGYRTFGEEIPPQYAIQVLDEVTNGEAIVATGVGQHQMWATQHYTYRRPRQWLSSA

GLGAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHL
GLGAMGFGLPAA GA+VANP A VVDIDGDGS +MN+QELA +RVE+LPVKV++LNNQHL
GLGAMGFGLPAAAGAAVANPGATVVD IDGDGSLLMN IQELAMVRVEDLPVKVMVLNNQHL
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Query: 569 GMVMQWEDRFYKANRAHTFLGDPAQE--DEIFPNMLLFAAACGIPAARVTKKADLREAIQ 626
GMV+QWEDRFY ANRAHT+LG+PA E++P+ + A GIPAARVT+K ++R A++
Sbjct: 560 GMVVQWEDRFYDANRAHTYLGNPAANGGGEVYPDFVTIAGGFGIPAARVTRKGEVRAAVE 619

Query: 627 TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
M+ PGPYLLDV+ PHQEHVLPMIP+ G F D+l +GDGR Y
Sbjct: 620 EMMAAPGPYLLDVVVPHQEHVLPMIPSNGAFKDI1VDGDGRSSY 663

>gb|EAY93888.1] hypothetical protein Osl_015121 [Oryza sativa (indica
cultivar-group)]
Length = 662

Score = 874 bits (2259), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 418/580 (72%), Positives = 498/580 (85%), Gaps = 3/580 (0%)

Query: 90 RFAPDQPRKGADILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQGGVF 149
R+ P + RKGADILVEAL R GV VF YPGGASMEIHQALTRS +IRN L RHEQG F
Sbjct: 82 RWGPTERRKGADILVEALGRCGVRDVFGYPGGASME IHQALTRSPAIRNHLLRHEQGEAF 141

Query: 150 AAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQET 209
AA GYARSSG+PG+C+ATSGPGATNLVS LADA LDSVPLVAITGQVPRRMIGTDAFQET
Sbjct: 142 AASGYARSSGRPGVCVATSGPGATNLVSALADAHLDSVPLVAITGQVPRRMIGTDAFQET 201

Query: 210 PIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQ 269
PIVE+TRSITKHNYLV+DV+DIPR+1 EAFFLAT+GRPGPVLVD+PKDI1QQQ+A+P+W+
Sbjct: 202 PIVELTRSITKHNYLVLDVDDIPRVINEAFFLATTGRPGPVLVDIPKDIQQQMAVPSWDA 261

Query: 270 AMKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVA 329
M+LPGY+SR+PKPP  + L++++RL+ ++++PVLYVGGGC S DEL RFVELTGIPV
Sbjct: 262 PMRLPGYISRLPKPPSANLLDEV IRLVGDAERPVLYVGGGCSASGDELRRFVELTGIPVT 321

Query: 330 STLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRA 389
+TLMG+G++P DD LSL MLGMHGTVYANYAV+++DLLLA GVRFDDRVTGK+EAFASRA
Sbjct: 322 TTLMGIGNFPSDDPLSLRMLGMHGTVYANYAVDNADLLLALGVRFDDRVTGKVEAFASRA 381

Query: 390 KIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQ 449
KIVH+DID +E+GKNK PHVS+C DVKLALQGMN LE + + LDF WR+EL +K
Sbjct: 382 KIVHVDIDPSELGKNKQPHVSICADVKLALQGMNATLEQQQRK-NLDFSAWRSELEKKKA 440

Query: 450 KFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGG 509
+FPL ++TFGE IPPQYAI+VLDE+T+G+Al++TGVGQHQMWA Q Y +++PRQWLSS G
Sbjct: 441 EFPLGYRTFGEEIPPQYAIQVLDEVTNGEAIVATGVGQHQMWATQHYTFRRPRQWLSSAG 500

Query: 510 LGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLG 569
LGAMGFGLPAA GA+VANP A VVDIDGDGS +MN+QELA +RVENLPVKV++LNNQHLG
Sbjct: 501 LGAMGFGLPAAAGAAVANPGATVVDIDGDGSLLMNIQELAMVRVENLPVKVMVLNNQHLG 560

Query: 570 MVMQWEDRFYKANRAHTFLGDPAQE--DEIFPNMLLFAAACGIPAARVTKKADLREAIQT 627
MV+QWEDRFY ANRAHT+LG+PA E++P+ + A GIPAARVT+K ++R A++
Sbjct: 561 MVVQWEDRFYDANRAHTYLGNPAANGGGEVYPDFVAIAGGFGIPAARVTRKGEVRAAVEE 620

Query: 628 MLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGR 667
M+ PGPYLLDV+ PHQEHV PMIP+ G F D+1 +G GR
Sbjct: 621 MMAAPGPYLLDVVVPHQEHVQPMIPSNGAFKDI IVDGGGR 660

>gb|AAC14572.1] acetohydroxyacid synthase [Hordeum vulgare]
Length = 541

Score = 872 bits (2254), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 404/541 (74%), Positives = 469/541 (86%)

Query: 130 LTRSSSIRNVLPRHEQGGVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPL 189
LTRS 1 N L RHEQG FAA GYAR+SG+ G+C+ATSGPGATNLVS LADALLDS+P+
Sbjct: 1 LTRSPVITNHLFRHEQGEAFAASGYARASGRVGVCVATSGPGATNLVSALADALLDSIPM 60

Query: 190 VAITGQVPRRMIGTDAFQETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGP 249

VAITGQVPRRMIGTDAFQETPIVEVTRSITKHNYLV+DVED I PR+ 1+EAFFLA+SGRPGP
Sbjct: 61 VAITGQVPRRMIGTDAFQETPIVEVTRSITKHNYLVLDVEDIPRVIQEAFFLASSGRPGP 120
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Query: 250
Sbjct: 121
Query: 310
Sbjct: 181
Query: 370
Sbjct: 241
Query: 430
Sbjct: 301
Query: 490
Sbjct: 361
Query: 550
Sbjct: 421
Query: 610
Shjct: 481
Query: 670

Sbhjct: 541

>sp|Q7XKQ8] ILV2_ORYSJ Probable acetolactate synthase 2, chloroplast precursor

VLVDVPKD IQQQLAIPNWEQAMKLPGYMSRMPKPPEDSHLEQ I VRL I SESKKPVLYVGGG
VLVD+PKDIQQQ+A+P W+ M LPGY++R+PKPP LEQ++RL+ E+++P+LYVGGG
VLVDIPKD1QQQMAVPVWDTPMSLPGY IARLPKPPSTESLEQVLRLVGEARRPILYVGGG

CLNSSDELGRFVELTGIPVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLA
C S +EL RFVELTGIPV +TLMGLG++P DD LSL MLGMHGTVYANYAV+ +DLLLA
CAASGEELRRFVELTGIPVTTTLMGLGNFPSDDPLSLRMLGMHGTVYANYAVDKADLLLA

FGVRFDDRVTGKLEAFASRAKIVHID IDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENR
FGVRFDDRVTGK+EAFASR+KIVHIDID AEIGKNK PHVS+C DVKLALQG+N +L
FGVRFDDRVTGKIEAFASRSKI1VHIDIDPAE I GKNKQPHVS 1 CADVKLALQGLNGLLSGS

AEELKLDFGVWRNELNVQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHQ
+ LDFG W EL+ QK++FPL +KTFGEAIPPQYAI+VLDELT G+Al I+TGVGQHQ
KAQQGLDFGPWHKELDQQKREFPLGYKTFGEAIPPQYAIQVLDELTKGEAI IATGVGQHQ

MWAAQFYNYKKPRQWLSSGGLGAMGFGLPAAIGASVANPDATVVD IDGDGSFIMNVQELA
MWAAQ+Y YK+PRQWLSS GLGAMGFGLPAA GASVANP  VVDIDGDGSF+MN+QELA
MWAAQYYTYKRPRQWLSSSGLGAMGFGLPAAAGASVANPGVTVVD IDGDGSFLMNIQELA

TIRVENLPVKVLLLNNQHLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG
IR+ENLPVKV++LNNQHLGMV+QWEDRFYKANRAHT+LG+P E EI+P+ + A
LIRIENLPVKVMILNNQHLGMVVQWEDRFYKANRAHTYLGNPENESE1'YPDFVT IAKGFN

IPAARVTKKADLREAIQTMLDTPGPYLLDV ICPHQEHVLPMIPNGGTFNDVITEGDGRIK
+PA RVTKK+++ Al+ ML+TPGPYLLD+1 PHQEHVLPMIP+GG F D+1 EGDGR
VPAVRVTKKSEVSAAIKKMLETPGPYLLD I IVPHQEHVLPMIPSGGAFKDMIMEGDGRTS

Y 670

Y
Y 541

(Acetohydroxy-acid synthase 2)

309

180

369

240

429

300

489

360

549

420

609

480

669

540

emb ] CAE05539.2] 0SJINBa0053B21.13 [Oryza sativa (Japonica cultivar-group)]

gb|EAY938

Score =
Identitie

Query: 92

Sbjct: 80

Query: 152
Sbjct: 140
Query: 212
Sbjct: 200
Query: 272
Sbjct: 260
Query: 332
Sbjct: 320
Query: 392
Sbjct: 380
Query: 449

Sbjct: 440

93.1] hypothetical protein Osl_015126 [Oryza sativa (indica
cultivar-group)]
Length = 663

BASF Reg. Doc. No. 2008/7019294

872 bits (2252), Expect = 0.0, Method: Compositional matrix adjust.
s = 418/584 (71%), Positives = 497/584 (85%), Gaps = 5/584 (O%)

APDQPRKGAD I LVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAA
AP RKGADI+VEALER GV VF YPGGASMEIHQALTRS IRN L RHEQG FAA
APMGQRKGAD I VVEALERCGVRDVFEYPGGASME THQALTRSPV IRNHLLRHEQGEAFAA

EGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPI
GYARSSG+PG+C+ATSGPGATNLVS LADA LDSVPLVAITGQ PRRMIGTDAFQETPI
SGYARSSGRPGVCVATSGPGATNLVSALADAHLDSVPLVAITGQAPRRMIGTDAFQETPI

VEVTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD 1QQQLA IPNWEQAM
VE TRSITKHNYL++DV+DIPR+1 EAFFLA++GRPGPVLVD+PKDIQQQ+A+P+W+ M
VEFTRSITKHNYLILDVDD IPRVINEAFFLASTGRPGPVLVD 1 PKD 1QQQMAVPSWDAPM

KLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAST
+LPGY+SR+PKPP  + L++++RL+ ++++PVLYVGGGC S EL RFVELTGIPV +T
RLPGY ISRLPKPPAANLLDEV IRLVGDAERPVLYVGGGCSASGYELRRFVELTGIPVTTT

LMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKI
LMG+G++P DD LSL MLGMHGTVYANYAV+++DLLLA GVRFDDRVTGK+EAFASRAKI
LMG IGNFPSDDPLSLRMLGMHGTVYANYAVDNADLLLALGVRFDDRVTGKVEAFASRAKI

VHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENR---AEELKLDFGVWRNELNVQK
VH+DID +E+GKNK PHVS+C DVKLALQGMN +LE + A LDF WR+EL +K
VHVD IDPSELGKNKQPHVS I CADVKLALQGMNAMLEEQSAAAARKNLDFSAWRSELEKKK

QKFPLSFKTFGEAIPPQYAIKVLDELTDGKA I ISTGVGQHQMWAAQFYNYKKPRQWLSSG
+FPL ++TFGE 1PPQYAI+VLDE+T+G+Al++TGVGQHQMWA Q Y Y++PRQWLSS
VEFPLGYRTFGEEIPPQYAIQVLDEVTNGEAIVATGVGQHQMWATQHYTYRRPRQWLSSA
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Query: 509
Sbjct: 500
Query: 569
Sbjct: 560
Query: 627
Sbjct: 620
>emb | CAN73
Score =
Identitie
Query: 95
Sbjct: 3
Query: 155
Sbjct: 63
Query: 215
Sbjct: 123
Query: 275
Sbjct: 183
Query: 335
Sbjct: 243
Query: 395
Shjct: 303
Query: 442
Shjct: 363
Query: 502
Sbjct: 423
Query: 562
Sbjct: 483
Query: 622

Sbjct: 543

>emb | CAO17

Score =
Identitie

GLGAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHL
GLGAMGFGLPAA GA+VANP A VVDIDGDGS +MN+QELA +RVE+LPVKV++LNNQHL
GLGAMGFGLPAAAGAAVANPGATVVD IDGDGSLLMNIQELAMVRVEDLPVKVMVLNNQHL

GMVMQWEDRFYKANRAHTFLGDPAQE--DE I FPNMLLFAAACG I PAARVTKKADLREAIQ
GMV+QWEDRFY ANRAHT+LG+PA E++P+ + A GIPAARVT+K ++R A++
GMVVQWEDRFYDANRAHTYLGNPAANGGGEVYPDFVT IAGGFG I PAARVTRKGEVRAAVE

TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
M+ PGPYLLDV+ PHQEHVLPMIP+ G F D+l +GDGR Y
EMMAAPGPYLLDVVVPHQEHVLPMIPSNGAFKD I IVDGDGRSSY 663

760.1] hypothetical protein [Vitis vinifera]
Length = 586

568

559

626

619

BASF Reg. Doc. No. 2008/7019294

858 bits (2217), Expect = 0.0, Method: Compositional matrix adjust.
s = 398/580 (68%), Positives = 484/580 (83%), Gaps = 13/580 (2%)

QPRKGAD ILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGY
PRKG+DILVEALER+GV VF YPGGASMEIH+AL RSS IRNVLPRHEQGG+FAA+GY
NPRKGSDILVEALEREGVTHVFGYPGGASME IHEALARSSMIRNVLPRHEQGG I FAADGY

ARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEV
AR+SG+PG+C+ +SGPGATN++SG+ADA DS+P+VA TG VPR ++GTDAFQE P++++
ARASGRPGVCLTSSGPGATN I ISGIADANFDS IPIVAXTGXVPRGLMGTDAFQEVPLIDI

TRSITKHNYLVMDVED IPRI IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQAMKLP
TR ITK NYLV+DVEDIPR ++EAF LATSGRPGPVL+D+P+DIQ++L +PNW + + LP
TRPITKFNYLVLDVED IPRTVKEAFLLATSGRPGPVL IDIPRD IQKELVVPNWNKP IMLP

GYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGIPVASTLMG
G SR+PK PE +HLE+IVRLIS SK+PV+Y GGGC+N S+EL RFV LTGIPVASTLMG
GNASRLPKLPEKAHLEE I'VRL ISVSKRPVVYAGGGCMNCSEELRRFVGLTGIPVASTLMG

LGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHI
LG + C D+LSLHMLGMHGT+ ANYAV+ SDLLLAFGVRFDDRVTGK+EAFA A 1VHI
LGIFACTDDLSLHMLGMHGT IQANYAVDRSDLLLAFGVRFDDRVTGKVEAFARNAT IVHI

DIDSAE1IGKNKTPHVSVCGDVKLALQGMNKVLENRA-———————————— EELKLDFGVWR
DID AEIGKNK PH+S+C DVKLAL+G+N +LE A + + W
DIDPAEIGKNKKPHLSICTDVKLALEGINT I LEKNAAKQPTAENKRGKGTKFNDNVSAWI

NELNVQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAT I STGVGQHQMWAAQFYNYKKP
E++ QK+K+P S+KTFGEAIPPQYAI++LDELT+G AIl TGVGQHQMWAAQ+Y +K P
EE IDEQKEKYPASYKTFGEAIPPQYAIQLLDELTNGNAT I CTGVGQHQMWAAQYYKHKNP

RQWLSSGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELAT IRVENLPVKVL
R WLSS GLGAMGFGLPAA+GA++A PDAIVVDIDGDGSF+MN+QELATIRVENLPVK++
RHWLSSSGLGAMGFGLPAAMGAALAKPDATVVDIDGDGSFMMNIQELAT IRVENLPVKIM

LLNNQHLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADL
LLNNQHLGMV Q+E + + H+++G+P+ + ++FP+ML+FA AC 1 AARVTKKA+L
LLNNQHLGMVYQYEYEYGDGDSLHSYMGNPSNQAQVFPDMLMFAEACN I TAARVTKKAEL

REAIQTMLDTPGPYLLDVICPHQEHVLPMIPNGGTENDVI 661
REAI+ ML TPGPYLLDV+ PHQ VL +IP+GGTF D 1
REAIEKMLKTPGPYLLDVMVPHQAQVLQL IPDGGTFKDAI 582

032.1] unnamed protein product [Vitis vinifera]
Length = 866

154

62

214

122

274

182

334

242

394

302

441

362

501

422

561

482

621

542

834 bits (2155), Expect = 0.0, Method: Compositional matrix adjust.
s = 394/568 (69%), Positives = 475/568 (83%), Gaps = 12/568 (2%)

Query: 99 GADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYARSS 158

G+DILVEALER+GV VF YPGGASM IH+AL RSS IRNVLPRHEQGG+FAA+GYAR+S

Sbjct: 302 GSDILVEALEREGVTHVFGYPGGASMGIHEALARSSMIRNVLPRHEQGGIFAADGYARAS 361
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Query: 159
Sbjct: 362
Query: 219
Sbjct: 422
Query: 279
Sbjct: 482
Query: 339
Shjct: 542
Query: 399
Sbjct: 602
Query: 454
Sbjct: 655
Query: 514
Sbjct: 715
Query: 574
Sbjct: 775
Query: 634
Sbjct: 835
>gb | AAB882
Score =
Identitie
Query: 87
Sbjct: 88
Query: 147
Sbjct: 147
Query: 207
Sbjct: 207
Query: 267
Sbjct: 267
Query: 327
Sbjct: 327
Query: 387
Sbjct: 387
Query: 447

Sbjct: 445

GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI
G+PG+C+ +SGPGATN++SG+ADA DS+P+VAITGQVPR ++GTDAFQE P++++TR |
GRPGVCLTSSGPGATNI 1SGIADANFDS IP IVAI TGQVPRGLMGTDAFQEVPLIDITRPI

TKHNYLVMDVED IPR I IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQAMKLPGYMS
TK NYLV+DVEDIPRI++EAF LATSGRPGPVL+D+P+DIQ++L +PNW + + LPG S
TKFNYLVLDVED IPRIVKEAFLLATSGRPGPVL IDI1PRD IQKELVVPNWNKP IMLPGNAS

RMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVASTLMGLGSY
R+PK E +HLE+I1VRLIS SK+PV+Y GGGC+N S+EL RFV LTGIPVASTLMGLG +
RLPKLQEKAHLEEI'VRLISVSKRPVVYAGGGCMNCSEELRRFVGLTGIPVASTLMGLGIF

PCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDS
PC D LSLHMLGMHGT+ ANYAV+ SDLLLAFGVRFDDRVTGK+EAFA A 1VHIDID
PCTDGLSLHMLGMHGT IQANYAVDRSDLLLAFGVRFDDRVTGKVEAFARNATIVHIDIDP

AEIGKNKTPHVSVCGDVKLALQGMNKVLENRA----- EELKLDFGVWRNELNVQKQKFPL
AEIGKNK PH+S+C DVKLAL+G+N +LE A EK G N+ P
AE1GKNKKPHLS ICTDVKLALEGINT ILEKNAAKQPTAENKRGKGTKFND——-—-—--— NPP

SFKTFGEAIPPQYAIKVLDELTDGKAI 1 STGVGQHQMWAAQFYNYKKPRQWLSSGGLGAM
S++TFGEAIPPQYAI++LDELT+G All TGVGQHQMWAAQ+Y +K PR WLSS GLGAM
SYRTFGEAIPPQYAIQLLDELTNGNAI 1 CTGVGQHQMWAAQYYKHKNPRHWLSSSGLGAM

GFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGMVMQ
GFGLPAA+GA++A PDAIVVDIDGDGSF+MN+QELAT IRVENLPVK++LLNNQHLGMV Q
GFGLPAAMGAALAKPDAIVVD IDGDGSFMMN IQELAT IRVENLPVK IMLLNNQHLGMVYQ

WEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTMLDTPG
+E + +  H+++G+P+ + ++FP+ML+FA AC 1 AARVTKK +LREAI+ ML TPG
FEYEYGDGDSLHSYMGNPSNQAQVFPDMLMFAEACN I TAARVTKKVELREAIEKMLKTPG

PYLLDVICPHQEHVLPMIPNGGTFNDVI 661
PYLLDV+ PHQ VL +IP+GGTF D 1
PYLLDVMVPHQAQVLQLIPDGGTFKDAI 862

96.1] acetolactate synthase [Volvox carteri]
Length = 681

218

421

278

481

338

541

398

601

453

654

513

714

573

774

633

834
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832 bits (2150), Expect = 0.0, Method: Compositional matrix adjust.
s = 399/597 (66%), Positives = 486/597 (81%), Gaps = 16/597 (2%)

F1SRFAPDQPRKGAD ILVEALERQGVETVFAYPGGASME THQALTRSSS IRNVLPRHEQG
++ RF +PRKGADILV+ LER+GV+ VFAYPGGASMEIHQALTRS 1 NVL RHEQG
WVDRFG-SEPRKGAD I LVQCLEREGVDNVFAYPGGASME IHQALTRSDR I TNVLCRHEQG

GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF
+FAAEGYA++SG+ G+CIATSGPGATNLV+GLADA++DS+PLVAITGQVPRRMIGTDAF
EIFAAEGYAKASGRVGVCIATSGPGATNLVTGLADAMMDS IPLVAITGQVPRRMIGTDAF

QETPIVEVTRSITKHNYLVMDVED IPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPN
QETPIVEVTR+ITKHNYLV+D++D+PR+1+EAF+LA +GRPGPVLVDVPKD IQQQLA+P+
QETPIVEVTRAITKHNYLVLD IKDLPRVIKEAFYLARTGRPGPVLVDVPKD 1QQQLAVPD

WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI
W+ M + GY+SR+P P E+S + ++R I + KPV+Y GGGCL++ DEL F  TGI
WDSPMSITGY ISRLPPPVEESQMIPVLRAIQSASKPVIYYGGGCLDARDELREFAARTGI

PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
P+AST MGLG P +D L MLGMHGTV ANYAV+ +DLL+A GVRFDDRVTG+L+AFA
PLASTFMGLGVVPAEDPNHLQMLGMHGTVAANYAVDQADLLVALGVRFDDRVTGRLDAFA

SRAKIVHID IDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV
SRA+IVH+DID+AEl KNKT HV VCGDVK AL+ +N++LE AE L F WR EL
SRARIVHVD IDAAE I SKNKTAHVPVCGDVKQALRHLNRMLE--AEPLSDRFVAWRAELAA

QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKA I ISTGVGQHQMWAAQFYNYKKPRQWLS
++ +FPL + +Al PQYAI+VL E T G+ 11+TGVGQHQMWAAQ+Y YK+PR+W+S
KRAEFPLRYPQRDDAIVPQYAIQVLGEETKGEVI ITTGVGQHQMWAAQWYPYKEPRRWIS
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Query: 507
Sbjct: 505
Query: 561
Sbjct: 565
Query: 614
Sbjct: 625
>emb | CAO42
Score =
Identitie
Query: 87
Sbjct: 65
Query: 147
Sbjct: 125
Query: 207
Sbjct: 185
Query: 267
Sbjct: 245
Query: 327
Sbjct: 305
Query: 387
Sbjct: 365
Query: 447
Shjct: 399
Query: 507
Sbjct: 458
Query: 567
Sbjct: 518
Query: 627

Sbjct: 578

>emb | CAL58

Score =
Identitie
Query: 87

Sbjct: 81

SGGLGAMGFGLPAAIGASVA-————- NPDA1VVDIDGDGSFIMNVQELATIRVENLPVKV 560
SGGLG+MGFGLPAA+GA+VA 1VVDIDGDGSF+MNVQELAT+ +E L VKV
SGGLGSMGFGLPAALGAAVAFDGKQGREKRIVVD IDGDGSFLMNVQELATVFIEKLDVKV 564

LLLNNQHLGMVMQWEDRFYKANRAHTFLGD------- PAQEDEIFPNMLLFAAACGIPAA 613
++LNNQHLGMV+QWEDRFYKANRAHT+LG E++14PN + A + G+P+
MILNNQHLGMVVQWEDRFYKANRAHTYLGKREAEWHATGDEED I YPNFVGMARSFGVPSM 624

RVTKKADLREAIQTMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
RV +K DLR AI+TMLDTPGPYLL+V+ PH EHVLPMIP G TF D+ITEGDG +KY
RVIRKEDLRGAIRTMLDTPGPYLLEVMVPHIEHVLPMIPGGATFKDI ITEGDGSVKY 681

659.1] unnamed protein product [Vitis vinifera]
Length = 616

BASF Reg. Doc. No. 2008/7019294

829 bits (2141), Expect = 0.0, Method: Compositional matrix adjust.

s = 390/575 (67%), Positives = 474/575 (82%), Gaps = 27/575 (4%)

F1SRFAPDQPRKGAD I LVEALERQGVETVFAYPGGASME THQALTRSSSIRNVLPRHEQG 146
F+SRFA DQPRKG+DILVEALER+GV VF YPGGASMEIH+AL RSS IRNVLPRHEQG
FVSRFAADQPRKGSD ILVEALEREGVTHVFGYPGGASME IHEALARSSMIRNVLPRHEQG 124

GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF 206
G+FAA+GYAR+SG+PG+C+ +SGPGATN++SG+ADA DS+P+VAITGQVPR ++GTDAF
GIFAADGYARASGRPGVCLTSSGPGATN I ISGIADANFDSIPIVAITGQVPRGLMGTDAF 184

QETPIVEVTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN 266
QE P++++TR ITK NYLV+DVEDIPR ++EAF LATSGRPGPVL+D+P+DI1Q++L +PN
QEVPLIDITRPITKFNYLVLDVED IPRTVKEAFLLATSGRPGPVLIDIPRDIQKELVVPN 244

WEQAMKLPGYMSRMPKPPEDSHLEQIVRL I SESKKPVLYVGGGCLNSSDELGRFVELTGI 326
W + + LPG SR+PK PE +HLE+IVRLIS SK+PV+Y GGGC+N S+EL RFV LTGI
WNKP IMLPGNASRLPKLPEKAHLEE IVRL 1 SVSKRPVVYAGGGCMNCSEELRRFVGLTGI 304

PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA 386
PVASTLMGLG +PC D+LSLHMLGMHGT+ ANYAV+ SDLLLAFGVRFDDRVTGK+E+FA
PVASTLMGLGIFPCTDDLSLHMLGMHGT IQANYAVDRSDLLLAFGVRFDDRVTGKVESFA 364

SRAK 1VH 1D 1DSAE 1 GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNY 446
A IVHIDID AEIGKNK PH+S+C D A EN
RNAT IVHID 1DPAE I GKNKKPHLS I CTDQPTA-——————~— EN-mmmmmmmmm e 398

QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLS 506
K+ +++TFGEAIPPQYAI++LDELT+G +I11 TGVGQHQMWAAQ+ +K PR WLS
—KRGKGTNYRTFGEAIPPQYAIQLLDELTNGNS I 1CTGVGQHQMWAAQYCKHKNPRHWLS 457

SGGLGAMGFGLPAAIGASVANPDAIVVD IDGDGSFIMNVQELAT IRVENLPVKVLLLNNQ 566
S GLGAMGFGLPAA+GA++A PDAIVVDIDGDGSF+MN+QELAT IRVENLPVK++LLNNQ
SSGLGAMGFGLPAAMGAALAKPDAIVVD IDGDGSFMMN IQELAT IRVENLPVKIMLLNNQ 517

HLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLREAIQ 626
HLGMV Q+E + + H+++G+P+ + ++FP+ML+FA AC 1 AARVTKKA+LREAI+
HLGMVYQYEYEYGDGDSLHSYMGNPSNQAQVFPDMLMFAEACN I TAARVTKKAELREAIE 577

TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661
ML TPGP+LLDV+ PHQ VL +IP+GGTF D 1
KMLKTPGPFLLDVMVPHQAQVLQLIPDGGTFKDAI 612

226.1] acetolactate synthase 1 (1SS) [Ostreococcus tauri]
Length = 679

829 bits (2141), Expect = 0.0, Method: Compositional matrix adjust.

s = 396/590 (67%), Positives = 478/590 (81%), Gaps = 10/590 (1%)

F1SRFAPDQPRKGAD ILVEALERQGVETVFAYPGGASME THQALTRS-SSIRNVLPRHEQ 145
F SRFA D+PRKGADILVEALER+GV+ VFAYPGGASMEIHQ+LT+S + IRNVL RHEQ
FQSRFADDEPRKGAD I LVEALEREGVDCVFAYPGGASME ITHQSLTKSVTGIRNVLCRHEQ 140
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Query: 146 GGVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDA
G VFAAEGYA+S+GK G+CIATSGPGATNLV+GLADALLDSVP+VAITGQVPR MIGTDA
Shjct: 141 GEVFAAEGYAKSTGKVGVCIATSGPGATNLVTGLADALLDSVPMVAITGQVPRPMIGTDA

Query: 206 FQETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIP
FQETPIVE+TR ITKHNYLVM+VE+IPRI+ EAFFLA+SGRPGPVL+D+PKD+QQQLA+P
Sbjct: 201 FQETPIVEITRQITKHNYLVMNVEEIPRIVREAFFLASSGRPGPVLIDIPKDVQQQLAVP

Query: 266 NWEQAMKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTG
WE + L GY+SR+P PP + ++Q+V LI +SKKP++Y GGGCL++S EL F TG
Sbjct: 261 YWEPKVSLHGYLSRLPGPPTNPQIQQVVDLIKKSKKPIVYAGGGCLDASKELVEFCRATG

Query: 326 IPVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAF
IPV +TLMGLG++P D+LSL MLGMHG VYANYA++ +DLLLAFGVRFDDRVTGKL F
Sbjct: 321 IPVTNTLMGLGTFPQSDDLSLSMLGMHGAVYANYAIDSADLLLAFGVRFDDRVTGKLAEF

Query: 386 ASRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELN
A RA IVHIDID AE+GKNK P S+ ++K AL+ +NK++ A L DF WR E+
Sbjct: 381 AKRAAIVHIDIDPAELGKNKKPFCSIFSNIKPALRSLNKL IALDAANLP-DFSDWRAEIE

Query: 446 VQKQKFPLSF-KTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQW
V++++FP K G+ 1 PQ Al++L +LT+GKAIISTGVGQHQMWAAQ Y + +PR W
Sbjct: 440 VKRKEFPFPIPKQQGDVIAPQAAIELLCKLTEGKAIL ISTGVGQHQMWAAQHYKFDEPRNW

Query: 505 LSSGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLN
LSSGGLG+MGFGLPAAIGA A PD +V+DIDGDGSF+MN+QELAT+ E LPVK +LN
Sbjct: 500 LSSGGLGSMGFGLPAAIGAQAARPDELVIDIDGDGSFVMNIQELATLHAEELPVKCFILN

Query: 565 NQHLGMVMQWEDRFYKANRAHTFLGDP------- AQEDE I FPNMLLFAAACGIPAARVTK
NQ+LGMV+QWEDRFYKANR HT+LG P +E IFP+ + + +PA RVT+
Sbjct: 560 NQYLGMVVQWEDRFYKANRGHTYLGSPNDDYQVSKEEAHIFPDFVTISNGFRVPAERVTR

Query: 618 KADLREAIQTMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGR 667
++L Al+ M++TPGPYLLDV+ PH EHVLPM+P GGTF D 1 GDGR
Sbjct: 620 MSELEGAIKRMIETPGPYLLDVMVPHVEHVLPMVPGGGTFADTIVTGDGR 669

>gb|ABQ85870.1] acetolactate synthase [Lolium rigidum]
Length = 516

Score = 823 bits (2125), Expect = 0.0, Method: Compositional matrix
Identities = 386/516 (74%), Positives = 449/516 (87%)

Query: 136 IRNVLPRHEQGGVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQ
I N L RHEQG FAA GYAR+SG+ G+C+ATSGPGATNLVS LADALLDS+P+VAITGQ
Shjct: 1 I TNHLFRHEQGEAFAASGYARASGRVGVCVATSGPGATNLVSALADALLDS IPMVAITGQ

Query: 196 VPRRMIGTDAFQETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVP
VPRRMIGTDAFQETPIVEVTRSI TKHNYLV+DVED I PR+ 1+EAFFLA+SGRPGPVLVD+P
Sbjct: 61 VPRRMIGTDAFQETPIVEVTRSITKHNYLVLDVEDIPRVIQEAFFLASSGRPGPVLVDIP

Query: 256 KDIQQQLAIPNWEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSD
KDIQQQ+A+P W+ M LPGY++R+PKPP LEQ++RL+ E+++P+LYVGGGC S +
Sbjct: 121 KDIQQQMAVPVWDAPMSLPGY IARLPKPPATELLEQVLRLVGEARRPILYVGGGCSASGE

Query: 316 ELGRFVELTGIPVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFD
EL RFVELTGIPV +TLMGLG++P DD LSL MLGMHGTVYANYAV+ +DLLLAFGVRFD
Sbjct: 181 ELRRFVELTGIPVTTTLMGLGNFPSDDPLSLRMLGMHGTVYANYAVDKADLLLAFGVRFD

Query: 376 DRVTGKLEAFASRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKL
DRVTGK+EAFASR+KIVHIDID AEIGKNK PHVS+C DVKLALQG+N +L
Sbjct: 241 DRVTGKIEAFASRSKIVHIDIDPAEIGKNKQPHVSICADVKLALQGLNALLTGTKAHKSF

Query: 436 DFGVWRNELNVQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQF
DFG W EL QK++FPL +KTFGEAIPPQYAI+VLDELT G+Al1+TGVGQHQMWAAQ+
Sbjct: 301 DFGSWHEELEQQKREFPLGYKTFGEAIPPQYAIQVLDELTKGEATIATGVGQHQMWAAQY

Query: 496 YNYKKPRQWLSSGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVEN

Y YK+PRQWLSS GLGAMGFGLPAA GA+VANP  VVDIDGDGSF+MN+QELA IR+EN
Sbjct: 361 YTYKRPRQWLSSAGLGAMGFGLPAAAGAAVANPGVTVVDIDGDGSFLMNIQELALIRIEN
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195
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Query: 556 LPVKVLLLNNQHLGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARV 615
LPVKV++LNNQHLGMV+QWEDRFYKANRAHT+LG+P E El+P+ + A +PA RV
Sbjct: 421 LPVKVMILNNQHLGMVVQWEDRFYKANRAHTYLGNPENESE1YPDFVTIAKGFNVPAVRV 480

Query: 616 TKKADLREAIQTMLDTPGPYLLDVICPHQEHVLPMI 651
TK++++R Al+ ML+TPGPYLLD+1 PHQEHVLPMI
Sbjct: 481 TKRSEVRAAIKKMLETPGPYLLDIIVPHQEHVLPMI 516

>gb|AAB88292.1] acetolactate synthase [Chlamydomonas reinhardtii]
Length = 683

Score = 819 bits (2116), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 396/598 (66%), Positives = 484/598 (80%), Gaps = 17/598 (2%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQG 146
++ R+ +PRKGADILV+ALER+GV++VFAYPGGASMEIHQALTRS 1 NVL RHEQG
Sbjct: 89 WVDRYG-SEPRKGADILVQALEREGVDSVFAYPGGASME IHQALTRSDRITNVLCRHEQG 147

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF 206
+FAAEGYA+++G+ G+CIATSGPGATNLV+GLADA++DS+PLVAITGQVPRRMIGTDAF
Sbjct: 148 EIFAAEGYAKAAGRVGVCIATSGPGATNLVTGLADAMMDSIPLVAITGQVPRRMIGTDAF 207

Query: 207 QETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN 266
QETPIVEVTR+1TKHNYLV+D++D+PR+1+EAF+LA +GRPGPVLVDVPKD IQQQLA+P+
Sbjct: 208 QETPIVEVTRAITKHNYLVLDIKDLPRVIKEAFYLARTGRPGPVLVDVPKDIQQQLAVPD 267

Query: 267 WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI 326
WE M + GY+SR+P P E+S + ++R + + KPV+Y GGGCL++ EL F  TGI
Sbjct: 268 WEAPMSITGYISRLPPPVEESQVLPVLRALQGAAKPVI1YYGGGCLDAQAELREFAARTGI 327

Query: 327 PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA 386
P+AST MGLG P D L MLGMHGTV+ANYAV+ +DLL+A GVRFDDRVTGKL+AFA
Sbjct: 328 PLASTFMGLGVVPSTDPNHLQMLGMHGTVFANYAVDQADLLVALGVRFDDRVTGKLDAFA 387

Query: 387 SRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLD-FGVWRNELN 445
+RA+1VHIDID+AEI KNKT HV VCGDVK AL +N++L AE L D+ WR EL
Sbjct: 388 ARARIVHIDIDAAEISKNKTAHVPVCGDVKQALSHLNRLLA--AEPLPADKWAGWRAELA 445

Query: 446 VQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWL 505
++ +FP+ + +Al PQ+AI+VL E T G+AlI+TGVGQHQMWAAQ+Y YK+ R+W+
Sbjct: 446 AKRAEFPMRYPQRDDAIVPQHAIQVLGEETQGEAI ITTGVGQHQMWAAQWYPYKETRRWI 505

Query: 506 SSGGLGAMGFGLPAAIGASVA------ NPDA1VVDIDGDGSFIMNVQELATIRVENLPVK 559
SSGGLG+MGFGLPAA+GA+VA P VVDIDGDGSF+MNVQELATI +E L VK
Sbjct: 506 SSGGLGSMGFGLPAALGAAVAFDGKNGRPKKTVVDIDGDGSFLMNVQELATIFIEKLDVK 565

Query: 560 VLLLNNQHLGMVMQWEDRFYKANRAHTFLGD------- PAQEDEIFPNMLLFAAACGIPA 612
V+LLNNQHLGMV+QWEDRFYKANRAHT+LG E++1+PN + A A G+P+
Sbjct: 566 VMLLNNQHLGMVVQWEDRFYKANRAHTYLGKRESEWHATQDEEDIYPNFVNMAQAFGVPS 625

Query: 613 ARVTKKADLREAIQTMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
RV K LR AI+TMLDTPGPYLL+V+ PH EHVLPMIP G +F D+ITEGDG +KY
Sbjct: 626 RRVIVKEQLRGAIRTMLDTPGPYLLEVMVPHIEHVLPMIPGGASFKDIITEGDGTVKY 683

>gb|AAC0O3784.1] acetolactate synthase [Chlamydomonas reinhardtii]
Length = 683

Score = 818 bits (2114), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 396/598 (66%), Positives = 483/598 (80%), Gaps = 17/598 (2%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQG 146
++ R+ +PRKGADILV+ALER+GV++VFAYPGGASMEIHQALTRS 1 NVL RHEQG
Sbjct: 89 WVDRYG-SEPRKGADILVQALEREGVDSVFAYPGGASME IHQALTRSDRITNVLCRHEQG 147

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF 206

+FAAEGYA+++G+ G+CIATSGPGATNLV+GLADA++DS+PLVAITGQVPRRMIGTDAF
Sbjct: 148 EIFAAEGYAKAAGRVGVCIATSGPGATNLVTGLADAMMDS IPLVAITGQVPRRMIGTDAF 207
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Query: 207
Sbjct: 208
Query: 267
Sbjct: 268
Query: 327
Sbjct: 328
Query: 387
Sbjct: 388
Query: 446
Sbjct: 446
Query: 506
Sbjct: 506
Query: 560
Sbjct: 566
Query: 613
Sbjct: 626
>gb | ABQ858
Score =
Identitie
Query: 136
Sbjct: 1
Query: 196
Sbjct: 61
Query: 256
Sbjct: 121
Query: 316
Sbjct: 181
Query: 376
Sbjct: 241
Query: 436
Sbjct: 301
Query: 496
Sbjct: 361
Query: 556

Shjct: 421

QETPIVEVTRSITKHNYLVMDVED IPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPN
QETPIVEVTR+ITKHNYLV+D++D+PR+1+EAF+LA +GRPGPVLVDVP DIQQQLA+P+
QETPIVEVTRAITKHNYLVLD IKDLPRVIKEAFYLARTGRPGPVLVDVPTD1QQQLAVPD

WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI
WE M + GY+SR+P P E+S + +VR + + KPV+Y GGGCL++ EL F  TGI
WEAPMSITGY ISRLPPPVEESQVLPVVRALQGAAKPV I YYGGGCLDAQAELREFAARTGI

PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
P+AST MGLG P D L MLGMHGTV+ANYAV+ +DLL+A GVRFDDRVTGKL+AFA
PLASTFMGLGVVPSTDPNHLQMLGMHGTVFANYAVDQADLLVALGVRFDDRVTGKLDAFA

SRAKIVHID IDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLD-FGVWRNELN
+RA+1VHIDID+AEl KNKT HV VCGDVK AL +N++L AE L D + WR EL
ARARIVHIDIDAAE I SKNKTAHVPVCGDVKQALSHLNRLLA--AEPLPADKWAGWRAELA

VQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWL
++ +FP+ + +Al PQ+Al+VL E T G+Al1+TGVGQHQMWAAQ+Y YK+ R+W+
AKRAEFPMRYPQRDDAIVPQHAIQVLGEETQGEAT I TTGVGQHQMWAAQWYPYKETRRWI

SSGGLGAMGFGLPAAIGASVA-————- NPDA1VVDIDGDGSFIMNVQELAT IRVENLPVK
SSGGLG+MGFGLPAA+GA+VA P VVDIDGDGSF+MNVQELATI +E L VK
SSGGLGSMGFGLPAALGAAVAFDGKNGRPKKTVVD IDGDGSFLMNVQELAT I FIEKLDVK

VLLLNNQHLGMVMQWEDRFYKANRAHTFLGD------- PAQEDE I FPNMLLFAAACGIPA
V+LLNNQHLGMV+QWEDRFYKANRAHT+LG E++1+PN + A A G+P+
VMLLNNQHLGMVVQWEDRFYKANRAHTYLGKRESEWHATQDEED I YPNFVNMAQAFGVPS

266

267

326

327

386

387

445

445

505

505

559

565

612

625

ARVTKKADLREAIQTMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670

RV K LR AI+TMLDTPGPYLL+V+ PH EHVLPMIP G +F D+ITEGDG +KY

RRVIVKEQLRGAIRTMLDTPGPYLLEVMVPHIEHVLPMIPGGASFKDI ITEGDGTVKY 683

69.1] acetolactate synthase [Lolium rigidum]
Length = 516

818 bits (2114), Expect = 0.0, Method: Compositional matrix
s = 385/516 (74%), Positives = 448/516 (86%)

IRNVLPRHEQGGVFAAEGYARSSGKPG I CIATSGPGATNLVSGLADALLDSVPLVAITGQ
I N L RHEQG FAA GYAR+SG+ G+C+ATSGPGATNLVS LADALLDS+P+VAITGQ
I TNHLFRHEQGEAFAASGYARASGRVGVCVATSGPGATNLVSALADALLDS IPMVAITGQ

VPRRMIGTDAFQETPIVEVTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVP
VPRRMIGTDAFQETPIVEVTRSI TKHNYLV+DVED I PR+ 1+EAFFLA+SGRPGPVLVD+P
VPRRMIGTDAFQETPIVEVTRSITKHNYLVLDVED I PRVIQEAFFLASSGRPGPVLVDIP

KDIQQQLAIPNWEQAMKLPGYMSRMPKPPEDSHLEQI'VRL I SESKKPVLYVGGGCLNSSD
KDIQQQ+A+P W+ M LPGY++R+PKPP LEQ++RL+ E+++P+LYVGGGC S +
KD 1QQQOMAVPVWDAPMSLPGY IARLPKPPATELLEQVLRLVGEARRP ILYVGGGCSASGE

ELGRFVELTGIPVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFD
EL RFVELTGIPV +TLMGLG++P DD LSL MLGMHGTVYANYAV+ +DLLLAFGVRFD
ELRRFVELTGIPVTTTLMGLGNFPSDDPLSLRMLGMHGTVYANYAVDKADLLLAFGVRFD

DRVTGKLEAFASRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKL
DRVTGK+EAFASR+KIVHIDID AEIGKNK PHVS+C DVKLALQG+N +L
DRVTGKIEAFASRSKIVHID IDPAE IGKNKQPHVS ICADVKLALQGLNALLTGTKAHKSF

DFGVWRNELNVQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAT I STGVGQHQMWAAQF
DFG W EL QK++FPL +KTFGEAIPPQYAI+VLDELT G+Al1+TGVGQHQMWAAQ+
DFGSWHEELEQQKREFPLGYKTFGEAIPPQYAIQVLDELTKGEAT IATGVGQHQMWAAQY

YNYKKPRQWLSSGGLGAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVEN
Y YK+PRQWLSS GLGAMGFGLPAA GA+VANP  VVDIDGDGSF+MN+QELA IR+EN
YTYKRPRQWLSSAGLGAMGFGLPAAAGAAVANPGVTVVD IDGDGSFLMNIQELALIRIEN

LPVKVLLLNNQHLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARV
LPVKV++LNNQHLGMV+Q EDRFYKANRAHT+LG+P E EI+P+ + A +PA RV
LPVKVMILNNQHLGMVVQLEDRFYKANRAHTYLGNPENESE 1 YPDFVT IAKGFNVPAVRV
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Query: 616 TKKADLREAIQTMLDTPGPYLLDVICPHQEHVLPMI 651
TK++++R Al+ ML+TPGPYLLD+1 PHQEHVLPMI
Sbjct: 481 TKRSEVRAAIKKMLETPGPYLLDIIVPHQEHVLPMI 516

>gb]AAC04854.1] acetolactate synthase [Volvox carteri]
Length = 681

Score = 812 bits (2097), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 388/597 (64%), Positives = 480/597 (80%), Gaps = 16/597 (2%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQG 146
++ RF +PRKGADIL++ LER+GV+ VFAYPGGASMEIHQALTRS 1 NVL RHEQG
Sbjct: 88 WVDRFG-SEPRKGADILIQCLEREGVDNVFAYPGGASMEIHQALTRSDRITNVLCRHEQG 146

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF 206
+F+AEGYA++SG+ G+CIATSGPGATNLV+ L DA++DS+ L+AITGQVPRRMIGTDAF
Sbjct: 147 EIFSAEGYAKASGRVGVCIATSGPGATNLVTRLDDAMMDSITLIAITGQVPRRMIGTDAF 206

Query: 207 QETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN 266
QETPIVEVTR+I1TKHNYLV+D++D+PR+1+EAF+LA +GRPGPVLVDVPKDIQQQLA+P+
Sbjct: 207 QETPIVEVTRAITKHNYLVLDIKDLPRVIKEAFYLARTGRPGPVLVDVPKDIQQQLAVPD 266

Query: 267 WEQAMKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGI 326
W+ M + GY+SR+P P E+ + ++R I + KP++Y GGGCL++ +EL F  TGI
Sbjct: 267 WDSPMSITGY ISRLPPPVEEYKMIPVLRAIQSATKP I 1YYGGGCLDARNELREFAARTGI 326

Query: 327 PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA 386
P+AS MGLG P +D L MLGMHGTV ANYAV+ +DLL+A GVRFDDRVTG+L+AFA
Sbjct: 327 PLASKFMGLGVVPAEDPNHLQMLGMHGTVAANYAVDQADLLVALGVRFDDRVTGRLDAFA 386

Query: 387 SRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV 446
SRA+1VH+DID+AEl KNKT HV VCGDVK AL+ +N++LE AE L F WR EL
Sbjct: 387 SRARIVHVDIDAAE I SKNKTAHVPVCGDVKQALRHLNRMLE--AEPLSDRFVAWRAELAA 444

Query: 447 QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLS 506
++ +FPL + +Al PQYAI+VL E T G+ 11+TGVGQHQMWAAQ+Y YK+PR+W+S
Sbjct: 445 KRAEFPLRYPQRDDAIVPQYAIQVLGEETKGEVIITTGVGQHQMWAAQWYPYKEPRRWIS 504

Query: 507 SGGLGAMGFGLPAAIGASVA------ NPDA1VVDIDGDGSFIMNVQELAT IRVENLPVKV 560
SGGLG+MGFGLPAA+GA+VA 1VVDIDGDGSF+MNVQELAT+ +E L VKV
Sbjct: 505 SGGLGSMGFGLPAALGAAVAFDGKQGREKRIVVDIDGDGSFLMNVQELATVFIEKLDVKY 564

Query: 561 LLLNNQHLGMVMQWEDRFYKANRAHTFLGD------- PAQEDE I FPNMLLFAAACGIPAA 613
++LNNQHLGMV+QWEDRFYKANRAHT+LG E++14PN + A + G+P+
Sbjct: 565 MILNNQHLGMVVQWEDRFYKANRAHTYLGKREAEWHATGDEED I YPNFVGMARSFGVPSM 624

Query: 614 RVTKKADLREAIQTMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
RV +K DLR A +TMLDTPGPYLL+V+ PH EHVLPMIP G TF D+ITEGDG +KY
Sbjct: 625 RVIRKEDLRGANRTMLDTPGPYLLEVMVPHIEHVLPMIPGGATFKDI ITEGDGSVKY 681

>ref|XP_001421626.1] predicted protein [Ostreococcus lucimarinus CCE9901]
gb]AB099919.1] predicted protein [Ostreococcus lucimarinus CCE9901]
Length = 610

Score = 801 bits (2068), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 390/590 (66%), Positives = 475/590 (80%), Gaps = 11/590 (1%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSS-IRNVLPRHEQ 145
F SRFA D+PRKG+DILVEALER+GV+ VFAYPGGASMEIHQ+LT+S++ IRNVL RHEQ
Sbjct: 13 FASRFADDEPRKGSDILVEALEREGVDCVFAYPGGASMEIHQSLTKSATGIRNVLCRHEQ 72

Query: 146 GGVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDA 205
G VFAAEGYA+++GK G+CIATSGPGATNLV+GLADALLDSVP+VAITGQVPR MIGTDA
Sbjct: 73 GEVFAAEGYAKATGKVGVCIATSGPGATNLVTGLADALLDSVPMVAITGQVPRPMIGTDA 132

Query: 206 FQETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIP 265

FQETPIVE+TR ITKHNYLVM+VE+IPRI+ EAFFLA SGRPGPVL+D+PKD+QQQLA+P
Sbjct: 133 FQETPIVEITRQITKHNYLVMNVEEIPRIVREAFFLAASGRPGPVLIDIPKDVQQQLAVP 192
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Query: 266
Sbjct: 193
Query: 326
Sbjct: 253
Query: 386
Sbjct: 313
Query: 446
Shjct: 371
Query: 505
Sbjct: 431
Query: 565
Shjct: 491
Query: 618

Shjct: 551

NWEQAMKLPGYMSRMPKPPEDSHLEQIVRL I SESKKPVLYVGGGCLNSSDELGRFVELTG
WE + L GY+SR+P PP L+Q++ LI +SK+PV+Y GGGCL++ EL F TG
YWEPKVSLNGYLSRLPAPPTSPQLQQVLDL IKDSKRPVVYAGGGCLDADLELVEFCRATG

IPVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAF
IPV +TLMGLG++P D+LSL MLGMHG VYANYA++ +DLLLAFGVRFDDRVTGKL F
IPVTNTLMGLGTFPQSDDLSLSMLGMHGAVYANYAIDSADLLLAFGVRFDDRVTGKLAEF

ASRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELN
A RA IVHIDID AE+GKNK P S+ ++K AL+ +NK++ E+ DF WR ++
AKRAAITVHIDIDPAELGKNKKPFCS IFSNIKPALKTLNKL IA--LEKDMPDFSEWRAAID

VQKQKFPLSF-KTFGEAIPPQYAIKVLDELTDGKAI I STGVGQHQMWAAQFYNYKKPRQW
VQ++KFP + G+ 1 PQ Al++L ++T+GKAITISTGVGQHQMWAAQ Y + +PR W
VQRKKFPFPIPEQVGDV IAPQAAIELLCKMTEGKATL I STGVGQHQMWAAQHYKFDEPRNW

LSSGGLGAMGFGLPAAIGASVANPDATVVD IDGDGSFIMNVQELAT IRVENLPVKVLLLN
L+SGGLG+MGFGLPAAIGA+ A P +VVDIDGDGSF+MN+QELAT+ ENLPVK +LN

LTSGGLGSMGFGLPAAIGAAAARPGDLVVD IDGDGSFVMNIQELATLHAENLPVKCFILN
NQHLGMVMQWEDRFYKANRAHTFLGDP--—----— AQEDE I FPNMLLFAAACGIPAARVTK
NQ+LGMV+QWEDRFYKANR HT+LG P +E  IFP+ + + +PA RV +

NQYLGMVVQWEDRFYKANRGHTYLGSPNDDFQVSKEEAHI FPDFVT I SQGGFRVPAERVMR

KADLREAIQTMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGR 667
+DL Al+ M++ GPYLLDV+ PH EHVLPM+P GGTF D IT GDGR
MSDLEGAIKRMIEADGPYLLDVMVPHVEHVLPMVPGGGTFADTITTGDGR 600

>dbj |BAE53595.1] acetolactate synthase [Monochoria vaginalis]

Score =

Length = 566

792 bits (2046), Expect = 0.0, Method: Compositional matrix

Identities = 382/563 (67%), Positives = 448/563 (79%)

Query: 105
Sbjct: 1

Query: 165
Sbjct: 61
Query: 225
Sbjct: 121
Query: 285
Sbjct: 181
Query: 345
Sbjct: 241
Query: 405
Sbjct: 301
Query: 465
Sbjct: 361
Query: 525
Sbjct: 421
Query: 585

Shjct: 481

EALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARSSGKPGIC
EALER+GV +FAYPGGASMEIHQALTRS SI N L RHE GYARS+G+PG+C
EALEREGVTDLFAYPGGASME ITHQALTRSPS I TNHLLRHEXXXXXXXXGYARSTGRPGVC

IATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP IVEVTRSITKHNYL
IATSGPGATNLVS VAITGQVPRRMIGTDAFQETPIVEVTRSI TKHNYL
I ATSGPGATNLVSXXXXXXXXXXXXVAITGQVPRRMIGTDAFQETPIVEVTRSITKHNYL

VMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD I1QQQLA I PNWEQAMKLPGYMSRMPKPP
V+DV+DIPRI I1+EAFF+ATSGRPGPVLVD+PKDIQQQLA+P W ++LPGY+SR+PKPP
VLDVDDIPRI IKEAFFIATSGRPGPVLVD I PKD 1QQQLAVPVWNPPVRLPGYVSRLPKPP

EDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVASTLMGLGSYPCDDEL
L+QIVR++SES +PVLYVGGG L++S+EL RF +LTGIP+ASTLMG+G YP D L
ALHLLQQIVRIVSESSRPVLYVGGGSLHASEELRRFADLTGIPIASTLMGIGVYPLDGPL

SLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHID IDSAE IGKN
SL MLGMHGTVYANYA++ +DLLLAFGVRFDDRVTGKLEAFASRAKIVHIDID AEIGKN
SLKMLGMHGTVYANYAIDKADLLLAFGVRFDDRVTGKLEAFASRAKIVHID IDPAEIGKN

KTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAIPP
K PHVS+CGD+KLALQ MN+++E KLD
KQPHVS1CGD IKLALQEMNEM IEESG I HNKLDXXXXXXXXXXXXXXXXXXXXXXXXXXXX

QYAIKVLDELTDGKA I ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGFGLPAAIGAS
+G+Al 1+TGVGQHQMWAAQ+Y+YK+PRQWL+S GLGAMGFGLPAA+GA+
XXXXXXXXXXXNGEAT I TTGVGQHQMWAAQYYSYKRPRQWLTSAGLGAMGFGLPAAVGAA

VANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGMVMQWEDRFYKANRA
V NP +VVDIDGDGSF MN QELA IR+ENL VK+L+LNNQHLGMV+QWEDRFYK+NRA
VGNPGVMVVD IDGDGSFQMNAQELA I IRTENLDVKML I LNNQHLGMVVQWEDRFYKSNRA

HTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTMLDTPGPYLLDVICPHQ
HT+LG+PA E ++FP+ + A + 1PAARV+KK+++R+Al+ M+ TPGPYL DVI PH+
HTYLGNPANESKVFPDFVKLAESYD IPAARVSKKSEVRDAIKKMIQTPGPYLWDV IVPHE
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Query: 645 EHVLPMIPNGGTFNDVITEGDGR 667
EHVLPMIP+GG F D+1 +GDGR
Sbjct: 541 EHVLPMIPSGGAFKDMILDGDGR 563

>emb | CAC86697.1] putative acetolactate synthase [Raphanus raphanistrum]
Length = 409

Score = 788 bits (2036), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 375/409 (91%), Positives = 391/409 (95%)

Query: 262 LAIPNWEQAMKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFV 321
LAIP W+Q M+LPGYMSR+P+PP S L QIVRLISESK+PVLYVGGG LNSS+ELGRFV
Sbjct: 1 LATPXWDQPMRLPGYMSRLPQPPXVSQLRQIVRLISESKRPVLYVGGGSLNSSEELGRFV 60

Query: 322 ELTGIPVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGK 381
ELTGIPVASTLMGLGSYPC+DELSL MLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGK
Sbjct: 61 ELTGIPVASTLMGLGSYPCNDELSLQMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGK 120

Query: 382 LEAFASRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWR 441
LEAFASRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNK+LENRAEELKLDFGVWR
Sbjct: 121 LEAFASRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKILENRAEELKLDFGVWR 180

Query: 442 NELNVQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAIISTGVGQHQMWAAQFYNYKKP 501
+EL  QKQKFPLSFKTFGEAIPPQYAI+VLDELTDGKAIISTGVGQHQMWAAQFY Y+KP
Sbjct: 181 SELKEQKQKFPLSFKTFGEAIPPQYAIQVLDELTDGKAI ISTGVGQHQMWAAQFYKYRKP 240

Query: 502 RQWLSSGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVL 561
RQWLSS GLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVK+L
Sbjct: 241 RQWLSSSGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKIL 300

Query: 562 LLNNQHLGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADL 621
LLNNQHLGMVMQWEDRFYKANRAHT+LGDPA+E EIFPNML FA ACGIPAARVTKK +L
Sbjct: 301 LLNNQHLGMVMQWEDRFYKANRAHTYLGDPARESE I FPNMLQFAGACGIPAARVTKKEEL 360

Query: 622 REAIQTMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
REAIQTMLDTPGPYLLDVICPHQEHVLPMIP+GGTF DVITEGDGR KY
Sbjct: 361 REAIQTMLDTPGPYLLDVICPHQEHVLPMIPSGGTFKDVITEGDGRTKY 409

>gb|EAZ30535.1] hypothetical protein 0sJ 014018 [Oryza sativa (jJaponica
cultivar-group)]
Length = 610

Score = 758 bits (1956), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 370/584 (63%), Positives = 445/584 (76%), Gaps = 58/584 (9%)

Query: 92 APDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAA 151
AP RKGADI+VEALER GV G FAA
Sbjct: 80 APMGQRKGADIVVEALERCGVR---———————————————— o ——— DGEAFAA 108

Query: 152 EGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPI 211
GYARSSG+PG+C+ATSGPGATNLVS LADA LDSVPLVAITGQ PRRMIGTDAFQETPI
Sbjct: 109 SGYARSSGRPGVCVATSGPGATNLVSALADAHLDSVPLVAITGQAPRRMIGTDAFQETPI 168

Query: 212 VEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQAM 271
VE TRSITKHNYL++DV+DIPR+1 EAFFLA++GRPGPVLVD+PKDIQQQ+A+P+W+ M
Sbjct: 169 VEFTRSITKHNYLILDVDDIPRVINEAFFLASTGRPGPVLVDIPKDIQQQMAVPSWDAPM 228

Query: 272 KLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAST 331
+LPGY+SR+PKPP  + L++++RL+ ++++PVLYVGGGC S EL RFVELTGIPV +T
Sbjct: 229 RLPGYISRLPKPPAANLLDEVIRLVGDAERPVLYVGGGCSASGYELRRFVELTGIPVTTT 288

Query: 332 LMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKI 391
LMG+G++P DD LSL MLGMHGTVYANYAV+++DLLLA GVRFDDRVTGK+EAFASRAKI
Sbjct: 289 LMGIGNFPSDDPLSLRMLGMHGTVYANYAVDNADLLLALGVRFDDRVTGKVEAFASRAKI 348

Query: 392 VHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENR---AEELKLDFGVWRNELNVQK 448

VH+DID +E+GKNK PHVS+C DVKLALQGMN +LE + A LDF WR+EL +K
Sbjct: 349 VHVDIDPSELGKNKQPHVSICADVKLALQGMNAMLEEQSAAAARKNLDFSAWRSELEKKK 408
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Query: 449 QKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSG 508
+FPL ++TFGE IPPQYAI+VLDE+T+G Al++TGVGQHQMWA Q Y Y++PRQWLSS
Shjct: 409 VEFPLGYRTFGEEIPPQYAIQVLDEVTNGVAIVATGVGQHQMWATQHYTYRRPRQWLSSA 468

Query: 509 GLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHL 568
GLGAMGFGL ELA +RVE+LPVKV++LNNQHL
Sbjct: 469 GLGAMGFGL--------—————————————— PAAAGAAELAMVRVEDLPVKVMVLNNQHL 506

Query: 569 GMVMQWEDRFYKANRAHTFLGDPAQE--DEIFPNMLLFAAACGIPAARVTKKADLREAIQ 626
GMV+QWEDRFY ANRAHT+LG+PA E++P+ + A GIPAARVT+K ++R A++
Sbjct: 507 GMVVQWEDRFYDANRAHTYLGNPAANGGGEVYPDFVTIAGGFGIPAARVTRKGEVRAAVE 566

Query: 627 TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
M+ PGPYLLDV+ PHQEHVLPMIP+ G F D+l +GDGR Y
Sbjct: 567 EMMAAPGPYLLDVVVPHQEHVLPMIPSNGAFKDI IVDGDGRSSY 610

>gb|EAZ30530.1] hypothetical protein 0sJ_014013 [Oryza sativa (japonica
cultivar-group)]
Length = 620

Score = 726 bits (1874), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 363/580 (62%), Positives = 444/580 (76%), Gaps = 45/580 (7%)

Query: 90 RFAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVF 149

R+ P + RKGADILVEAL R GV VF YPG R G
Sbjct: 82 RWGPTERRKGADILVEALGRCGVRDVFGYPG---——————mmmmmmm e RRVDGDPP 120
Query: 150 AAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQET 209
A+ A P + P A + G+ +VPRRMIGTDAFQET
Sbjct: 121 GADAVAGHPQPP------ APPRAGGGLRGV---———————————— RVPRRMIGTDAFQET 159

Query: 210 PIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQ 269
PIVE+TRSITKHNYLV+DV+DIPR+1 EAFFLAT+GRPGPVLVD+PKD1QQQ+A+P+W+
Sbjct: 160 PIVELTRSITKHNYLVLDVDDIPRVINEAFFLATTGRPGPVLVDIPKDIQQQMAVPSWDA 219

Query: 270 AMKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVA 329
M+LPGY+SR+PKPP  + L++++RL+ ++++PVLYVGGGC S DEL RFVELTGIPV
Sbjct: 220 PMRLPGYISRLPKPPSANLLDEVIRLVGDAERPVLYVGGGCSASGDELRRFVELTGIPVT 279

Query: 330 STLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRA 389
+TLMG+G++P DD LSL MLGMHGTVYANYAV+++DLLLA GVRFDDRVTGK+EAFASRA
Sbjct: 280 TTLMGIGNFPSDDPLSLRMLGMHGTVYANYAVDNADLLLALGVRFDDRVTGKVEAFASRA 339

Query: 390 KIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQ 449
KIVH+DID +E+GKNK PHVS+C DVKLALQGMN LE + + LDF WR+EL +K
Sbjct: 340 KIVHVDIDPSELGKNKQPHVSICADVKLALQGMNATLEQQQRK-NLDFSAWRSELEKKKA 398

Query: 450 KFPLSFKTFGEAIPPQYAIKVLDELTDGKAIISTGVGQHQMWAAQFYNYKKPRQWLSSGG 509
+FPL ++TFGE I1PPQYAI+VLDE+T+G+Al++TGVGQHQMWA Q Y +++PRQWLSS G
Sbjct: 399 EFPLGYRTFGEEIPPQYAIQVLDEVTNGEAIVATGVGQHQMWATQHYTFRRPRQWLSSAG 458

Query: 510 LGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLG 569
LGAMGFGLPAA GA+VANP A VVDIDGDGS +MN+QELA +RVENLPVKV++LNNQHLG
Sbjct: 459 LGAMGFGLPAAAGAAVANPGATVVDIDGDGSLLMNIQELAMVRVENLPVKVMVLNNQHLG 518

Query: 570 MVMQWEDRFYKANRAHTFLGDPAQE--DEIFPNMLLFAAACGIPAARVTKKADLREAIQT 627

MV+QWEDRFY ANRAHT+LG+PA E++P+ + A GIPAARVT+K ++R A++
Sbjct: 519 MVVQWEDRFYDANRAHTYLGNPAANGGGEVYPDFVAIAGGFGIPAARVTRKGEVRAAVEE 578
Query: 628 MLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGR 667

M+ PGPYLLDV+ PHQEHV PMIP+ G F D+1 +G GR
Sbjct: 579 MMAAPGPYLLDVVVPHQEHVQPMIPSNGAFKDI IVDGGGR 618

>gb|AAT72502.1] AT3G48560 [Arabidopsis lyrata subsp. lyrata]
Length = 344

Score = 706 bits (1821), Expect = 0.0, Method: Compositional matrix adjust.
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Identities = 341/344 (99%), Positives = 344/344 (100%)

Query: 152 EGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPI 211
EGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPI
Sbjct: 1 EGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPI 60

Query: 212 VEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQAM 271
VEVTRSITKHNYLVMDVED IPR1 IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQAM
Sbjct: 61 VEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQAM 120

Query: 272 KLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAST 331
+LPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAST
Sbjct: 121 RLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVAST 180

Query: 332 LMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKI 391
LMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKI
Sbjct: 181 LMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKI 240

Query: 392 VHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKF 451
VHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKF
Sbjct: 241 VHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKF 300

Query: 452 PLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQF 495
PLSFKTFGEAIPPQYAI++LDELTDGKAI I STGVGQHQMWAAQF
Sbjct: 301 PLSFKTFGEAIPPQYAIQLLDELTDGKAI ISTGVGQHQMWAAQF 344

>emb | CAP09635.1] acetolactate-synthase-N-DnaE intein-N fusion protein
[Transformation Vector plCH13688]
Length = 558

Score = 701 bits (1808), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 344/355 (96%), Positives = 346/355 (97%), Gaps = 2/355 (0%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQG 146
F1SRFAPDQPRKGAD ILVEALERQGVETVFAYPGGASME THQALTRSSS IRNVLPRHEQG
Sbjct: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQG 146

Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF 206
GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQV RRMIGTDAF
Sbjct: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVSRRMIGTDAF 206

Query: 207 QETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN 266
QETPIVEVTRSITKHNYLVMDVED IPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPN
Sbjct: 207 QETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN 266

Query: 267 WEQAMKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGI 326
WEQAM+LPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI
Sbjct: 267 WEQAMRLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGI 326

Query: 327 PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA 386
PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
Sbjct: 327 PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA 386

Query: 387 SRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLEN--RAEELKLDFGV 439
SRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLEN + E L FG
Sbjct: 387 SRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENDVKFAEYCLSFGT 441

>ref|XP_001695168.1] acetolactate synthase, large subunit [Chlamydomonas reinhardtii]
gb]EDP01876.1] acetolactate synthase, large subunit [Chlamydomonas reinhardtii]
Length = 640

Score = 701 bits (1808), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 355/598 (59%), Positives = 434/598 (72%), Gaps = 60/598 (10%)

Query: 87 FISRFAPDQPRKGADILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQG 146

++ R+ +PRKGADILV+ALER+GV++VFAYPGGASMEIHQALTRS 1 NVL RHEQG
Sbjct: 89 WVDRYG-SEPRKGADILVQALEREGVDSVFAYPGGASME IHQALTRSDRITNVLCRHEQG 147
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Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF 206
+FAAEGYA+++G+ G+CIATSGPGATNLV+GLADA++DS+PLVAITGQVPRRMIGTDAF
Sbjct: 148 EIFAAEGYAKAAGRVGVCIATSGPGATNLVTGLADAMMDS IPLVAITGQVPRRMIGTDAF 207

Query: 207 QETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN 266
QETPI PR + T P
Sbjct: 208 QETPI-———-——————————————- PRTSSSSWRCRTGSAP-———-—————————————— 228

Query: 267 WEQAMKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGI 326
M + GY+SR+P P E+S + ++4R + + KPV+4Y GGGCL++ EL F  TGI
Sbjct: 229 ----MSITGYISRLPPPVEESQVLPVLRALQGAAKPVIYYGGGCLDAQAELREFAARTGI 284

Query: 327 PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA 386
P+AST MGLG P D L MLGMHGTV+ANYAV+ +DLL+A GVRFDDRVTGKL+AFA
Sbjct: 285 PLASTFMGLGVVPSTDPNHLQMLGMHGTVFANYAVDQADLLVALGVRFDDRVTGKLDAFA 344

Query: 387 SRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLD-FGVWRNELN 445
+RA+1VHIDID+AEl KNKT HV VCGDVK AL +N++L AE L D + WR EL
Sbjct: 345 ARARIVHIDIDAAEISKNKTAHVPVCGDVKQALSHLNRLLA--AEPLPADKWAGWRAELA 402

Query: 446 VQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWL 505
++ +FP+ + +Al PQ+Al+VL E T G+All1+TGVGQHQMWAAQ+Y YK+ R+W+
Sbjct: 403 AKRAEFPMRYPQRDDAIVPQHAIQVLGEETQGEAI ITTGVGQHQMWAAQWYPYKETRRWI 462

Query: 506 SSGGLGAMGFGLPAAIGASVA------ NPDAITVVD IDGDGSFIMNVQELAT IRVENLPVK 559
SSGGLG+MGFGLPAA+GA+VA P VVDIDGDGSF+MNVQELATI +E L VK
Sbjct: 463 SSGGLGSMGFGLPAALGAAVAFDGKNGRPKKTVVDIDGDGSFLMNVQELATIFIEKLDVK 522

Query: 560 VLLLNNQHLGMVMQWEDRFYKANRAHTFLGD------- PAQEDEIFPNMLLFAAACGIPA 612
V+LLNNQHLGMV+QWEDRFYKANRAHT+LG E++1+PN + A A G+P+
Sbjct: 523 VMLLNNQHLGMVVQWEDRFYKANRAHTYLGKRESEWHATQDEEDIYPNFVNMAQAFGVPS 582

Query: 613 ARVTKKADLREAIQTMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
RV K LR AI+TMLDTPGPYLL+V+ PH EHVLPMIP G +F D+ITEGDG +KY
Sbjct: 583 RRVIVKEQLRGAIRTMLDTPGPYLLEVMVPHIEHVLPMIPGGASFKDIITEGDGTVKY 640

>ref]ZP_03129981.1] acetolactate synthase, large subunit, biosynthetic type
[Chthoniobacter flavus E11in428]
gb|EDY19461.1] acetolactate synthase, large subunit, biosynthetic type
[Chthoniobacter flavus El11in428]
Length = 591

Score = 675 bits (1741), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 344/586 (58%), Positives = 421/586 (71%), Gaps = 17/586 (2%)

Query: 99 GADILVEALERQGVETVFAYPGGASME IHQALT-RSSSIRNVLPRHEQGGVFAAEGYARS 157
GA+ILVE L R+GV+T+FAYPGGASM +HQALT R IR LPRHEQGGVFAAEGYAR+
Sbjct: 3 GAEILVECLIREGVDTIFAYPGGASMHMHQALTKREDKIRTYLPRHEQGGVFAAEGYARA 62

Query: 158 SGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRS 217
+GK G+ +ATSGPGATNLV+G+ADA LDS PLVAITGQVP+ MIG AFQET + VT
Sbjct: 63 TGKAGVVMATSGPGATNLVTGIADAYLDSTPLVAITGQVPQAMIGKGAFQETDVFSVTAQ 122

Query: 218 ITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKLPGYM 277
I KHNYLVMDV DIPRI++EAF++A +GRPGPVL+D+PK+1Q P + + L GY
Sbjct: 123 1VKHNYLVMDVNDIPRIVKEAFY IAQTGRPGPVLIDIPKNIQLATTQPVFPAEINLRGYD 182

Query: 278 SRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLN--SSDELGRFVELTGIPVASTLMGL 335
K +D L ++V LI ++K P++Y GGG ++ +S EL FVE TGIPVA+TLMG+
Sbjct: 183 PI--KHADDVALNEVVGL IKQAKCPMIYCGGG I ISGEASGELLEFVERTGIPVATTLMGI 240

Query: 336 GSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHID 395
G +P ELSL LGMHGTVYAN AV +DLLLA GVRFDDRVTGK+ FA 1VHID
Sbjct: 241 GCFPETHELSLKWLGMHGTVYANNAVNEADLLLAIGVRFDDRVTGKISEFAKHGTIVHID 300

Query: 396 IDSAEIGKNKTPHVSVCGDVKLALQGMNKVLE----NRAEELKLDFGVWRNELNVQKQKF 451

ID++El KNK + + DVK AL +N++LE R + F W ++N ++ F
Sbjct: 301 IDNSEINKNKVVKLPILSDVKYALGRLNQLLEESGAKRVQSGFKAFPDWYVKINAWREAF 360
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Query: 452 PLSFKTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLG 511
P +F  + I PQYAIK+L ELT G Al I+TGVGQHQMWAAQFY+Y KPR L+S GLG
Shjct: 361 PFTFNDTEDVIQPQYAIKLLCELTKGDAI ITTGVGQHQMWAAQFYDYTKPRTLLTSAGLG 420

Query: 512 AMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMV 571
+MGFG PAA+GA VA PD V+DIDGDGSF+MNVQELA  VE + KV++LNNQ LGMV
Sbjct: 421 SMGFGYPAALGAKVAFPDKEV IDIDGDGSFLMNVQELALAHVEGVNAKVMILNNQWLGMV 480

Query: 572 MQWEDRFYKANRAHTFLGDPAQEDE-------- IFPNMLLFAAACGIPAARVTKKADLRE 623
MQWEDRFYK+NR HTFLG+P + E 1+P+ + + RV K DL
Sbjct: 481 MQWEDRFYKSNRGHTFLGNPKKVYEGSLEDPTGI1YPDYVKMCEGFAVKCERVMHKKDLAA 540

Query: 624 AIQTMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIK 669
A+Q MLD PY+LDV+ P+ EHVLPMIP+GGT+ DVI EG +K
Sbjct: 541 AMQRMLDAKEPYVLDVMVPYTEHVLPMIPSGGTYKDVIYEGRQTLK 586

>emb ] CAO45071.1] unnamed protein product [Vitis vinifera]
Length = 463

Score = 673 bits (1736), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 315/461 (68%), Positives = 382/461 (82%), Gaps = 2/461 (0%)

Query: 201 IGTDAFQETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQ 260
+GTDAFQE P++++TR ITK NYLV+DVEDIPR ++EAF LATSGRPGPVL+D+P+DIQ+
Shjct: 1 MGTDAFQEVPLIDITRPITKFNYLVLDVED IPRTVKEAFLLATSGRPGPVLIDIPRDIQK 60

Query: 261 QLAIPNWEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRF 320
+L +PNW + + LPG SR+PK PE +HLE+I1VRLIS SK+PV+Y GGGC+N S+EL RF
Sbjct: 61 ELVVPNWNKPIMLPGNASRLPKLPEKAHLEEIVRLISVSKRPVVYAGGGCMNCSEELRRF 120

Query: 321 VELTGIPVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTG 380
V LTGIPVASTLMGLG + C D+LSLHMLGMHGT+ ANYAV+ SDLLLAFGVRFDDRVTG
Sbjct: 121 VGLTGIPVASTLMGLGIFACTDDLSLHMLGMHGT IQANYAVDRSDLLLAFGVRFDDRVTG 180

Query: 381 KLEAFASRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVW 440
K+EAFA A 1IVHIDID AEIGKNK PH+S+C DVKLAL+G+N +LE A K
Sbjct: 181 KVEAFARNATIVHIDIDPAEIGKNKKPHLSICTDVKLALEGINTILEKNAA--KQPTAEN 238

Query: 441 RNELNVQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKK 500
+ + P S++TFGEAIPPQYAI++LDELT+G All TGVGQHQMWAAQ+Y +K
Shjct: 239 KRGKGTKFNDNPPSYRTFGEAIPPQYAIQLLDELTNGNAI ICTGVGQHQMWAAQYYKHKN 298

Query: 501 PRQWLSSGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKYV 560
PR WLSS GLGAMGFGLPAA+GA++A PDAIVVDIDGDGSF+MN+QELAT IRVENLPVK+
Sbjct: 299 PRHWLSSSGLGAMGFGLPAAMGAALAKPDAIVVDIDGDGSFMMNIQELATIRVENLPVKI 358

Query: 561 LLLNNQHLGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKAD 620
+LLNNQHLGMV Q+E + +  H+++G+P+ + ++FP+ML+FA AC 1 AARVTKKA+
Sbjct: 359 MLLNNQHLGMVYQYEYEYGDGDSLHSYMGNPSNQAQVFPDMLMFAEACNITAARVTKKAE 418

Query: 621 LREAIQTMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661
LREAI+ ML TPGPYLLDV+ PHQ VL +IP+GGTF D 1
Sbjct: 419 LREAIEKMLKTPGPYLLDVMVPHQAQVLQLIPDGGTFKDAI 459

>ref]ZP_01089063.1] acetolactate synthase 111 (Precursor) [Blastopirellula marina DSM

3645]

gb]EAQ82178.1] acetolactate synthase 11l (Precursor) [Blastopirellula marina DSM
3645]
Length = 590

Score = 669 bits (1726), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 333/582 (57%), Positives = 424/582 (72%), Gaps = 25/582 (4%)

Query: 99 GADILVEALERQGVETVFAYPGGASME IHQALTR-SSSIRNVLPRHEQGGVFAAEGYARS 157
GADI++E+L R GV+ +FAYPGG SM +HQALTR IR +LPRHEQGG FAA+G AR+
Sbjct: 17 GADIMIESLVRHGVDVIFAYPGGCSMPLHQALTRYKDKIRT ILPRHEQGGGFAAQGVART 76

Query: 158 SGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRS 217

+GK G+C+ATSGPGATNLV+ +ADA LDS+P+VAIT QVPR +I1G+DAFQETPIVEV R
Sbjct: 77 TGKVGVCMATSGPGATNLVTAIADAKLDSIPMVAITAQVPRAVIGSDAFQETPIVEVCRG 136
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Query: 218 ITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKLPG-- 275
ITKH+YLV D+ D+ RI++EAF +A++GRPGPVL+D+PKD+Q + +P+W+ AM LPG
Sbjct: 137 ITKHHYLVTDIADLTRIMKEAFHIASTGRPGPVLIDIPKDVQLEQIVPDWDCAMNLPGYN 196

Query: 276 YMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNS--SDELGRFVELTGIPVASTLM 333
Y +R KP + ++Ql | +K+P++Y GGG + S S+EL  VE TGIP+ +T+M
Sbjct: 197 YEARTAKPEQ---1KQIAAAIKRAKRPMIYSGGG I ITSGASEELRELVEKTGIPITTTVM 253

Query: 334 GLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVH 393
GLGS+P DD LSL MLGMHGTVYANYAV++ DLL++ GVRFDDRVTGKL FA AKI+H
Sbjct: 254 GLGSFPGDDPLSLDMLGMHGTVYANYAVQNCDLLISLGVRFDDRVTGKLAEFAKHAKIIH 313

Query: 394 IDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPL 453
IDID +EI KNK H V D+K AL+ + ++E D w + K+ PL
Sbjct: 314 IDIDPSEINKNKLAHFPVVSDLKPALRMLCDIVEKPE----— DISEWVAQCAKWKKDEPL 368

Query: 454 SFKTFGEAIPPQYAIKVLDELTDGK-AI1STGVGQHQMWAAQFYNYKKPRQWLSSGGLGA 512
+ T E 1 Q+Al L+++ + 11S GVGQHQMWAAQFY +KKPR WLSS GLG
Shjct: 369 KYDTSFEGILQQHAIAELNDICKERDT I 1SVGVGQHQMWAAQFYKFKKPRTWLSSSGLGT 428

Query: 513 MGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMVM 572
MGFGLPAA+GA VA PDA+ +DI+GDGSF MN+QELAT E LPVKV+LLNNQHLGMV+
Sbjct: 429 MGFGLPAAMGAQVAFPDALCIDIEGDGSFTMNIQELATCFCEKLPVKVMLLNNQHLGMVV 488

Query: 573 QWEDRFYKANRAHTFL------———-- GDPAQEDE I FPNMLLFAAACG IPAARVTKKADL 621
QWEDRF NRAHT+L G+ E +P+ ++ A G A V++K++L
Sbjct: 489 QWEDRFMSGNRAHTYLGPVHHPEATGDGNERYAAERYPDFVMIAKGFGCGGATVSRKSEL 548

Query: 622 REAIQTMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITE 663
R Al+ M++ GPY+LDV P+QE VLPMIP+G T ND+1 E
Sbjct: 549 RAAIEEMINYDGPYVLDVQVPYQEQVLPMIPSGMTVNDIIKE 590

>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 = 667 bits (1721), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 319/570 (55%), Positives = 431/570 (75%), Gaps = 7/570 (1%)

Query: 99 GADILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQGGVFAAEGYARSS 158
GAD ++ ALE++GV +FAYPGGASM +HQ+LTR+ +R VLPRHEQGGVF AEGYARS+
Sbjct: 24 GADCVIAALEKEGVGILFAYPGGASMPMHQSLTRAKILRTVLPRHEQGGVFMAEGYARST 83

Query: 159 GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
GK G+C++TSGPGATNL++G+ADA +DSVPLVAITGQV + MIG AFQET + +T 1
Sbjct: 84 GKVGVCMSTSGPGATNLITGIADAYMDSVPLVAITGQVKKEMIGKGAFQETDVFGITLPI 143

Query: 219 TKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQAMKLPGYMS 278
KH+YLV+D +I1P+11+EA +A SGRPGPV++D+PKD+QQ + P + + G S
Sbjct: 144 VKHSYLVIDPREIPQI IKEALLIARSGRPGPVVIDIPKDVQQAVFKPFFPHST---GLES 200

Query: 279 RMPKPPED-SHLEQIVRLISESKKPVLYVGGGCLNSS--DELGRFVELTGIPVASTLMGL 335
++ PP D S LE ++ 1 ++K+PV+YVGGG ++S EL F + T IPVA+TLMG+
Sbjct: 201 KLAPPPIDISALETVLDWIEKAKRPVMYVGGG I ISSGAYHELLEFAQKTAIPVATTLMGI 260

Query: 336 GSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHID 395
GS+P + LSL LGMHG+VY+N+AV+ SDLLLAFGVRFDDRVTG ++AFA +A+I1VHID
Sbjct: 261 GSFPENHPLSLKWLGMHGSVYSNFAVDQSDLLLAFGVRFDDRVTGNVQAFAQKARIVHID 320

Query: 396 IDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSF 455

ID++E+ KNK  + + GD+K AL+ +N+++E R+  + +W+ E+ K K+P +
Sbjct: 321 IDNSELNKNKRVDLPILGDIKEALRLLNRLIEERKFQ-SPGYSLWQEEIQAWKIKYPFRY 379
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Query: 456 KTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGF 515
K F I PQ I+ L +LT G+AII+TGVGQHQMW AQFYN+ +PR +L+SGGLGAMGF

Sbjct: 380 KKFEGVIMPQMVIEELYKLTRGEAIITTGVGQHQMWTAQFYNFHRPRTFLTSGGLGAMGF 439

Query: 516 GLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMVMQWE 575
G PAA+GA +A+P+A V+D+DGDGSF+MN+QELAT E +PVK ++LNNQHLGMV+QWE
Sbjct: 440 GYPAALGAKIAHPEATVIDVDGDGSFLMNIQELATAVTEKIPVKAVILNNQHLGMVVQWE 499

Query: 576 DRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTMLDTPGPY 635
DRFY +NRAHTFLG P ++ ++P+ G+ + R++K +L A++ MLD+ PY
Sbjct: 500 DRFYDSNRAHTFLGLPDNKNMVYPDFPQICKGFGVKSERISKPHELVPALKRMLDSEEPY 559

Query: 636 LLDVICPHQEHVLPMIPNGGTFNDVITEGD 665
+LDVl P+ EHVLPMIP G T D+l + D
Sbjct: 560 VLDVIVPYTEHVLPMIPAGMTVKDITIDND 589

>ref|ZP_02966895.1] acetolactate synthase, large subunit, biosynthetic type [bacterium
El1in514]

gb]EDU04401.1] acetolactate synthase, large subunit, biosynthetic type [bacterium
El1in514]
Length = 622

Score = 653 bits (1685), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 333/600 (55%), Positives = 418/600 (69%), Gaps = 42/600 (7%)

Query: 99 GADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARSS 158
G++1L+ LER+GV+T+FAYPGGASME HQAL+RS IR +LPRHEQGGVFAAEGYAR++
Sbjct: 25 GSEILIACLEREGVDTIFAYPGGASMEFHQALSRSK-IRTILPRHEQGGVFAAEGYARAT 83

Query: 159 GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
GK G+C+ATSGPGATNLVSG+ADA +DS+PLV+ITGQVP+ MIG AFQET +T 1
Sbjct: 84 GKAGVCMATSGPGATNLVSGIADAYMDSIPLVSITGQVPQAMIGRGAFQETDFFGMTLPI 143

Query: 219 TKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKLPGYMS 278
KH+YLV DV DIPRII+EAF++ATSGRPGPV+VDVPK+1QQ P + + + GY
Sbjct: 144 VKHSYLVTDVNDIPRIIKEAFYVATSGRPGPVVVDVPKNIQQAKTQPVFPSEVLVRGY-- 201

Query: 279 RMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLN--SSDELGRFVELTGIPVASTLMGLG 336
+ + D L +1V LI +S++P+LYVGGG ++ +S+EL +F E IPV +TLMG+G
Sbjct: 202 DVDRRASDIELNEIVGLIEKSERPLLYVGGGIISGEASEELLKFAEAAQIPVTTTLMGIG 261

Query: 337 SYPCDDELSLHMLGMHGTVYANYAVEH----—-————————————— SDLLLAFGVRFDDRV 378
++P LSL LGMHG YAN+AV +DLLLAFGVRFDDRV
Sbjct: 262 AFPESHPLSLRWLGMHGAAYANWAVSGEFEPKKEFTDPSVQIAPGADLLLAFGVRFDDRV 321

Query: 379 TGKLEAFASRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFG 438
TGK+E F IVH+DID +EI KNK ++ V DVK AL+ +N++L RA + F
Sbjct: 322 TGKVEKFCEHGT IVHLD IDPSE INKNKPANLPVVSDVKFALRRLNQMLNERA--TAKKFT 379

Query: 439 VWRNELNVQKQKFPLSFKT---—————————mem—— FGEAIPPQYAIKVLDELTDGKALl 481
W ++ K KP ++ E 1 PQ Al++L ELT G All
Sbjct: 380 AWHKQVADWKAKAPFGYRVTEEVVKSQHMRDHLEGQVSEVILPQMAIEMLYELTGGDAII 439

Query: 482 STGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSF 541
+TGVGQHQMWAAQ+Y YK PRQ L+S GLGAMG+G PAA+GA VA PD VVDIDGDGSF
Sbjct: 440 TTGVGQHQMWAAQYYKYKFPRQLLTSAGLGAMGYGYPAAMGAKVACPDKQVVDIDGDGSF 499

Query: 542 IMNVQELATIRVENLPVKVLLLNNQHLGMVMQWEDRFYKANRAHTFLGDPAQEDEIFPNM 601
+MN+QELAT +E + K L+LNNQHLGMVMQWEDRFYK NR +T+LGDP +1+P+
Sbjct: 500 LMNIQELATAHIEKIAAKALVLNNQHLGMVMQWEDRFYKGNRGNTYLGDPENMKKIYPDY 559

Query: 602 LLFAAACGIPAARVTKKADLREAIQTMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661
+ A +P RV + DLR A+Q MLD+ PY+LDVI P+ EHVLP IP G T ++I
Sbjct: 560 VAMAKGFSVPCERVMFRKDLRAAMQRMLDSKEPYVLDVIVPYTEHVLPFIPAGKTVAEMI 619

>ref|ZP_01857674.1] acetolactate synthase 111 (Precursor) [Planctomyces maris DSM 8797]
gb|EDL56438.1] acetolactate synthase 11l (Precursor) [Planctomyces maris DSM 8797]
Length = 593
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Score

Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:

>ref|ZP_02737021.1] acetolactate synthase 111

Score

Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:

99

16

158

76

218

136

274

194

331

252

391

312

451

369

510

429

570

489

619

549

99

18

158

78

218

138

278

197

336

256
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653 bits (1685), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 333/585 (56%), Positives = 423/585 (72%), Gaps = 27/585 (4%)

GADILVEALERQGVETVFAYPGGASME IHQALTR-SSSIRNVLPRHEQGGVFAAEGYARS
GA+ILV+AL RQGV+T+FAYPGG SM +HQAL + IR +LPRHEQGG FAA+G AR+
GAEILVQALVRQGVKT IFAYPGGCSMPLHQALMKYKDD IRTLLPRHEQGGGFAAQGIART

SGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRS
+G+ G+C+ATSGPGATNLV+ LADA LDS+PLVAITGQVP+ +1G+DAFQETP+VE++R+
TGEVGVCMATSGPGATNLVTALADAKLDS IPLVAITGQVPQAV IGSDAFQETPMVE I SRA

I TKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD 1QQQLA I ----PNWEQAMKL
ITKH+Y+V DV+D+ RI++EAFF+A +GRPGPVL+D PKD QLA P++ L
I TKHHYMVTDVKDVAR I VKEAFF IANTGRPGPVL IDFPKDC--QLATLDEEPDYNPDTYL

PGYMSRMPK-PPEDSHLEQIVRL ISESKKPVLYVGGGCL--NSSDELGRFVELTGIPVAS
PGY M K PE ++Q1+ 1 SKKP+LYVGGG + ++S+EL +F T IPV +
PGYRPEMRKAAPE--QIKQILAAIKRSKKPILYVGGGAI I SDASEELVKFARRTNIPVTT

TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK
T+MGLG +P +D LSL MLGMHGTVYANYAV +DLLLAFGVRFDDRVTGKLE FA K
TVMGLGVFPGEDPLSLDMLGMHGTVYANYAVNEADLLLAFGVRFDDRVTGKLEEFAKHGK

1VHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK
IVH+DID +E+ KNK H+ + D+K L +N+ + + ++L w o+ K+K
1VHVD IDPSELQKNKEAH I P INADLKHVLTELNEA I TD--DDLP-QVDSWLAQCKEWKEK

FPLSFKTFGEAIPPQYAIKVL-DELTDGKAI I STGVGQHQMWAAQFYNYKKPRQWLSSGG
FPL + G+ + QYAI L + + 1+ GVGQHQMWAAQFY + KPR WLSS G
FPLKYPELGDVMSQQYA IHELWQQSKERDPY I TVGVGQHQMWAAQFYKFNKPRHWLSSSG

LGAMGFGLPAAIGASVANPDATVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLG
LG MGFGLPAA+G P+ +VVDIDGDGS +MN+QELAT+ ENLPVK+LLLNNQHLG

LGTMGFGLPAAMGVQAQFPNDLVVD IDGDGSMLMNIQELATLHTENLPVKILLLNNQHLG
MVMQWEDRFYKANRAHTFLG---DPAQE-------- DEIFPNMLLFAAACGIPAARVTKK
MV+QWEDRF + RAHT+LG P E + 4P+ + A G+ A+V K

MVVQWEDRFMEGRRAHTYLGPVHHPEWEGKGSGEHAEATYPDFVS I AKGFGLQARQVRSK
ADLREAIQTMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITE 663

A+ A+ ML + PYLLDVIC +QEHVLPMIP+GGT ND+ITE
AEYPAALAEMLASDQPYLLDVICTYQEHVLPMIPSGGTVNDIITE 593

Length = 590

157

75

217

135

273

193

330

251

390

311

450

368

509

428

569

488

618

548

[Gemmata obscuriglobus UQM 2246]

650 bits (1678), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 328/580 (56%), Positives = 411/580 (70%), Gaps = 22/580 (3%)

GADILVEALERQGVETVFAYPGGASME IHQALTR-SSSIRNVLPRHEQGGVFAAEGYARS
GADILV+AL R GV+TVFAYPGGASM IHQALTR +R +LPRHEQGG F A GY R+
GADILVQAL IRHGVDTVFAYPGGASMP IHQALTRVQGKLRT ILPRHEQGGGFMAHGYCRT

SGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRS
+GK  +C++TSGPGATN V+ +ADA +DS+P + ITGQV  ++G DAFQETP+VE+ R
TGKASVCVSTSGPGATNFVTCIADAKMDS IPAIFITGQVSTNVLGNDAFQETPMVEICRG

ITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD 1QQQLATPNWEQAMKLPGYM
ITKH+YL+ EDI R+++EAF +AT+GRPGPVL+DV KD+Q + +P+W+ AM LPGY
ITKHHYLLTRTED ITRVMKEAFHIATTGRPGPVL 1DVCKDVQTKSVVPDWDVAMDLPGY -

SRMPKPPEDSHLEQIVRL I SESKKPVLYVGGGCLNS--SDELGRFVELTG I PVASTLMGL
R + + LE ++ 1 SKKP +Y GGG +S + EL F EL G PV T+ GL
-RPVRKAPRAELEPVIAAIRASKKPFI1YAGGGVTHSDAAAELKEFAELVGAPVGLTVHGL

GSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHID
G++P D L L MLGMHGTVY+NYA+ +DLLLAFGVRFDDRVTGKL FA K1VH+D
GNFPADHYLCLQMLGMHGTVYSNYAINDADLLLAFGVRFDDRVTGKLAEFAKHGK1VHVD
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77

217

137

277

196

335

255

395
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Query: 396 IDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLD------ FGVWRNELNVQKQ 449
ID +EI KNK HV V D+K AL G+N +L+ EE D + W o+ +
Sbjct: 316 IDKSEIHKNKFAHVPVHSDLKHALHGLNALLK---EEKNADLTAGGRYTDWWRQVDAWRD 372
Query: 450 KFPLSFKTFGEAIPPQYAIKVLDELTDGK----- Al I STGVGQHQMWAAQFYNYKKPRQW 504
PL F 1 PQYAIK L E+ + 11+TGVGQHQMWAAQF+++ KPR+W

Sbjct: 373 AEPLKFAEPDNFI1PQYAIKRLWEILRDRNQLDDTI I TTGVGQHQMWAAQFFHENKPRKW 432

Query: 505 LSSGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLN 564
++SGGLG MGFGLP+A+GA VA P+ +V+DIDGDGSF+MNVQELAT E +P KVLLLN
Sbjct: 433 I1TSGCLGTMGFGLPSALGAKVAFPNNLVIDIDGDGSFLMNVQELATAYAEKIPAKVLLLN 492

Query: 565 NQHLGMVMQWEDRFYKANRAHTFLGDPAQEDE I-FPNMLLFAAACGIPAARVTKKADLRE 623
NQHLGMVMQWEDRF+ +NR HT+LG A ED  +P+ A G+ A V KADL
Sbjct: 493 NQHLGMVMQWEDRFFGSNRGHTYLG--AGEDHAPYPDFCKIAEGFGVTAKSVIDKADLDA 550

Query: 624 AIQTMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITE 663
A+ M++ PGP+LL+V PHQEHVLPMIP G T D+I1 E
Sbjct: 551 ALIEMIEAPGPFLLNVHVPHQEHVLPMIPAGSTVKDIIKE 590

>ref|NP_870771.1] acetolactate synthase 111 [precursor] [Rhodopirellula baltica SH 1]
emb]CAD77848.1] acetolactate synthase 11l [Precursor] [Rhodopirellula baltica SH 1]
Length = 619

Score = 642 bits (1655), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 326/588 (55%), Positives = 414/588 (70%), Gaps = 27/588 (4%)

Query: 95 QPRKGADILVEALERQGVETVFAYPGGASME IHQALTR-SSSIRNVLPRHEQGGVFAAEG 153
QP GAD+LV++L  GVE +FAYPGG SM +HQALTR  SIR +LPRHEQGG FAA+G
Shjct: 40 QPMNGADVLVKSLVDHGVEVLFAYPGGCSMPMHQALTRYGDSIRT ILPRHEQGGAFAAQG 99

Query: 154 YARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVE 213
Y+RS+GK G+ +ATSGPGATNLV+ +ADA LDS+P++ ITGQVP IGTDAFQETP+VE
Sbjct: 100 YSRSTGKIGVVMATSGPGATNLVTAIADAKLDSIPMLCITGQVPTGAIGTDAFQETPMVE 159

Query: 214 VTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKL 273
+ R ITKH+YLV D+ D+PR+++EAF +ATSGRPGPVLVD+PKD+Q ++ ML
Sbjct: 160 ICRGITKHHYLVTDLADLPRVMKEAFHIATSGRPGPVLVDMPKDVQLGNFPIDMDPEMDL 219

Query: 274 PGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLN--SSDELGRFVELTGIPVAST 331
PGY PK  ++ ++Q+ 1 +++PV+Y GGG ++ +S+EL  ++ TGIP +T
Sbjct: 220 PGYSPEAPKVAGET-IKQMAAAIKLARRPVIYAGGGI ISGEASEELRELIKKTGIPTVTT 278

Query: 332 LMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKI 391
+MGLG+ DD SL LGMHG YANYAV DLL+A GVRFDDRVTGK+EAFA AKI
Sbjct: 279 IMGLGAVSPDDPRSLDWLGMHGAAYANYAVRDCDLL IALGVRFDDRVTGKVEAFAKDAKI 338

Query: 392 VHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKF 451
+H+DIDS+E+ KNK H+ V GDVK L  +NK+++ E W+ K K+
Sbjct: 339 IHVDIDSSELNKNKQAHIPVRGDVKDVLVQLNKIVQPPEIE------ AWQKTCTDLKAKY 392

Query: 452 PLSFKTFGEAIPPQYAIKVLDELT-DGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGL 510
PL + + 1 Q+Al L ++T D + +S GVGQHQMWAAQF+ ++ PR W+SS GL
Shjct: 393 PLKYDNSFDGILQQHAIATLSK I TADRETYVSVGVGQHOMWAAQFFKFRNPRTWMSSSGL 452

Query: 511 GAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGM 570
G MGFGLPAA+G  A+PDA+V+DIDGDGSF MN+QELAT E LPVKVLLLNNQHLGM
Sbjct: 453 GTMGFGLPAAMGVQAAHPDALV IDIDGDGSFQMNIQELATCFCEKLPVKVLLLNNQHLGM 512

Query: 571 VMQWEDRFYKANRAHTFLGDPAQEDEl-------———————- FPNMLLFAAACGIPAARV 615
V+QWEDRF NRAHT+LG P DE +PN + A G AA YV
Sbjct: 513 VVQWEDRFMDRNRAHTYLG-P IDHDEAKGKSTADRFEYASDRYPNFVQIAKGYGCGAATV 571

Query: 616 TKKADLREAIQTMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITE 663

KKADL A+Q M+D GP+LLDV P+QEHVLPMIP G T +D++ +
Sbjct: 572 KKKADLEGALQEMIDHKGPFLLDVEVPYQEHVLPMIPGGMTVDDMLLD 619
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>gb|EDY84597.1] acetolactate synthase, large subunit, biosynthetic type
[Verrucomicrobiae bacterium DG1235]
Length = 592

Score = 629 bits (1622), Expect = e-178, Method: Compositional matrix adjust.
Identities = 307/572 (53%), Positives = 410/572 (71%), Gaps = 11/572 (1%)

Query: 99 GADILVEALERQGVETVFAYPGGASMEIHQALT-RSSSIRNVLPRHEQGGVFAAEGYARS 157
GADI+VE+L R+GV+ +FAYPGGAS+E+HQ+L R IR +LPRHEQGG FAAEGYAR
Sbjct: 21 GADIVVESLIREGVDVIFAYPGGASLEMHQSLAKRKDD IRT ILPRHEQGGSFAAEGYARV 80

Query: 158 SGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRS 217
+GK G+C+ATSGPGATNL++ +ADA +DS PLV I1TGQV + 1G AFQET +T
Sbjct: 81 TGKAGVCMATSGPGATNLMTAIADAFMDSTPLVCITGQVYSKFIGKAAFQETDFFGMTIP 140

Query: 218 ITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQAMKLPGYM 277
+ KH+YLV+DV D+PR+++EAF +AT+GRPGPV+VD+PKD+QQ L P W +P
Sbjct: 141 VVKHSYLVLDVNDLPRVMKEAFKIATTGRPGPVVVDIPKDVQQTLTTPVWPTDADVPYRE 200

Query: 278 SRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLN--SSDELGRFVELTGIPVASTLMGL 335
S++P D LE ++RLI ++K+PV+Y GGG ++ +S EL F E GIPVASTLMG
Sbjct: 201 SKLPAKASDRDLENVLRLIEDAKRPVIYFGGGVVSAEASKELTEFAERIGIPVASTLMGA 260

Query: 336 GSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHID 395
GS+P ELSL  GMHG+ + N+AV SDLLL G RFDDR+TG + FA +A+IVHID
Sbjct: 261 GSFPETHELSLKWFGMHGSAFGNWAVHQSDLLLTLGARFDDRITGDVSKFAPQAEIVHID 320

Query: 396 IDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSF 455
+D++E KNK H + D+K AL M ++++ + + K + W+ + K+ +P S+
Sbjct: 321 VDASEHNKNKIVHHPIVSDIKHALGRMIELMDQKGFK-KPNLEAWQQQCAEWKRDYPFSY 379

Query: 456 KTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGF 515
+ I PQ+A++ L ELT G+All+TGVGQHQM+AAQFY++ PR +SS GLG+MG+
Sbjct: 380 NE-SDHIIPQHAVQTLCELTKGEAIITTGVGQHQMFAAQFYDFNHPRSLISSLGLGSMGY 438

Query: 516 GLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMVMQWE 575
G PAA+GA VA PD VVDIDGDGSF+MNVQELAT ++E + K ++LNNQHLGMV+QWE
Sbjct: 439 GYPAALGAKVARPDRQVVDIDGDGSFMMNVQELATAKIEKIAAKAMILNNQHLGMVVQWE 498

Query: 576 DRFYKANRAHTFLGD------ PAQEDE I FPNMLLFAAACGIPAARVTKKADLREAIQTML 629
DRFY + R +T LGD P ++P+ + A G+P RV KK++L++AlQ ML
Sbjct: 499 DRFYNSVRGNTILGDENNIGTPENLTGLYPDYVKIAEGFGLPGRRVHKKSELKDAIQEML 558

Query: 630 DTPGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661
D+ +LLDVI P+ EHVLPMIP G T + +I
Sbjct: 559 DSEEAFLLDVITPYDEHVLPMIPAGKTVDQMI 590

>ref]ZP_02013682.1] acetolactate synthase, large subunit, biosynthetic type
[Opitutaceae bacterium TAV2]
gb]|EDN44799.1] acetolactate synthase, large subunit, biosynthetic type
[Opitutaceae bacterium TAV2]
Length = 601

Score = 611 bits (1575), Expect = e-173, Method: Compositional matrix adjust.
Identities = 299/573 (52%), Positives = 397/573 (69%), Gaps = 11/573 (1%)

Query: 99 GADILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQGGVFAAEGYARSS 158
GAD++VEAL +GVE +FAYPGGAS E+HQA RS +R +LPRHEQGG FAAEGYAR+S
Sbjct: 28 GADVVVEALAHEGVEVIFAYPGGASQELHQAFARSDKVRVILPRHEQGGSFAAEGYARAS 87

Query: 159 GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
GK G+C+ATSGPGATNLVS +ADA +DS PL+AITGQV + IG AFQET +T 1
Sbjct: 88 GKVGVCMATSGPGATNLVSAIADAFMDSTPLIAITGQVFSKFIGKSAFQETDFFGMTLPI 147

Query: 219 TKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQAMKLPGYMS 278

KH+YLV++ D+PR+ +EAF LA +GRPGPV++D+PKD+QQ P + + ++
Shjct: 148 VKHSYLVLNAHDLPRVFKEAFHLARTGRPGPVVIDIPKDVQQAKLTPVFPETVEFANPTL 207
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Query: 279
Sbjct: 208
Query: 337
Sbjct: 268
Query: 397
Sbjct: 328
Query: 455
Sbjct: 388
Query: 515
Sbjct: 447
Query: 575
Sbjct: 507
Query: 629

Sbjct: 567

>ref|YP_0O

gb|ACB753

Score =
Identitie

Query: 98

Sbjct: 20

Query: 158
Sbjct: 80

Query: 218
Shjct: 140
Query: 278
Sbjct: 200
Query: 336
Sbjct: 260
Query: 396
Sbjct: 320
Query: 455
Sbjct: 378
Query: 515

Shjct: 437

RMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSS--DELGRFVELTGIPVASTLMGLG
D L +++ LI+++++PV+Y GGG +++ +L +F ELT IPVA+TLMG+G
NALPHATDEELNEVLDL IAKAERPV1YAGGGV I SAEAHGDLKKFAELTHIPVATTLMGVG

SYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDI
++P LS+ GMHG+ Y N+AV+ +DL+L G RFDDR+TG FAS A+I1VHIDI
AFPETHPLSMQWFGMHGSAYGNWAVDQADLVLCLGARFDDRITGDTSKFASHARIVHIDI

DSAE1GKNKTPHVSVCGDVKLALQGMNKVLENR--AEELKLDFGVWRNELNVQKQKFPLS
D +E KNK H + D+K AL +N++ A+ D W ++N K+ +P +
DPSEHNKNKRVHHP I VSDLKHALSRLNELAAGAGGAKFTAPDTKSWHTQ INAWKRDYPFA

FKTFGEAIPPQYAIKVLDELTDGKAI 1 STGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMG
+ I PQ A++ L +LT G AIl TGVGQHQMWAAQFY + +PR+++SS GLGAMG
YDE-SRHI IPQEAVETLYQLTQGDAI 1VTGVGQHQMWAAQFYRFNEPRRY I SSLGLGAMG

FGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGMVMQW
+G PAA+GA +A PD V+DIDGDGSF+MN+QELAT VE + KV++LNNQHLGMV+QW

YGYPAALGAKIARPDKQV ID IDGDGSFLMN IQELATAAVEK IAAKVM I LNNQHLGMVVQW
EDRFYKANRAHTFLGD------ PAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTM
EDRFY + R +T LG P ++P+ + A G+ RV KK +LREAIQ M

EDRFYGSVRGNT ILGHHDNIGGPDNPGGLYPDFVKIAEGFGVKGRRV IKKEELREAIQEM

LDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661
L GPYLLDV+ P+ EHVLPMIP G T D+l
LAHDGPYLLDVVVPYTEHVLPMIPAGRTVKDMI 599

1818911.1] acetolactate synthase, large subunit, biosynthetic
terrae PB90-1]

11.1] acetolactate synthase, large subunit, biosynthetic type
terrae PB90-1]

Length = 591

336

267

396

327

454

387

514

446

574

506

628

566
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type [Opitutus

[Opitutus

606 bits (1563), Expect = e-171, Method: Compositional matrix adjust.
s = 312/573 (54%), Positives = 406/573 (70%), Gaps = 12/573 (2%)

KGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYARS
KGA+ +VE L R+GV+ +FAYPGGAS E+HQAL R+ IR +LPRHEQGG FAA GYAR+
KGAEAVVECL IREGVDV IFAYPGGASQELHQALARTEKIRT ILPRHEQGGAFAAGGYARA

SGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRS
+GK G+C+ATSGPGATNLVSG+ADA +DS+PLVAITGQV + IG AFQET 1 +T
TGKVGVCMATSGPGATNLVSG IADAFMDS IPLVAITGQVYSKY IGKMAFQETD I YGMTLP

I TKHNYLVMDVED IPRI IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQAMKLPGYM
+ KH+YLVM+V+D+PR+ +EAF LA SGRPGPVL+D+PKD+QQ P + A++
VVKHSYLVMNVQDLPRVFKEAFQLARSGRPGPVL IDLPKDVQQTRFTPVFPPAIEFRNSY

SRMPKPPEDSHLEQIVRL I SESKKPVLYVGGGCL--NSSDELGRFVELTG I PVASTLMGL
+ + D L+Q++ L++E+K+PVLYVGGG + N+ EL F E T IPVA+TLMG+
ASGAQHATDEQLKQVLGLVAEAKRPVLYVGGG I ISANAHAELKAFAEKTN IPVATTLMGV

GSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHID
G++P LS+ GMHG+ Y N+AV+ +DL+L FG RFDDR+TG FA AKIVHID
GAFPETHPLSMQWFGMHGSAYGNWAVDEADLVLCFGARFDDRITGDTSKFAGGAKIVHID

IDSAE I GKNKTPHVSVCGDVKLALQGMNKV-LENRAEELKLDFGVWRNELNVQKQKFPLS
ID++E KNK H+ + D+K AL +N++ + NR D W ++ K++ P
IDASEHNKNKRVHLP 1VSD IKFALTRLNELAVANRFT--APDTAAWHAQ I TKWKKEHPFR

FKTFGEAIPPQYAIKVLDELTDGKAI 1 STGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMG
F+ + 1 PQ A+ L ELT G A+l TGVGQHQMWAAQFY + +PR ++SS GLGAMG
FEA-SKH I VPQEAVAAL YEL TKGDAV I VTGVGQHQMWAAQFYRFDQPRHY I SSLGLGAMG

FGLPAATGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGMVMQW
FG PAA+GA VA PD VVDIDGDGSF+MN+QELAT ++E + K ++LNNQHLGMV+QW
FGYPAALGAKVARPDKQVVD IDGDGSFLMN IQELATAK IEKTHAKAMILNNQHLGMVVQW
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Query: 575 EDRFYKANRAHTFLGD------ PAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTM 628
EDRFY + R +T LGD P ++PN + A G+ RV K+DL+ AIQ M

Sbjct: 497 EDRFYGSVRGNTILGDETNVGSPDNLGGLYPNFVQIAEGFGVKGRRVHLKSDLKPAIQEM 556

Query: 629 LDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661
LD GPY+LDVI P+ EHVLPMIP G T D++
Sbjct: 557 LDHDGPYVLDVIVPYTEHVLPMIPAGKTVKDML 589

>ref]YP_001878250.1] acetolactate synthase, large subunit, biosynthetic type
[Akkermansia muciniphila ATCC BAA-835]
gb]ACD05469.1] acetolactate synthase, large subunit, biosynthetic type
[Akkermansia muciniphila ATCC BAA-835]
Length = 617

Score = 598 bits (1543), Expect = e-169, Method: Compositional matrix adjust.
Identities = 308/597 (51%), Positives = 408/597 (68%), Gaps = 21/597 (3%)

Query: 92 APDQPR-KGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFA 150
AP + R GA++LVE L R+GV+ VFAYPGGASM IHQAL+ IR +LPRHEQGG F
Sbjct: 10 APTKTRMTGAEVLVECLVREGVDVVFAYPGGASMP IHQALSHQPKIRTILPRHEQGGAFG 69

Query: 151 AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP 210
AEGY R +GK G+CI+TSGPGATN+++ +ADA LDS PLVAIT QV R +IG AFQET
Sbjct: 70 AEGYGRVTGKVGVCISTSGPGATNMITSIADAYLDSTPLVAITAQVMRSLIGRGAFQETD 129

Query: 211 IVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQA 270
+ +T | KH+YLV + E++PRII+EAF++A++GRPGPVL+D+PKD+Q+ + P+++
Sbjct: 130 VFGMTAPIVKHSYLVTEPEELPRIIKEAFY IASTGRPGPVL IDMPKDVQEAVFTPDFDME 189

Query: 271 MKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLN--SSDELGRFVELTGIPV 328
M +PGY  +P P +  LE+++ LI +++PV+Y GGG ++ +S +L F E + IPV
Sbjct: 190 MDIPGYNPVLPVPAD--KLEEL IPLIENARRPVIYAGGG I I SAEASGDLLEFAERSQIPY 247

Query: 329 ASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASR 388
A+TLMG+G+ P LSL LGMHG V+AN AV +DL++A G RFDDRVTG + F
Sbjct: 248 ATTLMGIGAMPETHPLSLRWLGMHGAVFANNAVNEADLV IALGARFDDRVTGAVNMFCPE 307

Query: 389 AKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGV----WRNEL 444
+ IVHIDID++El KNK + +VK ALQ +N L + EK W+
Sbjct: 308 STIVHIDIDASE INKNKKVAYP IRANVKDALQVLNSALAAKGWERKSSGYTRTPEWFGVI 367

Query: 445 NVQKQKFPLSFKTFGEAIPPQYAIKVLDELT-DGKAI ISTGVGQHQMWAAQFYNYKKPRQ 503
+ KH++P St 1PQ I+L TD Il TGVGQHQM+AAQF+ + KPR+
Sbjct: 368 DSWKKQYPFSYEDRKGY IAPQAVIEELYRQTADKDP I ICTGVGQHQMFAAQFFKFDKPRR 427

Query: 504 WLSSGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLL 563
+SGGLG MG+GLPA++GA +A PD +VV+IDGDGS +MN+QELATI VE LPVK ++L
Sbjct: 428 LATSGGLGTMGYGLPASMGACLAYPDRLVVNIDGDGSMLMNIQELATIHVERLPVKCIIL 487

Query: 564 NNQHLGMVMQWEDRFYKANRAHTFLGDP-------- AQEDE IFPNMLLFAAACGIPAARV 615
NNQHLGMV+QWED Y +NRA TFL DP ED I4PN L A G+ RV
Sbjct: 488 NNQHLGMVVQWEDLKYDSNRAQTFLADPHDNYDPTHKTEDVIYPNYPLICAGFGVKCERV 547

Query: 616 TKKADLREAIQTMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITE---GDGRIK 669
+ +L Al  M+++P Y+LDV+ PH HVLPMI G ++ DVI E GDG K
Sbjct: 548 LRIEELPAAITRMIESPEAYVLDVMVPHDVHVLPMILGGMSYKDVILERIAGDGSAK 604

>dbj |BAF37288.1] acetolactate synthase [Monochoria vaginalis]
Length = 614

Score = 597 bits (1540), Expect = e-169, Method: Compositional matrix adjust.
Identities = 273/387 (70%), Positives = 334/387 (86%)

Query: 279 RMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFVELTGIPVASTLMGLGSY 338
R+PKPP L+QI+R++SES +PVLYVGGG L++S+EL RF +LTGIP+ASTLMGLG Y
Sbjct: 228 RLPKPPALHLLQQIIRILSESSRPVLYVGGGSLHASEELRRFADLTGIPIASTLMGLGVY 287

Query: 339 PCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDS 398

P D LSL MLGMHGTVYANYA++ +DLLLAFGVRFDDRVTGKLEAFASRAKIVHIDID
Sbjct: 288 PLDGPLSLKMLGMHGTVYANYAIDKADLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDP 347
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Query: 399 AEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTF 458
AEIGKNK PHVS+CGD+KLALQ MN+++E KLDF WR EL+ QK+ +PL +KTF
Sbjct: 348 AEIGKNKQPHVSICGDIKLALQEMNEMIEENGIHSKLDFSAWREELDQQKKNYPLKYKTF 407

Query: 459 GEAIPPQYAIKVLDELTDGKAI I STGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGFGLP 518
G+ IPPQ+Al++L+ELT+G+AI 1+TGVGQHOMWAAQ+YNYK+PRQWL+S GLGAMGFGLP
Shjct: 408 GDLIPPQHAIELLEELTNGEAI I TTGVGQHQMWAAQYYNYKRPRQWLTSAGLGAMGFGLP 467

Query: 519 AAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMVMQWEDRF 578
AA+GA+V NP +VVDIDGDGSF MN QELA IR+ENL VK+L+LNNQHLGMV+QWEDRF
Sbjct: 468 AAVGAAVGNPGVVVVDIDGDGSFQMNAQELATL IRIENLDVKMLILNNQHLGMVVQWEDRF 527

Query: 579 YKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTMLDTPGPYLLD 638
Y++NRAHT+LG+PA E ++FP+ + A + [IPAA V+KK+++R+Al+ M+ TPGPYLLD
Sbjct: 528 YQSNRAHTYLGNPANESKVFPDFVKLAESYDIPAACVSKKSEVRDAIRKMIQTPGPYLLD 587

Query: 639 VICPHQEHVLPMIPNGGTFNDVITEGD 665
V1 PH+EHVLPMIP+GG F D+1 +GD
Sbjct: 588 VIVPHEEHVLPMIPSGGAFKDMILDGD 614

Score = 212 bits (539), Expect = le-52, Method: Compositional matrix adjust.
Identities = 102/120 (85%), Positives = 110/120 (91%)

Query: 91 FAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFA 150
FAPD+PRKGADILVEALER+GV  +FAYPGGASMEIHQALTRS SI N L RHEQG FA
Sbjct: 40 FAPDEPRKGADILVEALEREGVTDLFAYPGGASMEIHQALTRSPSITNHLLRHEQGEAFA 99

Query: 151 AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETP 210
A GYARS+G+PG+CIATSGPGATNLVS LADALLDS+P+VAITGQVPRRMIGTDAFQETP
Sbjct: 100 ASGYARSTGRPGVCIATSGPGATNLVSALADALLDSIPMVAITGQVPRRMIGTDAFQETP 159

>ref|ZP_01922597.1] acetolactate synthase, large subunit, biosynthetic type
[Victivallis vadensis ATCC BAA-548]
gb]EDM96972_.1] acetolactate synthase, large subunit, biosynthetic type
[Victivallis vadensis ATCC BAA-548]
Length = 586

Score = 574 bits (1480), Expect = e-162, Method: Compositional matrix adjust.
Identities = 304/587 (51%), Positives = 404/587 (68%), Gaps = 31/587 (5%)

Query: 98 KGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYARS 157
KG++1 ++ LE GV+ VFAYPGG ++E+HQAL+RS +R VLPRHEQGG FAA GYAR+
Sbjct: 10 KGSEITIKCLELLGVDVVFAYPGGQAIELHQALSRSG-MRVVLPRHEQGGAFAAGGYARA 68

Query: 158 SGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRS 217
SG+ G+C+ATSGPGATNLVSG+ADA +DS+P V ITGQVP MIG + FQET I+ VTR
Sbjct: 69 SGRVGVCMATSGPGATNLVSGIADAYMDSIPTVFITGQVPSSMIGKNVFQETDIIGVTRP 128

Query: 218 ITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKLPGYM 277
I KH++LV+D DIPRI+ EAF++A SGRPGPV+VD+PK++QQQ +++QA +L Y
Sbjct: 129 1VKHSFLVLDANDIPRIMREAFY1AQSGRPGPVVVDIPKNVQQQKCKVDFDQAPELKYYH 188

Query: 278 SRMPKPPED-SHLEQIVRLISESKKPVLYVGGGCLNS--SDELGRFVELTGIPVASTLMG 334
PP D+ + +1 +1+ SK+P +Y GGG +++ S+EL +F E  IPV +TLMG
Sbjct: 189 ---PDPALDPAAVGKIKAMIAASKRPCIYAGGG I ISAGASEELVKFAESYNIPVWTTLNMG 245

Query: 335 LGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHI 394
+G+ P LSL LGMHGTVYANYA DLLLAFG RFDDRVTG ++FA AKIVH+
Sbjct: 246 IGAIPDSHPLSLRWLGMHGTVYANYAANECDLLLAFGARFDDRVTGNPKSFAVGAKIVHV 305

Query: 395 DIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLS 454
DID +EI KNK +V D++ L +N+ E + ++ W + K+K+P
Sbjct: 306 DIDDSEINKNKPADLGVLADIREVLTKLNEAPEPQ-—---- EYAEWFARIREWKKKYPFH 359

Query: 455 FKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMG 514

++ + + PQ+ ++ L LT G+A+l GVGQHQMWAAQ+Y+Y PRQ L+SGGLGAMG
Shjct: 360 YRNKPDHVQPQFVMETLSRLTRGQAV IVPGVGQHQMWAAQYYDYNYPRQLLTSGGLGAMG 419
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Plant Science

Query: 515
Sbjct: 420
Query: 575
Sbjct: 480
Query: 617

Sbjct: 540

>ref|YP_001
gb|ACD6587
L

Score = 5
Identities

Query: 97
Sbjct: 5
Query: 157
Sbjct: 64
Query: 217
Sbjct: 124
Query: 273
Sbjct: 184
Query: 331
Sbjct: 242
Query: 391
Sbjct: 302
Query: 451
Sbjct: 362
Query: 511
Sbjct: 422
Query: 571
Sbjct: 482
Query: 630

Sbjct: 535

>ref|ZP_019

gb | EDM9589

FGLPAAIGASVANPDAITVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGMVMQW 574
FGLPAA+GA VA P+ V++IDGDGSF MN+QEL T+ VE +PVK+++L+NQHLGMV QW
FGLPAAMGAKVACPEKTVINIDGDGSFQMNIQELGTLFVEEIPVKMI ILDNQHLGMVAQW 479

EDRFYKANRAHTFLGDPAQEDEN —————————————————— FPNMLLFAAACGIPAARVT 616
EDRFY NR +T LG + +P+ ++ A GIP V
EDRFYNHNRGNTVLGRCKGSNGCGSAKNCDDCDGTRCTGRPYPDFVMIANGYGIPGRNVF 539

KKADLREAIQTMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITE 663
+ +L Al+ ML  GP+LLDV  ++EHVLPMIP GG + +1 E
TREELVPAIEEMLAADGPFLLDVHTGYEEHVLPMIPPGGDYTAI IME 586

930430.1] acetolactate synthase, large subunit, biosynthetic type
[Sulfurihydrogenibium sp. YO3AOP1]

6.1] acetolactate synthase, large subunit, biosynthetic type
[Sulfurihydrogenibium sp. YO3AOP1]

ength = 582

56 bits (1432), Expect = e-156, Method: Compositional matrix adjust.

= 287/572 (50%), Positives = 385/572 (67%), Gaps = 17/572 (2%)

RKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYAR 156
++GADI+V+ L ++GV+TVF PGGA ME++ AL  + RNVL RHEQ A+GYAR
KRGAD1VVDVLIKEGVDTVFGLPGGAIMEVYDALF-DAPFRNVLTRHEQAACHMADGYAR 63

SSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTR 216
++GK G+ IATSGPGATNLV+GLA A +DS+PLVAITGQVPR IGTDAFQE ++ +TR
ATGKVGVVIATSGPGATNLVTGLATAYMDS IPLVAITGQVPRHY IGTDAFQEADVIGITR 123

SITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD1QQQ---LAIPNWEQAMK- 272
ITKHN+LV D++D+P 1+ +AF++A +GRPGPVLVD+PKDI QQ +P E+ +
PITKHNFLVTDIKDLPLILRQAFYIARTGRPGPVLVDIPKDITQQKTTYKMPTDEEVRES 183

LPGYMSRMPKPPEDSHLEQ IVRL 1 SESKKPVLYVGGGCL--NSSDELGRFVELTGIPVAS 330
LPGY P +++ LI ++ +PVLYVGGG + ++++E+ + L IPV +
LPGYNPHTEGNP--VQIKKAAEL IRKATRPVLYVGGGA I LSDAAEE I YKLAHLAQIPVTT 241

TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK 390
T MG G++P D LSLHMLGMHGT YAN AV HSDLL+A G RFDDRVTGK+ FA AK
TNMGKGAFPETDPLSLHMLGMHGTYYANMAVYHSDLLIAVGARFDDRVTGKINEFAPEAK 301

IVHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQK 450
I+HIDID A1 K T V + GDVK L+ + K LE + E W ++N  K+K
1 1HIDIDPASISKTITVDVPIVGDVKNVLRKL IKELEEKP IEWIAAREQWLKQINEWKEK 361

FPLSFKTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHQMWAAQFYNYKKPRQWLSSGGL 510
PL+++ + 1 PQ I+ + +T+G+Al1S GVGQHQMWAA FY YK PRQ+L+SGGL
HPLNYRKSDKI IKPQAVIEEIYNITNGEAI 1SAGVGQHOMWAAMFYKYKYPRQFLNSGGL 421

GAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGM 570
G MGFG PAA+GA + PD V  1+GDGSFIMNVQ+LAT +PVK+ ++NN LGM
GTMGFGFPAAVGAKIGRPDKTVFAIEGDGSFIMNVQDLATAVQYRVPVKIAT INNGFLGM 481

VMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREA-1QTML 629
V QW+ FY + A L +P++ A+ G R TK+++RE ++ M
VRQWQQFFYDSRYASVCL-—------ SVQPDFVKLAESFGAVGLRATKPSEVREVLLKAME 534

DTPGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661
P L+D +  +E+VLPM+P G ++ ++I
INDRPVLMDFVVDKEENVLPMVPAGKSYREMI 566

23625.1] acetolactate synthase, large subunit, biosynthetic type
[Victivallis vadensis ATCC BAA-548]

3.1] acetolactate synthase, large subunit, biosynthetic type
[Victivallis vadensis ATCC BAA-548]

Length = 561
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Score = 549 bits (1415), Expect = e-154, Method: Compositional matrix adjust.
Identities = 280/568 (49%), Positives = 386/568 (67%), Gaps = 14/568 (2%)

Query: 98 KGADILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQGGVFAAEGYARS 157
KGA+1 + LER G+E VFAYPGG+++E HQAL S IR +LPRHEQGG FAA GYAR+
Sbjct: 6 KGAEITIRTLERLGIELVFAYPGGSAIEFHQALA-DSPIRVILPRHEQGGAFAACGYARA 64

Query: 158 SGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRS 217
+G+ G+C+ATSGPGATNL++G+ADA +DSVPLV I1TGQV ++1G +AFQET I+ +TR
Sbjct: 65 TGRTGVCMATSGPGATNLLTGIADAYMDSVPLVIITGQVESKLIGRNAFQETDIIGMTRP 124

Query: 218 ITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQAMKLPGYM 277
I KH+YLVM E++ + + +AF+LA SGRPGPV +D+PKD+QQ+ + o+
Sbjct: 125 IVKHSYLVMKPEELSQTVTDAFYLANSGRPGPVWIDIPKDVQQRRL--EFRFCPEPSPEL 182

Query: 278 SRMPKPPEDSHLEQIVRLISESKKPVLY--VGGGCLNSSDELGRFVELTGIPVASTLMGL 335
RP + E++ I+ S+P +Y G +++EL RF E  IPVA++LMG+
Sbjct: 183 IRKPPAVTEQDCEAVLAAIARSRRPCIYAGGGV IAAGAAEELTRFAEGFNIPVATSLMGI 242

Query: 336 GSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHID 395
G++P D LSL LGMHG+ YANYA DLLLAFG RF DR TG + FA A+I1+HID
Sbjct: 243 GAFPEDHPLSLKWLGMHGSYYANYAANECDLLLAFGARFADRSTGNPDEFARPARIIHID 302

Query: 396 IDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSF 455
ID +EI KN + + D4+ L+ +N+ R ++ W N + K+ PL++
Sbjct: 303 IDPSEINKNVRADLGITADIREFLERLNRTPRFR-——--- EYAEWHNRIAGWKRAHPLAY 356

Query: 456 KTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGF 515
+ +PQ 1+ + + G A+l GVGQHQMW+AQFY + +PRQ L+SGGLG+MGF
Shjct: 357 RDEPGKVQPQRVIETICRMA-GDAV I1VPGVGQHQMWSAQFY TFTQPRQLLTSGGLGSMGF 415

Query: 516 GLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMVMQWE 575
GLPAA+GA +A P+A V++IDGDGSF MN+QEL Tl E + VK+++LNNQHLGMV Q E
Sbjct: 416 GLPAAMGAKLARPEATVINIDGDGSFQMNIQELGTIATEEIAVKMVILNNQHLGMVAQLE 475

Query: 576 DRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACG IPAARVTKKADLREAIQTMLDTPGPY 635
DRFY + R+T L+ + FP+ A GIP+ V  A+L +Al+ ML+TPGP+
Sbjct: 476 DRFYHSRRGNTDLR--VRGERPFPDFAGIARCYGIPSREVYDPAELEDAIREMLETPGPF 533

Query: 636 LLDVICPHQEHVLPMIPNGGTFNDVITE 663
LLD + +HVLPMIP G ++ ++ITE
Sbjct: 534 LLDCHTVYLDHVLPMIPGGKSYREIITE 561

>ref]ZP_01188450.1] Acetolactate synthase, large subunit, biosynthetic type
[Halothermothrix orenii H 168]
gbEAR80052.1] Acetolactate synthase, large subunit, biosynthetic type
[Halothermothrix orenii H 168]
Length = 555

Score = 548 bits (1413), Expect = e-154, Method: Compositional matrix adjust.
Identities = 283/568 (49%), Positives = 384/568 (67%), Gaps = 25/568 (4%)

Query: 99 GADILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQGGVFAAEGYARSS 158
GA+1+V++L ++ V+ +F YPGGA + I+ L S I + L RHEQG + AA+GYARS+
Sbjct: 6 GAEIVVQSLLKEKVKDIFGYPGGAVLP I YDVL-YDSP INHYLTRHEQGAIHAADGYARST 64

Query: 159 GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
G+ G+CIATSGPG+TNLV+GLA A +DSVP+VA TGQV IG DAFQE 1 +T 1
Sbjct: 65 GEVGVCIATSGPGSTNLVTGLATAYMDSVPVVAFTGQVTTNFIGKDAFQEADIRGITIPI 124

Query: 219 TKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQAMKLPGYMS 278
TKHNYLV D++D+ R I+EAF+LA +GRPGPVL+D+PKDI + + ++LPGY
Sbjct: 125 TKHNYLVTDIQDLARTIKEAFYLARTGRPGPVLIDIPKDITRDKCEFVYPDKVELPGY-- 182

Query: 279 RMPKPPEDSHLEQIVRL---1SESKKPVLYVGGGCLNS--SDELGRFVELTGIPVASTLM 333

P H QI +  1++++KPV++ GGG + S S EL + V+ + IP+ ++LM
Sbjct: 183 ---DPTYRGHKLQINKAAHE INKAEKPV IFAGGGY IASEASTELRKLVKKSSIPITTSLM 239
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Query: 334 GLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVH 393
GLG YP +D LSL M GMHGT YANYA+ +DLL+A GVRFDDRVTGK+E FA AKI+H
Sbjct: 240 GLGIYPENDFLSLGMPGMHGTRYANYAISEADLLVAVGVRFDDRVTGKIEEFAPDAKIIH 299

Query: 394 IDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPL 453
IDID AEI KN H+ + GD + L+ + ++E++ + G W ++ K+K PL
Sbjct: 300 IDIDPAEICKNVEAHIPIVGDARNILKELLPLIEHK-----— ERGAWLQQ IKEWKEKNPL 353

Query: 454 SFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAM 513
++ I PQY I+ L ELT G+AIIST VGQ+QMWAAQ+Y Y PR +LSSGGLG M
Shjct: 354 KYEQSETNIKPQYVIEKLYELTGGEAI ISTEVGONQMWAAQYYKYSHPRTFLSSGGLGTM 413

Query: 514 GFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMVMQ 573
G+G PAAIGA V NPD +V+DI GDGS MN+QELAT+ NLPVK+++LNN +LGMV Q
Sbjct: 414 GYGFPAAIGAQVGNPDRVVIDIAGDGSIQMNIQELATVSNYNLPVKIIILNNSYLGMVRQ 473

Query: 574 WEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTMLDTPG 633
W++ FY + T L+ P+ + AAGHA ++ KK +++ A++ +L G
Sbjct: 474 WQELFYDKRYSSTGLKN-------- PDFIKLAEAYGVYALKIDKKDEVKPALEKILSVNG 525

Query: 634 PYLLDVICPHQEHVLPMIPNGGTFNDVI 661
P LLDV +E+V PM+P G +1
Sbjct: 526 PALLDVRIEEEENVFPMVPQGAGIKKMI 553

>ref|ZP_02177150.1] acetolactate synthase large subunit [Hydrogenivirga sp. 128-5-R1-1]
gb|EDP76188.1] acetolactate synthase large subunit [Hydrogenivirga sp. 128-5-R1-1]
Length = 583

Score = 548 bits (1412), Expect = e-154, Method: Compositional matrix adjust.
Identities = 281/583 (48%), Positives = 392/583 (67%), Gaps = 25/583 (4%)

Query: 97 RKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYAR 156
RKGADI++E L+ +GVE +F PGGA ME++ AL R Sl+++L RHEQG AEGYA+
Sbjct: 3 RKGADIVIETLKEEGVEV I FGLPGGAIMEVYDALYRDGS I KHILARHEQGAGHMAEGYAK 62

Query: 157 SSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTR 216
++GK G+ + TSGPGATN+V+ +ADA +DSVP+V ITGQVP MIG DAFQE IV +TR
Sbjct: 63 ATGKVGVAMTTSGPGATNIVTPIADAYMDSVPMVVITGQVPTHMIGNDAFQEVDIVGITR 122

Query: 217 SITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLA---IPNWEQAMK- 272
ITKHN+LV D++++P +1 +AF++A++GRPGPVLVD+PKDI QQL+  IP+ ++ +
Sbjct: 123 PITKHNFLVRDIDELPLVIRKAFY IASTGRPGPVLVDIPKDITQQLSDVKIPSMDEVKRS 182

Query: 273 LPGYMSRMPKPPEDSHLEQI---VRLISESKKPVLYVGGGCLNSS--DELGRFVELTGIP 327
LPGY KP + +++QI +L1 E+K+PVLYVGGG +NS +EL EL IP
Sbjct: 183 LPGY----- KPHVEGN 1QQ IKKAAKL IMEAKRPVLYVGGGAVNSEAQEEL IELAELMKIP 237

Query: 328 VASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFAS 387
V +T G G++P D L+L MLGMHGT YAN AV +SDLL+A G RFDDRVTGK++ FA
Sbjct: 238 VTTTTQGKGAFPEDHPLALRMLGMHGTYYANMAVYNSDLL IAVGARFDDRVTGKIDEFAP 297

Query: 388 RAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKL--DFGVWRNELN 445
AKI+HIDID A I KN V + GDVK+ L+ + L+ + ++ + W ++
Sbjct: 298 DAKIIHIDIDPASISKNI1VDVPIVGDVKIVLRKLINELKRKGAKIAYPEERERWIEQIE 357

Query: 446 VQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWL 505
K+ PL+++ + 1 PQY I+ + ++T+G All GVGQHQMWAA F+ Y PRQ+L
Sbjct: 358 KWKKLHPLTYRNSKKVIKPQYVIEQIHKVTNGDAI IVPGVGQHQMWAAMFFKYSYPRQFL 417

Query: 506 SSGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNN 565
+SGGLG MGFGLPA IGA V P+ V +DGDGSF+M +QE+ T +PVKV ++NN
Sbjct: 418 NSGGLGTMGFGLPAGIGAKVGRPEKEVFVVDGDGSFVMTMQEI ITAVQYRIPVKVALINN 477

Query: 566 QHLGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAI 625
+LGMV QW++ FY + L +P++ A+G R K ++RE +
Sbjct: 478 AYLGMVRQWQELFYDKRYSEVDLS------- LQPDFVKLAESMGAVGFRAEKPKEVREIL 530

Query: 626 QTMLDT-PGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGR 667

+ o+ P ++D +  +E+VLPM+P G ++ D+l E DG+
Sbjct: 531 EEAMKIDDKPVIMDFVVDREENVLPMVPPGKSYKDMILE-DGK 572
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>ref|NP_213319.1] acetolactate synthase large subunit [Aquifex aeolicus VF5]
gb]AAC06706.1] acetolactate synthase large subunit [Aquifex aeolicus VF5]
Length = 585

Score = 542 bits (1396), Expect = e-152, Method: Compositional matrix adjust.
Identities = 285/583 (48%), Positives = 386/583 (66%), Gaps = 19/583 (3%)

Query: 97 RKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYAR 156
+KGADI++E L+ +GVE VF PGGA ME++ AL R I+++L RHEQG AEGYA+
Shjct: 4 KKGADIVIETLKAEGVEVVFGLPGGAIMEVYDALYRLGG IKHILARHEQGAGHMAEGYAK 63

Query: 157 SSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTR 216
++GK G+ + TSGPGATNLV+ +ADA +DSVPLVAITGQVP +1G DAFQE 1V +TR
Sbjct: 64 ATGKVGVVMVTSGPGATNLVTPIADAYMDSVPLVAITGQVPTHLIGNDAFQEVDIVGITR 123

Query: 217 SITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD I1QQQLA---IPNWEQA-MK 272
ITKHN+LV +E++P I+ EAF++A +GRPGPVLVD+PKD+ QQ+A 1P+ E+
Sbjct: 124 PITKHNFLVKSIEELPLILREAFYIARTGRPGPVLVDLPKDVTQQIADVKIPSDEEVKAA 183

Query: 273 LPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNS--SDELGRFVELTGIPVAS 330
LPGY + P+ +++ LI +K+PVLYVGGG +NS +EL EL 1PV +
Sbjct: 184 LPGYKPHVEGNPQ--QIKKAAEL IMSAKRPVLYVGGGAVNSEAQEELIELAELMQIPVTT 241

Query: 331 TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK 390
T G G++P LSL MLGMHGT YAN AV +SDLL+A G RFDDRVTGK++ FA AK
Sbjct: 242 TTQGKGAFPETHPLSLRMLGMHGTYYANMAVYNSDLL IAVGARFDDRVTGKIDEFAPGAK 301

Query: 391 IVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKL--DFGVWRNELNVQK 448
I+HIDID A I KN T V + GDVK+ L+ + ++ R ++ + W ++ K
Sbjct: 302 11HIDIDPASISKNITVDVPIVGDVKIVLRKLINEIKKRGAKILYPEERKKWLEQIEKWK 361

Query: 449 QKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSG 508
+ PL+++ + 1 PQY I+ L E T+G+All GVGQHQMWAA FY +K PRQ+++SG
Shjct: 362 KLHPLTYRNSDKVIKPQYVIEQLWEATNGEAI IVPGVGQHQMWAAMFYKFKYPRQFINSG 421

Query: 509 GLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHL 568
GLG MGFGLPA IGA + PD V +DGDGSF+M +QE+ T +PVKV ++NN +L
Sbjct: 422 GLGTMGFGLPAGIGAKIGRPDREVWVVDGDGSFVMTMQEV ITAVQYKVPVKVAI INNAYL 481

Query: 569 GMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTM 628
GMV QW++ FY + L +P++ AAG R K ++RE I+
Sbjct: 482 GMVRQWQELFYDKRYSEVDL------- SVQPDFVKLAEAMGAVGMRAKKPKEVREVIEEA 534

Query: 629 LDTPG-PYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGRIKY 670
P ++D +E+VLPM+P G ++ D+l E DG+ K+
Sbjct: 535 RKIDDRPVIIDFWVDREENVLPMVPAGKSYKDMILE-DGKGKH 576

>ref|ZP_03135286.1] acetolactate synthase, large subunit, biosynthetic type [Thermus
aquaticus Y51MC23]

gb]EDY14029.1] acetolactate synthase, large subunit, biosynthetic type [Thermus
aquaticus Y51MC23]
Length = 561

Score = 538 bits (1385), Expect = e-151, Method: Compositional matrix adjust.
Identities = 281/570 (49%), Positives = 382/570 (67%), Gaps = 23/570 (4%)

Query: 98 KGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYARS 157
KGA+ L++ALER+GVE +F +PGGA M + AL S IR++L RHEQGG+ AA YAR+
Sbjct: 2 KGAEALLKALEREGVEVIFGHPGGAIMPTYDALY-DSPIRHILVRHEQGG IHAATAYARA 60

Query: 158 SGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRS 217
SG+ G+ +ATSGPGA NLV+GLADA++DS P+VAITG VPR +IGTDAFQE + VT
Sbjct: 61 SGRVGVVMATSGPGALNLVTGLADAMMDSTPVVAITGNVPRALIGTDAFQEADVTGVTMP 120

Query: 218 ITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKLPGYM 277

ITKHNYLV DV +IPR+++EAF +A++GRPGPVL+D+PKD+Q ++ + LPGY
Sbjct: 121 ITKHNYLVQDVNEIPRVVKEAFHIASTGRPGPVLIDLPKDVQLAEFTGEFDVELDLPGY- 179
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Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:

>ref]YP_001111655.1] acetolactate synthase,

gb]AB048830.1] acetolactate synthase,

BASF

The Chemical Company

278

180

335

236

394

296

454

350

514

409

574

469

634

523

Score =

Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:

99

6

159

65

219

125

279

183

334

240

394

300

454

354

514

414

SRMPKPPEDSHLEQIVR---L1SESKKPVLYVGGGCLNSSDELGRFVELTGIPVASTLMG
KP H+QI R + ++++P+L VGGG ++ EL F E TG+PV +TLMG
----KPTLRGHPKQIERALDALEKAERP I LMVGGGAQHAHAELLAFAEKTGLPVITTLMG

LGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK-1VH
LG++P + L L M GMHGTV AN A+ H+D++LA G+RFDDRVTGK+ FA A I+H
LGAFPGNHPLWLGMPGMHGTVAANRATHHADV ILA1GLRFDDRVTGKVSRFAPHAHT I IH

IDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPL
+DID AEIGK H+ + GD +L L+ M K A+ L+L W EL + ++PL
VDIDPAEIGKVVRTHIPIVGDSRLVLKEMLK----GAKPLRL--AAWWRELEEWRTRYPL

SFKTFGEAIPPQYAIKVLDELTDGKAI 1 STGVGQHQMWAAQFYNYKKPRQWLSSGGLGAM
++ P+ I+ E T G Al++TGVGQHQM+AAQ++ +PR +L+SGGLG M
RYRPRPHLQAPE-V I RAFHEATGGNAIVTTGVGQHQMFAAQYFTVTRPRSFLTSGGLGTM

GFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGMVMQ
G GLP AIGA +A P+ +V+D DGDGSF M +QELAT+ LPVKV++LNN +LGMV Q
GVGLPFAIGAQIARPEELV IDFDGDGSFQMTLQELATVVKYRLPVKVVILNNGYLGMVRQ

WEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTMLDTPG
W+D F+ + +L D P+ A A GI RV +K DL++ ++ +L+ G
WQDLFHAKRYSEVYLADSN------ PDFAKLAEAYGIKGVRVERKEDLKKGVEAVLNADG

PYLLDVICPHQEHVLPMIPNGGTFNDVITE 663

P+ + H+E V PMIP GG D+1 E
PVVAEFKVYHEEGVFPMIPAGGAAEDMILE 552

[Desulfotomaculum reducens MI-1]

MI-1]
Length = 554

334

235

393

295

453

349

513

408

573

468

633

522

large subunit, biosynthetic type
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large subunit [Desulfotomaculum reducens

538 bits (1385), Expect = e-151, Method: Compositional matrix adjust.
Identities = 276/568 (48%), Positives = 385/568 (67%), Gaps = 25/568 (4%)

GADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARSS
GA IL+++L+ GV+T+F YPGG+++ I+ AL S IR++L RHEQG V AA+GYAR+S
GAKILLDSLKEMGVDT IFGYPGGSAIPI1YDALY-DSDIRHILCRHEQGAVHAADGYARAS

GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI
GK G+C+ATSGPGATNLV+G+A+A +DS+PLVAITGQVP M+G D+FQE I +T |1
GKVGVCLATSGPGATNLVTGIANAYMDS IPLVAITGQVPTSMLGRDSFQEADITGITLPI

TKHNYLVMDVED IPR I IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQAMKLPGYMS
TKHNY+V D+ ++ ++++EAF +A SGRPGPVL+D+PKDI + LPGY
TKHNY 1'VKD INELGKVVKEAFHIAASGRPGPVL ID1PKD I SAGEMDYQPNGPVDLPGY --

RMPKPP---EDSHLEQIVRLISESKKPVLYVGGGCLNSS--DELGRFVELTGIPVASTLM
KPP + + Q RLI+ S++PV+Y GGG +++ +EL + E PVA+TLM
---KPPGMAREDLVNQAFRL IAVSERPV1YAGGG I I SAGAHEELKKLAET ILAPVATTLM

GLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVH
GLG +P D L+L MLGMHGT YAN+A+ DLL+A GVRFDDRVTGK+E+FA AKI+H
GLGGFPGDHALALGMLGMHGTKYANFAICDCDLL IAVGVRFDDRVTGKVESFAPNAKI IH

IDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPL
IDID AE+GKN V + G+VKL LQ + + ++ R E WH+++ K+++PL
IDIDPAELGKNVRVDVPIAGNVKLVLQQLLERVQTRIPE------ AWQHKVAQWKKEYPL

SFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAM
F  GE + PQY I+ + T G+A 1+T VGQHQMWAA +Y Y KPR ++SSGGLG M
DFDENGEGLTPQYVIREIYRQTGGEARIATEVGQHQMWAAHYYTYTKPRSFISSGGLGTM

GFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGMVMQ
G+G PAAIG VA P+ V DI GDGS MN+QELAT +LPV + ++NN +LGMV Q
GYGFPAAIGVQVACPEETVFDIAGDGS IQMNIQELATAVDYDLPVN IAVMNNGYLGMVRQ
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Query: 574 WEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTMLDTPG 633
W++ FY NR ++++ + PN + AAG +VT+K ++ E +Q + +
Sbjct: 474 WQELFY--NRRYSYV-—----- EMKSPNFVKLAEAYGAEGYQVTRKDEVAEVMQAAVQSRK 525

Query: 634 PYLLDVICPHQEHVLPMIPNGGTFNDVI 661
PL+D + + +VLP +P G Nt++
Sbjct: 526 PVLMDFVVEREGNVLPFVPPGKALNEML 553

>ref]YP_001568611.1] acetolactate synthase, large subunit, biosynthetic type [Petrotoga
mobilis SJ95]

gb]ABX32288.1] acetolactate synthase, large subunit, biosynthetic type [Petrotoga
mobilis SJ95]
Length = 569

Score = 538 bits (1385), Expect = e-151, Method: Compositional matrix adjust.
Identities = 271/567 (47%), Positives = 381/567 (67%), Gaps = 25/567 (4%)

Query: 99 GADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARSS 158
GA I VE+L R+ VE VF YPGG + ++ L + I+++L RHEQG  AA+GYARS+
Shjct: 6 GARIFVESLLREKVEVVFGYPGGKV IPLYDEL-YDAP IKHILVRHEQGAAHAADGYARST 64

Query: 159 GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
GK G+CIATSGPGATNLV+GLA A +DSVP+VA TGQ P +IGTD+FQE I +T +
Sbjct: 65 GKVGVCIATSGPGATNLVTGLATAYMDSVPVVAFTGQAPTSLIGTDSFQEIDIRGITLPV 124

Query: 219 TKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD1QQQLAIPNWEQAMKLPGYMS 278
TKHNY+V +V+D+ + I+EAF++A +GRPGPVL+D+P D+ + A  + +++ LPGY
Sbjct: 125 TKHNYMVTNVKDLAKT IKEAFY IARTGRPGPVL IDLPVDVLKSHADFMYPESVHLPGY-- 182

Query: 279 RMPKPPEDSHLEQI---VRLISESKKPVLYVGGGCLNS--SDELGRFVELTGIPVASTLM 333
+P + + QI I+ S++PV++ GGG +NS S+EL 1PV ++LM
Sbjct: 183 ---QPTYEGNYMQIKLAAETINTSQRPVIFAGGGVINSNASEELTNMAIKGRIPVVTSLM 239

Query: 334 GLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVH 393
GLG +P D ELSL MLGMHGT+YANYA+ +DL++ GVRFDDRVTGKLE FA AKI+H
Sbjct: 240 GLGVFPEDHELSLKMLGMHGTMYANYAISEADLI1GVGVRFDDRVTGKLETFAPHAKIIH 299

Query: 394 IDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPL 453
IDID AEI KN + 4+ G+ K L + +++ ++ W ++ K++FPL
Sbjct: 300 IDIDPAEINKNVKVDIPIVGNAKNVLDKLIPLIKT------ 1ERKEWLEQIKEWKRRFPL 353

Query: 454 SFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAM 513
——- +1 PQY I+ LDELTD  +1 T VGQ+QMWAAQ++ + KPR +++SGGLG M
Shjct: 354 NYEYDDNSIKPQYLIEKLDELTDENTVIVTEVGQNQMWAAQYFRFSKPRSFITSGGLGTM 413

Query: 514 GFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMVMQ 573
G+GLPA++G V NP+ V++1 GDGSF MN+QELATI LPVK+++LNN LGMV Q
Sbjct: 414 GYGLPASVGVQVGNPNKTVINISGDGSFQMNLQELATISSNRLPVKITILNNGTLGMVRQ 473

Query: 574 WEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTMLDTPG 633
W+ F+ + T L+ P+ + AAGI + R+ + D+ A++ L+ G
Sbjct: 474 WQELFFDERYSVTILEN----——-- PDFVKLAQAYGIKSLRIDQTNDVEMALKEALNYDG 525

Query: 634 PYLLDVICPHQEHVLPMIPNGGTFNDV 660
P LLDVI P E+V PM+P G + N++
Sbjct: 526 PVLLDVIIPQDENVFPMVPEGASINEM 552

>ref|NP_952960.1] acetolactate synthase, large subunit, biosynthetic type [Geobacter
sulfurreducens PCA]

gb]AAR35287.1] acetolactate synthase, large subunit, biosynthetic type [Geobacter
sulfurreducens PCA]
Length = 566

Score = 536 bits (1382), Expect = e-150, Method: Compositional matrix adjust.
Identities = 275/571 (48%), Positives = 376/571 (65%), Gaps = 20/571 (3%)

Query: 99 GADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYARSS 158

GA IL+E L+ +GV+TVF YPGG + I+ L IR++LPRHEQ GV AA+G+AR++
Sbjct: 5 GARILLECLKLEGVDTVFGYPGGTVINIYDELFSFKEIRHILPRHEQAGVHAADGFARAT 64
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Query: 159
Sbjct: 65

Query: 219
Sbjct: 125
Query: 279
Sbjct: 183
Query: 334
Shjct: 240
Query: 394
Sbjct: 300
Query: 451
Sbjct: 360
Query: 511
Shjct: 420
Query: 571
Sbjct: 480
Query: 631

Shjct: 533

>ref]YP_001
gb ] ABN5700
L

Score = 5
Identities

Query: 97

Sbjct: 2

Query: 157
Sbjct: 61

Query: 217
Sbjct: 121
Query: 275
Sbjct: 181
Query: 330
Sbjct: 236
Query: 390

Sbjct: 296

GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI
G+ G+ IATSGPGATN V+G+A A +DS+P+V ITGQVP +I1G DAFQE IV +TR
GRVGVAIATSGPGATNTVTGIATAYMDSIPVVVITGQVPTAL IGNDAFQEVDIVGITRPC

TKHNYLVMDVED IPR I IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQAMKLPGYMS
TKHN+LV DV+DIP 11++AF++A +GRPGPVLVD+PKD+Q A ++ +++L Y
TKHNFLVKDVKD IPS 1 1KKAFY IARTGRPGPVLVDLPKDVQIATAEFHYPDSIELRSY--

RMPKPPEDSHLEQI---VRLISESKKPVLYVGGGCL--NSSDELGRFVELTGIPVASTLM
KP + H +QlI V L+ E+KKPV+YVGGG + +++ EL F + +PV +TLM
—---KPTVEGHPKQIEKAVSLMLEAKKPV1YVGGGV 1 SGDAAGEL YDFAKKLNMPVTTTLM

GLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVH
GLGS+P DD +L +LGMHGT YAN AV + D+L A G RFDDRVTGK+ FA AKI+H
GLGSFPEDDHQALRLLGMHGTYYANMAVTNCDMLFAVGARFDDRVTGKVATFAPHAKIT IH

IDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLE---NRAEELKLDFGVWRNELNVQKQK
+D+D I KN + 4+ G+vK L M KVLE ++ E + W E+ KQK
VDVDPTSIRKNVRVDLP IVGEVKKVLSQMLKVLEEQGDKVERFRTG IEPWMAE 1EGWKQK

FPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGL
P+++K 1 PQY 1+ L EL++ AINI+T VGQHQMW AQF+ + K R LSSGGL
HPMTYKQTTSVIKPQYVIQKLRELSEPDAI IATDVGQHOMWTAQFFTFTKARTLLSSGGL

GAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGM
G MG+GLPAA+GA A PD V+ I GDG F MN+QELAT+ LPVK+ +LNN LGM
GTMGYGLPAAMGAQAAYPDRQV IAICGDGGFQMNMQELATLVQNRLPVKICILNNNFLGM

VMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLREAIQTMLD
V QW++ F+ + T+ P ++ AAG + +K  ++ 1+ +
VRQWQELFFDRRYSQTCMELPI-———-—- DFIKLAEAFGATGLQASKVDEVEGT IKKAFE

TPGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661
TPGP +++ +E VLPM+P G + N+++
TPGPV IMEFK I AREEKVLPMVPAGASLNEMV 563

046985.1] acetolactate synthase, large subunit, biosynthetic type

[Methanoculleus marisnigri JR1]

218

124

278

182

333

239

393

299

450

359

510

419

570

479

630

532

3.1] acetolactate synthase, large subunit [Methanoculleus marisnigri
JR1]

ength = 558

36 bits (1380), Expect = e-150, Method: Compositional matrix adjust.

= 278/573 (48%), Positives = 381/573 (66%), Gaps = 29/573 (5%)

RKGADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYAR
+ GA L+EAL+R+GV+T+F YPGG + I+ L  SSIR++L RHEQ AA+GYAR
KTGARTLIEALQREGVDT IFGYPGGVVLP I YDEL-YDSSIRHILVRHEQAAAHAADGYAR

SSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTR
+SG+ G+C+ATSGPGA NLV+G+A A +DS+P+VA+TGQVP ++G DAFQE+ 1 +T
ASGRVGVCLATSGPGACNLVTGIATAYMDSIPIVALTGQVPTALLGNDAFQESDITGITM

SITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD 1Q--QQLAIPNWEQAMKLP
+TKHNYLV D D+ R+++EAF++A +GRPGPVLVD+PKD+ QL + + L
PVTKHNYLVKDAGDLDRVVQEAFYVARTGRPGPVLVD IPKDVSTGQVLEGKPVPETVSLR

GYMSRMPKPPEDSHLEQIVR---L 1 SESKKPVLYVGGGCL --NSSDELGRFVELTGIPVA
GY +P H+ QI + LI+ +++P++Y GGG + +S EL FVE  IPV
6 — QPTYQGHVRQIEKALDL I ATAERPLVYAGGGVVLSGASAELLEFVEAAAIPVT

STLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRA
+TLMGLG+ P D L L MLGMHGT ANYAV DLL+A GVRFDDRVTGK+E FA A
TTLMGLGAVPGDHPLCLGMLGMHGTQSANYAVTECDLLVAVGVRFDDRVTGKIETFAPNA

KIVHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQ
++HIDID AEIGKNK V + GDVK LQ ++ R D W+ + K
AVIHIDIDPAE IGKNKKVDVP 1VGDVKAVLQAFLSRMQKRG----- DTAAWVSR IGAWKA
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Query: 450 KFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGG 509
++PL ++  + + PQY ++ L E+ G+ I+ + VGQ+QMW A +Y +KKPR W++SGG
Sbjct: 351 QYPLGYRD-DDHLRPQYVVEQLSEILKGEGIVVSEVGQNQMWTALYYCFKKPRTWITSGG 409

Query: 510 LGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLG 569
LG MG+G PAAIGA A PD VVDI GDGSF MN+QEL T+ +PVKV++LNN +LG
Sbjct: 410 LGTMGYGFPAAIGAHYARPDMPVVDIAGDGSFQMNIQELGTVAQYKIPVKVVILNNMYLG 469

Query: 570 MVMQWEDRFYKANRAHTFLGDPAQEDE IFP-NMLLFAAACGIPAARVTKKADLREAIQTM 628
MV QW++ FY ++T E+ P+ + AAG+ +V +KA +REA++T
Sbjct: 470 MVRQWQELFYDRRYSYT-----———- ELPPVDFVKIANAYGVEGLQVDEKAGVREALETA 520

Query: 629 LDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661
L T GP++LD +E+V PM+P G N++1
Sbjct: 521 LATDGPFVLDFRVEREENVFPMVPAGAAINEMI 553

>ref|YP_002249089.1] acetolactate synthase, large subunit, biosynthetic type
[Thermodesulfovibrio yellowstonii DSM 11347]
gb]JACI21111.1] acetolactate synthase, large subunit, biosynthetic type
[Thermodesulfovibrio yellowstonii DSM 11347]
Length = 576

Score = 536 bits (1380), Expect = e-150, Method: Compositional matrix adjust.
Identities = 274/570 (48%), Positives = 375/570 (65%), Gaps = 18/570 (3%)

Query: 98 KGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYARS 157
KGA+IL+E L+R+GV+ +F YPGG ++1 L I+ +L RHEQG  AA+GYAR
Sbjct: 5 KGAEILIECLKREGVKHIFGYPGGVILDIFDLLYDDPDIKLILTRHEQGATHAADGYARV 64

Query: 158 SGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRS 217
SGKPG+ + TSGPGATN V+G+A+A +DSVPLV TGQVP +1G DAFQE IV +TR
Sbjct: 65 SGKPGVVLVTSGPGATNTVTGIANAYMDSVPLVVFTGQVPTFLIGNDAFQEADIVGITRP 124

Query: 218 ITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQAMKLPGYM 277
TK+N LV DV+D+ + + EAF++AT+GRPGPVL+D+PKD+ Q W+ ++ Y
Sbjct: 125 CTKYNILVKDVKDLAKQVREAFY IATTGRPGPVLIDLPKDVTQGKTEFIWPEKIHIRSY- 183

Query: 278 SRMPKPPEDSHLEQIVRL---1SESKKPVLYVGGGCL--NSSDELGRFVELTGIPVASTL 332
P + ++ 1+ I+++KKPV+ GGGC+ N+ + L E T IPVA+TL
Sbjct: 184 ----NPTYEGNVYMIKKAAQEIAKAKKPVIITAGGGCI ISNAHEYLKELAEFTQIPVANTL 239

Query: 333 MGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIV 392
MGLGS+P ELSL MLGMHGT YAN AV++SDL++A G+RFDDRVTGK +AFA AKIl+
Sbjct: 240 MGLGSFPGTHELSLGMLGMHGTYYANMAVQNSDL1VAIGMRFDDRVTGKTDAFAPNAKIT 299

Query: 393 HIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAE-ELKLDFGVWRNELNVQKQKF 451
HIDID I KN + + GDV LQ +NK+L+ + + K W ++N  K++
Sbjct: 300 HIDIDPTSIRKNVRVDIPIVGDVSRVLQVLNKILKEEVKPQWKE IRQAWLKQINQWKKER 359

Query: 452 PLSFKTFGEAIPPQYAIKVLDELTDGKAIISTGVGQHQMWAAQFYNYKKPRQWLSSGGLG 511
PL+++ I PQY I+ + E+T G AII+T VGQ+QMWAAQFY + KPR+ ++SGGLG
Sbjct: 360 PLTYEFDEAVIKPQYVIEKIYEVTKGDAI ITTEVGQNQMWAAQFYKFDKPRRLVTSGGLG 419

Query: 512 AMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMV 571
MG+G PAAIGA +A PD V4Dl GDGS MN+QELAT + NLPVKV ++NN +LGMV
Sbjct: 420 TMGYGFPAAIGAQLAFPDMTVIDIAGDGSIQMNIQELATAVIYNLPVKVALINNSYLGMV 479

Query: 572 MQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLREAIQTMLDT 631
QW++ FY  +HT+L P+ + A+ G RTK +++ I+ L
Sbjct: 480 RQWQEIFYGERYSHTYLSTA------- PDFVKVAESYGAVGLRATKPSEVEPVIKEALSI 532

Query: 632 PGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661

P 4D + +E V PMW+P G  + +1
Sbjct: 533 RKPVFMDFVVDWKEKVYPMVPPGAPIDQMI 562

>gb|ABV24338.1] indole-3-pyruvate decarboxylase [Paenibacillus polymyxa]
Length = 581
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Score

Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:

99

26

159

86

219

146

277

205

335

263

395

323

455

378

515

438

575

498

635

551

BASF Reg. Doc. No. 2008/7019294

533 bits (1374), Expect = e-149, Method: Compositional matrix adjust.
Identities = 271/567 (47%), Positives = 374/567 (65%), Gaps = 19/567 (3%)

GADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARSS
G++IL+ +L +GV+ VF YPGGA + I+ A+ ++VL RHEQG + AA+GYAR+S
GSEILLRSLLLEGVDCVFGYPGGAVLY I'YDAMYGFKDFKHVLTRHEQGA IHAADGYARAS

GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI
GK G+CIATSGPGATNLV+G+A A +DSVPLV ITG V  +IGTDAFQE I +T 1
GKVGVCIATSGPGATNLVTGIATAFMDSVPLVVITGNVISSLIGTDAFQEADITGITMPI

TKHNYLVMDVED IPR I IEEAFFLATSGRPGPVLVDVPKD 1Q--QQLA I PNWEQAMKLPGY
TKH+YLV DVED+PRII EAF +A +GR GPVL+D+PKDI QL +P + + GY
TKHSYLVRDVEDLPR I IHEAFHIANTGRKGPVL IDIPKD I SAAQTLFVPQ-TGPVTMRGY

MSRMPKPPEDSHLEQI'VRL1SESKKPVLYVGGGCLNSS--DELGRFVELTGIPVASTLMG
++ P L+++ + ISE+++P + GGG + S + L FV T IP+ +TL+G
NPKV--LPNKIQLDKLTQAISEAERPFILAGGGVVYSGGHEALYEFVRKTEIPITTTLLG

LGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHI
LG +P EL M GMHGT +N A++ SDLL+ G RFDDRVTGKL+ FA +AKIVHI
LGGFPSGHELWTGMPGMHGTYTSNQATQQSDLL ICIGARFDDRVTGKLDGFAPQAKIVHI

DIDSAE1GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLS
DID AEIGKN + 4+ GDVK L+ +N+ ++ RA+ WR ++ K+ PS
DIDPAEIGKNVAADIPIVGDVKAVLELLNQDVK-RADRAD----AWRAQ I QHWKNEKPYS

FKTFGEAIPPQYAIKVLDELTDGKAI 1 STGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMG
+K + PQ+ +++LDE T G Al++T VGQHQMWAAQ+Y + +PR W++SGGLG MG
YKDSETVLKPQWVVELLDETTKGGA VT TDVGQHQMWAAQYYKFNQPRSWVTSGGLGTMG

FGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGMVMQW
FG P+AIGA +ANPD +V+ I1+GDG M QELA + N+PVK++++NNQ LGMV QW
FGFPSA1GAQMANPDRLV IS INGDGGMQMCSQELAICAINNIPVKIVIINNQVLGMVRQW

EDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLREAIQTMLDTPGP
++ Y +H L P+ + A A G+ RTK+ RAQ LDTPGP
QELIYNNRYSHIDLAGS-————-- PDFVKLAEAYGVKGLRATNKEEARRAWQEALDTPGP

YLLDVICPHQEHVLPMIPNGGTFNDVI 661
+++ +  +E+V PM+ G T + ++

VVVEFVVSKEENVYPMVTQGSTIDQML 577

158

85

218

145

276

204

334

262

394

322

454

377

514

437

574

497

634

550

>ref]YP_004823.1] acetolactate synthase large subunit [Thermus thermophilus HB27]
gb]AAS81196.1] acetolactate synthase large subunit [Thermus thermophilus HB27]

Score

Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:

98

2

158

61

218

121

278

180

335

236

Length = 562

533 bits (1374), Expect = e-149, Method: Compositional matrix adjust.
Identities = 283/570 (49%), Positives = 378/570 (66%), Gaps = 23/570 (4%)

KGADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARS
KGA+ L+ ALER+GVE +F +PGGA M + AL S IR++L RHEQGGV AA YAR+
KGAEALLRALEREGVEVIFGHPGGAIMPTYDALY-DSP IRHILVRHEQGGVHAATAYARA

SGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRS
SG+ G+ +ATSGPGA NLV+GLADA++DS P+VAITG VPR +IGTDAFQE + VT
SGRVGVVMATSGPGALNLVTGLADAMMDSTPVVAITGNVPRAL IGTDAFQEADVTGVTMP

ITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD 1QQQLATPNWEQAMKLPGYM
ITKHNYLV DV +IPR+++EAF +A +GRPGPVL+D+PKD+Q +++ + LPGY
I TKHNYLVQDVNE IPRVVKEAFHIAATGRPGPVL 1D 1 PKDVQLAEFTGSFDVKLDLPGY -

SRMPKPPEDSHLEQIVR---L ISESKKPVLYVGGGCLNSSDELGRFVELTGIPVASTLMG
KP H +Ql R + ++++PVL VGGG ++ EL F E TG+PV +TLMG
--—--KPTLKGHPKQ I ERALDALEKAERPVLMVGGGAQHAHAELLAFAEKTGLPVITTLMG

LGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK-1VH
LG++P + L L M GMHGTV AN A+ H+D++LA G+RFDDRVTGK+ FA A I+H
LGAFPGNHPLWLGMPGMHGTVAANRATHHADV ILAIGLRFDDRVTGKVSRFAPHAHT I IH
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Query: 394
Sbjct: 296
Query: 454
Sbjct: 350
Query: 514
Sbjct: 409
Query: 574
Sbjct: 469
Query: 634

Shjct: 523

IDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPL
+DID AEIGK H+ + GD +L L KL A+ L+L W EL + ++PL
VDIDPAEIGKVVRTHIPIVGDSRLVL----KELLKGAKALRL--AAWWRELEEWRTRYPL

SFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAM
++ + Q I+ E T G Al++TGVGQHQM+AAQF+ +PR +L+SGGLG M
RYRP-KPHLQSQEV IRAFYEATGGHAIVTTGVGQHQMFAAQFFPVTRPRSFLTSGGLGTM

GFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGMVMQ
G GLP AIGA +A P+ +V+D DGDGSF M +QELAT+ L VKV++LNN +LGMV Q
GVGLPFAIGAKIARPEELV IDFDGDGSFQMTLQELATVVKYKLDVKVVILNNGYLGMVRQ

WEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTMLDTPG
W+D F+ + +L D P+ A A GI RV 4K DL + ++ +L+ G
WQDLFHAKRYSEVYLADSN------ PDFARLAEAYG IKGVRVERKEDLMKGVEAVLNADG

PYLLDVICPHQEHVLPMIPNGGTFNDVITE 663
P+ + H+E V PMIP GG D+1 E
PVVAEFKVYHEEGVFPMIPAGGAAEDMILE 552

453

349

513

408

573

468

633

522

BASF Reg. Doc. No. 2008/7019294

>ref|NP_831551.1] acetolactate synthase 3 catalytic subunit [Bacillus cereus ATCC

14579]

gb]AAPO8752.1] Acetolactate synthase large subunit [Bacillus cereus ATCC 14579]

Score =
Identitie

Query: 99

Sbjct: 20

Query: 159
Sbjct: 79

Query: 219
Sbjct: 139
Query: 279
Sbjct: 199
Query: 337
Sbjct: 257
Query: 397
Sbjct: 317
Query: 456
Sbjct: 370
Query: 516
Sbjct: 430
Query: 576
Sbjct: 490
Query: 636

Shjct: 542

Length = 573

532 bits (1370), Expect = e-149, Method: Compositional matrix adjust.
s = 272/566 (48%), Positives = 370/566 (65%), Gaps = 21/566 (3%)

GADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARSS
GA +++ L++ GV TVF YPGGA + ++ AL S +++VL RHEQ + AAEGYAR+S
GAGHVIQCLKKLGVTTVFGYPGGAILPVYDALYESG-LKHVLTRHEQAATHAAEGYARAS

GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI
GK G+ ATSGPGATNLV+GLADA +DS+PLV ITGQV ~ +1G D FQE +V +T +
GKVGVVFATSGPGATNLVTGLADAYMDSIPLVVITGQVATPL1GKDGFQEADVVGITVPV

TKHNYLVMDVED IPR I IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQAMKLPGYMS
TKHNY V DV + RI++EAF++A SGRPGPVL+D+PKD+Q + + + +PGY
TKHNYQVRDVNHVSRIVQEAFY IAKSGRPGPVL IDI1PKDVQNAKVTSFFNEEVD IPGYKP

RMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNS--SDELGRFVELTGIPVASTLMGLG
P+ L ++ + IS+SK+P+LY+GGG ++S SDEL F IPV STLMGLG
EF--VPDSMKLREVAKAISKSKRPLLY IGGGV IHSGGSDELFEFARENRIPVVSTLMGLG

SYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDI
+YP DD L L MLGMHGT AN AV DLLLA GVRFDDRVTGKLE F+ +K VHIDI
AYPPDDSLFLGMLGMHGTYAANMAVTECDLLLALGVRFDDRVTGKLELFSPNSKKVHIDI

DSAE 1 GKNKTPHVSVCGDVKLALQG-MNKVLENRAEELKLDFGVWRNELNVQKQKFPLSF
DS+E KN T + GDVK AL  ++ + + +E W ++ K+++PLS+
DSSEFHKNVTVEHP IVGDVKKALHMLLHMSIYTQTDE----—-- WLQKVKTWKEEYPLSY

KTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGF
K + PQ+ 1 ++ ELT+G+AIl++T VGQHQMWAA FY +KPR +L+SGGLG MGF
KQKESELKPQHV INLVSELTNGEAIVTTEVGQHQMWAAHFYKARKPRTFLTSGGLGTMGF

GLPAAIGASVANPDAIVVD IDGDGSFIMNVQELAT IRVENLPVKVLLLNNQHLGMVMQWE
G PAAIGA +A + +V+ | GD SF MN+QEL TI N+PVKV ++NN+ LGMV QW+
GFPAAIGAQLAKKEELVICIAGDASFQMNIQELQT FAENNIPVKVF I INNKFLGMVRQWQ

DRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTMLDTPGPY
+ FY+ + + +G P+ + AAG+ RT + ++ + GP
EMFYENRLSESKIGS-—--——-- PDFVKVAEAYGVKGLRATNSTEAKQVMLEAFAYEGPV

LLDVICPHQEHVLPMIPNGGTFNDVI 661
++D E+V PM+P N++1
VVDFCVEEGENVFPMVPPNKGNNEMI 567
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>ref|ZP_02179310.1] acetolactate synthase large subunit [Hydrogenivirga sp. 128-5-R1-1]
gb]EDP73924_.1] acetolactate synthase large subunit [Hydrogenivirga sp. 128-5-R1-1]
Length = 567

Score = 531 bits (1369), Expect = e-149, Method: Compositional matrix adjust.
Identities = 276/577 (47%), Positives = 384/577 (66%), Gaps = 27/577 (4%)

Query: 97 RKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYAR 156
++GADI+V+ L + V+TVF PGGA ME++ AL ++ +N+L RHE A+GYAR
Sbjct: 4 KRGAD1VVDVLIEEKVDTVFGLPGGAIMEVYDALF-NAPFKNILARHELAACHMADGYAR 62

Query: 157 SSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTR 216
++GK G+ +ATSGPGATNLV+GLA A +DSVPLVAITGQVP IGTDAFQE + +TR
Sbjct: 63 ATGKVGVVMATSGPGATNLVTGLATAHMDSVPLVAITGQVPTHYIGTDAFQEADVTGITR 122

Query: 217 SITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQL-----~ AIPNWEQA 270
+TKHN+LV D++D+ 1+ EAF++A +GRPGPVLVD+PKDI QQ+ + + E+A
Sbjct: 123 PVTKHNFLVTDIKDLALILREAFYIARTGRPGPVLVDIPKDITQQVYDYKMPTLKDVEEA 182

Query: 271 MKLPGYMSRMPKPPEDSHLEQI---VRLISESKKPVLYVGGGCL--NSSDELGRFVELTG 325
LPGY KP + ++ QI +L1 ++K+PVLYVGGG + + +EL + E+
Sbjct: 183 --LPGY----- KPHYEGNTAQ I KKAAKL IRQAKRPVLYVGGGAVAAEAQEELVKLAEMAK 235

Query: 326 IPVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAF 385
IPV +TLMG G++P D L+LHMLGMHGT YAN AV +SDLL+A G RFDDRVTGK++ F
Sbjct: 236 IPVTTTLMGKGAFPEDHPLALHMLGMHGTYYANMAVYNSDLLIAVGSRFDDRVTGKIDEF 295

Query: 386 ASRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELN 445
A AKI+HIDID A 1 K V + GDbVK LQ + K LE + E W+
Sbjct: 296 APEAKIIHIDIDPASISKTINVDVPIVGDVKKVLQKLIKELERKPVEWDEARESWIKLIE 355

Query: 446 VQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWL 505
K + PL++ + 1 P+Y ++ + +T G+All+ GVGQHQMWAA FY YK PRQ++
Sbjct: 356 KWKIEHPLTYDRKSKIIKPEYVVEEIYNITKGEAIITAGVGQHQMWAAMFYKYKFPRQFI 415

Query: 506 SSGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNN 565
+SGGLG MGFG PAA+GA +A PD V+ I1+GDGSF+MN+Q++AT +PVKV +LNN
Sbjct: 416 NSGGLGTMGFGFPAAVGAKIARPDKEVIAIEGDGSFLMNIQDIATAVQYRVPVKVAILNN 475

Query: 566 QHLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLREAI 625
+ LOMV QW++ FY + + L P+ + A+ G R TK +++++ +
Shjct: 476 EFLGMVRQWQELFYDSRYSSVCLSTQ------- PDFVKLAESFGAVGLRATKPSEVKKVL 528

Query: 626 -QTMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661
+ M P ++D +E+VLPM+P G ++ ++1
Sbjct: 529 KEAMSINDRPVIMDFAVDREENVLPMVPAGKSYREMI 565

>ref|YP_144479.1] acetolactate synthase, large subunit [Thermus thermophilus HB8]
dbj |BAD71036.1] acetolactate synthase, large subunit [Thermus thermophilus HB8]
Length = 562

Score = 531 bits (1367), Expect = e-148, Method: Compositional matrix adjust.
Identities = 282/570 (49%), Positives = 377/570 (66%), Gaps = 23/570 (4%)

Query: 98 KGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYARS 157
KGA+ L+ ALER+GVE +F +PGGA M + AL S IR++L RHEQGGV AA YAR+
Shjct: 2 KGAEALLRALEREGVEVIFGHPGGAIMPTYDALY-DSPIRHILVRHEQGGVHAATAYARA 60

Query: 158 SGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRS 217
SG+ G+ +ATSGPGA NLV+GLADA++DS P+VAITG VPR +IGTDAFQE + VT
Sbjct: 61 SGRVGVVMATSGPGALNLVTGLADAMMDSTPVVAITGNVPRALIGTDAFQEADVTGVTMP 120

Query: 218 ITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKLPGYM 277
ITKHNYLV DV +IPR+++EAF +A +GRPGPVL+D+PKD+Q +++ + LPGY
Sbjct: 121 ITKHNYLVQDVNEIPRVVKEAFHIAATGRPGPVLIDIPKDVQLAEFTGSFDVKLDLPGY- 179

Query: 278 SRMPKPPEDSHLEQIVR---LISESKKPVLYVGGGCLNSSDELGRFVELTGIPVASTLMG 334

KP H +Ql R + ++++PVL VGGG ++ EL F E TG+PV +TLMG
Sbjct: 180 ----KPTLKGHPKQIERALDALEKAERPVLMVGGGAQHAHAELLAFAEKTGLPVITTLMG 235
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Query: 335
Sbjct: 236
Query: 394
Sbjct: 296
Query: 454
Sbjct: 350
Query: 514
Sbjct: 409
Query: 574
Sbjct: 469
Query: 634

Shjct: 523

>ref|YP_502
gb | ABD4098
L

Score = 5
Identities

Query: 97

Sbjct: 2

Query: 157
Sbjct: 61

Query: 217
Sbjct: 121
Query: 275
Sbjct: 181
Query: 330
Sbjct: 236
Query: 390
Sbjct: 296
Query: 450
Sbjct: 351
Query: 510
Shjct: 410
Query: 570

Sbjct: 470

LGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK-1VH
LG++P + L L M GMHGTV AN A+ H+D++LA G+RFDDRVTGK+ FA A I+H
LGAFPGNHPLWLGMPGMHGTVAANRATHHADV ILA1GLRFDDRVTGKVSRFAPHAHT I IH

IDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPL
+DID AEIGK H+ + GD +L L KL A+ L+L W EL + ++PL
VDIDPAEIGKVVRTHIPIVGDSRLVL----KELLKGAKALRL--AAWWRELEEWRTRYPL

SFKTFGEAIPPQYAIKVLDELTDGKA I ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAM
++ + Q I+ E T G Al++TGVGQHQM+AAQF+ +PR +L+SGGLG M
RYRP-KPHLQSQEV IRAFYEATGGHAIVTTGVGQHQMFAAQFFPVTRPRSFLTSGGLGTM

GFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGMVMQ
G GLP AIGA +A P+ +V+D DGDGSF M +QELAT+ L VKV++LNN +LGMV Q
GVGLPFAIGAKIARPEELV IDFDGDGSFQMTLQELATVVKYKLDVKVVILNNGYLGMVRQ

WEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTMLDTPG
W+D F+ + +L D P+ A A GI RV +K DL + ++ +L+ G
WQDLFHAKRYSEVYLADSN------ PDFARLAEAYGIKGVRVERKEDLMKGVEAVLNADG

PYLLDVICPHQEHVLPMIPNGGTFNDVITE 663
P+ + +E V PMIP GG D+I E
PVVAEFKVYQEEGVFPMIPAGGAAEDMILE 552

393

295

453

349

513

408

573

468

633

522

706.1] acetolactate synthase, large subunit, biosynthetic type

[Methanospirillum hungatei JF-1]

7.1] acetolactate synthase, large subunit [Methanospirillum hungatei
JF-1]
ength = 563

30 bits (1364), Expect = e-148, Method: Compositional matrix adjust.
= 277/572 (48%), Positives = 376/572 (65%), Gaps = 27/572 (4%)

RKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYAR
+ GA IL+E L+ QGV+ +F YPGG + I+ L + IR++L RHEQ + AA+GYAR
KSGAQILIEGLKEQGVDIIFGYPGGVVLPIYDELY-DADIRHILVRHEQAATHAADGYAR

SSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTR
+SGK G+C+ATSGPGA NLV+GLA A +DS+P+VAITGQVP ++G DAFQE+ I +T
ASGKTGVCLATSGPGACNLVTGLATAYMDS IPVVAITGQVPTSLLGNDAFQESDITGITM

SITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD 1QQQLA--1PNWEQAMKLP
+TKHNYLV D D+ RIl EAF +A++GR GPVL+D+PKD+ + + ++ 4L
PVTKHNYLVTDARDLRRI IREAFHIASTGRKGPVL IDLPKDVCTSMVPDVDGPDEQPRLR

GYMSRMPKPPEDSHLEQ I'VR---L I SESKKPVLYVGGGCL--NSSDELGRFVELTGIPVA
GY KP H+ 1R L+ ++K+PV+Y GGG + N+S EL E +PV
GY-—m—- KPKYQGHSKMIQRAVDLLLQAKRPVI1YAGGGV I SSNASAELVALAEKMCMPVT

STLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRA
+TLMGLG P D L+L MLGMHGT YANYA+ SDLL + GVRFDDRVTGK+EAFA +A
TTLMGLGCIPTDHPLNLGMLGMHGTEYANYAITESDLLFSIGVRFDDRVTGKIEAFAPQA

KIVHIDIDSAE I1GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQ
KI+HIDID AEIGKNK P V + GD K L + K + + W ++ + K+
KITHIDIDPAEIGKNKQPDVP IVGDAKSVLSD I LKKIPESCPHPE----- WSEKVAMWKK

KFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGG
PL +++ G+ + PQ+ IK L ++ K 11 + VGQ+QMW AQ++ + +PRQW+SSGG
NHPLRYRSDGK-LYPQFVIKTLADILGEKGI IVSEVGONQMWTAQWFKFTRPRQWISSGG

LGAMGFGLPAAIGASVANPDATVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLG
LG MG+G PA++G A PD V + GDGSF MN+QEL T+ N+PVKV++LNNQ LG
LGTMGYGFPASMGVHFACPDQPVFVLAGDGSFQMNIQELGTVAQYNIPVKVIVLNNQFLG

MVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTML
MV QW+ FY+ ++T L + E A AGI A AV +D+ AI+T L
MVRQWQQLFYERRYSYTELPEVHFER---—---- T1AKAYGIEAATVRNASDVEAAIRTAL
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60

216

120

274

180

329

235

389

295

449

350

509

409

569

469

629

521
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Query: 630 DTPGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661
PGPY+LDV ~ +E+V PM+P G +++I
Sbjct: 522 AHPGPYVLDVRVEREENVFPMVPAGANISEMI 553

>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 = 529 bits (1363), Expect = e-148, Method: Compositional matrix adjust.
Identities = 264/568 (46%), Positives = 373/568 (65%), Gaps = 14/568 (2%)

Query: 99 GADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARSS 158
GA IL+E L+ +GV+TVF YPGG + ++ + IR++LPRHEQ GV AA+GYAR++
Sbjct: 5 GARILLECLKLEGVDTVFGYPGGTVINLYDE IFSFKE IRHILPRHEQAGVHAADGYARAT 64

Query: 159 GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
GK G+ IATSGPGATN ++G+A A +DS+P+V ITGQVP +I1G DAFQE I+ +TR
Sbjct: 65 GCKVGVAIATSGPGATNTITGIATAYMDSIPMVIITGQVPTGLIGNDAFQEADIIGITRPC 124

Query: 219 TKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQAMKLPGYMS 278
TKHN+LV DV+D+  1+++AF++A +GRPGPVL+D+PKD+Q + + + + GY
Shjct: 125 TKHNFLVKDVKDLATIVKKAFY IARTGRPGPVL IDLPKDVQIATTEFKYPETVDIRGYKP 184

Query: 279 RMPKPPEDSHLEQIVRLISESKKPVLYVGGGCL--NSSDELGRFVELTGIPVASTLMGLG 336
+ P+ +E+ + L+ E+KKPV+YVGGG + N+++EL + +L PV +TLMGLG
Sbjct: 185 TVGGHPK--QVEKAITLLLEAKKPVIYVGGGV ILGNAAEELTKLAQLLNAPVTTTLMGLG 242

Query: 337 SYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDI 396
++P D+ LSL +LGMHGT YAN AV H DLL+A G RFDDRVTGK+ +FA A+I1+HID+
Sbjct: 243 AFPEDNPLSLGLLGMHGTYYANMAVSHCDLL IAVGARFDDRVTGKIASFAPHAQIIHIDV 302

Query: 397 DSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEE---LKLDFGVWRNELNVQKQKFPL 453
D I KN + + GDVK L+ + KVL +AE+ + W E+ K K P+
Sbjct: 303 DPTSIKKNVRVDLPIVGDVKDVLKQLLKVLAGQAEKAATFQKQIVPWSQE I EAWKAKHPM 362

Query: 454 SFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAM 513
+HK+ I PQ 1+ L EL+  AI+ST VGQHQMW AQF+ + +PR LSSGGLG M
Shjct: 363 TYKSSASVIKPQLVIQKLRELSKPDAIVSTDVGQHQMWTAQFFKFNRPRTLLSSGGLGTM 422

Query: 514 GFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMVMQ 573
GFGLPAA+GA A P V+ + GDG F MN+QELAT+ LPVK+ +LNN LGMV Q
Sbjct: 423 GFGLPAAMGAQAAFPKRQVIVVCGDGGFQMNMQELATLVQNRLPVKICILNNNFLGMVRQ 482

Query: 574 WEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLREAIQTMLDTPG 633
W+ e+ + T+ P ++ AAG +TK ++ I+  TPG
Shjct: 483 WQELFFDKRYSQTCMELPI--—-—-- DF IKLAEAFGAKGFQATKPEEVEAV IKKGFATPG 535

Query: 634 PYLLDVICPHQEHVLPMIPNGGTFNDVI 661
P +++ +E VLPM+P G + +++
Sbjct: 536 PVIMEFKVAREEKVLPMVPAGASLTEMV 563

>ref]ZP_03038955.1] acetolactate synthase, large subunit, biosynthetic type
[Geobacillus sp. Y412MC10]
gb]EDV77081.1] acetolactate synthase, large subunit, biosynthetic type
[Geobacillus sp. Y412MC10]
Length = 580

Score = 528 bits (1361), Expect = e-148, Method: Compositional matrix adjust.
Identities = 262/565 (46%), Positives = 373/565 (66%), Gaps = 16/565 (2%)

Query: 99 GADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYARSS 158

G++I1L+ +L +GVE VF YPGGA + I+ A+ +VL RHEQG + AA+GYAR+S
Sbjct: 26 GSEILLRSLLLEGVECVFGYPGGAVLY I'YDAMYGFKDFNHVLTRHEQGAIHAADGYARAS 85
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Query: 159 GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
GK G+CIATSGPGATNLV+G+A A +DSVPLV ITG V. +IGTDAFQE I +T 1
Sbjct: 86 GKVGVCIATSGPGATNLVTGIATAYMDSVPLVVITGNVATTLIGTDAFQEADITGITMPI 145

Query: 219 TKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKLPGYMS 278
TKH+YLV DV+D+PR+1 EAF +A++GR GPVL+D+PKD+ + E+ ++L GY
Sbjct: 146 TKHSYLVRDVKDLPRVIHEAFHIASTGRKGPVLIDIPKDVSAATTLFQPEERIQLRGYNP 205

Query: 279 RMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELG--RFVELTGIPVASTLMGLG 336
R P L+++ R 1 E+++P++ GGG + S G FV  TGIP+ +TL+GLG
Sbjct: 206 R--TVPNKLQLDKLARAIEEAERPMILAGGGVIYSGAHEGLYEFVNKTGIPITTTLLGLG 263

Query: 337 SYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDI 396
++P  ++L M GMHGT +N+ ++ SDLL+ G RFDDRVTGKL+ FA AKIVHIDI
Sbjct: 264 AFPTGNDLWTGMPGMHGTYTSNHGIQQSDLLINIGARFDDRVTGKLDGFAPHAKIVHIDI 323

Query: 397 DSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFK 456
D AEIGKN + 4+ GDVK L+ N ++ A K D  WR++++ K ++P +
Sbjct: 324 DPAEIGKNVPTDIPIVGDVKTVLEMLNPLVPYAA---KAD--AWRDQISKWKAEYPFRYV 378

Query: 457 TFGEAIPPQYAIKVLDELTDGKAI I STGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGFG 516
+ PQ+ I++L++ T G+AI++T VGQHQMWAAQ+Y + +PR W++SGGLG MGFG
Shjct: 379 DSDTVLKPQWYIEMLNDTTKGEAIVTTDVGQHQMWAAQYYKFNQPRSWITSGGLGTMGFG 438

Query: 517 LPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMVMQWED 576
P+AI1GA +A+PD +V+ 1+GDG M QELA  + N+PVK++++NNQ LGMV QW++
Sbjct: 439 FPSAIGAQMAHPDRLVISINGDGGMQMCSQELAICAINNIPVKIVVINNQVLGMVRQWQE 498

Query: 577 RFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTMLDTPGPYL 636
Y +H L P+ + AAGH RTK++A  ++TPGP L
Sbjct: 499 11YDNRYSHIDLAGS------- PDFVKLAEAYGVKGLRATTKEEAQRAWAEAMETPGPVL 551

Query: 637 LDVICPHQEHVLPMIPNGGTFNDVI 661
++ + E+V PM+ G T + ++
Sbjct: 552 VEFVVEKGENVYPMVTQGSTIDQML 576

>ref]ZP_03024969.1] acetolactate synthase, large subunit, biosynthetic type [Geobacter
sp- M21]

gb|EDV71326.1] acetolactate synthase, large subunit, biosynthetic type [Geobacter
sp. M21]
Length = 566

Score = 528 bits (1360), Expect = e-148, Method: Compositional matrix adjust.
Identities = 268/568 (47%), Positives = 373/568 (65%), Gaps = 14/568 (2%)

Query: 99 GADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYARSS 158
GA IL+E L+R+GV+T+F YPGG + ++ L IR++LPRHEQ GV AA+GYAR++
Sbjct: 5 GARILLECLKREGVDTIFGYPGGTVINLYDELFSFKEIRHILPRHEQAGVHAADGYARAT 64

Query: 159 GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
GK G+ IATSGPGATN ++G+A A +DS+P+V ITGQVP +I1G DAFQE I+ +TR
Sbjct: 65 GKVGVAIATSGPGATNTITGIATAYMDSIPMVIITGQVPTALIGNDAFQEADIIGITRPC 124

Query: 219 TKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD1QQQLAIPNWEQAMKLPGYMS 278
TKHN+LV DV4D+P I+++AF++A +GRPGPVLVD+PKD+Q A  + + +++ GY
Sbjct: 125 TKHNFLVKDVKDLPTIMKKAFY IARTGRPGPVLVDLPKDVQMAQAEFKYPETVEIRGYKP 184

Query: 279 RMPKPPEDSHLEQIVRLISESKKPVLYVGGGCL--NSSDELGRFVELTGIPVASTLMGLG 336
+ P+ +E+ V +1+++K+PVLYVGGG + N++ EL F + 1PV +TLMGLG
Sbjct: 185 NLEGHPK--QVEKAVAMITQAKRPVLYVGGGVY ILGNAAAELTAFAKRLAIPVTTTLMGLG 242

Query: 337 SYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDI 396
++P +D SL +LGMHGT YAN AV H D+L+A G RFDDRVTGK+ +FA AKIVH+D+
Sbjct: 243 AFPENDPQSLGLLGMHGTYYANMAVSHCDVLIAIGARFDDRVTGKIASFAPHAKIVHVDV 302

Query: 397 DSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKL---DFGVWRNELNVQKQKFPL 453

D I KN + 4+ GDv+ L MK E + K W E+ K K P+
Sbjct: 303 DPTSIKKNVRVDLP IVGDVRDVLAKMLKASEQVCPDAKACQDAIAPWTAE I EGWKAKHPM 362
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Query: 454 SFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAM 513
S+K G 1 PQY I+ L L+D AI++T VGQHQMW AQF+ + PR LSSGGLG M
Sbjct: 363 SYKQSGTVIKPQYVIQRLRALSDPDAIVATDVGQHQMWTAQFFGFTTPRTLLSSGGLGTM 422

Query: 514 GFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMVMQ 573
G+GLPAA+GA A P+ V+ + GDG F MN+QELATI L VK+++LNN LGMV Q
Sbjct: 423 GYGLPAAMGAQAAFPERQVMVVCGDGGFQMNLQELAT IVQNRLNVKIVILNNNFLGMVRQ 482

Query: 574 WEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTMLDTPG 633
W+ F+ + T + E+ ++ AAG +TK ++EI+ TG
Sbjct: 483 WQELFFDKRYSSTCM------- ELPIDFIKLAEAFGATGLQATKVDEVDEVIKKGFATNG 535

Query: 634 PYLLDVICPHQEHVLPMIPNGGTFNDVI 661
P L++ +E VLPM+P G + +++
Sbjct: 536 PVLMEFKVAREEKVLPMVPAGASLTEMV 563

>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 = 528 bits (1359), Expect = e-148, Method: Compositional matrix adjust.
Identities = 276/580 (47%), Positives = 388/580 (66%), Gaps = 19/580 (3%)

Query: 97 RKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYAR 156
RKGAD+++E L ++GV+ +F PGGA+MEl+ AL R + I+++L RHEQG AEGYA+
Shjct: 4 RKGADVVIETLLKEGVDVIFGIPGGANMEI'YDALYRINKIKHILARHEQGAGHMAEGYAK 63

Query: 157 SSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTR 216
+SGK G+ +ATSGPGATNL++ +ADA +DSVP+V +TGQVP +1G DAFQE IV +TR
Sbjct: 64 ASGKVGVALATSGPGATNLITAIADAYMDSVPVVFLTGQVPTFLIGNDAFQEVDIVGMTR 123

Query: 217 SITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD IQQQLA---IPNWEQAMK- 272
+TKHN+LV VED+P Il +AF++A +GRPGPVLVD+PKDI Q + 1P+ E+ +
Sbjct: 124 PVTKHNFLVKRVEDLPLIIRQAFYIAKTGRPGPVLVDIPKDITQTMTDVEIPSDEEVINS 183

Query: 273 LPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGG--CLNSSDELGRFVELTGIPVAS 330
LPGY + P+ +++ +L1 E+K+PVLYVGGG ++ E+ EL 1PV +
Sbjct: 184 LPGYKPHIEGNPQ--QIKRAAQLILEAKRPVLYVGGGAVAAEANAEIAELAELMKIPVTT 241

Query: 331 TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK 390
T MG G++ LSL MLGMHGT YAN AV HSDLL+A G RFDDRVTGK++ FA AK
Sbjct: 242 TNMGKGAFDERHPLSLRMLGMHGTYYANMAVYHSDLL IAVGSRFDDRVTGKVDEFAPFAK 301

Query: 391 IVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEEL--KLDFGVWRNELNVQK 448
I+HIDID A1 KNT V + GD++ L + + ++ + ++ + + W +++ K
Sbjct: 302 IIHIDIDPASISKNITVDVPIVGDIRSVLVRLIEEIKGKNSKIVHEEERKTWLEQIDAWK 361

Query: 449 QKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSG 508
+ +PLS+K  + + PQ+ I+ + ++T+G AII+TGVGQHQMW+A FY Y PRQ+++SG
Shjct: 362 KAYPLSYKPSDKVVKPQFLIETIYDVTEGNAI I TTGVGQHQMWSAMFYKYSFPRQFINSG 421

Query: 509 GLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHL 568
GLG MGFGLPA IGA VA PD V IDGDGSF+M +QEL T N+P+KV++LNN +
Sbjct: 422 GLGTMGFGLPAGIGAKVAKPDKDVFIIDGDGSFLMTMQEL ITAAHYNIPIKVIILNNAYY 481

Query: 569 GMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTM 628
GMV QW++ FY + L P+ A ACG R +L++ +
Sbjct: 482 GMVRQWQELFYNKRYSEVDL------- SFQPDFGKLAEACGAVGMRTDNPKELKDVLLKA 534

Query: 629 LD-TPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGDGR 667
+ P L++VI  +E+ LPM+P G ++ D++ DG+
Sbjct: 535 KNVNDKPVLVEVIVDREENCLPMVPAGKSYKDMLLS-DGK 573

>ref|NP_693544.1] acetolactate synthase large subunit [Oceanobacillus iheyensis
HTE831]

dbj |BAC14579.1] acetolactate synthase large subunit [Oceanobacillus iheyensis
HTE831]
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L

Score = 5
Identities

Query: 99
Sbjct: 18
Query: 158
Sbjct: 78
Query: 218
Sbjct: 138
Query: 278
Sbjct: 198
Query: 336
Sbjct: 256
Query: 396
Sbjct: 316
Query: 456
Sbjct: 371
Query: 516
Shjct: 431
Query: 576
Sbjct: 491
Query: 636

Sbjct: 544

>ref]YP_388
gb]ABB3896
L

Score = 5
Identities

Query: 98
Sbjct: 4

Query: 158
Sbjct: 63
Query: 218
Sbjct: 123
Query: 278

Sbjct: 183

L.L.C. BASF Reg. Doc. No. 2008/7019294
ength = 573
27 bits (1357), Expect = e-147, Method: Compositional matrix adjust.

= 263/566 (46%), Positives = 375/566 (66%), Gaps = 17/566 (3%)

GADILVEALERQGVETVFAYPGGASME IHQALTRS-SSIRNVLPRHEQGGVFAAEGYARS
GAD+ V+ALER VE VF YPGGA + I+ AL R+ +S +VL RHEQG + AAEGYAR
GADLFVQALERANVEVVFGYPGGAVLP I YDALHRNQTSFEHVLSRHEQGS IHAAEGYARV

SGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRS
SGKPG+ IATSGPGATNL++G+ DA++DS+PLV TGQV + +IGTDAFQE ++ +T
SGKPGVVIATSGPGATNLITGITDAMMDS IPLVIFTGQVAKGV IGTDAFQEADVMGITTP

I TKHNYLVMDVED IPRI IEEAFFLATSGRPGPVLVDVPKD 1QQQLA I PNWEQAMKLPGYM
ITK+NY V ++ ++PRI+ EAF +AT+GRPGPV+VD+PK+I + + ++E LPGY
ITKYNYQVNEIAELPRIVNEAFHIATTGRPGPVVVDIPKNISSTVTVNDYEADFHLPGYQ

SRMPKPPEDSHLEQIVRL I SESKKPVLYVGGGCL--NSSDELGRFVELTG I PVASTLMGL
+ P + 4+ + ++KPVL G G L ++S+EL +F +  +PV +TL+GL
PTI--TPNPLQITKVNEALKRAEKPVLLAGAGIL I SDASNELKQFAQHYQLPVVTTLLGL

GSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHID
GSYP + LSL M GMHGT AN A+ DLL+ G RFDDR+TG ++ FA AKIVHID
GSYPGKESLSLGMAGMHGTYAANMATYECDLL INIGARFDDRLTGN IKHFAPNAKIVHID

IDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSF
ID AEIGKN ++V D KAL + L+N E KD W ++L + FPL +
IDPAEIGKNIETNIPVVADAKRALTAL---LKNTTE--KCDHQNWLHQLKHNQLDFPLWY

KTFGEAIPPQYAIKVLDELTDGKA I 1 STGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGF
+ 1 PQ+ ++ + EL+ G+A+++T VGQHQMWAAQ+Y++K P W++SGGLG MGF
DRSDQE I SPQWLMEQ 1 YELSKGEAVVTTDVGQHQMWAAQYYSFKDPHNWVTSGGLGTMGF

GLPAAIGASVANPDAIVVD IDGDGSFIMNVQELAT IRVENLPVKVLLLNNQHLGMVMQWE
G PAAIGA +A P+++V+ + GDG F M +QEL+ ++ +NLPVKV++LNN+ LGMV QW+
GFPAAIGAQMAKPNSLVLAVVGDGGFQMTLQELS ILKSQNLPVKV I ILNNEALGMVRQWQ

DRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLREAIQTMLDTPGPY
+ FY+  +H+ o+ P+ + A+ G+ RV K+AD+ + + GP
ESFYEERYSHSLFSEN-—--——-- PDFVKLAESYGVRGMRVEKEADVPNILSEVFTYDGPV

LLDVICPHQEHVLPMIPNGGTFNDVI 661
++D + V PMI G ++1
VIDCRVVQKTSVYPMIAPGTGIQEMI 569

157

77

217

137

277

197

335

255

395

315

455

370

515

430

575

490

635

543

660.1] acetolactate synthase, large subunit [Desulfovibrio desulfuricans

subsp. desulfuricans str. G20]

5.1] acetolactate synthase, large subunit [Desulfovibrio desulfuricans
G20]
ength = 562

27 bits (1357), Expect = e-147, Method: Compositional matrix adjust.
= 277/568 (48%), Positives = 370/568 (65%), Gaps = 15/568 (2%)

KGADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARS
GA IL+E L+++GV+ +F YPGGA ++I+ L R +R+VL RHEQ V AA+GYAR+
SGARILLECLKKEGVDVIFGYPGGAVIDIYDELPRHD-LRHVLVRHEQAAVHAADGYARA

SGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRS
SG+ G+C+ TSGPGATN V+G+A A DS+PLV +TGQVPR +1G DAFQE IV +TR
SGRVGVCLVTSGPGATNTVTGIATAYCDSIPLVVLTGQVPRALIGNDAFQEVDIVGITRP

I TKHNYLVMDVED IPRI IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQAMKLPGYM
TKHNYLV ++ D+PRI1 EAF+LA SGRPGPVLVD+PKDI A + +KL Y
CTKHNYLVKELSDLPRI IREAFYLARSGRPGPVLVDLPKD IMVARAEFQIPEEVKLRSYN

SRMPKPPEDSHLEQIVRL I SESKKPVLYVGGGCLNS--SDELGRFVELTGIPVASTLMGL
P +L + L+ +++P+L+ GGG + S S+ELG 1PV S+LMGL
PTY--RPNLNQLRRAAELVLSARRPLLFAGGGVVGSDASEELGWLARTLQIPVTSSLMGL
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157

62

217

122

277

182

335

240
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Query: 336
Sbjct: 241
Query: 396
Sbjct: 301
Query: 454
Sbjct: 361
Query: 514
Shjct: 420
Query: 574
Sbjct: 480
Query: 634

Shjct: 533

GSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHID
GS+P DD L L MLGMHGT AN AV D+L+A G RFDDRVTGKL AFA+ AKI+HID
GSFPGDDPLFLGMLGMHGTFAANKAVNSCDVL IAAGARFDDRVTGKLSAFAAGAKT IHID

IDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEE--LKLDFGVWRNELNVQKQKFPL
ID I KN V V GD ++AL GM ++L R EE + W ++ Q PL
IDPTSIRKNVGVEVPVVGDCRMALAGMRE I LSARFEEN I PVPRWTEWLATVHDWAQSHPL

SFKTFGEAIPPQYAIKVLDELTDGKA I ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAM
+ E 1 PQ ++ + +T G+ 1++T VGQ+QMWAAQF+ Y+KPR L+SGGLG M
GYVP-SEGIKPQQVVETVFGITRGECIVTTEVGQNQMWAAQFFKYRKPRTLLTSGGLGTM

GFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGMVMQ
G+G PAAIGA +A P +V+D GDGS MN+QELAT LPVK+++LNN +LGMV Q
GYGFPAAIGAQMAFPGHLYV IDFAGDGS IQVMNIQELATAVCNKLPVK I I ILNNGYLGMVRQ

WEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTMLDTPG
W+ FY+ N T + E P++ AAG  R+T +ADL  ++ L +P
WQELFYQRNYCSTCM-~—--—-~ EAQPDFVKLAEAYGAEGYR I TAQADLEPVLRQALQSPA

PYLLDVICPHQEHVLPMIPNGGTFNDVI 661
P ++DV +E+V PM+P G ++++
PAIVDVRVEREENVYPMVPAGAALDEML 560

395

300

453

360

513

419

573

479

633

532

BASF Reg. Doc. No. 2008/7019294

>ref|YP_894460.1] acetolactate synthase 3 catalytic subunit [Bacillus thuringiensis

ref]zP_03
gb ] ABK849

gb |EDX626

Score =
Identitie

Query: 99

Sbjct: 17

Query: 159
Sbjct: 76

Query: 219
Sbjct: 136
Query: 279
Sbjct: 194
Query: 337
Sbjct: 254
Query: 397
Shjct: 314
Query: 456
Sbjct: 367
Query: 516

Shjct: 427

str. Al Hakam]

112221.1] acetolactate synthase, large subunit, biosynthetic type [Bacillus

cereus 03BB108]

53.1] acetolactate synthase, large subunit [Bacillus thuringiensis str.

Al Hakam]

64.1] acetolactate synthase, large subunit, biosynthetic type [Bacillus

cereus 03BB108]
Length = 570

526 bits (1356), Expect = e-147, Method: Compositional matrix adjust.
s = 268/566 (47%), Positives = 375/566 (66%), Gaps = 21/566 (3%)

GADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARSS
GA +++ L++ GV TVF YPGGA + ++ AL S ++++L RHEQ + AAEGYAR+S
GAGHVIQCLKKLGVTTVFGYPGGAILPVYDAL-YESGLKHILTRHEQAATHAAEGYARAS

GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI
GK G+ ATSGPGATNLV+GLADA +DS+PLV ITGQV ~ +1G D FQE +V +T +
GKVGVVFATSGPGATNLVTGLADAYMDSIPLVVITGQVATPL1GKDGFQEADVVGITVPV

TKHNYLVMDVED IPR I IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQAMKLPGYMS
TKHNY V DV + RI++EAF++A SGRPGPVL+D+PKD+Q + + + +++PGY
TKHNYQVRDVNQLSRIVQEAFY IAESGRPGPVL IDIPKDVQIEKVTSFYNEVIEIPGY--

RMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNS--SDELGRFVELTGIPVASTLMGLG
++ P+ L+++ + IS++K+P+LY+GGG ++S SDEL +F IPV STLMGLG
KTEDMPDSMKLKEVAKE I SKAKRPLLY 1GGGV IHSGGSDEL IKFAREHRIPVVSTLMGLG

SYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDI
+YP D L L MLGMHGT AN AV DLLLA GVRFDDRVTGKLE F+ ++K VHIDI
AYPPGDSLFLGMLGMHGTYAANMAVTECDLLLALGVRFDDRVTGKLELFSPQSKKVHIDI

DSAE 1GKNKTPHVSVCGDVKLALQGMNKV-LENRAEELKLDFGVWRNELNVQKQKFPLSF
DS+E KN T V GDVK AL + + ++ + +E W ++ K+++PLS+
DSSEFHKNVTVEYPVVGDVKNALHMLLHMPIDTQTDE------- WLTKIEGWKEEYPLSY

KTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGF
+ PQ+ 1 ++ ELT+G+Al++T VGQHQMWAA FY K PR +L+SGGLG MGF
NQKERELKPQHVISLVSELTNGEAIVTTEVGQHQMWAAHFYKAKNPRTFLTSGGLGTMGF

GLPAAIGASVANPDAIVVD IDGDGSFIMNVQELAT IRVENLPVKVLLLNNQHLGMVMQWE
G PAAIGA +A + +V+ | GD SF MN+QEL T+ N+PVKV ++NN+ LGMV QW+
GFPAAIGAQLAKEEQLVICIAGDASFQMNIQELQTVAENNIPVKVF I INNKFLGMVRQWQ
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135
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193
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253
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313
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Query: 576
Sbjct: 487
Query: 636

Sbjct: 539

>ref|YP_384
gb]ABB3149
L

Score = 5
Identities

Query: 99

Sbjct: 5

Query: 159
Sbjct: 65

Query: 219
Sbjct: 125
Query: 279
Sbjct: 183
Query: 334
Sbjct: 240
Query: 394
Sbjct: 300
Query: 451
Sbjct: 360
Query: 511
Sbjct: 420
Query: 571
Sbjct: 480
Query: 631

Sbjct: 533

DRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLREAIQTMLDTPGPY 635
+ FY+ + + +G P+ + A A G+ RT + ++ + GP
EMFYENRLSESKIGS-------- PDFVKVAEAYGVKGLRATNSTEAKQVMLEAFAHEGPV 538

LLDVICPHQEHVLPMIPNGGTFNDVI 661
++D E+V PM+P N++1
VVDFCVEEGENVFPMVPPNKGNNEMI 564

221.1] acetolactate synthase, large subunit [Geobacter metallireducens
GS-15]

6.1] acetolactate synthase, large subunit [Geobacter metallireducens
GS-15]

ength = 566

26 bits (1355), Expect = e-147, Method: Compositional matrix adjust.

= 269/571 (47%), Positives = 375/571 (65%), Gaps = 20/571 (3%)

GADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARSS 158
GA IL+E L+R+GV+TVF YPGG + ++ L IR++LPRHEQ GV AA+G+AR++
GARILLECLKREGVDTVFGYPGGTV INLYDELFSFKD IRHILPRHEQAGVHAADGFARAT 64

GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
G+ G+ IATSGPGATN V+G+A A +DS+PLV ITGQVP +I1G DAFQE I+ +TR
GRVGVAIATSGPGATNTVTGIATAYMDSIPLVVITGQVPTALIGNDAFQEVDI IGITRPC 124

TKHNYLVMDVED IPR1 1EEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKLPGYMS 278
TKHN+LV DV+DI  11++AF++A +GRPGPVLVD+PKD+Q A  + +A++L Y
TKHNFLVKDVKD IAT I IKKAFY IARTGRPGPVLVDLPKDVQIATAEFEYPEAIELRSY-- 182

RMPKPPEDSHLEQIVRLIS---ESKKPVLYVGGGCL--NSSDELGRFVELTGIPVASTLM 333
KP + H +QI + +S +KKPV+YVGGG + +++ EL 1PV +TLM
-——-KPTVEGHPKQIEKAVSMLLAAKKPVMYVGGGA I SGDAAGELTALATRLHIPVTTTLM 239

GLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVH 393
GLGS+P D+ LSL +LGMHGT +AN AV + DLL+A G RFDDRVTGK+ FA AKI+H
GLGSFPEDNPLSLKLLGMHGTYFANMAVTNCDLLVAVGARFDDRVTGKIATFAPHAKIIH 299

IDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGV---WRNELNVQKQK 450
+D+D I KN ++GVK L MK L+ +++ W E+ KQK
MDVDPTSIRKNVRVDLP 1VGQVKEVLGRMLKSLDESGDKVAAFHTAIEPWLAEIEGWKQK 359

FPLSFKTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHQMWAAQFYNYKKPRQWLSSGGL 510
P+++K I PQ+ I+ L EL+D AI++T VGQHQMW AQF+ +++PR LSSGGL
HPITYKQASTVIKPQFVIQKLRELSDPDAIVATDVGQHOMWTAQFFGFREPRTLLSSGGL 419

GAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGM 570
G MGFGLPAA+GA A P+ V+ + GDG F MN+QE+AT+ LPVK+++LNN LGM
GTMGFGLPAAMGAQAAFPNRQV IAVCGDGGFQMNLQEVATLVONRLPVKIVILNNNFLGM 479

VMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACGIPAARVTKKADLREAIQTMLD 630
V QW++ F+ + T+ P ++ AAG + TK  ++ 1+ +
VRQWQELFFDKRYSQTCMELPI -——---- DFIKLAEAFGAKGFQATKSDEVEAT IKKAFE 532

TPGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661
TPGP +++ +E VLPM+P G + Nt++
TPGPV IMEFK I AREEKVLPMVPAGASLNEMV 563

>ref]ZP_02585109.1] acetolactate synthase 3 catalytic subunit [Bacillus cereus G9842]

L

Score = 5
Identities

Query: 99

Sbjct: 18

ength = 571

26 bits (1354), Expect = e-147, Method: Compositional matrix adjust.

= 270/566 (47%), Positives = 369/566 (65%), Gaps = 21/566 (3%)

GADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYARSS 158
GA +++ L++ GV TVF YPGGA + ++ AL S +++VL RHEQ + AAEGYAR+S
GAGHV IQCLKKLGVTTVFGYPGGAILPVYNALYESG-LKHVLTRHEQAAIHAAEGYARAS 76

BASF Plant Science Report No. BPS-014-08

Page 158 of 239



BASF

The Chemical Company
Plant Science L. L. C. BASF Reg. Doc. No. 2008/7019294

Query: 159 GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
GK G+ ATSGPGATNLV+GLADA +DS+PLV ITGQV ~ +IG D FQE +V +T +
Sbjct: 77 GKVGVVFATSGPGATNLVTGLADAYMDSIPLVVITGQVATPLIGKDGFQEADVVGITVPV 136

Query: 219 TKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKLPGYMS 278
TKHNY V DV + RI++EAF++A SGRPGPVL+D+PKD+Q + + + +PGY
Sbjct: 137 TKHNYQVRDVNHVSRIVQEAFYIAESGRPGPVLIDIPKDVQNAKVTSFENEEVDIPGYKP 196

Query: 279 RMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNS--SDELGRFVELTGIPVASTLMGLG 336
+ P+ L ++ + IS+SK+P+LY+GGG ++S SDEL F IPV STLMGLG
Sbjct: 197 EL--VPDSMKLREVAKAISKSKRPLLY IGGGVIHSGGSDELFEFARENRIPVVSTLMGLG 254

Query: 337 SYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDI 396
+YP D L L MLGMHGT AN AV  DLLLA GVRFDDRVTGKLE F+ +K VHIDI
Sbjct: 255 AYPPGDPLFLGMLGMHGTYAANMAVTECDLLLALGVRFDDRVTGKLELFSPHSKKVHIDI 314

Query: 397 DSAEIGKNKTPHVSVCGDVKLALQG-MNKVLENRAEELKLDFGVWRNELNVQKQKFPLSF 455
D+E KN T + GDVK AL ++ + + +E W ++ K+++PLS+
Sbjct: 315 DPSEFHKNVTVEHPIVGDVKKALHMLLHMSIYTQTDE------- WLQKVKAWKEEYPLSY 367

Query: 456 KTFGEAIPPQYAIKVLDELTDGKAIISTGVGQHOMWAAQFYNYKKPRQWLSSGGLGAMGF 515
K + PQ+ 1 ++ ELT+G+Al++T VGQHQMWAA FY +KPR +L+SGGLG MGF
Sbjct: 368 KQKESELKPQHVINLVSELTNGEAIVTTEVGQHQMWAAHFYKARKPRTFLTSGGLGTMGF 427

Query: 516 GLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMVMQWE 575
G PAAIGA +A + +V+ I GD SF MN+QEL TI N+PVKV ++NN+ LGMV QW+
Sbjct: 428 GFPAAIGAQLAKKEELVICIAGDASFQMNIQELQTIAENNIPVKVFIINNKFLGMVRQWQ 487

Query: 576 DRFYKANRAHTFLGDPAQEDEIFPNMLLFAAACGIPAARVTKKADLREAIQTMLDTPGPY 635
+ FY+ + + +G P+ + AAG+ RT + ++ + GP
Sbjct: 488 EMFYENRLSESKIGS-------- PDFVKVAEAYGVKGLRATNSTEAKQVMLEAFAHEGPA 539

Query: 636 LLDVICPHQEHVLPMIPNGGTFNDVI 661
++D E+V PM+P N++1
Sbjct: 540 VVDFCVEEGENVFPMVPPNKGNNEMI 565

>gb|EDZ37939.1] acetolactate synthase, large subunit [Leptospirillum sp. Group 11
"5-way CG"]
Length = 587

Score = 525 bits (1353), Expect = e-147, Method: Compositional matrix adjust.
Identities = 269/571 (47%), Positives = 374/571 (65%), Gaps = 18/571 (3%)

Query: 99 GADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARSS 158
GA++++E L+ + V +F YPGG + I AL + + +L RHEQG V AAEGYAR++
Shjct: 6 GAEMILECLKTEKVSQIFGYPGGLVLP IFDALYKDPGLSVILTRHEQGAVHAAEGYARTT 65

Query: 159 GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
G+ G+ + TSGPGATN V+GLADA +DS+PLV ITGQVP +MIG DAFQE IV ++RS
Sbjct: 66 GEVGVVLVTSGPGATNTVTGLADAHMDSIPLVVITGQVPTKMIGNDAFQEADIVGISRSC 125

Query: 219 TKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKLPGYMS 278
TKHN+LV + ++PRI++EAF++A SGRPGPVLVD+PKD+ A ++ + + L GY
Sbjct: 126 TKHNFLVRSIGELPRILKEAFYIARSGRPGPVLVDIPKDVITDRADFHYPETLTLRGY-- 183

Query: 279 RMPKPPEDSHLEQI---VRLISESKKPVLYVGGGCL--NSSDELGRFVELTGIPVASTLM 333
P + QI +L+S++KKPVLYVGGG + +S +EL V L+ IPV TLM
Sbjct: 184 ---NPTVQGNRWQIRKAAQLMSKAKKPVLYVGGGVIASDSHEELAELVSLSQIPVTLTLM 240

Query: 334 GLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVH 393
GLG++P + L + MLGMHGT AN AV + DLL+A G RFDDRVTGK+ F+ +K++H
Sbjct: 241 GLGAFPGNHSLFMGMLGMHGTYAANMAVHNCDLL IAVGARFDDRVTGKVAEFSPHSKVIH 300

Query: 394 IDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLEN-RAEELKLDFGVWRNELNVQKQKFP 452
IDID Il KN+ V+GD+L L + + L R EE + W ++ K++ P
Sbjct: 301 IDIDPTSIRKNFSVDVPIVGDARLILSDLLEDLRKIRDEEGLVSLEAWHRQIEFWKEEHP 360

Query: 453 LSFKTFGEAIPPQYAIKVLDELTDGKAIISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGA 512

LS+K E 1 PQ+ I+ +LT G 1IST VGQHQMW AQF+ + PR WL+SGGLG
Sbjct: 361 LSYKKDPEVIKPQFVIEKTFDLTGGDCI ISTDVGQHQMWTAQFFKFLTPRTWLTSGGLGT 420
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Query: 513
Sbjct: 421
Query: 573
Sbjct: 481
Query: 633

Sbjct: 534

>ref|YP_00
gb|ABQ278
Score =
Identitie
Query: 99
Sbjct: 5
Query: 159
Sbjct: 65
Query: 219
Sbjct: 125
Query: 279
Sbjct: 185
Query: 337
Sbjct: 243
Query: 397
Sbjct: 303
Query: 454
Sbjct: 363
Query: 514
Sbjct: 423
Query: 574
Sbjct: 483
Query: 634

Sbjct: 536

MGFGLPAA1GASVANPDAIVVDIDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGMVM 572
MG+G PAAIGA A P V+ + G+GSF+MN+QELAT+ +PVK+++LNNQ+LGMV
MGYGFPAAIGAQRAFPKKRVIAVTGEGSFMMNIQELATVASLEIPVKIIVLNNQYLGMVR 480

QWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTMLDTP 632
QW++ FY  + +F+G P+ + AAGH RTK +++ LT
QWQEFFYGGRYSSSFIGQS-----—- PDFVKLAEAFGVAGFRATKTDQVEDILLKGLSTN 533

GPYLLDV ICPHQEHVLPMIPNGGTFNDVITE 663
GP L++ +  +E+V PM+P GG+ ++1 E
GPVLMEFMVDPEENVFPMVPAGGSNIEMIFE 564

BASF Reg. Doc. No. 2008/7019294

1232446.1] acetolactate synthase, large subunit, biosynthetic type [Geobacter

uraniireducens Rf4]

73.1] acetolactate synthase, large subunit [Geobacter uraniireducens Rf4]

Length = 566

525 bits (1353), Expect = e-147, Method: Compositional matrix adjust.

s = 267/568 (47%), Positives = 372/568 (65%), Gaps = 14/568 (2%)

GADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARSS 158
GA IL+E L+ +GV+TVF YPGG + ++ L IR++LPRHEQ GV AA+GYAR++
GAKILLECLKLEGVDTVFGYPGGTVINLYDELFSFKEIRHILPRHEQAGVHAADGYARAT 64

GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
GK G+ IATSGPGATN ++G+A A +DS+P+V ITGQVP +I1G DAFQE I+ +TR
GKVGVAIATSGPGATNTITGIATAYMDSIPMVIITGQVPTALIGNDAFQEADIIGITRPC 124

TKHNYLVMDVED IPRI IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQAMKLPGYMS 278
TKHN+LV DV+D+ 1+++AF++A +GRPGPVL+D+PKD+Q A  + +++ GY
TKHNFLVKDVKDLAL 1VKKAFY IARTGRPGPVL IDLPKDVQIATAEFKYPDTVEIRGYKP 184

RMPKPPEDSHLEQIVRL 1 SESKKPVLYVGGGCL--NSSDELGRFVELTGIPVASTLMGLG 336
+ P+ +E+ + L+ +K+PVHYVGGG + N+++EL  + PV +TLMGLG
TIEGHPK--QVEKAMSLLLGAKRPV 1'YVGGGV I LGNAAEELTALSKKLEAPVTTTLMGLG 242

SYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDI 396
S+P DD LSL +LGMHGT YAN AV + DLL+A G RFDDRVTGK+ +FA AKI+HID+
SFPEDDPLSLGLLGMHGTYYANMAVSNCDLLVAVGARFDDRVTGKIASFAPHAKIIHIDV 302

DSAE 1 GKNKTPHVSVCGDVKLALQGMNKVLENRAEEL ---KLDFGVWRNELNVQKQKFPL 453
D I KN + 4+ GDVK L M KVLE + ++L K W E+ K K P+
DPTSIKKNVRVDLP IVGDVKDVLTQMLKVLEEQGDKLDDFKKS IVPWTEE IEGWKAKHPM 362

SFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAM 513
S+K I PQ+ I+ L EL+D AIl++T VGQHQMW AQF+ + +PR LSSGGLG M
SYKQSATVIKPQFVIQKLRELSDPDAIVATDVGQHQMWTAQFFKFNRPRTLLSSGGLGTM 422

GFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGMVMQ 573
G+GLPAA+GA A PD V+ I GDG F MN+QELAT+ L VK+ ++NN LGMV Q
GYGLPAAMGAQAAFPDRQV IVICGDGGFQMNLQELATVVQNRLAVKICIINNNFLGMVRQ 482

WEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLREAIQTMLDTPG 633
W++ F+ + T+ P ++ AAG + TK  ++ 1+ TPG
WQELFFDKRYSQTCMELP I -—-—--- DF IKLAEAFGAKGFQATKPDEVEAVIKKGFATPG 535

PYLLDVICPHQEHVLPMIPNGGTFNDVI 661
P +++ +E VLPM+P G + +++
PVIMEFKVAREEKVLPMVPAGASLTEMV 563

>ref|ZP_00740942.1] Acetolactate synthase large subunit [Bacillus thuringiensis serovar

israelensis ATCC 35646]

gb]EA054777.1] Acetolactate synthase large subunit [Bacillus thuringiensis serovar

Score =

israelensis ATCC 35646]
Length = 571

525 bits (1353), Expect = e-147, Method: Compositional matrix adjust.
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Identities = 270/566 (47%), Positives = 369/566 (65%), Gaps = 21/566 (3%)

Query: 99 GADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYARSS 158
GA +++ L++ GV TVF YPGGA + ++ AL S +++VL RHEQ + AAEGYAR+S
Sbjct: 18 GAGHVIQCLKKLGVTTVFGYPGGAILPVYDALYESG-LKHVLTRHEQAAIHAAEGYARAS 76

Query: 159 GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
GK G+ ATSGPGATNLV+GLADA +DS+PLV ITGQV  +IG D FQE +V +T +
Sbjct: 77 GKVGVVFATSGPGATNLVTGLADAYMDSIPLVVITGQVATPLIGKDGFQEADVVGITVPV 136

Query: 219 TKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQAMKLPGYMS 278
TKHNY V DV + RI++EAF++A SGRPGPVL+D+PKD+Q + + + +PGY
Sbjct: 137 TKHNYQVRDVNHVSRIVQEAFYIAESGRPGPVLIDIPKDVQNAKVTSFFENEEVDIPGYKP 196

Query: 279 RMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNS--SDELGRFVELTGIPVASTLMGLG 336
+ P+ L ++ + IS+SK+P+LY+GGG ++S SDEL F IPV STLMGLG
Sbjct: 197 EL--VPDSMKLREVAKAISKSKRPLLY IGGGVIHSGGSDELFEFARENRIPVVSTLMGLG 254

Query: 337 SYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDI 396
+YP D L L MLGMHGT AN AV DLLLA GVRFDDRVTGKLE F+ +K VHIDI
Sbjct: 255 AYPPGDPLFLGMLGMHGTYAANMAVTECDLLLALGVRFDDRVTGKLELFSPHSKKVHIDI 314

Query: 397 DSAEIGKNKTPHVSVCGDVKLALQG-MNKVLENRAEELKLDFGVWRNELNVQKQKFPLSF 455
D+E KN T + GDVK AL ++ + + +E W ++ K+++PLS+
Sbjct: 315 DPSEFHKNVTVEHPIVGDVKKALHMLLHMSIYTQTDE--—---- WLQKVKAWKEEYPLSY 367

Query: 456 KTFGEAIPPQYAIKVLDELTDGKAIISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGF 515
K + PQ+ 1 ++ ELT+G+Al++T VGQHQMWAA FY +KPR +L+SGGLG MGF
Sbjct: 368 KQKESELKPQHVINLVSELTNGEAIVTTEVGQHQMWAAHFYKARKPRTFLTSGGLGTMGF 427

Query: 516 GLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMVMQWE 575
G PAAIGA +A + +V+ | GD SF MN+QEL TI N+PVKV ++NN+ LGMV QW+
Sbjct: 428 GFPAAIGAQLAKKEELVICIAGDASFQMNIQELQTIAENNIPVKVFI INNKFLGMVRQWQ 487

Query: 576 DRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTMLDTPGPY 635
+ FY+ + + +G P+ + A A G+ RT + ++ + GP
Sbjct: 488 EMFYENRLSESKIGS-------- PDFVKVAEAYGVKGLRATNSTEAKQVMLEAFAHEGPA 539

Query: 636 LLDVICPHQEHVLPMIPNGGTFNDVI 661
++D E+V PM+P N++1
Sbjct: 540 VVDFCVEEGENVFPMVPPNKGNNEMI 565

>ref]YP_036023.1] acetolactate synthase 3 catalytic subunit [Bacillus thuringiensis
serovar konkukian str. 97-27]

gb]AAT63317.1] acetolactate synthase [Bacillus thuringiensis serovar konkukian
str. 97-27]
Length = 570

Score = 525 bits (1352), Expect = e-147, Method: Compositional matrix adjust.
Identities = 268/566 (47%), Positives = 371/566 (65%), Gaps = 21/566 (3%)

Query: 99 GADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYARSS 158
GA +++ L++ GV TVF YPGGA + ++ AL S ++++L RHEQ + AAEGYAR+S
Sbjct: 17 GAGHVIQCLKKLGVTTVFGYPGGAILPVYDAL-YESGLKHILTRHEQAAIHAAEGYARAS 75

Query: 159 GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
GK G+ ATSGPGATNLV+GLADA +DS+PLV ITGQV ~ +1G D FQE IV +T +
Sbjct: 76 GKVGVVFATSGPGATNLVTGLADAYMDSIPLVVITGQVATPLIGKDGFQEADIVGITVPV 135

Query: 219 TKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQAMKLPGYMS 278
TKHNY V DV + RI++EAF++A SGRPGPVL+D+PKD+Q + + + +++PGY
Sbjct: 136 TKHNYQVRDVNQLSRIVQEAFYIAESGRPGPVLIDIPKDVQIKKVTSFYNEVIEIPGY-- 193

Query: 279 RMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNS--SDELGRFVELTGIPVASTLMGLG 336
++ P+ L ++ + ISE+K+P+LY+GGG +++ S+EL +F GIPV STLMGLG
Sbjct: 194 KLEPRPDSMKLREVAKAISEAKRPLLY IGGGIIHADGSEEL IQFARKKGIPVVSTLMGLG 253

Query: 337 SYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDI 396

+YP D L L MLGMHGT AN AV DLLLA GVRFDDRVTGKLE F+ +K VHIDI
Sbjct: 254 AYPPGDPLFLGMLGMHGTYAANMAVTECDLLLALGVRFDDRVTGKLELFSPHSKKVHIDI 313
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Query: 397 DSAEIGKNKTPHVSVCGDVKLALQG-MNKVLENRAEELKLDFGVWRNELNVQKQKFPLSF 455
D +E KN V GDVK AL  ++ + + +E W ++ K+++ LS+
Sbjct: 314 DPSEFQKNVAVEYPVVGDVKKALHMLLHMSIHTQTDE------- WLQKVKTWKEEYQLSY 366

Query: 456 KTFGEAIPPQYAIKVLDELTDGKAIISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGF 515
K + PQ+ 1 ++ ELT+G+Al++T VGQHQMWAA FY K PR +L+SGGLG MGF
Sbjct: 367 KQKESELKPQHVINLVSELTNGEAIVTTEVGQHQMWAAHFYKAKNPRTFLTSGGLGTMGF 426

Query: 516 GLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMVMQWE 575
G PAAIGA +A + +V+ I GD SF MN+QEL TI N+PVKV ++NN+ LGMV QW+
Sbjct: 427 GFPAAIGAQLAKEEELVICIAGDASFQMNIQELQTIAENNIPVKVFI INNKFLGMVRQWQ 486

Query: 576 DRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTMLDTPGPY 635
+ FY+ + + +G P+ + AAG+ RT + ++ + GP
Sbjct: 487 EMFYENRLSESKIGS-------- PDFVKVAEAYGVKGLRATNATEAKQVMLEAFAHKGPV 538

Query: 636 LLDVICPHQEHVLPMIPNGGTFNDVI 661
++D E+V PM+P N++1
Sbjct: 539 VVDFCVEEGENVFPMVPPNKGNNEMI 564

>ref|YP_002139546.1] acetolactate synthase, large subunit, biosynthetic type [Geobacter
bemidjiensis Bem]

gb]JACH39750.1] acetolactate synthase, large subunit, biosynthetic type [Geobacter
bemidjiensis Bem]
Length = 566

Score = 525 bits (1351), Expect = e-147, Method: Compositional matrix adjust.
Identities = 266/568 (46%), Positives = 374/568 (65%), Gaps = 14/568 (2%)

Query: 99 GADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARSS 158
GA IL+E L+R+GV+T+F YPGG + ++ L IR++LPRHEQ GV AA+GYAR++
Sbjct: 5 GARILLECLKREGVDTIFGYPGGTVINLYDELFSFKE IRHILPRHEQAGVHAADGYARAT 64

Query: 159 GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
GK G+ IATSGPGATN ++G+A A +DS+P+V +TGQVP +I1G DAFQE I+ +TR
Sbjct: 65 GKVGVAIATSGPGATNTITGIATAYMDSIPMVIVTGQVPTALIGNDAFQEADIIGITRPC 124

Query: 219 TKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD1QQQLAIPNWEQAMKLPGYMS 278
TKHN+LV DV+D+P I+++AF++A +GRPGPVLVD+PKD+Q A ++ + +++ GY
Sbjct: 125 TKHNFLVKDVKDLPTIMKKAFY IARTGRPGPVLVDLPKDVQMAQAEFHYPETVEIRGYKP 184

Query: 279 RMPKPPEDSHLEQIVRLISESKKPVLYVGGGCL--NSSDELGRFVELTGIPVASTLMGLG 336
+ P+ +E+ V +1+++K+PVLYVGGG + N++ EL F + IPV +TLMGLG
Sbjct: 185 NLEGHPK--QVEKAVTMITQAKRPVLYVGGGVILGNAAAELTAFAKRLAIPVTTTLMGLG 242

Query: 337 SYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDI 396
++P +D LSL +LGMHGT YAN AV + D+L+A G RFDDRVTGK+ +FA AKIVH+D+
Sbjct: 243 AFPENDTLSLGLLGMHGTYYANMAVSNCDVLIAIGARFDDRVTGKIASFAPHAKIVHVDV 302

Query: 397 DSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKL---DFGVWRNELNVQKQKFPL 453
D I KN ++ Gbv+ L MK E + K+ W E+ K K P+
Sbjct: 303 DPTSIKKNVRVDLPIVGDVRDVLAKMLKAAELVCPDAKVCQDAIAPWTAE I EGWKAKHPM 362

Query: 454 SFKTFGEAIPPQYAIKVLDELTDGKAIISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAM 513
S+K I PQY I+ L L+D AI++T VGQHQMW AQF+ + PR LSSGGLG M
Sbjct: 363 SYKQSTTTIKPQYVIQRLRALSDPDAIVATDVGQHQMWTAQFFGFTTPRTLLSSGGLGTM 422

Query: 514 GFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMVMQ 573
G+GLPAA+GA A P+ V+ + GDG F MN+QELATI L VK+ +LNN LGMV Q
Sbjct: 423 GYGLPAAMGAQAAFPERQVMVVCGDGGFQMNLQELAT IVQNRLNVKICILNNNFLGMVRQ 482

Query: 574 WEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACGIPAARVTKKADLREAIQTMLDTPG 633
W++ F+ + T + E+ ++ AAG + TK ++ E I+ TG
Sbjct: 483 WQELFFDKRYSSTCM------- ELPIDFIKLAEAFGATGLQATKVDEVDEVIKKGFATNG 535

Query: 634 PYLLDVICPHQEHVLPMIPNGGTFNDVI 661

P L++ +E VLPM+P G + +++
Sbjct: 536 PVLMEFKVAREEKVLPMVPAGASLTEMV 563
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>ref|ZP_032
gb|EDZ5157
L

Score = 5
Identities

Query: 99
Sbjct: 18
Query: 159
Sbjct: 77
Query: 219
Sbjct: 137
Query: 279
Sbjct: 197
Query: 337
Sbjct: 255
Query: 397
Sbjct: 315
Query: 456
Sbjct: 368
Query: 516
Sbjct: 428
Query: 576
Sbjct: 488
Query: 636
Sbjct: 540
>ref|NP_844
ref]YP_018
ref|YP_027

ref]zZP_003

ref|zP_022

ref|zZP_022
ref|zZP_023

ref]zZP_023

ref|zZP_028

31724_.1] acetolactate synthase, large subunit, biosynthetic type [Bacillus

cereus AH1134]

8.1] acetolactate synthase, large subunit, biosynthetic type [Bacillus
cereus AH1134]

ength = 571

25 bits (1351), Expect = e-147, Method: Compositional matrix adjust.

= 270/566 (47%), Positives = 369/566 (65%), Gaps = 21/566 (3%)

GADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARSS
GA +++ L++ GV TVF YPGGA + ++ AL S +++VL RHEQ + AAEGYAR+S
GAGHV IQGLKKLGVTTVFGYPGGAILPVYDALYESG-LKHVLTRHEQAAIHAAEGYARAS

GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI
GK G+ ATSGPG TNLV+GLADA +DS+PLV ITGQV  +IG D FQE +V +T +
GKVGVVFATSGPGVTNLVTGLADAYMDS IPLVVITGQVATPL IGKDGFQEADVVGITVPV

TKHNYLVMDVED IPR1 1EEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKLPGYMS
TKHNY V DV + RI++EAF++A SGRPGPVL+D+PKD+Q + + + +PGY
TKHNYQVRDVNHVSRIVQEAFY IAKSGRPGPVL ID IPKDVQNAKVTSFFENEEVD I PGYKP

RMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNS--SDELGRFVELTGIPVASTLMGLG
+ P+ L ++ + IS+SK+P+LY+GGG ++S SDEL F 1PV STLMGLG
EL--VPDSMKLREVAKAISKSKRPLLY IGGGV IHSGGSDELFEFARENRIPVVSTLMGLG

SYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDI
+YP D L L MLGMHGT AN AV  DLLLA GVRFDDRVTGKLE F+ ++K VHIDI
AYPPGDPLFLGMLGMHGTYAANMAVTECDLLLALGVRFDDRVTGKLELFSPQSKKVHIDI

DSAE1GKNKTPHVSVCGDVKLALQG-MNKVLENRAEELKLDFGVWRNELNVQKQKFPLSF
D+E KN T + GDVK AL ++ + + +E W ++ K+++PLS+
DPSEFHKNVTVEHP 1VGDVKKALYMLLHMS1YTQTDE-————-- WLQKVKAWKEEYPLSY

KTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGF
K + PQ+ 1 ++ ELT+G+Al++T VGQHQMWAA FY +KPR +L+SGGLG MGF
KQKESELKPQHV INLVSELTNGEAIVTTEVGQHQMWAAHFYKARKPRTFLTSGGLGTMGF

GLPAAIGASVANPDAIVVD IDGDGSFIMNVQELAT IRVENLPVKVLLLNNQHLGMVMQWE
G PAAIGA +A + +VV I GD SF MN+QEL TI N+PVKV ++NN+ LGMV QW+
GFPAAIGAQLAKEEELVVCIAGDASFQMNIQELQT IAENNIPVKVF I INNRFLGMVRQWQ

DRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTMLDTPGPY
+ FY+ + + +G P+ + A A G+ RT + ++ + GP
EMFYENRLSESKIGS-------- PDFVKVAEAYGVKGLRATNSTEAKQVVLEAFAHEGPV

LLDVICPHQEHVLPMIPNGGTFNDVI 661
++D E+V PM+P N++1
VVDFCVEEGENVFPMVPPNKGNNEMI 565

158

76

218

136

278

196

336

254

396

314

455

367

515

427

575

487

635

539

268.1] acetolactate synthase 3 catalytic subunit [Bacillus anthracis str.

Ames]

490.1] acetolactate synthase 3 catalytic subunit [Bacillus anthracis str.

“Ames Ancestor®]

979.1] acetolactate synthase 3 catalytic subunit [Bacillus anthracis str.

Sterne]

92128.1] COG0O028: Thiamine pyrophosphate-requiring enzymes [acetolactate

synthase, pyruvate dehydrogenase (cytochrome),
glyoxylate carboligase, phosphonopyruvate decarboxylase]
[Bacillus anthracis str. A2012]

13936.1] acetolactate synthase, large subunit, biosynthetic type [Bacillus

anthracis str. A0488]

58927.1| acetolactate synthase 3 catalytic subunit [Bacillus cereus AH820]
91592.1] acetolactate synthase, large subunit, biosynthetic type [Bacillus

anthracis str. A0442]

97134.1| acetolactate synthase, large subunit, biosynthetic type [Bacillus

anthracis str. A0193]

77432.1] acetolactate synthase, large subunit, biosynthetic type [Bacillus

anthracis str. A0465]
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ref|ZP_02897759.1] acetolactate synthase,

ref|ZP_02933574.1] acetolactate synthase,

ref]|ZP_03019259.1] acetolactate synthase,

anthracis str. A0389]
anthracis str. A0174]

anthracis Tsiankovskii-1]

gb]AAP25754_.1]| acetolactate synthase, large subunit, biosynthetic type

anthracis str. Ames]

gb]AAT30965.1] acetolactate synthase, large subunit, biosynthetic type

anthracis str. "Ames Ancestor™]

gb]AAT54030.1] acetolactate synthase, large subunit, biosynthetic type

anthracis str. Sterne]

gb]EDR20235.1] acetolactate synthase, large subunit, biosynthetic type

anthracis str. A0488]

gb|EDR88694.1]| acetolactate synthase, large subunit, biosynthetic type

anthracis str. A0193]

gb]EDR93983.1] acetolactate synthase, large subunit, biosynthetic type

anthracis str. A0442]

gb|EDS96675.1] acetolactate synthase, large subunit, biosynthetic type

anthracis str. A0389]

gb]EDT20648.1] acetolactate synthase, large subunit, biosynthetic type

anthracis str. A0465]

gb|EDT68811.1] acetolactate synthase, large subunit, biosynthetic type

anthracis str. A0174]

gb]EDV16443.1] acetolactate synthase, large subunit, biosynthetic type

Score =

Query: 99

Sbjct: 17

Query: 159
Sbjct: 76

Query: 219
Sbjct: 136
Query: 279
Sbjct: 194
Query: 337
Sbjct: 254
Query: 397
Sbjct: 314
Query: 456
Sbjct: 367
Query: 516
Sbjct: 427
Query: 576
Sbjct: 487
Query: 636

Sbjct: 539

524 bits (1350), Expect = e-147,
Identities i

anthracis Tsiankovskii-1]

Length = 570

BASF Reg. Doc. No. 2008/7019294
large subunit, biosynthetic type [Bacillus

large subunit, biosynthetic type [Bacillus

large subunit, biosynthetic type [Bacillus

[Bacillus
[Bacillus
[Bacillus
[Bacillus
[Bacillus
[Bacillus
[Bacillus
[Bacillus
[Bacillus

[Bacillus

Method: Compositional matrix adjust.

= 267/566 (47%), Positives = 371/566 (65%), Gaps = 21/566 (3%)

GADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARSS
GA +++ L++ GV TVF YPGGA + ++ AL S ++++L RHEQ + AAEGYAR+S
GAGHV IQCLKKLGVTTVFGYPGGAILPVYDAL-YESGLKHILTRHEQAAIHAAEGYARAS

GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI
GK G+ ATSGPGATNLV+GLADA +DS+PLV ITGQV ~ +IG D FQE +V +T +
GKVGVVFATSGPGATNLVTGLADAYMDSIPLVVITGQVATPL1GKDGFQEADVVGITVPV

TKHNYLVMDVED IPR I IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQAMKLPGYMS
TKHNY V DV + RI++EAF++A SGRPGPVL+D+PKD+Q + + + +++PGY
TKHNYQVRDVNQLSRIVQEAFY IAESGRPGPVL IDIPKDVQIEKVTSFYNEVIEIPGY--

RMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNS--SDELGRFVELTGIPVASTLMGLG
++ P+ L ++ + ISE+K+P+LY+GGG +++ S+EL +F GIPV STLMGLG
KLEPRPDSMKLREVAKATSEAKRPLLY I1GGG I IHADGSEEL IQFARKKG IPVVSTLMGLG

SYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDI
+YP D L L MLGMHGT AN AV DLLLA GVRFDDRVTGKLE F+ +K VHIDI
AYPPGDPLFLGMLGMHGTYAANMAVTECDLLLALGVRFDDRVTGKLELFSPHSKKVHIDI

DSAE1GKNKTPHVSVCGDVKLALQG-MNKVLENRAEELKLDFGVWRNELNVQKQKFPLSF
D +E KN V GDVK AL  ++ + + +E W ++ K+++ LS+
DPSEFQKNVAVEYPVVGDVKKALHMLLHMS IHTQTDE------- WLQKVKTWKEEYQLSY

KTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGF
K + PQ+ 1 ++ ELT+G+Al++T VGQHQMWAA FY K PR +L+SGGLG MGF
KQKESELKPQHV INLVSELTNGEAIVTTEVGQHQMWAAHFYKAKNPRTFLTSGGLGTMGF

GLPAAIGASVANPDAITVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGMVMQWE
G PAAIGA +A + +V+ I GD SF MN+QEL TI N+PVKV ++NN+ LGMV QW+
GFPAAIGAQLAKEEELVICIAGDASFQMNIQELQT FAENNIPVKVF I INNKFLGMVRQWQ

DRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTMLDTPGPY
+ FY+ + + +G P+ + A A G+ RT + ++ + GP
EMFYENRLSESKIGS-------- PDFVKVAEAYGVKGLRATNATEAKQVMLEAFAHKGPV

LLDVICPHQEHVLPMIPNGGTFNDVI 661
++D E+V PM+P N++1
VVDFCVEEGENVFPMVPPNKGNNEMI 564
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>ref|ZP_031
gb|EDX5781
L

Score = 5
Identities

Query: 99

Sbjct: 17

Query: 159
Sbjct: 76

Query: 219
Sbjct: 136
Query: 279
Sbjct: 194
Query: 337
Sbjct: 254
Query: 397
Sbjct: 314
Query: 456
Sbjct: 367
Query: 516
Sbjct: 427
Query: 576
Sbjct: 487
Query: 636

Sbjct: 539

>ref|ZP_031
gb | EDX6658
L

Score = 5
Identities

Query: 99
Sbjct: 17
Query: 159

Sbjct: 76

00840.1] acetolactate synthase, large subunit, biosynthetic type [Bacillus
cereus W]

8.1] acetolactate synthase, large subunit, biosynthetic type [Bacillus
cereus W]

ength = 570

24 bits (1350), Expect = e-147, Method: Compositional matrix adjust.

= 267/566 (47%), Positives = 371/566 (65%), Gaps = 21/566 (3%)

GADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARSS
GA +++ L++ GV TVF YPGGA + ++ AL S ++++L RHEQ + AAEGYAR+S
GAGHV IQCLKKLGVTTVFGYPGGAILPVYDAL-YESGLKHILTRHEQAAIHAAEGYARAS

GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI
GK G+ ATSGPGATNLV+GLADA +DS+PLV ITGQV ~ +IG D FQE +V +T +
GKVGVVFATSGPGATNLVTGLADAYMDS IPLVVITGQVATPLIGKDGFQEADVVGITVPV

TKHNYLVMDVED IPR1 1EEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKLPGYMS
TKHNY V DV + RI++EAF++A SGRPGPVL+D+PKD+Q + + + +++PGY
TKHNYQVRDVNQLSRIVQEAFY IAESGRPGPVL IDIPKDVQIEKVTSFYNEVIEIPGY--

RMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNS--SDELGRFVELTGIPVASTLMGLG
++ P+ L ++ + ISE+K+P+LY+GGG +++ S+EL +F GIPV STLMGLG
KLEPRPDSMKLREVAKAISEAKRPLLY I1GGG I IHADGSEEL 1 QFARKKG IPVVSTLMGLG

SYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDI
+YP D L L MLGMHGT AN AV  DLLLA GVRFDDRVTGKLE F+ +K VHIDI
AYPPGDPLFLGMLGMHGTYAANMAVTECDLLLALGVRFDDRVTGKLELFSPHSKKVHIDI

DSAE1GKNKTPHVSVCGDVKLALQG-MNKVLENRAEELKLDFGVWRNELNVQKQKFPLSF
D +E KN V GDVK AL  ++ + + +E W ++ K+++ LS+
DPSEFQKNVAVEYPVVGDVKKALHMLLHMS IHTQTDE--———-- WLQKVKTWKEEYQLSY

KTFGEAIPPQYAIKVLDELTDGKAT I STGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGF
K + PQ+ 1 ++ ELT+G+Al++T VGQHQMWAA FY K PR +L+SGGLG MGF
KQKESELKPQHV INLVSELTNGEAIVTTEVGQHQMWAAHFYKAKNPRTFLTSGGLGTMGF

GLPAAIGASVANPDAIVVD IDGDGSFIMNVQELAT IRVENLPVKVLLLNNQHLGMVMQWE
G PAAIGA +A + +V+ | GD SF MN+QEL TI N+PVKV ++NN+ LGMV QW+
GFPAAIGAQLAKEEQLVICIAGDASFQMNIQELQT IAENNIPVKVF I INNKFLGMVRQWQ

DRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTMLDTPGPY
+ FY+ + + +G P+ + A A G+ RT + ++ + GP
EMFYENRLSESKIGS-------- PDFVKVAEAYGVKGLRATNATEAKQVMLEAFAHKGPV

LLDVICPHQEHVLPMIPNGGTFNDVI 661
++D E+V PM+P N++1
VVDFCVEEGENVFPMVPPNKGNNEMI 564

158

75

218

135

278

193

336

253

396

313

455

366

515

426

575

486

635

538

08556.1] acetolactate synthase, large subunit, biosynthetic type [Bacillus

cereus NVH0597-99]

1.1] acetolactate synthase, large subunit, biosynthetic type [Bacillus

cereus NVH0597-99]
ength = 570

24 bits (1350), Expect = e-147, Method: Compositional matrix adjust.
= 267/566 (47%), Positives = 370/566 (65%), Gaps = 21/566 (3%)

GADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARSS
GA +++ L++ GV TVF YPGGA + ++ AL S ++++L RHEQ + AAEGYAR+S
GAGHV IQCLKKLGVTTVFGYPGGAILPVYDAL-YESGLKHILTRHEQAAIHAAEGYARAS

GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI
GK G+ ATSGPGATNLV+GLADA +DS+PLV ITGQV ~ +IG D FQE +V +T +
GKVGVVFATSGPGATNLVTGLADAYMDS IPLVVITGQVATPLIGKDGFQEADVVGITVPV
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Query: 219 TKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD1QQQLAIPNWEQAMKLPGYMS 278
TKHNY V DV + RI++EAF++A SGRPGPVL+D+PKDIQ + + + +++PGY

Sbjct: 136 TKHNYQVRDVNQLSRIVQEAFYIAESGRPGPVLIDIPKDIQNEKVTSFYNEVIEIPGY-- 193

Query: 279 RMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNS--SDELGRFVELTGIPVASTLMGLG 336
++ P+ L ++ + ISE+K+P+LY+GGG +++ S+EL +F GIPV STLMGLG
Sbjct: 194 KLEPMPDSMKLREVAKAISEAKRPLLY IGGGIIHADGSEEL IQFARKKGIPVVSTLMGLG 253

Query: 337 SYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDI 396
+YP D L L MLGMHGT AN AV DLLLA GVRFDDRVTGKLE F+ +K VHIDI
Sbjct: 254 AYPPGDPLFLGMLGMHGTYVANMAVTECDLLLALGVRFDDRVTGKLELFSPHSKKVHIDI 313

Query: 397 DSAEIGKNKTPHVSVCGDVKLALQG-MNKVLENRAEELKLDFGVWRNELNVQKQKFPLSF 455
D +E KN V GDVK AL ++ + + +E W ++ K+++ LS+
Sbjct: 314 DPSEFQKNVAVEYPVVGDVKKALHMLLHMSIHTQTDE------- WLQKVKTWKEEYQLSY 366

Query: 456 KTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGF 515
K + PQ+ 1 ++ ELT+G+Al++T VGQHQMWAA FY K PR +L+SGGLG MGF
Sbjct: 367 KQKESELKPQHVINLVSELTNGEAIVTTEVGQHQMWAAHFYKAKNPRTFLTSGGLGTMGF 426

Query: 516 GLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMVMQWE 575
G PAAIGA +A + +V+ I GD SF MN+QEL TI N+PVKV ++NN+ LGMV QW+
Sbjct: 427 GFPAAIGAQLAKEEQLVICIAGDASFQMNIQELQTIAENNIPVKVFIINNKFLGMVRQWQ 486

Query: 576 DRFYKANRAHTFLGDPAQEDEIFPNMLLFAAACGIPAARVTKKADLREAIQTMLDTPGPY 635
+ FY+ + + +G P+ + AAG+ RT + ++ + P
Sbjct: 487 EMFYENRLSESKIGS-------- PDFVKVAEAYGVKGLRATNATEAKQVMLEAFAHKAPV 538

Query: 636 LLDVICPHQEHVLPMIPNGGTFNDVI 661
++D E+V PM+P N++1
Sbjct: 539 VVDFCVEEGENVFPMVPPNKGNNEMI 564

>ref|NP_978250.1] acetolactate synthase 3 catalytic subunit [Bacillus cereus ATCC
10987]

gb]AAS40858.1] acetolactate synthase, large subunit, biosynthetic type [Bacillus
cereus ATCC 10987]
Length = 571

Score = 524 bits (1350), Expect = e-147, Method: Compositional matrix adjust.
Identities = 269/566 (47%), Positives = 372/566 (65%), Gaps = 21/566 (3%)

Query: 99 GADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYARSS 158
GA +++ L++ GV TVF YPGGA + ++ AL S +++VL RHEQ + AAEGYAR+S
Sbjct: 18 GAGHVIQCLKKLGVTTVFGYPGGAILPVYDAL-YGSGLKHVLTRHEQAAIHAAEGYARAS 76

Query: 159 GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
GK G+ ATSGPGATNLV+GLADA +DS+PLV ITGQV + +1G D FQE +V +T +
Sbjct: 77 GKVGVVFATSGPGATNLVTGLADAYMDSIPLVVITGQVAKSLIGKDGFQEADVVGITVPV 136

Query: 219 TKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKLPGYMS 278
TKHNY + DV + RI++EAF++A SGRPGPVL+D+PKDIQ + + + +++PGY
Sbjct: 137 TKHNYQIRDVNHLSRIVQEAFYIAESGRPGPVLIDIPKDIQNENVTSFYNEVIEIPGY-- 194

Query: 279 RMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNS--SDELGRFVELTGIPVASTLMGLG 336
++ P+ L+++ + IS++K+P+LY+GGG ++S SDEL +F 1PV STLMGLG
Sbjct: 195 KLEPMPDSMKLKEVAKEISKAKRPLLY IGGGVIHSGGSDEL IKFARENRIPVVSTLMGLG 254

Query: 337 SYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDI 396
+YP D L L MLGMHGT AN AV DLLLA GVRFDDRVTGKLE F+ +K VHIDI
Sbjct: 255 AYPPGDSLFLGMLGMHGTYAANMAVTECDLLLALGVRFDDRVTGKLELFSPYSKKVHIDI 314

Query: 397 DSAEIGKNKTPHVSVCGDVKLALQGMNKV-LENRAEELKLDFGVWRNELNVQKQKFPLSF 455
D+E KN T V GDVK AL + + + + +E w o+ K ++PLS+
Sbjct: 315 DPSEFHKNVTVEYPVVGDVKKALHMLLHMPICTQTDE------- WLTKTEEWKAEYPLSY 367

Query: 456 KTFGEAIPPQYAIKVLDELTDGKAIISTGVGQHOMWAAQFYNYKKPRQWLSSGGLGAMGF 515

+ PQ+ | ++ ELT+G+AI++T VGQHQMWAA FY K PR +L+SGGLG MGF
Shjct: 368 NQKESDLKPQHVISLVSELTNGEAIVTTEVGQHQMWAAHFYKAKNPRTFLTSGGLGTMGF 427
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Query: 516
Sbjct: 428
Query: 576
Sbjct: 488
Query: 636

Shjct: 540

>ref]YP_359

gb|ABB1402

GLPAAIGASVANPDAIVVD IDGDGSFIMNVQELAT IRVENLPVKVLLLNNQHLGMVMQWE 575
G PAAIGA +A + +V+ I GD SF MN+QEL TI N+PVKV ++NN+ LGMV QW+
GFPAAIGAQLAKEEELVICIAGDASFQMNIQELQT IAENNIPVKVF I INNKFLGMVRQWQ 487

DRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTMLDTPGPY 635
+ FY+ + + +G P+ + AAG+ RT + +++ + GP
EMFYENRLSESKIGS-—--——-- PDFVKVAEAYGVKGLRATNS IEAKQVMLEATAHEGPV 539

LLDVICPHQEHVLPMIPNGGTFNDVI 661
++D E+V PM+P N++1
VVDFCVEEGENVFPMVPPNKGNNEMI 565

378.1| acetolactate synthase, large subunit, biosynthetic type
[Carboxydothermus hydrogenoformans Z-2901]

8.1] acetolactate synthase, large subunit, biosynthetic type
[Carboxydothermus hydrogenoformans Z-2901]

Length = 554

Score = 5
Identities

Query: 99
Sbjct: 5
Query: 159
Sbjct: 64
Query: 219
Sbjct: 124
Query: 279
Sbjct: 184
Query: 337
Sbjct: 242
Query: 397
Sbjct: 302
Query: 455
Sbjct: 354
Query: 515
Sbjct: 413
Query: 575
Shjct: 473
Query: 635
Sbjct: 526
>dbj|BAF37E

Score = 5
Identities

22 bits (1345), Expect = e-146, Method: Compositional matrix adjust.

= 279/567 (49%), Positives = 375/567 (66%), Gaps = 23/567 (4%)

GADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARSS 158
GA LV+ALE +GV T+F YPGGA + ++ AL+RS 1++VL RHE G + AA GYAR+S
GAQALVKALELEGVTTIFGYPGGAVVPLYDALSRSK-1QHVLVRHEPGAIHAANGYARAS 63

GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
GK G+C+ATSGPGATNLV+G+A A +DSVP+V ITGQVP M+GTDAFQE I +T |1
GKVGVCVATSGPGATNLVTGIATAYMDSVPVVVITGQVPTTMVGTDAFQEVDITGITMPI 123

TKHNYLVMDVED PRI IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQAMKLPGYMS 278
TKHN+LV + DIP ++++AF++A +GRPGPVL+D+PKD+ + + + +++ GY
TKHNFLVKNPAD I PAVVKKAFY IAATGRPGPVL I DLPKDVAART I DFQYPEKVE IRGYKP 183

RMPKPPEDSHLEQIVRLISESKKPVLYVGGGCL--NSSDELGRFVELTGIPVASTLMGLG 336
+ P+ + + V+L1 E+K+PV+ GGG L N+S EL F IPV +TLMGL
NLKGHPQ--KIAEAVKL IREAKRPV 1 1AGGGVLAANASQELYEFAVRAEIPVTNTLMGLT 241

SYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDI 396
S+P D L L MLG+HGT YAN AV D+L+ GVRF DRVTG+L FA +AKI+HID+
SFPQDSPLFLGMLGLHGTRYANLAVTECDVL IGLGVRFADRVTGELSGFAPKAKIIHIDV 301

DSAE 1 GKNKTPHVSVCGDVKLALQGMNKVLE--NRAEELKLDFGVWRNELNVQKQKFPLS 454
D AEIGKN V + GDVK LQ M K +E NR E W +++N KQ+FPL
DPAEI1GKNVRADVP IVGDVKNVLQEMLKQIEPQNRQE---—---- WLSQINTWKQEFPLK 353

FKTFGEAIPPQYAIKVLDELTDGKAI I STGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMG 514
++ +1PQ IK+LE T 11+T VGQHQMW AQFY +KKPR +L+SGGLG MG
YEK-DDF IKPQET IKLLGEKTTADT I I ATDVGQHQMWTAQFYPFKKPRTFLTSGGLGCMG 412

FGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGMVMQW 574
+GLPAAIGA+VA D V+ | GDGSF MN+ ELAT R +NL +K++L N+ LGMV Q
YGLPAAIGAAVAFRDKQV IL ITGDGSFQMNMGELATAREQNLSLK I ILFVNKKLGMVKQL 472

EDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLREAIQTMLDTPGP 634
++ + N LG P+ + A AGIP ++T+ ++ A+ ML G
QEYYANKNYFGVDLG------- FVPDFVALAKAYG IPGRKITRPEEVDGALDEMLAHKGM 525

YLLDVICPHQEHVLPMIPNGGTFNDVI 661
YLL++ +E VLPM+ +G + +
YLLEIEISPEEKVLPMVLSGAPIGEAV 552

87.1] acetolactate synthase [Monochoria vaginalis]
ength = 642

21 bits (1343), Expect = e-146, Method: Compositional matrix adjust.

= 237/332 (71%), Positives = 288/332 (86%)
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Query: 336 GSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHID 395
G YP D LSL MLGMHGTVYANYA++ +DLLLAFGVRFD+RVTGKLEAFASRAKIVHID
Sbjct: 308 GVYPLDGPLSLKMLGMHGTVYANYAIDKADLLLAFGVRFDERVTGKLEAFASRAKIVHID 367

Query: 396 IDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSF 455
ID AEIGKNK PHVS+CGD+KLALQ MN+++E KLDF WR EL+ QK+ +PL +
Sbjct: 368 IDPAEIGKNKQPHVSICGDIKLALQEMNEMIEESG IHNKLDFSAWREELDQQKKNYPLEY 427

Query: 456 KTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGF 515
KTFG+ 1PPQ+Al++L+ELT+G+Al1+TGVGQHQMWAAQ+Y+YK+PRQWL+S GLGAMGF
Sbjct: 428 KTFGDLIPPQHAIELLEELTNGEAIITTGVGQHQMWAAQYYSYKRPRQWLTSAGLGAMGF 487

Query: 516 GLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMVMQWE 575
GLPAA+GA+V NP  +VVDIDGDGSF MN QELA IR+ENL VK+L+LNNQHLGMV+QWE
Sbjct: 488 GLPAAVGAAVGNPGVMVVDIDGDGSFQMNAQELAI IRTENLDVKMLILNNQHLGMVVQWE 547

Query: 576 DRFYKANRAHTFLGDPAQEDEIFPNMLLFAAACGIPAARVTKKADLREAIQTMLDTPGPY 635
DRFYK+NRAHT+LG+PA E ++FP+ + A + 1PAARV+KK+++R+Al+ M+ TPGPY
Sbjct: 548 DRFYKSNRAHTYLGNPANESKVFPDFVKLAESYDIPAARVSKKSEVRDAIRKMIQTPGPY 607

Query: 636 LLDVICPHQEHVLPMIPNGGTFNDVITEGDGR 667
LLDVI PH+EHVLPMIP+GG F D+1 +GDGR
Sbjct: 608 LLDVIVPHEEHVLPMIPSGGAFKDMILDGDGR 639

Score = 202 bits (514), Expect = 8e-50, Method: Compositional matrix adjust.
Identities = 97/116 (83%), Positives = 106/116 (91%)

Query: 91 FAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFA 150
F+PD+PRKGADILVEALER+GV +FAYPGGASMEIHQALTRS SI N L RHEQG FA
Sbjct: 63 FSPDEPRKGADILVEALEREGVTDLFAYPGGASME IHQALTRSPSITNHLLRHEQGEAFA 122

Query: 151 AEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF 206
A GYARS+G+PG+CIATSGPGATNLVS LADALLDS+P+VAITGQVPRRMIGTDAF
Sbjct: 123 ASGYARSTGRPGVCIATSGPGATNLVSALADALLDSIPMVAITGQVPRRMIGTDAF 178

>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 = 521 bits (1343), Expect = e-146, Method: Compositional matrix adjust.
Identities = 264/565 (46%), Positives = 366/565 (64%), Gaps = 16/565 (2%)

Query: 99 GADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARSS 158
G++IL+ +L +GV+ VF YPGGA + I+ A+ S +VL RHEQG + AA+GYAR+S
Sbjct: 26 GSEILLRSLVLEGVDCVFGYPGGAVLY1YDAMHGFSDFNHVLTRHEQGAIHAADGYARAS 85

Query: 159 GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
G G+CIATSGPGATNLV+G+A A +DSVPLV ITG V.  +IGTDAFQE I +T 1
Sbjct: 86 GNVGVCIATSGPGATNLVTGIATAYMDSVPLVVITGNVISSLIGTDAFQEADITGITMPI 145

Query: 219 TKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQAMKLPGYMS 278
TKH+Y+V DVED+PRIl EAF +A +GR GPVL+D+PKD+ + + + GY
Sbjct: 146 TKHSYMVRDVEDLPRIIHEAFHIANTGRKGPVLIDIPKDVSAAKTLFKPVTEVNIRGYNP 205

Query: 279 RMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSS--DELGRFVELTGIPVASTLMGLG 336
M P ++++++ | S++P++ GGG + S +EL FV T IP+ +TL+GLG
Sbjct: 206 TM--SPNKLQVDKLIKAIEASERPLILAGGGVVYSGAHEELLEFVTKTDIPITTTLLGLG 263

Query: 337 SYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDI 396
+P ++L L M GMHGT AN +++ +DLL+ G RFDDRVTGKL FA AKIVHIDI
Sbjct: 264 GFPSGNDLWLGMPGMHGTYTANKSIQSADLL INIGARFDDRVTGKLAGFAPLAKIVHIDI 323

Query: 397 DSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFK 456

D AEIGKN + + GDVK LQ +N+ L RA++ WR E+ K ++P S+K
Sbjct: 324 DPAEIGKNVPTDIPIVGDVKTVLQQVNQ-LAKRADKAD----AWRQE IQESKAQYPFSYK 378
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Query: 457 TFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGFG 516
+ PQ+ ++++ E T G Al++T VGQHQMWAAQ+Y + KPR W++SGGLG MGFG
Sbjct: 379 DSDVELKPQWVVEMIHETTGGDAIVTTDVGQHQMWAAQYYKFNKPRSWVTSGGLGTMGFG 438

Query: 517 LPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMVMQWED 576
P+AIGA +ANPD VV 1+GDG M QELA  + N+PVKV++LNNQ LGMV QW++
Sbjct: 439 FPSAIGAQMANPDRTVVSINGDGGMQMCAQELAICAINNIPVKVVILNNQVLGMVRQWQE 498

Query: 577 RFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTMLDTPGPYL 636
++  +H L P+ + AAGH R+K++ + L PGP+
Sbjct: 499 LIHENRFSHIDLAGS-----—— PDFVKLAEAYGVKGFRASNKEEAKAVWEEALRHPGPAY 551

Query: 637 LDVICPHQEHVLPMIPNGGTFNDVI 661
++ + E+V PM+ G T + +I
Sbjct: 552 VEFVVRRDENVYPMVAQGSTIDQMI 576

>ref|YP_001833518.1] acetolactate synthase, large subunit, biosynthetic type
[Beijerinckia indica subsp. indica ATCC 9039]
gb]ACB96029.1] acetolactate synthase, large subunit, biosynthetic type
[Beijerinckia indica subsp. indica ATCC 9039]
Length = 586

Score = 521 bits (1342), Expect = e-146, Method: Compositional matrix adjust.
Identities = 268/575 (46%), Positives = 370/575 (64%), Gaps = 27/575 (4%)

Query: 99 GADILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQGGVFAAEGYARSS 158
GA ++V AL+ QGV+T+F YPGGA + 1+ AL +S+++VL RHEQG V AAEGYARSS
Sbjct: 7 GAQMVVTALKDQGVDT IFGYPGGAVLP I YDALFHQNSVKHVLVRHEQGAVHAAEGYARSS 66

Query: 159 GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
GK G+ + TSGPGATN V+GL DALLDS+PLV ITGQVP +IG+DAFQE V +TR
Sbjct: 67 GKIGVVLVTSGPGATNAVTGLTDALLDSIPLVCITGQVPTHLIGSDAFQECDTVGITRHC 126

Query: 219 TKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAI----PNWEQAMKLP 274
TKHNYLV VED+PRI+ EAF++A GRPGPV++D+PKD+Q L + N E P
Sbjct: 127 TKHNYLVRQVEDLPRILHEAFYVAQHGRPGPVVIDIPKDVQFALGLYAGPENIEHKTYKP 186

Query: 275 GYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDE----LGRFVELTGIPVAS 330
+ o+ +++ + 1+ +K+P+ Y GGG +NS E L  V+LTG P+ S
Sbhjct: 187 AFKGDLGR---—-- IDEALSWIAAAKRP I FYTGGG I INSGPEASALLRELVDLTGAPITS 240

Query: 331 TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK 390
TLMGLG+YP L MLGMHGT AN A+ DL++A G RFDDR+TG+++AF+ ++
Sbjct: 241 TLMGLGAYPASSPRWLGMLGMHGTYEANNAMHDCDLMIAIGARFDDRITGRIDAFSPGSR 300

Query: 391 IVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGV---WRNELNVQ 447
+HIDID + I K + + GD L+ M V o+ L DV W E++
Sbjct: 301 KIHIDIDPSSINKTVKVDLGIVGDCTAVLRDM--VARWKERHLACDAAVLQKWWQEIDHW 358

Query: 448 KQKFPLSFKTFGEAIPPQYAIKVLDELTDGK-ATISTGVGQHOMWAAQFYNYKKPRQWLS 506
+ + L+++ + I PQYAl+ L ELT G+  IST VGQHQMWAAQ Y++ +P +W++
Shjct: 359 RARKSLAYRASNKVIKPQYAIQRLFELTRGRDTY ISTEVGQHQMWAAQHYHFDEPNRWMT 418

Query: 507 SGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQ 566
SGGLG MG+GLPAAIGA +A+P ++VVDI G+ S +MN+QEL+T LPVK+ +LNNQ
Sbjct: 419 SGGLGTMGYGLPAAIGAQMAHPGSLVVDIAGEASILMNIQELSTAVQFRLPVKIFILNNQ 478

Query: 567 HLGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQ 626
++GMV QW++  + + ++ E P++ AAG R L Al
Sbjct: 479 YMGMVRQWQELLHGGRYSESY------- SEALPDFVKLAEAYGCHGIRCADPNTLDAAIL 531

Query: 627 TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661

M++TP P L D 1 +E+ LPMIP+G  N++1
Sbjct: 532 EMIETPKPVLFDCIVDREENCLPMIPSGKAHNEMI 566

>ref|ZP_02577817.1] acetolactate synthase 3 catalytic subunit [Bacillus cereus B4264]
Length = 573
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Plant Science

Score = 5
Identities

Query: 99

Sbjct: 20

Query: 159
Sbjct: 79

Query: 219
Sbjct: 139
Query: 279
Sbjct: 199
Query: 337
Sbjct: 257
Query: 397
Sbjct: 317
Query: 456
Sbjct: 370
Query: 516
Sbjct: 430
Query: 576
Sbjct: 490
Query: 636

Sbjct: 542

>ref]YP_357
gb]ABA8915
L

Score = 5
Identities

Query: 97
Sbjct: 3

Query: 157
Sbjct: 62
Query: 217
Sbjct: 122
Query: 277

Shjct: 182

20 bits (1340), Expect = e-145, Method: Compositional matrix adjust.
= 267/566 (47%), Positives = 368/566 (65%), Gaps = 21/566 (3%)

GADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARSS
GA +++ L++ GV TVF YPGGA + ++ AL S +++VL RHEQ + AAEGYAR+S
GAGHV IQCLKKLGVTTVFGYPGGAILPVYDALYESG-LKHVLTRHEQAAIHAAEGYARAS

GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI
K G+ ATSGPGATNLV+GLADA +DS+PLV ITGQV  +1G D FQE +V +T +
RKVGVVFATSGPGATNLVTGLADAYMDSIPLVVITGQVATPLIGKDGFQEADVVGITVPV

TKHNYLVMDVED IPR I IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQAMKLPGYMS
TKHNY V DV + ++++EAF++A SGRPGPVL+D+PKD+Q + + + +PGY
TKHNYQVRDVNHVSQVVQEAFY IAKSGRPGPVL ID IPKDVQNAKVTSFFNEEVD IPGYKP

RMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNS--SDELGRFVELTGIPVASTLMGLG
+ P+ L ++ + IS+SK+P+LY+GGG ++S SDEL F 1PV STLMGLG
EL--VPDSMKLREVAKAISKSKRPLLY IGGGV IHSGGSDELFEFARENRIPVVSTLMGLG

SYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDI
+YP D L L MLGMHGT AN AV  DLLLA GVRFDDRVTGKLE F+ +K VHIDI
AYPPGDPLFLGMLGMHGTYAANMAVTECDLLLALGVRFDDRVTGKLELFSPHSKKVHIDI

DSAE 1GKNKTPHVSVCGDVKLALQG-MNKVLENRAEELKLDFGVYWRNELNVQKQKFPLSF
D+E KN T + GDVK AL ++ + + +E W ++ K+++PLS+
DPSEFHKNITVEHP IVGDVKKALHMLLHMSIYTQTDE--——--- WLQKVKAWKEEYPLSY

KTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGF
K + PQ+ 1 ++ ELT+G+Al++T VGQHQMWAA FY +KPR +L+SGGLG MGF
KQKESELKPQHV INLVSELTNGEAIVTTEVGQHQMWAAHFYKARKPRTFLTSGGLGTMGF

GLPAAIGASVANPDAIVVD IDGDGSFIMNVQELAT IRVENLPVKVLLLNNQHLGMVMQWE
G PAAIGA +A + +V+ I GD SF MN+QEL TI N+PVKV ++NN+ LGMV QW+
GFPAAIGAQLAKKEELV ICIAGDASFQMN IQELQT IAENN IPVKVF I INNKFLGMVRQWQ

DRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTMLDTPGPY
+ FY+ + + 4G P+ + AAG+ RT + ++ + GP
EMFYENRLSESKIGS---—---—- PDFVKVAEAYGVKGLRATNSTEAKQVMLEAFAHEGPV

LLDVICPHQEHVLPMIPNGGTFNDVI 661
++D E+V PM+P N++1
VVDFCVEEGENVFPMVPPNKGNNEMI 567

158

78

218

138

278

198

336

256

396

316

455

369

515

429

575

489

635

541

321.1] acetolactate synthase, large subunit, biosynthetic type [Pelobacter

carbinolicus DSM 2380]

1.1] acetolactate synthase, large subunit [Pelobacter carbinolicus DSM
2380]
ength = 565

20 bits (1340), Expect = e-145, Method: Compositional matrix adjust.
= 267/573 (46%), Positives = 379/573 (66%), Gaps = 21/573 (3%)

RKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYAR
+ G+ IL+E+L ++GV+TVF YPGG + I+ L I+++L RHEQ V AA+GYAR
KTGSQILLESLLQEGVDTVFGYPGGTVINIYNDLP-DYPIKHILTRHEQAAVHAADGYAR

SSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTR
+SGK G+ IATSGPGATN V+G+A A +DS P+V ITGQVP +1G DAFQE 1V +TR
ASGKVGVAIATSGPGATNTVTGIATAYMDSTPMVVITGQVPTPL IGNDAFQEADIVGITR

SITKHNYLVMDVED IPRI 1EEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKLPGY
SITKHNYLV DV+D+ RI+++AF++A +GRPGPVL+D+PKD+Q + + ++L GY
SITKHNYLVKDVKDLARIVKQAFY IARTGRPGPVL IDLPKDVQLASTKFVYPENVELRGY

MSRMPKPPEDSHLEQ I ---VRL I SESKKPVLYVGGGCLNS--SDELGRFVELTGIPVAST
KP ++ Q+ ++1  +++PVLYVGGG S S++L F EL PV +T
————— KPTYSGNVRQVDKAAKMILAARRPVLYVGGGATASDASEDLVAFSEL IQAPVVTT
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156

61

216

121

276

181

331

236
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Query: 332
Sbjct: 237
Query: 392
Sbjct: 297
Query: 449
Sbjct: 357
Query: 509
Sbjct: 417
Query: 569
Sbjct: 477
Query: 629

Sbjct: 530

LMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKI
LMG+ ++P LSL MLGMHGT YAN AV ++DLL+A G RFDDRVTG++ AFA +AKI
LMGMAAFPTAHPLSLGMLGMHGTYYANMAVTNADLLVAVGARFDDRVTGR IAAFAPKAKI

VHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGV---WRNELNVQK
+HIDID 1 KN + + G+++ + + L+ +E++K +  WRH+++ +
IHIDIDPTSIKKNVRVDLP IVGELRDVMGK 1 VAKLKEDSEKVKELSE I SAPWRSQIDSWR

QKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI 1 STGVGQHQMWAAQFYNYKKPRQWLSSG
++P++HK I PQY 1+ + ELT  AII+T VGQHQMW AQF+N+ PR +L+SG
AQYPMTYKSSDTVIKPQYV IEK IRELTRKDAI I ATEVGQHQMWTAQFFNFSHPRTFLTSG

GLGAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHL
GLG MGFGLPAA+GA V PD V+DI GDGSF MN QELAT+ LPVK+ +LNN L
GLGTMGFGLPAALGAQVGCPDRQV ID I SGDGSFQMNSQELATLVQYQLPVKIATLNNNFL

GMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTM
GMV QW+ F+  +TL P ++ AAG ++ o+ I+
GMVRQWQQLFFDRRYSQTPLDLP I --=—-—- DFVKLAEAYGATGLQASSPDQVEGY IRKA

LDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661
L+TPGP L++ +E+VHPM+P G ++++
LETPGPVLMEFKVDREENVMPMVPAGAAIDEMV 562

391

296

448

356

508

416

568

476

628

529

>ref]YP_001126680.1] acetolactate synthase catalytic subunit [Geobacillus

ref|zP_031

thermodenitrificans NG80-2]

48878.1]| acetolactate synthase, large subunit, biosynthetic type

[Geobacillus sp. G11MC16]

gb]ABO67935.1] Acetohydroxy acid synthase large subunit, acetolactate synthase

gb]EDY0513
L

Score = 5
Identities

Query: 99

Sbjct: 18

Query: 159
Sbjct: 77

Query: 219
Sbjct: 137
Query: 279
Sbjct: 197
Query: 337
Sbjct: 255
Query: 397
Sbjct: 315
Query: 457
Sbjct: 370
Query: 517

Shjct: 430

large subunit [Geobacillus thermodenitrificans NG80-2]

3.1] acetolactate synthase, large subunit, biosynthetic type
[Geobacillus sp. G11MC16]

ength = 577

20 bits (1339), Expect = e-145, Method: Compositional matrix adjust.

= 266/565 (47%), Positives = 372/565 (65%), Gaps = 17/565 (3%)

GADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARSS
G+ +L+EAL+ + VE +F YPGGA + ++ L ++ + +VL RHEQG + AAEGYAR S
GSLMLIEALKAENVEVIFGYPGGAVLPLYDELYKAG-VFHVLTRHEQGAITHAAEGYARIS

GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI
GKPG+ IATSGPGATN+V+GL DA++DS+PLV  TGQV +1G+DAFQE +V +T 1
GKPGVVIATSGPGATNIVTGLTDAMMDSLPLVVFTGQVATNV IGSDAFQEADVVGITMPI

TKHNYLVMDVED IPR I IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQAMKLPGYMS
TKHNY V D+ ++P+I11+EAF +AT+GRPGPVL+D+PKD+ ++ Q + LPGY
TKHNYQVRD ISELPKI IKEAFHIATTGRPGPVLIDIPKDVTIAEGEFDYNQDVHLPGYQP

RMPKPPEDSHLEQIVRLISESKKPVLYVGGGCL--NSSDELGRFVELTGIPVASTLMGLG
P + ++V  +S+SK+PV+ G G L N++DEL ++ E IPVA TL+GLG
T--TQPNHWQIRRLVEAVSQSKRPV I LAGAGVLHANAADELQQYAEQQN IPVAHTLLGLG

SYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDI
+P D L L M GMHGT AN A+ DLL+ G RFDDRVTG L+ FA +A + HIDI
GFPADHPLFLGMAGMHGTYAANMALYECDLL INIGARFDDRVTGNLKYFAPKATVAHIDI

DSAE1GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFK
D AEIGKN + + D K ALQ +++E + + D W +LN K++FPL ++
DPAEIGKNVPTKIPIVSDAKAALQ---EL IEQQGK--PADNAAWLAQLNEWKRRFPLHYE

TFGEAIPPQYAIKVLDELTDGKAI I STGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGFG
Al PQ 1+++ E+T G+AI++T VGQHQMWAAQ+Y + +P +W++SGGLG MGFG
PEAGAIKPQKL IEMIYEVTGGEAIVTTDVGQHQMWAAQYYKFNRPNRWVTSGGLGTMGFG

LPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGMVMQWED
LPAAIGA +A+ A VW I GDG F M QEL+ I+ LP+KV+++NNQ LGMV QW++
LPAAIGAQLADQSATVVSIVGDGGFQMTCQELSVIQELQLPIKVVIVNNQALGMVRQWQE
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158

76

218

136

278

196

336

254

396

314

456

369

516

429

576

489
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Query: 577 RFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTMLDTPGPYL 636

Plant Science

Sbjct: 490
Query: 637

Shjct: 543

>ref|YP_001
gb | ABS6407
L

Score = 5
Identities

Query: 95

Sbjct: 4

Query: 155
Sbjct: 64
Query: 215
Sbjct: 124
Query: 275
Sbjct: 184
Query: 330
Sbjct: 241
Query: 390
Sbjct: 301
Query: 449
Sbjct: 361
Query: 508
Shbjct: 421
Query: 568
Sbjct: 481
Query: 628

Shjct: 534

>ref|YP_010

gb | AAS9585

L

Score = 5
Identities

FY  +H+ + P Q P+ + AAGHR R +A+ E ++ GP L
LFYDKRYSHSL I --PNQ----~- PDFVKLAEAYGMPGLRAKTEAEAAEVLKQAFAIDGPVL

LDVICPHQEHVLPMIPNGGTFNDVI 661
LD E+V PM+ G ++++
LDFHVCADENVYPMVAPGKGLHEMV 567

413730.1] acetolactate synthase, large subunit, biosynthetic type

[Parvibaculum lavamentivorans DS-1]

542

3.1] acetolactate synthase, large subunit, biosynthetic type
[Parvibaculum lavamentivorans DS-1]

ength = 585

20 bits (1338), Expect = e-145, Method: Compositional matrix adjust.

= 264/578 (45%), Positives = 379/578 (65%), Gaps = 17/578 (2%)

QPRKGAD I LVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGY
GA+I+++AL QGV+T+F YPGGA + I+ AL + + IR++L RHEQG V AAEGY
QELTGAEIVIKALVDQGVDTIFGYPGGAVLP 1 YDALFQONKIRHILVRHEQGAVHAAEGY

ARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEV
ARS+GKPG+ + TSGPGATN V+GL DAL+DS+PLV +TGQV  +IG+DAFQE V +
ARSTGKPGVVLVTSGPGATNAVTGLTDALMDS IPLVCLTGQVATHL IGSDAFQECDTVGI

TRSITKHNYLVMDVED I PRI IEEAFFLATSGRPGPVLVDVPKD 1 QQQLAIPNWEQAMKLP
TR TKHN+LV ~ ++ R++ EAF++AT+GRPGPV++D+PKD+Q Q A Q +
TRHCTKHNWLVKSAPELSRVMHEAFYVATNGRPGPVV 1D 1 PKDVQFQRAEYAGPQNVVHR

GYMSRMPKPPED-SHLEQIVRL I SESKKPVLYVGGGCLNS----SDELGRFVELTGIPVA
Y PK D +++ V LI+ +KKPV Y GGG +NS S L FV LTG P+
TY---RPKVKGD IDKIKEAVDL IANAKKPVFYTGGG I INSGNLASQLLREFVRLTGYPIT

STLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRA
STLMGLG+YP D+ L MLGMHGT AN A+ D+L+ G RFDDRVTG+L+AF+ +
STLMGLGAYPASDKQWLGMLGMHGTFEANNAMHDCDVL INI1GARFDDRVTGRLDAFSPNS

KIVHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLD-FGVWRNELNVQK
K +H+DID++ + KN V + GD L+ M ++ +++A D W ++ +
KKTHVDIDASSLNKNVRIDVG I IGDCAHVLEDMLR IWKSKARRPDKDALADWWKQIETWR

QKFPLSFKTFGEAIPPQYAIKVLDELTDGK-AI 1 STGVGQHQMWAAQFYNYKKPRQWLSS
+ LSFKT + 1 PQ Al+ L EL+ +  I+T VGQHQMWAAQ + +++P+ W++S
GRKSLSFKTNDDV IKPQQAIQRLYELSKHRDTY I TTEVGQHQMWAAQHFPFEEPKHWMTS

GGLGAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQH
GGLG MG+GLPAA+G +A+PDA+V+Dl G+ S M +QE++T LPVK+ +LNN++
GGLGTMGYGLPAAVGVQIAHPDALV IDIAGEASVQMCMQE I STAVQFMLPVKIFILNNEY

LGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLREAIQT
+OMV QW++  ++  +H++ + P++ AAG R K ++L Al+
MGMVRQWQELLHEGRYSHSY -————--- SDSLPDFVKLAEAYGATGIRAEKPSELDAAIKK

MLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGD 665
M++TPGP + D + E+ PMIP+G  N++1 D
MIETPGPVIFDCLVDKFENCYPMIPSGAAHNEMILGDD 571

154

63

214

123

274

183

329

240

389

300

448

360

507

420

567

480

627

533

595.1] acetolactate synthase, large subunit, biosynthetic type

[Desulfovibrio vulgaris subsp. vulgaris str.

Hi ldenborough]

4.1] acetolactate synthase, large subunit, biosynthetic type
[Desulfovibrio vulgaris subsp. vulgaris str.

Hi ldenborough]

ength = 563

19 bits (1336), Expect = e-145, Method: Compositional matrix adjust.
= 272/573 (47%), Positives = 373/573 (65%), Gaps = 24/573 (4%)
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Query: 98

Sbjct: 4

Query: 158
Sbjct: 64
Query: 218
Shjct: 124
Query: 278
Sbjct: 183
Query: 333
Sbjct: 239
Query: 393
Sbjct: 299
Query: 449
Sbjct: 357
Query: 509
Sbjct: 416
Query: 569
Sbjct: 476
Query: 629

Sbjct: 529

>ref|YP_96

gb | ABM287

Score =
Identitie

Query: 98

Sbjct: 4

Query: 158
Sbjct: 64
Query: 218
Shjct: 124
Query: 278
Sbjct: 183
Query: 333

Sbhjct: 239

KGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYARS
GA IL+E L+++GV+ F YPGGA ++I+ + R + +VL RHEQ V AA+GYAR+
NGAQILLECLKKEGVDVFFGYPGGAVIDIYDEIPRHPELHHVLVRHEQAAVHAADGYARA

SGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRS
SGK G+C+ TSGPGATN V+G+A A DS+P+V +TGQVP +1G DAFQE IV +TR
SGKVGVCLVTSGPGATNTVTGIATAYSDSIPVVILTGQVPTPLIGNDAFQEVDIVGITRP

I TKHNYLVMDVED IPRI IEEAFFLATSGRPGPVLVDVPKD 1QQQLA I PNWEQAMKLPGYM
TKHNYLV DV+++ ++ +AF+LA +GRPGPVLVD+PKD+ Q W+ ++ Y
CTKHNYLVRDVKELATVVRQAFYLARTGRPGPVLVDLPKDVMQAKTDFVWPEDVSMRSY -

SRMPKPPEDSHLEQIVRL I S---ESKKPVLYVGGGCL--NSSDELGRFVELTGIPVASTL
P +L QI R E+++P+L+VGGG + ++S+ELG F IPVASTL
--—-NPTYKPNLNQIRRAADAFFEAERPLLFVGGGVVMSDASEELGWFARTLRIPVASTL

MGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKITV
MGLG++P DD L L MLGMHGT AN AV ++DL++A G RFDDRVTG+L AFAS+A+1+
MGLGAFPGDDPLWLGMLGMHGTYAANKAVNNADL I VAVGARFDDRVTGRLSAFASKART |

HIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGV----WRNELNVQK
HIDID I KN +VGD + +L + ++L R EE D+G w +L 4+
HIDIDPTSIRKNVQVGIPVVGDCRQSLANIREILVPRLEE--KDWGAAHARWLEQLASWR

QKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI I STGVGQHOMWAAQFYNYKKPRQWLSSG
+PLF G 1 PQ I+ L +T G AII+T VGQ+QMW AQFY ++KPR ++SG
VEQPLGFSREG-GI1KPQQV IEQLFAITRGDAI I TTEVGQNQMWTAQFYTFRKPRTLITSG

GLGAMGFGLPAAIGASVANPDAITVVD IDGDGSFIMNVQELAT IRVENLPVKVLLLNNQHL
GLG MG+G PAAIGA A PD +VVD+ GDGS MN+QELAT LPVK+L+LNN +L
GLGTMGYGFPAAIGAQFAFPDKLVVDVAGDGS IQMN IQELATAVCNKLPVKILILNNGYL

GMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTM
GMV QW++ FY+ N T + + P++ AAG ReT+ L 4+
GMVRQWQELFYQRNYCSTCM-=-—--~- DAQPDFVKLAEAYGAEGYRITEVESLESTLREA

LDTPGPYLLDV ICPHQEHVLPMIPNGGTFNDVI 661
L +P P ++DV  +E+V PM+P G ++++
LASPHPAT IDVRVEREENVYPMVPAGAALDEML 561

157

63

217

123

277

182

332

238

392

298

448

356

508

415

568

475

628

528

7136.1] acetolactate synthase, large subunit, biosynthetic type

[Desulfovibrio vulgaris subsp. vulgaris DP4]

BASF Reg. Doc. No. 2008/7019294

09.1] acetolactate synthase, large subunit [Desulfovibrio vulgaris subsp.

vulgaris DP4]
Length = 563

519 bits (1336), Expect = e-145, Method: Compositional matrix adjust.
s = 272/573 (47%), Positives = 373/573 (65%), Gaps = 24/573 (4%)

KGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYARS
GA IL+E L+++GV+ F YPGGA ++I+ + R + +VL RHEQ V AA+GYAR+
NGAQILLECLKKEGVDVFFGYPGGAVIDIYDEIPRHPELHHVLVRHEQAAVHAADGYARA

SGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRS
SGK G+C+ TSGPGATN V+G+A A DS+P+V +TGQVP +1G DAFQE 1V +TR
SGKVGVCLVTSGPGATNTVTGIATAYSDSIPVVILTGQVPTPLIGNDAFQEVDIVGITRP

I TKHNYLVMDVED IPRI IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQAMKLPGYM
TKHNYLV DV+++ ++ +AF+LA +GRPGPVLVD+PKD+ Q W+ ++ Y
CTKHNYLVRDVKELATVVRQAFYLARTGRPGPVLVDLPKDVMQAKTEFVWPEDVSMRSY -

SRMPKPPEDSHLEQIVRL1S---ESKKPVLYVGGGCL--NSSDELGRFVELTGIPVASTL
P +L QI R E+++P+L+VGGG + ++S+ELG F IPVASTL
—--—-NPTYKPNLNQIRRAADAFFEAERPLLFVGGGVVMSDASEELGWFARTLRIPVASTL

MGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKITV
MGLG++P DD L L MLGMHGT AN AV ++DL++A G RFDDRVTG+L AFAS+A+I1+
MGLGAFPGDDPLWLGMLGMHGTYAANKAVNNADL I VAVGARFDDRVTGRLSAFASKARI 1

BASF Plant Science Report No. BPS-014-08

157

63

217

123

277

182

332

238

392

298

Page 173 of 239



BASF

The Chemical Company

Plant Science L. L. C. BASF Reg. Doc. No. 2008/7019294
Query: 393 HIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGV----WRNELNVQK 448
HIDID I KN +VGD + +L + ++L R EE D+G w o +L +

Sbjct: 299 HIDIDPTSIRKNVQVGIPVVGDCRQSLANIREILVPRLEE--KDWGAAHARWLEQLASWR 356

Query: 449 QKFPLSFKTFGEAIPPQYAIKVLDELTDGKAIISTGVGQHQMWAAQFYNYKKPRQWLSSG 508
+PLF G 1 PQ I+ L +T G AII4+T VGQ+QMW AQFY ++KPR ++SG
Sbjct: 357 VEQPLGFSREG-GIKPQQVIEQLFAITRGDAIITTEVGQNQMWTAQFYTFRKPRTLITSG 415

Query: 509 GLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHL 568
GLG MG+G PAAIGA A PD +VVD+ GDGS MN+QELAT LPVK+L+LNN +L
Sbjct: 416 GLGTMGYGFPAAIGAQFAFPDKLVVDVAGDGSIQMNIQELATAVCNKLPVKILILNNGYL 475

Query: 569 GMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTM 628
GMV QW++ FY+ N T + + P++ AAG ReT+ L 4+
Sbjct: 476 GMVRQWQELFYQRNYCSTCM-—---—- DAQPDFVKLAEAYGAEGYRITEVESLESTLREA 528

Query: 629 LDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661
L +P P ++DV  +E+V PM4P G ++++
Sbjct: 529 LASPHPAIIDVRVEREENVYPMVPAGAALDEML 561

>ref|YP_864823.1] acetolactate synthase, large subunit [Magnetococcus sp. MC-1]
gb]ABK43417.1] acetolactate synthase, large subunit [Magnetococcus sp. MC-1]
Length = 564

Score = 519 bits (1336), Expect = e-145, Method: Compositional matrix adjust.
Identities = 270/570 (47%), Positives = 370/570 (64%), Gaps = 19/570 (3%)

Query: 99 GADILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQGGVFAAEGYARSS 158
GA+1+V+ L QGV+TVF YPGGA + I+ + + +++VL RHEQG + AA+GYAR +
Sbjct: 5 GAE I 1VQCLLEQGVKTVFGYPGGAVLNI'YDE I YKCKDLQHVLGRHEQGLLHAADGYARVT 64

Query: 159 GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
G+ G+ + TSGPGATN V+GLA A +DS+P+V ITGQVP +1G DAFQE V +TRS
Sbjct: 65 GEVGVALVTSGPGATNAVTGLATAYMDSIPMVCITGQVPVALIGNDAFQEADTVGITRSC 124

Query: 219 TKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQAMKLPGYMS 278
TKHNYLV DV+D+ R++ EAF++A +GRPGPVLVD+PKDI +A + A G +S
Sbjct: 125 TKHNYLVKDVKDLARVLREAFYIARTGRPGPVLVDIPKDI--TIAATEYSPA---KGEVS 179

Query: 279 -RMPKPPEDSHLEQIVR---L1SESKKPVLYVGGGCL--NSSDELGRFVELTGIPVASTL 332
R KP  H QI + L++++K+P+ Y GGG + N+++EL + V G P+ +TL
Sbjct: 180 IRSYKPSISGHTGQIRKAAGLMAKAKRPLFYTGGGY ILSNAAEELTQLVRKLGAPITNTL 239

Query: 333 MGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIV 392
MGLG +PC D+ + MLGMHGT AN AV DLL+A G RFDDRVTGK+ FA AKI+
Sbjct: 240 MGLGGFPCTDKQFVGMLGMHGTYEANMAVSRCDLLVAIGARFDDRVTGKISQFAPEAKIT 299

Query: 393 HIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKL-DFGVWRNELNVQKQKF 451
H+D+D I KN V + GD+K L M ++E+ ++L DG W E+ ++K
Sbjct: 300 HLDVDPTSISKNVEVDVPIVGD IKTVLGKMLAMMEDGKYQSELPDLGDWWAE IEQWRRKE 359

Query: 452 PLSFKTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLG 511
LF E 1 QY I+ L ELT G Al++T VGQHOMWAAQFY ++KPR+WL+SGGLG
Shjct: 360 CLKFTQGDEVIEAQYVIQKLYELTKGNAIVATDVGQHQMWAAQFYGFEKPRRWLTSGGLG 419

Query: 512 AMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMV 571
MG+GLPAAIGA +A P W I G+ S MN+QELAT++ NLPVK+ +LNN LGMV
Sbjct: 420 TMGYGLPAAIGAQMAFPHETVVLITGESSIQMNIQELATLKQYNLPVKIAILNNSFLGMV 479

Query: 572 MQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACGIPAARVTKKADLREAIQTMLDT 631
QW++ FY+ + + + +P++ AAG + A++ 1+ L
Sbjct: 480 RQWQELFYERRYSESDM------- TVHPDFVQLAQAYGATGMMTARPAEVSGI IEKALAT 532

Query: 632 PGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661

GP L+D + +V PM+P G N++1
Sbjct: 533 DGPVLMDFRVNREANVYPMVPAGAALNEMI 562
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>ref|ZP_02956061.1] acetolactate synthase, large subunit, biosynthetic type
[Methylocella silvestris BL2]
gb]EDT53522.1] acetolactate synthase, large subunit, biosynthetic type
[Methylocella silvestris BL2]
Length = 585

Score = 519 bits (1336), Expect = e-145, Method: Compositional matrix adjust.
Identities = 266/571 (46%), Positives = 368/571 (64%), Gaps = 19/571 (3%)

Query: 99 GADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARSS 158
GA+++V AL+ QGV+++F YPGGA + I+ AL  + 1 +VL RHEQG  AAEGYARSS
Shjct: 7 GAEMVVRALQDQGVDSIFGYPGGAVLP I'YDALFHQNQ I VHVLVRHEQGAAHAAEGYARSS 66

Query: 159 GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
GK G+ + TSGPGATN ++GL DAL+DS+PLV ITGQVP +1G+DAFQE V +TR
Sbjct: 67 GKVGVVLVTSGPGATNAITGLTDALMDSIPLVCITGQVPTHLIGSDAFQECDTVGITRHC 126

Query: 219 TKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKLPGYMS 278
TKHNYLV ~ +ED+PR++ EAF++A +GRPGPV++D+PKD+Q L ++ Y
Sbjct: 127 TKHNYLVRSIEDLPRVLHEAFYVAQTGRPGPVVIDIPKDVQFALGDYFGPHKIEHKTYKP 186

Query: 279 RMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGR----FVELTGIPVASTLMG 334
R+ E +E V ++ ++4+PV Y GGG +NS E R VELTG P+ STLMG
Sbjct: 187 RLDGDAEK--1EHAVTMMLAARRPVFYTGGGVINSGPEASRLLRELVELTGFPITSTLMG 244

Query: 335 LGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHI 394
LGSYP + L MLGMHGT AN A+ DL++A G RFDDR+TG+L+AF+ +K +HI
Sbjct: 245 LGSYPASGDKWLGMLGMHGTFEANNAMHDCDLMIAVGSRFDDRITGRLDAFSPGSKKIHI 304

Query: 395 DIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRA---EELKLDFGVWRNELNVQKQKF 451
DID + 1 KN + + GD L+ M R +E L W E+N + +
Sbjct: 305 DIDPSSINKNVKIDLGI IGDCAHVLRQMLDAYRARKSAPDEAALTR--WWQE INKWRARK 362

Query: 452 PLSFKTFGEAIPPQYAIKVLDELTDGK-AT1STGVGQHQMWAAQFYNYKKPRQWLSSGGL 510
LSFK I PQYA++ L ELT + 14T VGQHQMWAAQ Y++++P +W++SGGL
Shjct: 363 SLSFKQSSAVIKPQYAVQRLYELTKNRDTY I TTEVGQHQMWAAQHYHFEEPNRWMTSGGL 422

Query: 511 GAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGM 570
G MG+GLPAAIGA +A+P A+VVDI G+ S +MN+QEL+T LPVK+ +LNN+++GM
Sbjct: 423 GTMGYGLPAAIGAQIAHPGALVVDIAGEASILMNIQELSTAIQFRLPVKIFILNNEYMGM 482

Query: 571 VMQWEDRFYKANRAHTFLGDPAQEDEIFPNMLLFAAACGIPAARVTKKADLREAIQTMLD 630
V QW++ + + ++ E P++ AAG R+ AL +Al M+D
Sbjct: 483 VRQWQELLHGGRLSQSY------- SEALPDFVKLAEAYGAQGIRCSDPASLDDAIIEMID 535

Query: 631 TPGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661
+P + D1 E+ LPMIP+G N+++
Sbjct: 536 SPRTVVFDCIVDKTENCLPMIPSGKAHNEML 566

>ref]YP_002250909.1] acetolactate synthase, large subunit, biosynthetic type
[Dictyoglomus thermophilum H-6-12]
gb]JACI119136.1] acetolactate synthase, large subunit, biosynthetic type
[Dictyoglomus thermophilum H-6-12]
Length = 557

Score = 518 bits (1335), Expect = e-145, Method: Compositional matrix adjust.
Identities = 272/565 (48%), Positives = 370/565 (65%), Gaps = 31/565 (5%)

Query: 108 ERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQGGVFAAEGYARSSGKPGICIAT 167
E +G+E +F YPGGA + + AL +SS+++VL RHEQG  AA+GYARS+GK G+C+AT
Sbjct: 15 EEEGIEVIFGYPGGAVIGFYDAL-YNSSLKHVLVRHEQGAAHAADGYARSTGKVGVCVAT 73

Query: 168 SGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSITKHNYLVMD 227
SGPGATNL +G+A A +DSVP+VAITGQV 1G D+FQE +T ITKHNYL+ D
Sbjct: 74 SGPGATNLTTGIATAYMDSVPIVAITGQVKTSAIGKDSFQEVDTRGITMPITKHNYLITD 133

Query: 228 VEDIPRIIEEAFFLATSGRPGPVLVDVPKDI---QQQLAIPNWEQAMKLPGYMSRMPKPP 284

+ RI++EAF++A +GR GPVL+D+P DI  + + ++P+  ++L GY KP
Sbjct: 134 PHEALRIVKEAFYIAKTGRKGPVLIDIPSDIFLSKIEYSVPS---KVELLGY----- KPN 185
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Query: 285
Sbjct: 186
Query: 340
Sbjct: 246
Query: 400
Sbjct: 306
Query: 460
Sbjct: 360
Query: 520
Shjct: 420
Query: 580
Sbjct: 480
Query: 639

Shjct: 533

>ref|YP_00

gb | ABNO67

Score =

Query: 97

Sbjct: 4

Query: 157
Sbjct: 63

Query: 217
Sbjct: 123
Query: 272
Sbjct: 180
Query: 327
Sbjct: 235
Query: 387
Sbjct: 295
Query: 447
Sbjct: 351
Query: 507

Sbjct: 410

EDSHLEQIVR---LISESKKPVLYVGGGCLNS--SDELGRFVELTGIPVASTLMGLGSYP
+H QIR L1 ES+KP++ GGG + S S EL +F E PV +TLMG G+ P
YEPHPLQIKRAAQL IKESEKP I LAGGGV IASEASQEL IKFAERINAPVVTTLMGKGAIP

CDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSA
ELS +GMHG YANYA+ SDL++A GVRF DR TGK+E FA AKI+HIDID A
ETHELSCGF IGMHGAAYANYAINDSDL I IAIGVRFSDRSTGKVETFAPNAKT IHIDIDPA

E1GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFG
EIGKN P+V + D K AL+ + +V+E + +W o ++ K K+PL ++
EIGKNVQPYVP 1VADAKRALEKL IEVVEPKTNP———---— TWWEK IKDWKNKYPLRYRMSN

EAIPPQYAIKVLDELTDGKAI 1 STGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGFGLPA
E I PQY I+ + ELT G+Al+ T VGQ+QMWAAQ+Y K+PRQ+++SGGLG MGFG PA
EVIKPQYVIERIYELTKGEAIVVTEVGQNQMWAAQYYKVKRPRQF I TSGGLGTMGFGFPA

AIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGMVMQWEDRFY
AIGA + N D +V+DI GDGS MN+QELAT E LPVK+ +LNN LGMV QW++ FY
A1GAQIGNKDKVVIDIAGDGS IQMNIQELATAASEKLPVKIFILNNSCLGMVRQWQELFY

KANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTMLD-TPGPYLLD
+ +TL ++ P+ AAG RV K +L EAl+ L+ P ++D
ERRYSCTLL------- DVAPDFEKLAEAYGAYGRRVEKIEELDEAIEWALNINDSPVIVD

VICPHQEHVLPMIPNGGTFNDVITE 663
+  +E+V PMIP GG+ + ++ +
IKVNREENVFPMIPAGGSIDKMLID 557

339

245

399

305

459

359

519

419

579

479

638

532
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1030046.1] acetolactate synthase, large subunit [Methanocorpusculum labreanum

Z]

79.1] acetolactate synthase, large subunit [Methanocorpusculum labreanum

7]
Length = 567

518 bits (1333), Expect = e-145, Method: Compositional matrix adjust.
Identities = 285/586 (48%), Positives = 379/586 (64%), Gaps = 37/586 (6%)

RKGADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYAR
+ GA IL+E+L+ +GV+ +F YPGG+ + I+ L+ + ++L RHEQ V AA+GYAR
KTGAAILIESLKEEGVDIIFGYPGGSVLPIYDEL-YDAELTHILVRHEQAAVHAADGYAR

SSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTR
+SG+ G+C++TSGPGA NL+SG+A A +DSVP+VA+TGQVP M+G DAFQE+ 1 +T
ASGRVGVCLSTSGPGACNL ISGIATANMDSVP IVALTGQVPTGMLGNDAFQESDITGITL

SITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQAM———-—
ITKHNYLV D DI ++ AF++A +GR GPVL+D+PKD+ L E+ +
PITKHNYLVKDARD IKMTVKAAFY IAGTGRNGPVL IDLPKDV---LTAKVAEEEVLSGEP

KLPGYMSRMPKPPEDSHLEQIVR---LISESKKPVLYVGGGCLNS--SDELGRFVELTGI
+L GY KP H +QI + L1 ++KKPVLYVGGG + S S+EL + EL +
ELRGY----- KPTLKGHSKQIKKALDL 1'YKAKKPVLYVGGGV I TSGASEELVKLAELFCL

PVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFA
PV +T+MGLG+ P D L+L MLGMHGT YANYAV +DLL+A G RFDDRVTGKL FA
PVTTTMMGLGAIPADHPLNLGMLGMHGTEYANYAVSEADLL IAVGARFDDRVTGKLSHFA

SRAKTVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNV
+ AK++HIDID AEIGKN PV + GDK L M + EN + W ++ +
THAKVIHIDIDPAE IGKNVNPDVP 1VGDAKSVLADMICLAENNGC I SE----PWLEQVKL

QKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKA I I STGVGQHQMWAAQFYNYKKPRQWLS
+  PL G+ + PQ IK L EL DG Il + VGQ+QMWAAQ Y +KKPRQW+S
WRTNHPLRVVEDGK-VHPQN 1 IKKLSELLDGGG I I VSEVGQNQMWAAQHYGFKKPRQWIS

SGGLGAMGFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQ
SGGLG MG+G PAAIGA A P+ VV I GDGSF MN+QELAT+ +PVK+++LNN
SGGLGTMGYGFPAAIGAWFAKPEETVVLIAGDGSFQMNIQELATVAQYKIPVKIVILNNM
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Query: 567
Sbjct: 470
Query: 627

Sbjct: 522

>ref|ZP_00

gb|EAL158

Score =
Identitie

Query: 99
Sbjct: 18
Query: 159
Sbjct: 77
Query: 219
Sbjct: 137
Query: 279
Sbjct: 197
Query: 337
Sbjct: 255
Query: 397
Sbjct: 315
Query: 456
Sbjct: 368
Query: 516
Sbjct: 428
Query: 576
Sbjct: 488
Query: 636

Sbjct: 540

HLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLREAIQ 626
+LGMV QW++ FY +R +++ PA + + A AGI +V + A+Q
YLGMVRQWQELFY--DRRYSYTELPAVD------ FVGIAKAYGIQGMKVDSVDQIDAALQ 521

TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVITE----- GDGR 667
T LD GPYLLD E+V PM+P G +D+1 + G GR
TALDYNGPYLLDFQIERGENVYPMVPAGAAISDMIGKHCHNGGSGR 567

BASF Reg. Doc. No. 2008/7019294

236615.1] acetolactate synthase, large subunit, biosynthetic type [Bacillus

cereus (9241]

91.1] acetolactate synthase, large subunit, biosynthetic type [Bacillus

cereus (9241]
Length = 571

517 bits (1332), Expect = e-144, Method: Compositional matrix adjust.

s = 268/566 (47%), Positives = 365/566 (64%), Gaps = 21/566 (3%)

GADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARSS 158
GA +++ L+ GV TVF YPGGA + ++ AL S ++++L RHEQ + AAEGYAR+S
GAGHV IQCLKNLGVTTVFGYPGGAILPVYDAL-YGSGLKHILTRHEQAAIHAAEGYARAS 76

GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
GK G+ ATSGPGATNLV+GLADA +DS+PLV ITGQV  +IG D FQE +V +T +
GKVGVVFATSGPGATNLVTGLADAYMDS IPLVVITGQVATPLIGKDGFQEADVVGITVPV 136

TKHNYLVMDVED IPR1 1EEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKLPGYMS 278
TKHNY V DV + RI++EAF++A SGRPGPVL+D+PKD+Q + + + +PGY
TKHNYQVRDVNHVSRIVQEAFY IAKSGRPGPVL ID IPKDVQNAKVTSFFENEEVD IPGYKP 196

RMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNS--SDELGRFVELTGIPVASTLMGLG 336
+ P+ L ++ + IS+SK+P+LY+GGG ++S SDEL +F IPV STLMGLG
EL--VPDSMKLREVAKAISKSKRPLLY IGGGV IHSDGSDEL IKFARENRIPVVSTLMGLG 254

SYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDI 396
+YP D L L MLGMHGT AN AV  DLLLA GVRFDDRVTGKLE F+ +K VHIDI
AYPPGDSLFLGMLGMHGTYAANMAVTECDLLLALGVRFDDRVTGKLELFSPYSKKVHIDI 314

DSAE1GKNKTPHVSVCGDVKLALQGMNKV-LENRAEELKLDFGVWRNELNVQKQKFPLSF 455
D+E KN T V GDVK AL + + + + +E W+ K ++PLS+
DPSEFHKNVTVEYPVVGDVKKALHMLLHMPICTQTDE------- WITKTEEWKAEYPLSY 367

KTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGF 515
+ PQ+ 1 ++ ELT+G+Al++T VGQHQMWAA FY K PR +L+SGGLG MGF
1QKESELKPQHV ISLVSELTNGEAIVTTEVGQHQMWAAHFYKAKNPRTFLTSGGLGTMGF 427

GLPAAIGASVANPDAIVVD IDGDGSFIMNVQELAT IRVENLPVKVLLLNNQHLGMVMQWE 575
G PAA+GA +A + +V+ I GD SF MN+QEL TI N+PVKV ++NN+ LGMV QW+
GFPAAVGAQLAKEEELVICIAGDASFQMNIQELQT IAENNIPVKVF I INNKFLGMVRQWQ 487

DRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLREAIQTMLDTPGPY 635
+ FY+ + + +G P+ + A A G+ RT + ++ + GP
EMFYENRLSESKIGS-------- PDFVKVAEAYGVKGLRATNSTEAKQVMLEAFAHEGPV 539

LLDVICPHQEHVLPMIPNGGTFNDVI 661
++D E+V PM+P N++1
VVDFCVEEGENVFPMVPPNKGNNEMI 565

>ref]ZP_02326419.1] acetolactate synthase catalytic subunit [Paenibacillus larvae

Score =
Identitie

Query: 87

Shjct: 14

subsp. larvae BRL-230010]
Length = 581

517 bits (1331), Expect = e-144, Method: Compositional matrix adjust.

s = 260/579 (44%), Positives = 376/579 (64%), Gaps = 20/579 (3%)

FI1SRFAPDQPRKGAD I LVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQG 146
+ +F +  G++IL+ +L +GVE VF YPGG+ + I+ A+ ++L RHEQG
LMEKFQKPEL ITGSEILLRSLVLEGVECVFGYPGGSVLY I YDAMHGFKDFDHLLTRHEQG 73
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Query: 147 GVFAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAF 206
+ AA+GYARS+GK G+CIATSGPGATNLV+G+A A +DSVPLV ITG V 1GTDAF
Sbjct: 74 AIHAADGYARSTGKVGVCIATSGPGATNLVTGIATAYMDSVPLVVITGNVATNFIGTDAF 133

Query: 207 QETPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPN 266
QE 1 +T ITKHNYLV DV D+PRII EAF +A++GR GPVL+D+PKD+ Q A+ +
Sbjct: 134 QEADITGITMPITKHNYLVRDVNDLPRIITHEAFHIASTGRKGPVLIDIPKDVSAQQAVFH 193

Query: 267 WEQAMKLPGYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCL--NSSDELGRFVELT 324
++GY + P +E++++ | ES++PV+ GGG + +++D+L FVE T
Shjct: 194 PAGGINIRGYNPTV--HPNKLQVERLLKAIEESERPVI IAGGGVVYADAADQL IEFVEKT 251

Query: 325 GIPVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEA 384
IPV +TL+GLG +P +L + M GMHGT AN A++++DLL++ G RFDDRVT KL+
Sbjct: 252 RIPVTTTLLGLGGFPSAHDLWMGMPGMHGTYTANNAIQNADLLISIGSRFDDRVTMKLDG 311

Query: 385 FASRA-KIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMN-KVLENRAEELKLDFGVWRN 442
FA +A K1 HIDID AEIGKN + GD+K L+ N K + R++ vw
Sbjct: 312 FAPKAKKIAHIDIDPAEIGKNVKTDIPCVGD IKTVLEHANQKAMPARSD------— VWIK 364

Query: 443 ELNVQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPR 502
++ K+ +PL +K  + + PQY | +++E T G+AI++T VGQHQMW AQFY ++ PR
Sbjct: 365 QIQENKKNYPLKYKDSDKELKPQYVIGMINETTKGEAIVTTDVGQHQMWVAQFYKFQHPR 424

Query: 503 QWLSSGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLL 562
++SGGLG MG+G P+AIGA + N D +V+ 1+GDG M QELA  + N+PVK+++
Sbjct: 425 SMITSGGLGTMGYGFPSAIGAQIGNKDKMVISINGDGGMQMCSQELAICAINNIPVKIVV 484

Query: 563 LNNQHLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACGIPAARVTKKADLR 622
+NN+ LGMV QW++ Y + +H L E P++ AAG+H R K +
Sbjct: 485 INNRVLGMVRQWQELIYGSRYSHIDL------- EGSPDFVKLAEAYGVKGLRAANKEEAH 537

Query: 623 EAIQTMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661
+ Q ++TPGP L++ + E+V PM+ G T ++++
Sbjct: 538 QVWQEAMNTPGPVLVEFVVSKHENVYPMVTQGSTISEMM 576

>ref|ZP_02912696.1] acetolactate synthase, large subunit, biosynthetic type
[Geobacillus sp. WCH70]
gb]EDT36143.1] acetolactate synthase, large subunit, biosynthetic type
[Geobacillus sp. WCH70]
Length = 577

Score = 517 bits (1331), Expect = e-144, Method: Compositional matrix adjust.
Identities = 265/565 (46%), Positives = 373/565 (66%), Gaps = 17/565 (3%)

Query: 99 GADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARSS 158
GA +L+EAL+ + VE +F YPGGA + ++ L +S + +VL RHEQG + AAEGYAR S
Sbjct: 18 GALMLIEALKAEKVEVIFGYPGGAVLPLYDKLYQSG-VFHVLTRHEQGAIHAAEGYARIS 76

Query: 159 GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
GKPG+ IATSGPGATN+V+GL DA++DS+P+V  TGQV ~ +IG+DAFQE ++ +T |
Sbjct: 77 GKPGVVIATSGPGATNIVTGLTDAMMDSLPIVVFTGQVATSVIGSDAFQEADVLGITMPI 136

Query: 219 TKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQAMKLPGYMS 278
TKHNY V D+ ++P+I11+EAF +AT+GRPGPVL+D+PKDI ++EQ + LPGY
Sbjct: 137 TKHNYQVRDISELPKIIKEAFHIATTGRPGPVLIDIPKDITIAEGEFDYEQEVHLPGYQP 196

Query: 279 RMPKPPEDSHLEQIVRLISESKKPVLYVGGGCL--NSSDELGRFVELTGIPVASTLMGLG 336
P + ++V  +S+SK+PV+ G G L N+S+EL ++ E IPV  TL+GLG
Sbjct: 197 T--THPNHLQIRRLVETVSQSKRPVILAGAGVLHANASNELRQYAEQQNIPVVHTLLGLG 254

Query: 337 SYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDI 396
+P D L L M GMHGT AN A+ DLL+ G RFDDRVTG L+ FA +A + HIDI
Sbjct: 255 GFPADHPLFLGMAGMHGTYTANMALYECDLLINIGARFDDRVTGNLKYFAPKATVAHIDI 314

Query: 397 DSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFK 456

D AEIGKN ++ D KALQ +++ + + D W +LN K++FPL ++
Sbjct: 315 DPAEIGKNVPTKIPIVSDAKAALQ---EL IHQQGK--PADTSAWLAQLNEWKRQFPLYYE 369
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Query: 457 TFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGFG 516
+ I PQ ++++ ELT+G+ALI+T VGQHQMWAAQ+Y + +P +W++SGGLG MGFG
Sbjct: 370 DDEQTIKPQKLVEMIYELTNGEAI ITTDVGQHQMWAAQYYKFNRPHRWVTSGGLGTMGFG 429

Query: 517 LPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMVMQWED 576
LPAAIGA +A+ +A VW I GDG F M QEL+ 1+ LP+KV+++NNQ LGMV QW++
Sbjct: 430 LPAAIGAQLADRNAAVVSIVGDGGFQMTFQELSVIQELQLPIKVVIVNNQALGMVRQWQE 489

Query: 577 RFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLREAIQTMLDTPGPYL 636
FY+ +H+ + P Q P+ + AA IP + +A+ E ++ GP L
Sbjct: 490 LFYEKRYSHSLI--PNQ----- PDFVKLAEAYN I PGFQAKTEAEAMEVLKKAFAIDGPVL 542

Query: 637 LDVICPHQEHVLPMIPNGGTFNDVI 661
LD E+V PM+ G ++++
Sbhjct: 543 LDFHVKADENVYPMVAPGKGLHEMV 567

>ref|YP_148514.1] acetolactate synthase catalytic subunit [Geobacillus kaustophilus
HTA426]

dbj |BAD76946.1] acetolactate synthaselarge subunit [Geobacillus kaustophilus
HTA426]
Length = 596

Score = 517 bits (1331), Expect = e-144, Method: Compositional matrix adjust.
Identities = 266/566 (46%), Positives = 371/566 (65%), Gaps = 19/566 (3%)

Query: 99 GADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYARSS 158
G+ +L+EAL+ + VE +F YPGGA + ++ L ++ + +VL RHEQG + AAEGYAR S
Sbjct: 37 GSLMLIEALKEEKVEVIFGYPGGAVLPLYDELYKAG-VFHVLTRHEQGAIHAAEGYARIS 95

Query: 159 GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
GKPG+ IATSGPGATN+V+GL DA++DS+PLV TGQV  +IG+DAFQE +V +T |
Sbjct: 96 GKPGVVIATSGPGATNIVTGLTDAMMDSLPLVVFTGQVATSVIGSDAFQEADVVGITMPI 155

Query: 219 TKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQAMKLPGYMS 278
TKHNY V D+ ++PRINT+EAF +AT+GRPGPVL+D+PKDI +++Q + LPGY
Sbjct: 156 TKHNYQVRDISELPRIIKEAFHIATTGRPGPVLIDIPKDITTAEGEFDYDQDVHLPGYQP 215

Query: 279 RMPKPPEDSHLEQIVRLISESKKPVLYVGGGCL--NSSDELGRFVELTGIPVASTLMGLG 336
P + ++V  +S+SK+PV+ G G L N+S+EL ++ E IPV  TL+GLG
Sbjct: 216 T--TQPNHWQIRRLVEAVSQSKRPVILAGAGILHANASNELRQYAEQQNIPVIHTLLGLG 273

Query: 337 SYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDI 396
+P D L L M GMHGT AN A+ DLL+ G RFDDRVTG L+ FA +A + HIDI
Sbjct: 274 GFPADHPLFLGMAGMHGTYTANMALCECDLLINIGARFDDRVTGNLKYFAPKATVAHIDI 333

Query: 397 DSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELK-LDFGVWRNELNVQKQKFPLSF 455
D AEIGKN + + D K ALQ E A++ K D W +L+ K++FPL +
Sbjct: 334 DPAEIGKNVPTKIPIVSDAKAALQ------ EL IAQQGKPADTAAWLTQLDEWKRRFPLHY 387

Query: 456 KTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGF 515
+ I PQ [I+++ E+T+G+AI++T VGQHQMWAAQ+Y + +P +W++SGGLG MGF
Sbjct: 388 EPEAGTIKPQKLIEMIYEMTNGEAIVTTDVGQHQMWAAQYYKFNRPHRWVTSGGLGTMGF 447

Query: 516 GLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMVMQWE 575
GLPAAIGA +A+ A VWV I GDG F M QEL+ I+ LP+K++++NNQ LGMV QW+
Sbjct: 448 GLPAAIGAQLADRSATVVSIVGDGGFQMTFQELSVIQELRLPIKIVIVNNQALGMVRQWQ 507

Query: 576 DRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACG IPAARVTKKADLREAIQTMLDTPGPY 635
+FY  +H+ + P Q P+ + AAGH R +A+ E ++ GP
Sbjct: 508 ELFYDKRYSHSLI--PNQ----- PDFVKLAEAYGMPGLRAKTEAEAAEVLKQAFAMDGPY 560

Query: 636 LLDVICPHQEHVLPMIPNGGTFNDVI 661
LLD E+V PM+ G ++++
Sbjct: 561 LLDFHVRADENVYPMVAPGKGLHEMV 586

>ref]YP_083261.1] acetolactate synthase 3 catalytic subunit [Bacillus cereus E33L]

gb]AAU18587.1] acetolactate synthase [Bacillus cereus E33L]
Length = 570
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Score = 5
Identities

Query: 99

Sbjct: 17

Query: 159
Sbjct: 76

Query: 219
Sbjct: 136
Query: 279
Sbjct: 194
Query: 337
Sbjct: 254
Query: 397
Sbjct: 314
Query: 456
Sbjct: 367
Query: 516
Sbjct: 427
Query: 576
Sbjct: 487
Query: 636

Sbjct: 539

>ref|ZP_016
gb]EAY4539
L

Score = 5
Identities

Query: 99
Sbjct: 18
Query: 159
Sbjct: 77
Query: 219
Sbjct: 137
Query: 279

Sbhjct: 197

16 bits (1329), Expect = e-144, Method: Compositional matrix adjust.
= 267/566 (47%), Positives = 368/566 (65%), Gaps = 21/566 (3%)

GADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARSS
G +++ L++ GV TVF YPGGA + ++ AL S ++++L RHEQ + AAEGYAR+S
GTGHVIQCLKKLGVTTVFGYPGGAILPVYDAL-YESGLKHILTRHEQAAIHAAEGYARAS

GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI
GK G+ ATSGPGATNLV+GLADA +DS+PLV ITGQV ~ +IG D FQE +V +T +
GKVGVVFATSGPGATNLVTGLADAYMDS IPLVVITGQVATPL IGKDGFQEADVVGITVPV

TKHNYLVMDVED IPR I IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQAMKLPGYMS
TKHNY V DV + RI++EAF++A SGRPGPVL+D+PKD+Q + + + +++PGY
TKHNYQVRDVNQLSRIVQEAFY IAESGRPGPVLIDIPKDVQIEKVTSFYNEVIEIPGY--

RMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNS--SDELGRFVELTGIPVASTLMGLG
++ P+ L+++V+ 1S++K+P+LY+GGG ++S SDEL +F 1PV STLMGLG
K1EAMPDSMKLKEVVKE I SKAKRPLLY GGGV IHSGGSDEL IKFARENR IPVVSTLMGLG

SYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDI
+YP D L L MLGMHGT AN AV  DLLLA GVRFDDRVTGKLE F+ +K VHIDI
AYPPGDPLFLGMLGMHGTYAANMAVTECDLLLALGVRFDDRVTGKLELFSPHSKKVHIDI

DSAE 1GKNKTPHVSVCGDVKLALQGMNKY-LENRAEELKLDFGVWRNELNVQKQKFPLSF
D +E KN V GDVK AL + + + + +E w o+ K ++PLS+
DPSEFQKNVVVKYPVVGDVKKALHMLLHMPICTQTDE---—--- WLTKTEEWKAEYPLSY

KTFGEAIPPQYAIKVLDELTDGKAI 1 STGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGF
+ PQ+ I ++ ELT+G+AI++T VGQHQMWAA FY K PR +L+SGGLG MGF
1QKESKLKPQHV I SLVSEL TNGEA I VT TEVGQHQMWAAHFYKAKNPRTFLTSGGLGTMGF

GLPAAIGASVANPDAIVVD IDGDGSFIMNVQELAT IRVENLPVKVLLLNNQHLGMVMQWE
G PAAIGA +A + +V+ I GD SF MN+QEL TI N+PVKV ++NN+ LGMV QW+
GFPAAIGAQLAKEEELV ICIAGDASFQMN IQELQT IAENN IPVKVF I INNKFLGMVRQWQ

DRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTMLDTPGPY
+ FY+  + + 4G P+ + AAGH RT ++ + GP
EMFYENRLSESKIGS-------- PDFVKVAEAYGVKGLRATNSTEAKLVMIEAFAHEGPV

LLDVICPHQEHVLPMIPNGGTFNDVI 661
++D E+V PM+P N++1
1VDFCVEEGENVFPMVPPNKGNNEMI 564

158

75

218

135

278

193

336

253

396

313

455

366

515

426

575

486

635

538

95377.1| acetolactate synthase, large subunit, biosynthetic type [Bacillus

coagulans 36D1]

1.1] acetolactate synthase, large subunit, biosynthetic type [Bacillus
coagulans 36D1]

ength = 571

16 bits (1329), Expect = e-144, Method: Compositional matrix adjust.

= 267/565 (47%), Positives = 368/565 (65%), Gaps = 17/565 (3%)

GADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARSS
GA+ LV+ L R+GV+ +F YPGGA + I+ AL + [IR++L RHEQG + AAEGYAR S
GAEALVQLLVREGVDVMFGYPGGAVLP I'YDAL-YNQP IRHILARHEQGAITHAAEGYARVS

GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI
GKPG+ IATSGPGATNL++G+ADA++DS+PLV  TGQV ~ +I1G+DAFQE ++ +T |
GKPGVVIATSGPGATNL ITGIADAMMDSLPLVVFTGQVGTSV IGSDAFQEADV IGMTAP I

TKHNYLVMDVED IPR I IEEAFFLATSGRPGPVLVDVPKD 1QQQLA IPNWEQAMKLPGYMS
TKHNY V D+ D+PR+++EAF +A SGRPGPV+VD+PKDIQQ + + LPGY
TKHNYQVRDLRDLPRVVKEAFHIAKSGRPGPVVVDIPKD IQQGTVEMGESREVYLPGYQP

RMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLN--SSDELGRFVELTGIPVASTLMGLG
P ++++V  +S S+KPV+ G G L+ +SD L +F E IPV +TL+GLG
N--TSPNPLQIKKLVEAVSYSEKPV I LAGAG I LHAKASDLLLKFAEKCQIPVVNTLLGLG
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196

336
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Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:

>ref|YP_565425.1] acetolactate synthase 3 catalytic subunit [Methanococcoides

gb]ABE51675.1] acetolactate synthase,

Score

Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:

BASF

The Chemical Company

337

255

397

315

457

370

517

430

577

490

637

543

99

10

159

69

219

129

279

187

334

244

394

304

454

358

514

417

574

477

SYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDI
S+P L L M GMHGT AN A+ DLL+ G RFDDR+TG L FA A +VHIDI
SFPFRHPLFLGMGGMHGTYAANMAICECDLL INIGARFDDRLTGNLAHFAPNAMVVHIDI

DSAE 1 GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFK
D AEIGKN + + D K ALQ K+ + D W L + FPL ++
DPAEIGKNVKTDIP IVADAKEALQ---KICSEDLQNAGTD--EWVRHLKKYAENFPLWYE

TFGEAIPPQYAIKVLDELTDGKAI I STGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGFG
GE + PQ+ I+ +  T+G AIIST VGQHQMWAAQ+Y ++KP +W++SGGLG MGFG
DDGEELSPQHV I1QR IHHYTNGDAT I STDVGQHQMWAAQYYGFEKPHKW I TSGGLGTMGFG

LPAATGASVANPDAITVVDIDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGMVMQWED
PAAIGA +A PD +VV 1 GDG F M +QELA ++ NLP+K+ ++NNQ+LGMV QW++
FPAATIGAQIAYPDQLVVSISGDGGFQMTLQELAVVKELNLPLKIFIVNNQYLGMVRQWQE

RFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLREAIQTMLDTPGPYL
FY+ +++ + P Q P+ + A + GI RT +L + ++T+ + GP +
SFYEERYSYSTI--PVQ--—-- PDFVKLAESYGIRGCRATNNEELDKVLKTVFEDDGPVV

LDVICPHQEHVLPMIPNGGTFNDVI 661
+D EV PM+ G  ++++
VDCRVKRLEAVFPMVAPGKGLHEMM 567

burtonii DSM 6242]

6242]
Length = 563

396

314

456

369

516

429

576

489

636

542
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large subunit [Methanococcoides burtonii DSM

516 bits (1329), Expect = e-144, Method: Compositional matrix adjust.
Identities = 269/568 (47%), Positives = 373/568 (65%), Gaps = 25/568 (4%)

GADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARSS
GA  VE L R+ VE +F YPGG + I+ L + + ++L RHEQ V AAEGYAR++
GARAFVECLYRENVEVIFGYPGGVLLHIYDEL-YDAHLHHLLVRHEQAAVHAAEGYARAT

GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI
GK G+C+ATSGPGATNLV+G+A+A +DSVP+VA TGQVP MIG DAFQE I +T |1
GKVGVCLATSGPGATNLVTGIANAYMDSVPMVAFTGQVPSSMIGNDAFQEANITGITMPI

TKHNYLVMDVED IPR I IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQAMKLPGYMS
TKHNYLV DV+D+PRII+EAF +A++GRPGPVL+D+PKDI + ++L GY
TKHNYLVQDVKDLPRI IKEAFHIASTGRPGPVLIDLPKDITTDEIDFVYPDTVELRGY--

RMPKPPEDSHLEQIVR---LISESKKPVLYVGGGCLNS--SDELGRFVELTGIPVASTLM
KP + +Q1 R ++ ++K+PV+Y GGG + S S EL F E PV +TL
---KPTFKGNAQQ IKRAAAVLKDAKRPV1YAGGGV I GSEGSKELLAFAEKLKAPVTTTLT

GLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVH
G+G +P D+EL L M GMHGT YANYA++ SD+L+A GVRFDDRVTGK +FA A ++H
GIGGFPNDNELYLGMPGMHGTKYANYAIQESDVL IAVGVRFDDRVTGKTTSFAPNATVIH

IDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPL
IDID AEI K V +GD K Q+ +L++ +E D W +++ K+ FPL
IDIDPAEISKI IKVDVPIVGDAK---QILGALLKHVSE---CDTKEWLDK IATWKRDFPL

SFKTFGEAIPPQYAIKVLDELTDGKA I STGVGQHQMWAAQFYNYKKPRQWLSSGGLGAM
+ 4 1 PQY ++ ++E+  AIl T VGQHQMWAAQ++NY +PR ++SSGGLG M
FYVNRDDV IKPQY I LEQ INEVCP-DAI IVTEVGQHQMWAAQYFNYTEPRTF 1SSGGLGTM

GFGLPAAIGASVANPDAIVVD IDGDGSFIMNVQELAT IRVENLPVKVLLLNNQHLGMVMQ
G+G PAAIGA + PD +V D+ GDGSF MN QE+ATI N+P+ + + NN +LGMV Q
GYGFPAAIGAKIGRPDKVVFDVSGDGSFQMNSQEMATIVQNNIP I I TAIFNNGYLGMVRQ

WEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLREAIQTMLDTPG
W+  F++  +HT + E+ + ++ AAG RVTK ++++ Al+ ++
WQALFFEHRYSHTTI----- ENSV--DFVKLAEAYGAMG IRVTKPSEVKAAIEKAVEANA
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Query: 634 PYLLDVICPHQEHVLPMIPNGGTFNDVI 661
P L+D 1 +E+V PM+P G N+++

Sbjct: 530 PVLIDFIIEREENVSPMVPAGAAINEIL 557

>ref|YP_754808.1] acetolactate synthase large subunit [Syntrophomonas wolfei subsp.
wolfei str. Goettingen]

gb]AB169437.1] acetolactate synthase, large subunit [Syntrophomonas wolfei subsp.
wolfeil str. Goettingen]
Length = 562

Score = 516 bits (1328), Expect = e-144, Method: Compositional matrix adjust.
Identities = 269/569 (47%), Positives = 376/569 (66%), Gaps = 18/569 (3%)

Query: 98 KGADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARS 157
KGA+I1L++ L+++GV+TVF YPGGA + 1+ AL +S [IR++L RHEQG  AA+GYAR+
Shjct: 4 KGAETLLQCLQKEGVDTVFGYPGGAVLP I YDALYKSE-I1RHILSRHEQGAAHAADGYARA 62

Query: 158 SGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRS 217
+G+ G+CIATSGPGATNLV+G+A A +DS+PLV TGQV  +1G DAFQE 1 +T
Sbjct: 63 TGRVGVCIATSGPGATNLVTGIATAYMDSIPLVCFTGQVGTSLIGRDAFQEADITGITLP 122

Query: 218 ITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDI-QQQLAIPNWEQAMKLPGY 276
ITKHNYLV ED+ RI++EAF++A + RPGPV+VD+PKD+ ++++ E+A+ + GY
Sbjct: 123 ITKHNYLVEKTEDLARIVKEAFY IARTNRPGPVVVDLPKDVMEKEIDFEYPEEAINIRGY 182

Query: 277 MSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCL--NSSDELGRFVELTGIPVASTLMG 334
R+ K ++ V1 ++++PV+Y GGG + N+++EL E IPV +TLMG
Sbjct: 183 --RVVKGYNSNQVITAVDY 1QKARRPVIYAGGGV I SSNAAEELRELAEKRKIPVTTTLMG 240

Query: 335 LGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHI 394
+G + + LSL MLGMHGT YANYA+ DLL+A GVRFDDRVTGK++ FA  A+++HI
Sbjct: 241 MGGFLGNSYLSLGMLGMHGTRYANYAIGECDLLIAVGVRFDDRVTGKIDTFAPHARVIHI 300

Query: 395 DIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLS 454
DID+AEIGKN V +G VK L +N+ LE E + W ++ K+++PL
Sbjct: 301 DIDAAEIGKNVEVEVPIVGQVKEVLAAINQRLEAIESE---ELNEWHETIHRWKEEYPLR 357

Query: 455 FKTFGEA-IPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAM 513
+ E 1 PQ+ I+ + LT G+All T VGQ+QMWAAQ+Y+YK PR +LSSGGLG M
Sbjct: 358 YGDSSEGRIMPQHVIEEVYSLTQGEAI ICTEVGQNQMWAAQYYHYKHPRSFLSSGGLGTM 417

Query: 514 GFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMVMQ 573
G+G PAAIGA +A P+ VVDI GDGS MN+QEL T LP+ + +LNN LGMV Q
Sbjct: 418 GYGFPAAIGAKIACPELPVVDIAGDGS IQMNIQELGTAVQYRLPI1ICILNNHFLGMVRQ 477

Query: 574 WEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTMLDTPG 633
W+ FY 4T+ P+ + AAG R+ + + +REA++ L
Sbjct: 478 WQGLFYGGRYSYTDMSHQ-----—- PDFVK I AEAYGAIGRR IKEASQVREALEEALKVKD 530

Query: 634 -PYLLDVICPHQEHVLPMIPNGGTFNDVI 661
P +LD + V PM+P GG+ +++
Sbjct: 531 RPVVLDFWVEREADVYPMVPPGGSLMNML 559

>ref|YP_821479.1] acetolactate synthase, large subunit [Solibacter usitatus
E11in6076]

gb]ABJ81194.1] acetolactate synthase, large subunit [Solibacter usitatus
E11in6076]
Length = 577

Score = 515 bits (1327), Expect = e-144, Method: Compositional matrix adjust.
Identities = 269/577 (46%), Positives = 369/577 (63%), Gaps = 30/577 (5%)

Query: 98 KGADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARS 157
GA +L E L R+GV+ +F YPGG ++ + L IR+VL RHE+ FAAEGYARS
Sbjct: 6 SGARMLAECLAREGVDCMFGYPGGVTLPFYDVL-YDHQIRHVLVRHEENAAFAAEGYARS 64

Query: 158 SGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRS 217

+GK G+C ATSGPGATNL +GL DA++DS+P+VAITGQV ++1G+DAFQE +TR
Sbjct: 65 TGKVGVCCATSGPGATNLTTGLVDAMMDSIPIVAITGQVTSKLIGSDAFQEADTFGITRP 124
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Query: 218 ITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKLPGYM 277
TKHNYLV ~ ++++P+11 EAF++A +GRPGPVLVD+ KD+ Q + ++ LPGY
Sbjct: 125 CTKHNYLVKKLDELPQI IHEAFY1AATGRPGPVLVDITKDVLQGMGHYQPVTSIHLPGY- 183

Query: 278 SRMPKPPEDSHLEQIVR---LISESKKPVLYVGGGCL--NSSDELGRFVELTGIPVASTL 332
K +H QIR LI ES++P++Y GGG + N+SDEL FV+LT P +TL
Sbjct: 184 ----KVFTEGHTGQIRRALQLIQESERPLVYAGGGIVAANASDELREFVQLTDAPAVNTL 239

Query: 333 MGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIV 392
MGLG+ P D + M GMHG+ AN A+ ++DLL+A GVRFDDRVTG+L AFA AK++
Sbjct: 240 MGLGAMPSSDPNFISMPGMHGSYAANMAMSNADLL IALGVRFDDRVTGRLAAFAPHAKVI 299

Query: 393 HIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVL--=---—- ENRAEELKLDFGVWRNEL 444
H+DID AE+GK + P V + GDVK L +NK++ E R+ + W +++
Sbjct: 300 HVDIDPAEVGKIRNPEVP IVGDVKRVLAKLNKMMVETPAEPDEKRSAARR----AWWHQI 355

Query: 445 NVQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQW 504
K+ P T 1 PQ+ + +D L+ G+All++ VGQHQMWAAQ  + +PR W
Sbjct: 356 REWKAEHPYDTPTSTTEIKPQHLMAEIDRLSGGEAI I TSDVGQHQMWAAQLCRFNEPRLW 415

Query: 505 LSSGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLN 564
++SGGLG+MGFGLP+AIGA A PD +V 1 GDG F M + ELATI LP+K++++N
Sbjct: 416 INSGGLGSMGFGLPSAIGAQFARPDKLVFSICGDGGFQMAIPELATIASHALPIKIIVMN 475

Query: 565 NQHLGMVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREA 624
N +LGMV QW+ FY + E + FP+ AAG + K +L A
Sbjct: 476 NGYLGMVRQWQTLFYNDRLSSV------— ELDAFPDAEKLAGAYGFKGRT IDKPWELAAA 528

Query: 625 IQTMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661
++ + PGPYLL+V E V PM+P GG N+++
Sbjct: 529 LEEAVREPGPYLLNVKVTPFECVYPMVPAGGAINEMV 565

>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 = 515 bits (1327), Expect = e-144, Method: Compositional matrix adjust.
Identities = 271/565 (47%), Positives = 368/565 (65%), Gaps = 31/565 (5%)

Query: 108 ERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQGGVFAAEGYARSSGKPGICIAT 167
E +G+E +F YPGGA + + AL +S++++VL RHEQG  AA+GYARS+GK G+CIAT
Sbjct: 15 EEEGIEVIFGYPGGAVIGFYDAL-HNSTLKHVLVRHEQGAAHAADGYARSTGKVGVCIAT 73

Query: 168 SGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSITKHNYLVMD 227
SGPGATNL +G+A A +DS+P+VAITGQV 1G D+FQE +T  ITKHNYL+ +
Sbjct: 74 SGPGATNLTTGIATAYMDSIPIVAITGQVKTSAIGKDSFQEVDTRGITMPITKHNYLITN 133

Query: 228 VEDIPRIIEEAFFLATSGRPGPVLVDVPKDI---QQQLAIPNWEQAMKLPGYMSRMPKPP 284
+ RII+EAF++A +GR GPVLVD+P D+ + + ++P+  + L GY KP
Sbjct: 134 PHEALRIIKEAFYIAKTGRKGPVLVDIPSDVFLSKIEYSVPS---KVDLLGY-~--- KPN 185

Query: 285 EDSHLEQIVR---LISESKKPVLYVGGGCLNS--SDELGRFVELTGIPVASTLMGLGSYP 339
DH QIR Ll E+++P++ GGG + S S EL +F E PV +TLMG GS P
Sbjct: 186 YDPHPLQIKRAAQLIKEAERPIILAGGGVIASEASQELIKFAEKINAPVVTTLMGKGSIP 245

Query: 340 CDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSA 399
ELS +GMHG YANYA+ SDL++A GVRF DR TGK+E FA AKI+HIDID A
Sbjct: 246 ETHELSCGFIGMHGAAYANYAINDSDL I IAIGVRFSDRSTGKVETFAPNAKIIHIDIDPA 305

Query: 400 EIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFKTFG 459
EIGKN P+V + D K AL+ + +V+E + + W ++ K K+PL ++
Sbjct: 306 EIGKNVNPYVPIVADAKRALERLVEVVEPKINAM---—-—-- WWEK ITKEWKTKYPLRYRMSN 359

Query: 460 EAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGFGLPA 519

+ 1 PQY I+ + ELT G+Al+ T VGQ+QMWAAQ+Y K+PRQ+++SGGLG MGFG PA
Shjct: 360 DIIKPQYVIERIYELTKGEAIVVTEVGQNQMWAAQYYKVKRPRQF I TSGGLGTMGFGFPA 419
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Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:

520 AI1GASVANPDAIVVDIDGDGSFIMNVQELAT IRVENLPVKVLLLNNQHLGMVMQWEDRFY 579
AIGA + N D IV+Dl GDGS MN+QELAT E LPVK+ +LNN LGMV QW++ FY
420 AIGAQIGNRDKIVIDIAGDGSIQMNIQELATAASERLPVKIFILNNSCLGMVRQWQELFY 479

580 KANRAHTFLGDPAQEDEIFPNMLLFAAACGIPAARVTKKADLREAIQTMLD-TPGPYLLD 638
+ + TL ++ PN A G RV K +L EAl+ L+ P ++D
480 EKRYSCTLL------- DVAPNFEKLAEVYGAYGRRVEKIEELDEAIEWALNINDSPVIVD 532

639 VICPHQEHVLPMIPNGGTFNDVITE 663
+ +E+V PMIP GG+ + ++ +
533 1QVNREENVFPMIPAGGSIDKMLID 557

>ref|YP_001644574.1] acetolactate synthase 3 catalytic subunit [Bacillus

gb]ABY42946.1] acetolactate synthase,

Score

Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:

Sbjct:

weihenstephanensis KBAB4]

weihenstephanensis KBAB4]
Length = 571

BASF Reg. Doc. No. 2008/7019294

large subunit, biosynthetic type [Bacillus

= 515 bits (1326), Expect = e-144, Method: Compositional matrix adjust.
Identities = 268/567 (47%), Positives = 371/567 (65%), Gaps = 23/567 (4%)

99 GADILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQGGVFAAEGYARSS 158
GA +++ L++ GV TVF YPGGA + I+ AL S +++VL RHEQ + AAEGYAR+S
18 GAGHVIQCLKKLGVTTVFGYPGGAILPIYDALYESG-LKHVLTRHEQAAIHAAEGYARAS 76

159 GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
GK G+ ATSGPGATNLV+GLADA +DS+PLV ITGQV ~ +IG D FQE +V +T +
77 GKVGVVFATSGPGATNLVTGLADAYMDSIPLVVITGQVATPLIGKDGFQEADVVGITVPV 136

219 TKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQAMKLPGYMS 278
TKHNY V DV + R ++EAF++A SGRPGPVL+D+PKD+Q + + +++ GY
137 TKHNYQVRDVNHLSRTVQEAFY IAESGRPGPVLIDIPKDVQNANVTSFFNEEVEILGY-- 194

279 RMPKP-PEDSHLEQIVRLISESKKPVLYVGGGCLNS--SDELGRFVELTGIPVASTLMGL 335
P+P P+ L ++ + IS++K+P+LY+GGG ++S S+EL +F 1PV STLMGL
195 -KPEPFPDSLKLREVAKSISKAKRPLLY IGGGVIHSGGSEEL IKFARENRIPVVSTLMGL 253

336 GSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHID 395
G+YP D L L MLGMHGT AN AV DLLLA GVRFDDRVTGKLE F+ +K VHID
254 GAYPPGDPLFLGMLGMHGTYAANMAVTECDLLLALGVRFDDRVTGKLELFSPHSKKVHID 313

396 IDSAEIGKNKTPHVSVCGDVKLALQG-MNKVLENRAEELKLDFGVWRNELNVQKQKFPLS 454
ID+E KN T + GDVK AL ++ + + +E W ++ ++++PLS
314 1DPSEFHKNVTVEHP IVGDVKKALHMLLHMSTYTQTDE------- WLQKVKKWQEEYPLS 366

455 FKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMG 514
+K + PQ+ 1 ++ ELT+G+Al++T VGQHQMWAA FY +KPR +L+SGGLG MG
367 YKQKEFELKPQHVINLVSELTNGEAIVTTEVGQHQMWAAHFYKARKPRTFLTSGGLGTMG 426

515 FGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELAT IRVENLPVKVLLLNNQHLGMVMQW 574
FG PAAIGA +A + +V+ 1 GD SF MN+QEL TI N+PVKV ++NN+ LGMV QW
427 FGFPAAIGAQLAKEEELVICIAGDASFQMNIQELQTIAENNIPVKVFIINNKFLGMVRQW 486

575 EDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTMLDTPGP 634
++ FY+ + + +G P+ + A A G+ RT + ++ + GP
487 QEMFYENRLSESRIGS-------- PDFVKVAEAYGVKGLRATNSFEAKKVMLEAFSHEGP 538

635 YLLDVICPHQEHVLPMIPNGGTFNDVI 661
++D E+V PM+P N++1
539 VVVDFCVEEGENVFPMVPPNKGNNEMI 565

>ref|ZP_01104189.1] Acetolactate synthase [gamma proteobacterium KT 71]
gb|EAQ96312.1] Acetolactate synthase [Congregibacter litoralis KT71]

Score

Length = 619

= 515 bits (1326), Expect = e-144, Method: Compositional matrix adjust.
Identities = 286/592 (48%), Positives = 377/592 (63%), Gaps = 25/592 (4%)
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Query: 89 SRFAPDQPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGY 148
SR + +GA IL + L +GV+T+F YPGGA++EI L + IR + HEQG V
Sbjct: 24 SRGGEEVALRGAQILAKCLVAEGVDTLFGYPGGANLEIFDVLPQFG-IRCIRTEHEQGAV 82

Query: 149 FAAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQE 208
AA+GYAR +G+PG+C+ATSGPGATNLV+G+ADA DS PLVAITG VP ++G +AFQE
Sbjct: 83 HAAQGYARVTGRPGVCLATSGPGATNLVTGIADANSDSTPLVAITGNVPSHLLGKNAFQE 142

Query: 209 TPIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIP--- 265
IV VT +1TK NYLV V 1P ++ EAF LA  RPGPVL+D+PKDIQQQ
Sbjct: 143 VDIVAVTDAITKRNYLVKRVGAIPEVVREAFALAGGNRPGPVLIDIPKDIQQQYPKDPEG 202

Query: 266 NWEQAMKLPGYMSRMPKPP----EDSHLEQIVRLISESKKPVLY--VGGGCLNSSDELGR 319
N+ +A ++P  +  P+P E  LE+ +RL+ ES++PV+Y G G DL
Sbjct: 203 NY-KAPRIPAVID-TPEPAMTGMEQGQLEECMRLLRESERPV 1 YAGGGIGVAAGEDSLLA 260

Query: 320 FVELTGIPVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVT 379
F E IPV T+MG+G +P D LSL +LGMHG YAN A+ +DL+LA GVRFDDRVT
Sbjct: 261 FAEKAQIPVTWT IMGVGCFPPDHALSLDVLGMHGAKYANRAIYEADLVLALGVRFDDRVT 320

Query: 380 GKLEAFASRAKIVHIDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGY 439
G + FA +A+I+HIDID +E+ KNKT + + D+K AL M E ++
Sbjct: 321 GNVAEFAKQARIIHIDIDRSELNKNKTVTLP IRADLKPALLQMLGACE------ PVESRP 374

Query: 440 WRNELNVQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYK 499
W +N KQ +P  ++ E + PQ+ I+ L T G A++S GVGQHQMWA QFY K
Shjct: 375 WVETVNGWKQDYPYP-ESDSEGLKPQHV IRALCAATLGDAVVSLGVGQHQMWAMQFYRSK 433

Query: 500 KPRQWLSSGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVK 559
+PR +LSS G G MG+GLPAAIGA +A PD V+DIDGDGS M + EL+T + VK
Sbjct: 434 QPRSFLSSSGFGTMGYGLPAAIGAKIAAPDRQVIDIDGDGSLNMTIHELSTCHRYGIGVK 493

Query: 560 VLLLNNQHLGMVMQWEDRFYKANRAHTFLGDP----- AQEDEIFPNMLLFAAACGIPAAR 614
+++NNQ LGMV QW+D Y ++RA + L DP + + +1+P+ L A + AR
Sbjct: 494 TVVINNQWLGMVRQWQDMIYDSHRAGSDLSDPMAVKSSDDAD I YPDFLSIAKGYRVTAER 553

Query: 615 VTKKADLREAIQTMLDTP-GPYLLDVICPHQEHVLPMIPNGGTFNDVITEGD 665
V + DL Al+ ML P PYLLDVI +E+V PMIP GGT+ D+1 D
Sbjct: 554 VRRAEDLPAAIERMLADPEEPYLLDVIVEAEENVYPMIPAGGTYRDIIMSAD 605

>ref|ZP_02118763.1] acetolactate synthase, large subunit, biosynthetic type
[Methylobacterium nodulans ORS 2060]
gb]EDQ44363.1] acetolactate synthase, large subunit, biosynthetic type
[Methylobacterium nodulans ORS 2060]
Length = 592

Score = 514 bits (1325), Expect = e-144, Method: Compositional matrix adjust.
Identities = 266/572 (46%), Positives = 372/572 (65%), Gaps = 21/572 (3%)

Query: 99 GADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYARSS 158
GA++++ AL+ QGV+T+F YPGGA + I+ AL S+++VL RHEQG V AAEGYARSS
Shjct: 9 GAEMVIRALQDQGVDTLFGYPGGAVLP I'YDALFHQDSVKHVLVRHEQGAVHAAEGYARSS 68

Query: 159 GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
GK G + TSGPGATN+++GL DALLDS+PLV ITGQVP +IG+DAFQE V +TRS
Sbjct: 69 GKVGCVLVTSGPGATNVITGLTDALLDSIPLVCITGQVPTHLIGSDAFQECDTVGITRSC 128

Query: 219 TKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQAMKLPGYMS 278
TKHNYLV +ED+PRI+ EAF++A+ GRPGPV+VD+PKDI Q A + + ++ G+ +
Sbjct: 129 TKHNYLVKSIEDLPRILHEAFYVASHGRPGPVVVDLPKDI--QFASGLYRRPVE-NGHKT 185

Query: 279 RMPKPPED-SHLEQIVRLISESKKPVLYVGGGCLNSSDELGR----FVELTGIPVASTLM 333
P D++ VL++ +++PV Y GGG +NS E R V TG P+ STLM
Sbjct: 186 YRPTIHGDLAKIRAAVALMAGARRPVFYTGGGVINSGPEASRLLRELVRATGFPITSTLM 245

Query: 334 GLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVH 393

GLG+YP D L MLGMHGT AN A+ DL++ G RFDDR+TG+L+AF+ +K +H
Sbjct: 246 GLGAYPGSDPQFLGMLGMHGTYEANLAMHECDLMICIGARFDDRITGRLDAFSPFSKKIH 305
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Query: 394
Sbjct: 306
Query: 451
Sbjct: 364
Query: 510
Sbjct: 424
Query: 570
Shjct: 484
Query: 630

Shjct: 537

>ref|YP_001
gb]ACD9621
L

Score = 5
Identities

Query: 99

Sbjct: 5

Query: 159
Sbjct: 65

Query: 219
Sbjct: 125
Query: 279
Sbjct: 183
Query: 334
Sbjct: 240
Query: 394
Sbjct: 300
Query: 451
Sbjct: 360
Query: 511
Sbjct: 420
Query: 571
Sbjct: 480
Query: 631

Sbjct: 533

IDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGV---WRNELNVQKQK
+DID++ 1 KN + + GD L MK ERA +DG W +++N K +
VDIDASS INKNVKADI1GILGDCASVLADMLK--EWRAVTPEPDKGRLTEWLSKINGWKAR

FPLSFKTFGEAIPPQYAIKVLDELTDGK-ATISTGVGQHQMWAAQFYNYKKPRQWLSSGG
L + G 1 PQYA++ LE T + ++T VGQHQMWAAQ+Y +++P +W++SGG
ECLGYWPSGTTIKPQYAVQRLYEATKNRETYVTTEVGQHQMWAAQYYKFEEPNRWMTSGG

LGAMGFGLPAAIGASVANPDATVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLG
LG MG+GLPAAIG +A+P A+V+DI G+ S +MN+QE++T LPVK+ +LNN+++G
LGTMGYGLPAAIGTQLAHPGALV IDIAGEAS I LMNMQEMSTAVQYRLPVKIFILNNEYMG

MVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTML
MV QW++  + +  + ++ P+ + AAG R K DL AIQ ML
MVRQWQELLHGSRYSESYSAS-———--- LPDFVKLAEAYGAKG IRCEKPGDLDAAIQEML

DTPGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661
D GP + D1 E+ PMIP+G N+++
DYDGPVIFDCIVDKTENCFPMIPSGKAHNEML 568

952737.1] acetolactate synthase, large subunit, biosynthetic
lovleyi SZ]
7.1] acetolactate synthase, large subunit, biosynthetic type
lovleyi SZ]
ength = 566

450

363

509

423

569

483

629

536

type [Geobacter

[Geobacter

14 bits (1325), Expect = e-144, Method: Compositional matrix adjust.
= 259/571 (45%), Positives = 368/571 (64%), Gaps = 20/571 (3%)

GADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARSS
GA IL+E+L+R+GV+ VF YPGG + ++ L IR++LPRHEQGG AA+GYAR++
GARILLESLKREGVDLVFGYPGGTV INLYDELMNVRE IRHILPRHEQGGTHAADGYARAT

GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI
GK G+ IATSGPGATN ++G+A A +DS+P+V ITGQVP +1G DAFQE 1+ +TR 1
GKVGVAIATSGPGATNTITGIATAYMDSIPMV I ITGQVPTPLIGNDAFQEVDIIGITRPI

TKHNYLVMDVED I PRI IEEAFFLATSGRPGPVLVDVPKD 1 QQQLAIPNWEQAMKLPGYMS
TKH++L+  +DIP I+ +AF++A SGRPGPVL+D PKD+Q A W +++++ GY
TKHSFL IRHAKD IPT IVRKAFY 1ARSGRPGPVL I DFPKDVQ 1 SQAEFKWPES I E IRGY -~

RMPKPPEDSHLEQI ---VRL I SESKKPVLYVGGGCL --NSSDELGRFVELTG I PVASTLM
KP + H +Q+ V ++ +++PV+YVGGG + N+++EL PV +TLM
- --KPNLEGHQKQVEKAVDMLLVARRPVMYVGGGV I LANAAEELTELARTLQFPVTTTLM

GLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVH
GLG++P +D LSL MLGMHG AN A+ HSDL+LA G RFDDRVTGK+ FA AKI+H
GLGAFPENDPLSLKMLGMHGAYAANMAMTHSDL I LAVGARFDDRVTGKIATFAPHAKIT IH

IDIDSAE IGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFG---VWRNELNVQKQK
1D+D I KN ++GD K L M+ L+ + E++ W +++ K K
IDVDPTSIRKNVRVDLP IVGDTKDVLVKMIECLKGQTEKVSAQHSAMEAWHED I SGWKAK

FPLSFKTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHQMWAAQFYNYKKPRQWLSSGGL
P+++K 1 PQY I+ L EL++ AI++T VGQHQMW AQF+ + +PR L+SGGL
HP IAYKQSSSVIKPQYVIQKLRELSEDDA IMATDVGQHOQMWTAQFFEFNQPRTLLTSGGL

GAMGFGLPAAIGASVANPDAIVVDIDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGM
G MGFGLPAA+GA A P V+ + GDG MN+QELAT+ LPVK+++LNN LGM
GTMGFGLPAAMGAQAAYPKRQV ICVCGDGGVQMNMQELATLVQHRLPVKIVVLNNNFLGM

VMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTMLD
V QW++ F+ +TL P 1 AAG + K +++ + I+
VRQWQELFFDKRYSQTCLELPMDFARI -——---~ AEAYGAKGLKADKPSEVEQV IKEGFA

TPGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661
GP +++ +E VLPM+P G + N+++
HDGPV IMEFKIAREEKVLPMVPAGASLNEMV 563
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218

124
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182

333

239
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299

450

359

510

419

570

479

630

532
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>ref|NP_632694.1] acetolactate synthase 3 catalytic subunit [Methanosarcina mazei

Gol]
gb]AAM30366.1] Acetolactate synthase large subunit [Methanosarcina mazei Gol]
Length = 564

Score = 514 bits (1325), Expect = e-144, Method: Compositional matrix adjust.
Identities = 262/569 (46%), Positives = 380/569 (66%), Gaps = 27/569 (4%)

Query: 99 GADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYARSS 158
GA L++ LE++GV+T+F YPGG + + L S +R++L RHEQ AA+GYAR++
Sbjct: 11 GAKALIKCLEKEGVDTLFGYPGGQIIPFYNEL-YDSDLRHILVRHEQAAAHAADGYARAT 69

Query: 159 GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
GK G+C++TSGPGATNLV+G+A A +DSVP+VA+TGQVPR +1G DAFQE I +T |1
Sbjct: 70 GKTGVCVSTSGPGATNLVTGIATAYMDSVPIVALTGQVPRSLIGNDAFQEADITGITMPI 129

Query: 219 TKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKLPGYMS 278
TKHNYLV D ++I1PRI++EAF +A++GRPGPVL+D+PKD+Q ++ + ++L GY
Sbjct: 130 TKHNYLVQDPQEIPRIVKEAFHIASTGRPGPVLIDLPKDVQNIEIDLHYPERVELRGY-- 187

Query: 279 RMPKPPEDSHLEQIVRL---1SESKKPVLYVGGGCL--NSSDELGRFVELTGIPVASTLM 333
KP + +Q1 R I+ S +P++Y GGG + N+S EL F E PV +TLM
Sbjct: 188 ---KPTYKGNTQQIKRAAEEIANSCRPI1YAGGGVISSNASAELVEFAETIKAPVTTTLM 244

Query: 334 GLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVH 393
G+ S P+ L + MLGMHG YANYA++ SDL++A G RFDDRVTGKLE+FA A+++H
Sbjct: 245 GISSIPTEHPLYVGMLGMHGCKYANYAIQESDLIIAVGARFDDRVTGKLESFAPNARVIH 304

Query: 394 IDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLE-NRAEELKLDFGVWRNELNVQKQKFP 452
ID+D AEI KN H+ + GD K L+ + + ++ R+ E W ++N+ K+++P
Sbjct: 305 IDVDPAEISKNVKVHIPIVGDAKQVLKSLIRYVQCCRSAE-——-—-— WIEKVNLWKKEYP 357

Query: 453 LSFKTFGEAIPPQYAIKVLDELTDGKAIISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGA 512
L+++ + I PQ+ I+ + E+ Al T VGQHQMWAAQF+ Y KPR +L+SGGLG
Sbjct: 358 LNYRECRDTIMPQFVIEQISEVCR-DAIIVTEVGQHQMWAAQFFKYSKPRTFLTSGGLGT 416

Query: 513 MGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMVM 572
MG+G PAA+GA V PD V++1 GDGSF MN QELAT+ ++PV  ++LNN +LGMV
Sbjct: 417 MGYGFPAAMGAKVGRPDKTVINIAGDGSFQMNSQELATVVQNDIPVVSVILNNGYLGMVR 476

Query: 573 QWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTMLDTP 632
QW++ FY ++TF+ ++ AAG R + +++R Al+ +++
Sbjct: 477 QWQELFYDRRYSYTFIKGSV----—-- DFVKLAEAYGALGLRAERPSEVRPAIEEAVNSG 529

Query: 633 GPYLLDVICPHQEHVLPMIPNGGTFNDVI 661
P +++VI  + +V PM+P G N++1
Shjct: 530 RPTVVEVIVECEANVYPMVPAGAAINELT 558

>ref|ZP_02257502.1] acetolactate synthase 3 catalytic subunit [Bacillus cereus AH187]
ref]|ZP_03235733.1] acetolactate synthase, large subunit, biosynthetic type [Bacillus
cereus H3081.97]
gb]EDZ58229.1] acetolactate synthase, large subunit, biosynthetic type [Bacillus
cereus H3081.97]
Length = 571

Score = 513 bits (1322), Expect = e-143, Method: Compositional matrix adjust.
Identities = 266/566 (46%), Positives = 364/566 (64%), Gaps = 21/566 (3%)

Query: 99 GADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYARSS 158
GA +++ L+ GV TVF YPGGA + ++ AL S ++++L RHEQ + AAEGYAR+S
Sbjct: 18 GAGHVIQCLKNLGVTTVFGYPGGAILPVYDAL-YGSGLKHILTRHEQAAIHAAEGYARAS 76

Query: 159 GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218

GK G+ ATSGPGATNLV+GLADA +DS+PLV ITGQV ~ +IG D FQE +V +T +
Sbjct: 77 GKVGVVFATSGPGATNLVTGLADAYMDSIPLVVITGQVATPLIGKDGFQEADVVGITVPV 136
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Query: 219 TKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD1QQQLAIPNWEQAMKLPGYMS 278
TKHNY V DV + RI++EAF++A SGRPGPVL+D+PKD+Q + + + +PGY

Sbjct: 137 TKHNYQVRDVNHVSRIVQEAFY IAKSGRPGPVL IDIPKDVQNAKVTSFENEEVDIPGYKP 196

Query: 279 RMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNS--SDELGRFVELTGIPVASTLMGLG 336
+ P+ L ++ + IS++K+P+LY+GGG ++S SDEL +F IPV STLMGLG
Sbjct: 197 EL--VPDSMKLREVAKEISKAKRPLLY IGGGVIHSDGSDEL IKFARENRIPVVSTLMGLG 254

Query: 337 SYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDI 396
+YP D L L MLGMHGT AN AV DLLLA GVRFDDRVTGKLE F+ +K VHIDI
Sbjct: 255 AYPPGDSLFLGMLGMHGTYAANMAVTECDLLLALGVRFDDRVTGKLELFSPHSKKVHIDI 314

Query: 397 DSAEIGKNKTPHVSVCGDVKLALQGMNKV-LENRAEELKLDFGVWRNELNVQKQKFPLSF 455
D+E KN T V GDVK AL + + + + +E w o+ K ++PLS+
Sbjct: 315 DPSEFHKNVTVEYPVVGDVKKALHMLLHMPICTQTDE------- WITKTEEWKAEYPLSY 367

Query: 456 KTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGF 515
+ PQ+ I ++ ELT+G+AI++T VGQHQMWAA FY K PR +L+SGGLG MGF
Shjct: 368 IQKESELKPQHVISLVSELTNGEAIVTTEVGQHQMWAAHFYKAKNPRTFLTSGGLGTMGF 427

Query: 516 GLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMVMQWE 575
G PAA+GA +A + +V+ I GD SF MN+QEL TI N+PVKV ++NN+ LGMV QW+
Sbjct: 428 GFPAAVGAQLAKEEELVICIAGDASFQMNIQELQTIAENNIPVKVFIINNKFLGMVRQWQ 487

Query: 576 DRFYKANRAHTFLGDPAQEDEIFPNMLLFAAACGIPAARVTKKADLREAIQTMLDTPGPY 635
+ FY+ + + +G P+ + AAG+ R + ++ + GP
Sbjct: 488 EMFYENRLSESKIGS-------- PDFVKVAEAYGVKGLRAINSTEAKQVMLEAFAHEGPV 539

Query: 636 LLDVICPHQEHVLPMIPNGGTFNDVI 661
++D E+V PM+P N++1
Sbjct: 540 VVDFCVEEGENVFPMVPPNKGNNEMI 565

>gb|EDZ60585.1] acetolactate synthase, large subunit, biosynthetic type [Candidatus
Pelagibacter sp. HTCC7211]
Length = 588

Score = 513 bits (1322), Expect = e-143, Method: Compositional matrix adjust.
Identities = 258/572 (45%), Positives = 363/572 (63%), Gaps = 18/572 (3%)

Query: 99 GADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARSS 158
GA+1+ + LE Q VE +F YPGGA + I+ L  SSI+++L RHEQG  AAEGYARSS
Shjct: 7 GAE1VFKCLEDQKVEHIFGYPGGAVLP I'YDELKNHSSIKHILVRHEQGAGHAAEGYARSS 66

Query: 159 GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
GKPG+ + TSGPGATN+V+ L DA +DSVPLV I1+GQVP +I1GTDAFQE +TR
Sbjct: 67 GKPGVVLVTSGPGATNVVTALTDAYMDSVPLVCISGQVPTHLIGTDAFQECDTTGITRPC 126

Query: 219 TKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKLPGYMS 278
TKHN+LV D+ D+ ++ EAF +AT+GRPGPVL+D+PKDI Q A  +++
Sbjct: 127 TKHNWLVKDINDLSNVMHEAFKVATTGRPGPVLIDIPKDI--QFAKAKYKKPKIEKKLNG 184

Query: 279 RMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNS----SDELGRFVELTGIPVASTLMG 334
++ + +E++++L S++KKPV+Y GGG +NS S+ L LTG P+ STL G
Sbjct: 185 KIQNKFSQNDIEELIKLFSKAKKPV1YSGGGVINSGPKASEALRELASLTGFPITSTLQG 244

Query: 335 LGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHI 394
LG++P DD L MLGMHGT AN A+ DLL+ G RFDDR+TGK++ F+ ++K VHI
Sbjct: 245 LGAFPGDDNQFLGMLGMHGTYEANNAMHDCDLL INIGARFDDRITGKIDEFSPKSKKVHI 304

Query: 395 DIDSAEIGKNKTPHVSVCGDVKLALQGMNKVL----ENRAEELKLDFGVWRNELNVQKQK 450
DID + 1 K +++ GDV L +NK + + K+ W ++ ++K
Sbjct: 305 DIDPSSINKIIKVDLAIVGDVSSVLNRINKT IVKSKNGNGKSNKSN IAKWWEQ IEKWRKK 364

Query: 451 FPLSFKTFGEAIPPQYAIKVLDELTDGK-AIISTGVGQHQMWAAQFYNYKKPRQWLSSGG 509
L+F  E I PQYA++ L ELT K  ++T VGQHQMWAAQ Y + KP +W++SGG
Shjct: 365 DSLNFINSDETIKPQYAVQRLYELTKNKDTYVTTEVGQHQMWAAQHYKFNKPNRWMTSGG 424

Query: 510 LGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLG 569

LG MG+GLPAA+G +A+P+ +VVDI G+ S +M +QE++T NLP+K+ +LNNQ++G
Sbjct: 425 LGTMGYGLPAAVGVQIAHPEKLVVDIAGEASVLMTMQEMSTAIQYNLPIKIFILNNQYMG 484
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Query: 570 MVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTML 629
MV QW++ ++ N + ++ E P++ AAG + DL E 1Q M+
Sbjct: 485 MVRQWQELLHEKNYSESY------- SEALPDFMKMAEAYGCKG IKAVNPLDLDEKIQEMI 537

Query: 630 DTPGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661
D GP +D E+ PMIP+G N +1
Sbjct: 538 DYDGPVIFDCHVDPNENCFPMIPSGKPHNQMI 569

>ref|NP_618663.1] acetolactate synthase 3 catalytic subunit [Methanosarcina
acetivorans C2A]

gb]AAMO7143.1] acetolactate synthase, large subunit [Methanosarcina acetivorans

C2A]
Length = 564

Score = 512 bits (1319), Expect = e-143, Method: Compositional matrix adjust.

Identities = 266/571 (46%), Positives = 377/571 (66%), Gaps = 30/571 (5%)

Query: 99 GADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYARSS 158
GA L++ LE++GV+T+F YPGG + + L S +R++L RHEQ AA+GYAR++
Sbjct: 11 GAKALIKCLEKEGVDTLFGYPGGQIIPFYNEL-YDSDLRHILVRHEQAAAHAADGYARAT 69

Query: 159 GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
GK G+C++TSGPGATNLV+G+A A +DSVP+VA+TGQVPR +1G DAFQE 1 +T 1
Sbjct: 70 GKTGVCVSTSGPGATNLVTGIATAYMDSVPIVALTGQVPRPLIGNDAFQEADITGITLPI 129

Query: 219 TKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQAMKLPGYMS 278
TKHNYLV D E+IPRI++EAF +A++GRPGPVL+D+PKD+Q + ++L GY
Sbjct: 130 TKHNYLVQDAEEIPRIVKEAFHIASTGRPGPVLIDLPKDVQNIEIDLQYPDKVELRGY-- 187

Query: 279 RMPKPPEDSHLEQIVRL---1SESKKPVLYVGGGCL--NSSDELGRFVELTGIPVASTLM 333
KP + +QI R I+ S +P++Y GGG + N+S EL E PV +TLM
Sbjct: 188 ---KPTYKGNTQQIKRAAEEIANSCRP I I YAGGGV ISSNASAELVELAETLMAPVTTTLM 244

Query: 334 GLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVH 393
G+ + P+ L + MLGMHG YANYAV+ SDL++A G RFDDRVTGKLE+FA A+++H
Sbjct: 245 GISAIPTEHPLYVGMLGMHGCKYANYAVQESDL 1 1AVGARFDDRVTGKLESFAPNARVIH 304

Query: 394 IDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLE--NRAEELKLDFGVWRNELNVQKQKF 451
ID+D AEI KN HV + GD K L+ + K ++ N AE W ++N  K+++
Sbjct: 305 IDVDPAEISKNVKVHVPIVGDAKQILKSLIKYIQRCNSAE-——————— WIEKINQWKKEY 356

Query: 452 PLSFKTF-GEAIPPQYAIKVLDELTDGKAIISTGVGQHQMWAAQFYNYKKPRQWLSSGGL 510
PL+++ + I PQ+ ++ + E+ Al T VGQHQMWAAQ++ Y+KPR +L+SGGL
Sbjct: 357 PLAYRYVSSDTIMPQFVVEQISEVCK-DAIIVTEVGQHQMWAAQYFKYRKPRTFLTSGGL 415

Query: 511 GAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGM 570
G MG+GLPAA+GA V. PD V++1 GDGSF MN QELAT+ ++PV  ++LNN +LGM
Sbjct: 416 GTMGYGLPAAMGAKVGKPDKTVINIAGDGSFQMNSQELATLVQNDIPVVSVILNNGYLGM 475

Query: 571 VMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACGIPAARVTKKADLREAIQTMLD 630
V QW++ FY  +HTF+ ++ AAG R K ++R Al+ +
Sbjct: 476 VRQWQELFYDRRYSHTFIKGSV------- DFVKLAEAYGALGLRAEKPSEVRPAIEEAVG 528

Query: 631 TPGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661
+ P +++VI 4 4V PM+P G N++1
Shjct: 529 SGRPAVVEVIVECEANVYPMVPAGAAINEIT 559

>ref]ZP_03039219.1] acetolactate synthase, large subunit, biosynthetic type
[Geobacillus sp. Y412MC10]
gb]EDV77345.1] acetolactate synthase, large subunit, biosynthetic type
[Geobacillus sp. Y412MC10]
Length = 576

Score = 511 bits (1317), Expect = e-143, Method: Compositional matrix adjust.

Identities = 266/567 (46%), Positives = 365/567 (64%), Gaps = 20/567 (3%)
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Query: 99 GADILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQGGVFAAEGYARSS 158
G+++L+ L ++GVE VF YPGG + I+ A+ +++L RHEQG + AA+GYARS+

Sbjct: 21 GSEVLLRGLLQEGVECVFGYPGGNVLY I'YDAMVHQPDFKHILTRHEQGAIHAADGYARST 80

Query: 159 GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
GK G+CIATSGPGATNLV+G+A A +DSVPLV ITG V  ++GTDAFQE I+ +T 1
Sbjct: 81 GKVGVCIATSGPGATNLVTGIATAYMDSVPLVVITGNVSTNVMGTDAFQEADIISITMPI 140

Query: 219 TKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKLPGYM- 277
TKH+Y+V DV D+PRIl EAF++A +GR GPVL+D+PKD+ Q ++L GY
Sbjct: 141 TKHSYMVRDVHDLPRIIHEAFYIANTGRKGPVLIDIPKDVTNQRMAYRPADTVRLRGYHG 200

Query: 278 SRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCL--NSSDELGRFVELTGIPVASTLMGL 335
+ PPE ++ +++ I+E++KPV+ GGG + NSS EL +FV T IPVA+TL+GL
Sbjct: 201 APEPNPAE---MDALLQAIAEARKPVIIAGGGVVYANSSQELIKFVHTTRIPVATTLLGL 257

Query: 336 GSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK-1VHI 394
G +P DDE+ L MLG HG AN AV+++DL+++ G RFDDRVT KL+ FA +AK 1 HI
Sbjct: 258 GGFPSDDEMWLGMLGHHGVYAANMAVQNADL I1SIGSRFDDRVTMKLDGFAPQAKRIAHI 317

Query: 395 DIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLS 454
DID AEIGKN ++ GD+K L N +A+  + GW +L K + PL
Sbjct: 318 DIDPAEIGKNVKTDLACIGDIKNVLAYAN----TKAQAAQT--GTWLEQLQEYKVQHPLR 371

Query: 455 FKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMG 514
+ I PQY ++++ E T G+AII+T VGQHQMW AQFY +K PR ++SGGLG MG
Shjct: 372 YTDSDTVIKPQYVLEMISETTQGEAI I TTDVGQHQMWTAQFYRFKHPRSLITSGGLGTMG 431

Query: 515 FGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMVMQW 574
FG PAAIGA V NPD +VV 1+GDG M QE+A + +PVK+++LNNQ LGMV Q
Sbjct: 432 FGFPAAIGAKVGNPDRLVVSINGDGGMQMCAQEMAICAITHQIPVKIVVLNNQVLGMVKQQ 491

Query: 575 EDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTMLDTPGP 634
++ Y+ + L P+ + A AGI RTK+ + L TGP
Sbjct: 492 QELMYERRYSQIDLSGS------- PDFVKLAEAYGIKGLRATNKDEASKVWLEALQTTGP 544

Query: 635 YLLDVICPHQEHVLPMIPNGGTFNDVI 661
L++ + P E+V PM+ G+ +I
Shjct: 545 VLVEFVIPTNENVYPMVLAGTPLDQMI 571

>ref]YP_001642303.1] acetolactate synthase, large subunit, biosynthetic type
[Methylobacterium extorquens PAl]
gb]ABY33232.1] acetolactate synthase, large subunit, biosynthetic type
[Methylobacterium extorquens PA1]
Length = 591

Score = 511 bits (1317), Expect = e-143, Method: Compositional matrix adjust.
Identities = 259/572 (45%), Positives = 374/572 (65%), Gaps = 21/572 (3%)

Query: 99 GADILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQGGVFAAEGYARSS 158
GA +++ A + QGV+T+F YPGGA + I+ AL + 1++VL RHEQG V AAEGYARSS
Sbjct: 8 GAQMVIRAFQDQGVDTLFGYPGGAVLP1YDALFNETKIQHVLVRHEQGAVHAAEGYARSS 67

Query: 159 GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
GK G+ + TSGPGATN+V+GL DA+LDS+PLVA+TGQVP +IG+DAFQE V +TR
Sbjct: 68 GKVGVVLVTSGPGATNIVTGLTDAMLDSIPLVAVTGQVPTHLIGSDAFQECDTVGITRHC 127

Query: 219 TKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKLPGYMS 278
TKHNYLV  +ED+PRI+ EAF++A+ GRPGPV++D+PKDI Q A + + + G+ +
Sbjct: 128 TKHNYLVKSIEDLPRILHEAFYVASHGRPGPVVIDLPKDI--QFASGVYSRPAQ-DGHKT 184

Query: 279 RMPKPPEDS-HLEQIVRLISESKKPVLYVGGGCLNSSDELGR----FVELTGIPVASTLM 333
P DS + V L++ +++PV Y GGG +NS E R V TG PV STLM
Sbjct: 185 YNPPVKGDSDKIRAAVELMASARRPVFYTGGGVINSGPEASRLLRELVAETGFPVTSTLM 244

Query: 334 GLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVH 393

GLG++P D+ L MLGMHGT AN A+ D+++ G RFDDR+TG+L+AFA +K +H
Sbjct: 245 GLGAFPASDDKFLGMLGMHGTYEANLAMHDCDVMINIGARFDDRITGRLDAFAPFSKKIH 304
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Query: 394 IDIDSAEIGKNKTPHVSVCGDVKLALQGM---NKVLENRAEELKLDFGVWRNELNVQKQK 450
+D+D++ 1 K V + GD L+ M + L + ++ +++ W N+++ K +

Sbjct: 305 VDVDASSINKVVKVDVGILGDCAAVLEEMLAQWRALPKQPDKDRME--DWFNKISRWKSR 362

Query: 451 FPLSFKTFGEAIPPQYAIKVLDE-LTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGG 509
L++ G I PQYA++ L E D K ++T VGQHQMWAAQ++ + +P +W++SGG
Shjct: 363 DCLAYWPSGTI IKPQYAVQRLYEACKDRKTFVTTEVGQHQMWAAQYFKFDEPNRWMTSGG 422

Query: 510 LGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLG 569
LG MG+GLPAAIG +ANPD +V+DI G+ S +MN+QE++T LPVK+ +LNN+++G
Sbjct: 423 LGTMGYGLPAAIGTQLANPDGLVIDIAGEASILMNMQEMSTAVQYRLPVKIFILNNEYMG 482

Query: 570 MVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTML 629
MV QW++  + +  + ++ E P++ AAG R K +L AIQ ML
Sbjct: 483 MVRQWQELLHGSRYSQSY------- SESLPDFVKLAEAYGAKG IRCEKPGELDAAIQEML 535

Query: 630 DTPGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661
D GP + D I  +E+ PMIP+G  N+++
Sbjct: 536 DYDGPVIFDCIVDKKENCFPMIPSGKAHNEML 567

>ref]YP_001404604.1] acetolactate synthase, large subunit, biosynthetic type [Candidatus
Methanoregula boonei 6A8]

gb]ABS55961.1] acetolactate synthase, large subunit, biosynthetic type [Candidatus
Methanoregula boonei 6A8]
Length = 559

Score = 511 bits (1317), Expect = e-143, Method: Compositional matrix adjust.
Identities = 266/572 (46%), Positives = 371/572 (64%), Gaps = 27/572 (4%)

Query: 97 RKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYAR 156
+ GA +LVE+L+R+GV+T+F YPGG+ + I+ L S +R++L RHEQ AA+GYAR
Shjct: 2 KTGAKLLVESLQREGVDTLFGYPGGSVLPI'YDEL-YDSPLRHILVRHEQAAAHAADGYAR 60

Query: 157 SSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTR 216
+SG+ G+C+ATSGPGA NLV+G+A A +DSVP+VAITGQVP M+G DAFQE+ I +T
Sbjct: 61 ASGRVGVCLATSGPGACNLVTGIATAYMDSVPVVAITGQVPTTMLGNDAFQESDIQGITM 120

Query: 217 SITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD 1Q-QQLAIPNWEQAMKLPG 275
ITKHNYLV + DIPR+++EAF++A +GR GPVL+D+PKD+ + + P ++ LG
Sbjct: 121 PITKHNYLVKETSDIPRVVQEAFY IAGTGRQGPVL IDLPKDVNTRSVKEPIVPEKVVLRG 180

Query: 276 YMSRMPKPPEDSHLEQI---VRLISESKKPVLYVGGGCL--NSSDELGRFVELTGIPVAS 330
Y P H QI + LI+ ++4P++Y GGG + N+S EL F GIPV +
Sbjct: 181 Y----—- NPTYKGHKRQIDKAITELITTAERPLIYAGGGV ISSNASPELVAFASTHGIPVTT 235

Query: 331 TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK 390
TLMG+G PCD L++ MLGMHGT YAN+AV DLL+A G RFDDRVTGK++ FA AK
Sbjct: 236 TLMGIGCIPCDHPLNMGMLGMHGTEYANFAVTECDLLIAIGARFDDRVTGKIDTFAPNAK 295

Query: 391 IVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENR-AEELKLDFGVWRNELNVQKQ 449
++HIDID AEIGKNK V + GD K L + L +AE W+ + KQ
Sbjct: 296 VIHIDIDPAEIGKNKRVDVPIVGDTKAVLTDIIAGLAKKNASE-----— AWQKR IKHWKQ 349

Query: 450 KFPLSFKTFGEAIPPQYAIKVLDELTDGKAIISTGVGQHQMWAAQFYNYKKPRQWLSSGG 509
PL + + PQ+ ++ ++EL G A+l + VGQ+QMW AQ++ ++ PR W++SGG
Sbjct: 350 NHPLRYGKDNGCLHPQFILQQMNELLKGDAV IVSEVGQNQMWTAQYFCFRHPRTWITSGG 409

Query: 510 LGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLG 569
LG MG+G PAAIGA A PD V D+ GDGS MN+QE+ T+ N+PVK+ +LNN +LG
Sbjct: 410 LGTMGYGFPAAIGAHFARPDVPVFDVAGDGS IQMNIQEMGTVAQYNIPVKIAILNNMYLG 469

Query: 570 MVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTML 629
MV QW++ FY A+T L P E + A Gl +V ++ A++ +
Sbjct: 470 MVRQWQELFYDRRYAYTEL--PPVE------ FVRIGQAYGIEGIKVESCDEVMPALKAAV 521

Query: 630 DTPGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661

D GP++LD +E+V PM+P G N++1
Sbjct: 522 DHDGPFVLDFRIEREENVFPMVPAGAAINEMI 553
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>ref|ZP_01311443.1] acetolactate synthase, large subunit, biosynthetic type
[Desulfuromonas acetoxidans DSM 684]
gb]EAT16695.1] acetolactate synthase, large subunit, biosynthetic type
[Desulfuromonas acetoxidans DSM 684]
Length = 565

Score = 511 bits (1316), Expect = e-143, Method: Compositional matrix adjust.
Identities = 264/570 (46%), Positives = 375/570 (65%), Gaps = 15/570 (2%)

Query: 97 RKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYAR 156
+ G+ IL+E L +GV+TVF YPGG + I+ L S I+++L RHEQ V AA+ YAR
Sbjct: 3 KTGSQILLECLRLEGVDTVFGYPGGTVINIYDDLM-DSPIKHILNRHEQAAVHAADAYAR 61

Query: 157 SSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTR 216
+G G+ IATSGPGATN ++G+A A +DS+P+V 1+GQVP +1G DAFQE ++ +TR
Sbjct: 62 VTGNVGVAIATSGPGATNTITGIATAYMDSIPMVIISGQVPTPLIGNDAFQEADMIGITR 121

Query: 217 SITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKLPGY 276
ITKHNYLV DV+D+ RI+++AF++A +GRPGPVL+D+PKD+Q ++ ++++L GY
Sbjct: 122 PITKHNYLVRDVKDLARIVKQAFY IARTGRPGPVLIDLPKDVQVDSTTFSYPESVELRGY 181

Query: 277 MSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNS--SDELGRFVELTGIPVASTLMG 334
+ P LE+ ++1 ++KPV+YVGGG S S++L +F E PV +TLMG
Sbjct: 182 KPTVNANPR--QLEKATKMILAARKPVI1YVGGGATLSDVSEDLLKFAETIQAPVTTTLMG 239

Query: 335 LGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHI 394
+ S+P LS+ MLGMHGT YAN AV +SDLL+A G RFDDRVTGK+ FA AKI+H+
Sbjct: 240 MASFPKTHPLSVGMLGMHGTFYANMAVTNSDLL IALGARFDDRVTGKIATFAPHAKIIHV 299

Query: 395 DIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDF---GVWRNELNVQKQKF 451
D+D I KN +V G+ L + + ++ +ELK WR +++ K++
Sbjct: 300 DVDPTSIKKNVRVDLPVVGMLDDVLPRLTEKVQRDQDELKET IEATDAWRAQVDEWKEQH 359

Query: 452 PLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLG 511
P+S+K I PQY I+ L ELTD AII+T VGQHQMW AQF+++ +PR +++SGGLG
Shjct: 360 PMSYKQTKSTIKPQYVIEKLRELTDDDAI I TTEVGQHQMWTAQFFDFSQPRTFVTSGGLG 419

Query: 512 AMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMY 571
MGFGLPAA+GA A P+ V4Dl GDGSF MN QELAT+ LPVK+++LNN  LGMV
Sbjct: 420 TMGFGLPAALGAQAAFPERQVIDISGDGSFQMNSQELATLVQYRLPVKIVILNNNFLGMV 479

Query: 572 MQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACG I PAARVTKKADLREAIQTMLDT 631
QW+ F+  + T+ P ++ AAG RTK +++ I+ L+T
Sbjct: 480 RQWQQLFFDKRYSQTCMELPI-—-—-—- DF IKLAEAYGATGLRATKVEEVGDV IKKALET 532

Query: 632 PGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661
PGP +++ +E+VLPM+P G N+++
Sbjct: 533 PGPVIMEFKVSREENVLPMVPAGAGLNEMV 562

>ref|ZP_02059000.1] acetolactate synthase, large subunit, biosynthetic type
[Methylobacterium chloromethanicum CM4]
gb]EDO20756.1] acetolactate synthase, large subunit, biosynthetic type
[Methylobacterium chloromethanicum CM4]
Length = 591

Score = 510 bits (1314), Expect = e-142, Method: Compositional matrix adjust.
Identities = 259/572 (45%), Positives = 374/572 (65%), Gaps = 21/572 (3%)

Query: 99 GADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYARSS 158
GA +++ A + QGV+T+F YPGGA + I+ AL + 1++VL RHEQG V AAEGYARSS
Sbjct: 8 GAQMVIRAFQDQGVDTLFGYPGGAVLP1YDALFNETKIQHVLVRHEQGAVHAAEGYARSS 67

Query: 159 GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
GK G+ + TSGPGATN+V+GL DA+LDS+PLVA+TGQVP +IG+DAFQE V +TR
Sbjct: 68 GKVGVVLVTSGPGATNIVTGLTDAMLDSIPLVAVTGQVPTHLIGSDAFQECDTVGITRHC 127

Query: 219 TKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKLPGYMS 278

TKHNYLV  +ED+PRI+ EAF++A+ GRPGPV++D+PKDI Q A+ + + G+ +
Sbjct: 128 TKHNYLVKSIEDLPRILHEAFYVASHGRPGPVVIDLPKDI--QFASGVYSRPAQ-DGHKT 184
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Query: 279 RMPKPPEDS-HLEQIVRLISESKKPVLYVGGGCLNSSDELGR----FVELTGIPVASTLM 333
P DS + V L++ +++PV Y GGG +NS E R V TG PV STLM
Sbjct: 185 YNPPVKGDSDKIRAAVELMAGARRPVFYTGGGVINSGPEASRLLRELVAETGFPVTSTLM 244

Query: 334 GLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVH 393
GLG++P D+ L MLGMHGT AN A+  D+++ G RFDDR+TG+L+AFA +K +H
Sbjct: 245 GLGAFPASDDKFLGMLGMHGTYEANLAMHDCDVMINIGARFDDRITGRLDAFAPFSKKIH 304

Query: 394 IDIDSAEIGKNKTPHVSVCGDVKLALQGM---NKVLENRAEELKLDFGVWRNELNVQKQK 450
+D+D++ 1 K V + GD L+ M + L + ++ +++ W N+++ K +
Sbjct: 305 VDVDASSINKVVKVDVGILGDCAAVLEEMLAQWRALPKQPDKDRME--DWFNKISRWKSR 362

Query: 451 FPLSFKTFGEAIPPQYAIKVLDE-LTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGG 509
L++ G I PQYA++ L E D K ++T VGQHQMWAAQ++ + +P +W++SGG
Shjct: 363 DCLAYWPSGTI IKPQYAVQRLYEACKDRKTFVTTEVGQHQMWAAQYFKFDEPNRWMTSGG 422

Query: 510 LGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLG 569
LG MG+GLPAAIG +ANPD +V+DI G+ S +MN+QE++T LPVK+ +LNN+++G
Sbjct: 423 LGTMGYGLPAAIGTQLANPDGLVIDIAGEASILMNMQEMSTAVQYRLPVKIFILNNEYMG 482

Query: 570 MVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTML 629
MV QW++  + +  + ++ E P++ AAG R K +L AIQ ML
Sbjct: 483 MVRQWQELLHGSRYSQSY------- SESLPDFVKLAEAYGAKGIRCEKPGELDAAIQEML 535

Query: 630 DTPGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661
D GP + D 1 +E+ PMIP+G  N+++
Sbjct: 536 DYDGPVIFDCIVDKKENCFPMIPSGKAHNEML 567

>ref|YP_706419.1] acetolactate synthase 1 catalytic subunit [Rhodococcus sp. RHA1]
gb]ABG98261.1] acetolactate synthase large subunit [Rhodococcus sp. RHA1]
Length = 647

Score = 510 bits (1314), Expect = e-142, Method: Compositional matrix adjust.
Identities = 283/584 (48%), Positives = 371/584 (63%), Gaps = 15/584 (2%)

Query: 90 RFAPDQPRKGADILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQGGVF 149
+ AP++ GA +V ALE V+TVF PGGA + ++ L S +R+VL RHEQG
Sbjct: 34 QLAPER-VSGAQSVVRALEELEVDTVFGIPGGAVLPVYDPLFDSKKVRHVLVRHEQGAGH 92

Query: 150 AAEGYARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQET 209
AA GYA+++GK G+C+ATSGPGATNLV+ LADA +DSVP+VAITGQV R +IGTDAFQE
Sbjct: 93 AATGYAQATGKVGVCMATSGPGATNLVTPLADAQMDSVPVVAITGQVGRSLIGTDAFQEA 152

Query: 210 PIVEVTRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQ 269
I +T ITKHN+L+ D DIPRIl EAF+LA+SGRPG VLVD+PKD+ Q +W
Sbjct: 153 DISGITMPITKHNFLITDGVDIPRIIAEAFYLASSGRPGAVLVDIPKDVLQAQTTFSWPP 212

Query: 270 AMKLPGYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLN--SSDELGRFVELTGIP 327
M+LPGY R P + + RLI+++K PVLYVGGG + SS EL ELTGIP
Sbjct: 213 EMRLPGY--RPVTKPHGKQVREAARL IADAKHPVLYVGGGV IKSESSPELLELAELTGIP 270

Query: 328 VASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFAS 387
V +TLM G++P L+ M GMHGTV A A++ SDLL+ G RFDDRVTG+L++FA
Sbjct: 271 VVTTLMARGAFPDSHTLNCGMPGMHGTVAAVAALQRSDLL ITLGARFDDRVTGQLDSFAP 330

Query: 388 RAKIVHIDIDSAEIGKNKTPHVSVCGDVK-LALQGMNKVLENRAEELKLDFGVWRNELNV 446
AK++H DID AEIGKN+ V + GD K + ++ + + + A LD W L+
Sbjct: 331 DAKVIHADIDPAEIGKNRYADVPIVGDCKEVIVELIEAIKADLATGTTLDLTEWWAYLDG 390

Query: 447 QKQKFPLSFKTFGE-AIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWL 505
++ +PLS+ + A+ P+Y I+ + +L Al GVGQHOMWAAQF NY+KPR WL
Sbjct: 391 IRRTYPLSYDRPSDGALSPEYVIQAVGKLAGPDAIYCAGVGQHQMWAAQFVNYEKPRTWL 450

Query: 506 SSGGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNN 565

+SGGLG MG+ +PAA+GA + PD V IDGDG F M QELAT +E +P+KV L+NN
Sbjct: 451 NSGGLGTMGYAVPAAMGAKMGMPDTEVWAIDGDGCFQMTNQELATCALEGIPIKVALINN 510
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Query: 566 QHLGMVMQWEDRFYKANRAHTFLGDPAQEDEIFPNMLLFAAACGIPAARVTKKADLREAI 625
+LGMV QW+ FY ++T LG P+ + AAG RV ++ D+ Al

Sbjct: 511 GNLGMVRQWQTLFYDERYSNTNLGTHGAIR--1PDFVKLAEALGCHGIRVEREEDVEAAI 568

Query: 626 ---QTMLDTPGPYLLDVICPHQEHVLPMIPNGGTENDVITEGDG 666
Q+D P ++D I V PM+ GT ND I G
Shjct: 569 REAQAINDK--PVVIDFIVGADAQVWPMY-AAGTSNDE IMAARG 609

>gb]AAL99356.1] acetohydroxy acid synthase large subunit; acetolactate synthase
large subunit [Geobacillus stearothermophilus]
Length = 572

Score = 510 bits (1313), Expect = e-142, Method: Compositional matrix adjust.
Identities = 262/566 (46%), Positives = 369/566 (65%), Gaps = 19/566 (3%)

Query: 99 GADILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQGGVFAAEGYARSS 158
G+ +L+EAL+ + VE +F YPGGA + ++ L ++ + +VL RHEQG + AAEGYAR S
Sbjct: 16 GSMMLIEALKAEQVEVIFGYPGGAVLPLYDELYKAG-VFHVLTRHEQGAIHAAEGYARIS 74

Query: 159 GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
GKPG  IATSGPGATN+V+GL DA++DS+PLV  TGQV +1G+DAFQE +V +T 1
Sbjct: 75 GKPGFVIATSGPGATNIVTGLTDAMMDSLPLVVFTGQVATSVIGSDAFQEADVVGITMPI 134

Query: 219 TKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQAMKLPGYMS 278
TKHNY V D+ ++P+I11+EAF +AT+GRPGPVL+D+PKDI ++++ + LPGY
Sbjct: 135 TKHNYQVRDISELPKIIKEAFHIATTGRPGPVLIDIPKDITTAEGEFDYDEEVCLPGYQP 194

Query: 279 RMPKPPEDSHLEQIVRLISESKKPVLYVGGGCL--NSSDELGRFVELTGIPVASTLMGLG 336
P + ++V  +S+SK+PV+ G G L ++++EL ++ E 1PV TL+GLG
Sbjct: 195 T--TQPNHWQIRRLVEAVSQSKRPVILAGAGVLHADAANELRQYAEQQNIPVVHTLLGLG 252

Query: 337 SYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDI 396
+P D L L M GMHGT AN A+ DLL+ G RF DRVTG L+ FA +A + HIDI
Sbjct: 253 GFPADHPLFLGMAGMHGTYTANMALYECDLLINIGARFADRVTGNLKYFAPKATVAHIDI 312

Query: 397 DSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELK-LDFGVWRNELNVQKQKFPLSF 455
D AEIGKN + + D K ALQ E A++ K D W +LN K++FPL +
Sbjct: 313 DPAEIGKNVPTKIPIVSDAKAALQ---—-- ELTAQQGKPADNAAWLEQLNEWKRRFPLHY 366

Query: 456 KTFGEAIPPQYAIKVLDELTDGKAIISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGF 515
+ I PQ [I+++ ELT+G+Al++T VGQHQMWAAQ+Y + +P +W++SGGLG MGF
Sbjct: 367 EPEAGTIKPQKLIEMIYELTNGEAIVTTDVGQHQMWAAQYYKFNRPNRWVTSGGLGTMGF 426

Query: 516 GLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMVMQWE 575
GLPAAIGA +A+ A VW 1 GDG F M +QEL+ IR LP+K++++NNQ LGMV QW+
Sbjct: 427 GLPAAIGAQLADRSATVVSIVGDGGFQMTLQELSVIRELGLPIKIVIVNNQALGMVRQWQ 486

Query: 576 DRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTMLDTPGPY 635
+ FY+  +H+ + + P+ + A GIP R +A+ E ++ GP
Sbjct: 487 ELFYEKRYSHSLIPN-----—- HPDFVKLAEPYG I PGLRAKTEAESAEVLKQAFAMDGPV 539

Query: 636 LLDVICPHQEHVLPMIPNGGTFNDVI 661
LLD E+V PM+ G ++++
Sbjct: 540 LLDFHVRADENVYPMVSPGKGLHEMV 565

>ref]YP_001211077.1] thiamine pyrophosphate-requiring enzymes [Pelotomaculum
thermopropionicum SI]

dbj |BAF58708.1] thiamine pyrophosphate-requiring enzymes [Pelotomaculum
thermopropionicum Si]
Length = 555

Score = 510 bits (1313), Expect = e-142, Method: Compositional matrix adjust.
Identities = 270/567 (47%), Positives = 374/567 (65%), Gaps = 24/567 (4%)

Query: 99 GADILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQGGVFAAEGYARSS 158

GA +L+++LE  V+T+F YPGG ++ I+ AL S +R++L RHEQG  AA+GYAR++
Sbjct: 8 GAQVLIKSLEAANVDTIFGYPGGQALP I'YDALY-DSEVRHILTRHEQGAAHAADGYARAT 66
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Query: 159 GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
GKPG+C+ATSGPGATNLV+G+A+A +DSVPLVAITGQVPRR++G D+FQE 1V +T 1
Sbjct: 67 GKPGVCLATSGPGATNLVTGIANAYMDSVPLVAITGQVPRRLLGRDSFQEADIVGITMPI 126

Query: 219 TKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQ--AMKLPGY 276
TKH+Y V D ++ R+++EAF +AT+GRPGPVL+DVP DI LA +E+ + LPGY
Sbjct: 127 TKHSYHVEDPSELARVVKEAFHIATTGRPGPVLIDVPSDI--SLAKVEYEEPGELFLPGY 184

Query: 277 MSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLNSSDELGRFVELTGI--PVASTLMG 334
+ P + R I+ES++P++Y GGG + S + PV +TLMG
Sbjct: 185 RPVLDGDP--VQVAAAARAIAESERPLI'YAGGGVVTSGAHEELLRLAELLMAPVCTTLMG 242

Query: 335 LGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHI 394
L +P + LSL MLGMHGT YAN+AV  DLL+A G RFDDRVTGKLE FA A+I+HI
Sbjct: 243 LSGFPGNHPLSLGMLGMHGTKYANFAVCECDLLIAVGARFDDRVTGKLETFAPEARIIHI 302

Query: 395 DIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLS 454
DID AEIGKN + 4+ GDVK L + ++L E WR ++ K+++PL+
Sbjct: 303 DIDPAEIGKNVRVDIPIVGDVKRVLSQLLEILRPGLRE-----— AWREKIEAWKKEYPLT 356

Query: 455 FKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMG 514
+ G + PQ I+ + LT+GKA I+T VGQHQMW AQ+Y + +PR +++SGGLG MG
Shjct: 357 YCEQGR-LKPQAIIREIYRLTEGKARITTEVGQHQMWTAQYYTFTRPRSFITSGGLGTMG 415

Query: 515 FGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMVMQW 574
FG+PAAIG V PD V DI GDGS MN+QEL T LP+ V ++NN LGMV QW
Sbjct: 416 FGMPAAIGVQVGCPDETVFDIAGDGSIQMNIQELCTAVNYELPINVAIINNGFLGMVRQW 475

Query: 575 EDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTMLDTPGP 634
++ FY NR ++ Q+ P++ AAG  RVTKKA++ A++ + + P
Sbjct: 476 QEFFY--NRRYS------ QSELRNPDFVKLAEAYGAEG IRVTKKAEVAPALEQAIRSAKP 527

Query: 635 YLLDVICPHQEHVLPMIPNGGTFNDVI 661
++D +  +++VLPM+P GG+ + +1
Sbjct: 528 VMIDFVVDREDNVLPMVPPGGSLDKMI 554

>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 = 510 bits (1313), Expect = e-142, Method: Compositional matrix adjust.
Identities = 272/571 (47%), Positives = 381/571 (66%), Gaps = 21/571 (3%)

Query: 99 GADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYARSS 158
GA+1+V+AL+ +GV+TVF PGG+ + ++ L  +SIR++L RHEQ AA+GYAR+S
Sbjct: 16 GAEINIVQALQAEGVDTVFGIPGGSVLPLYHELA-VASIRHILTRHEQAAAHAADGYARAS 74

Query: 159 GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
GKPG+CIATSGPGATNLV+G+A+A +DS+PLVAITGQV MIG D+FQE I +T 1
Sbjct: 75 GKPGVCIATSGPGATNLVTGIANAYMDSIPLVAITGQVSVPMIGHDSFQEADITGITLPI 134

Query: 219 TKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKLPGYMS 278
TK NYLV +V D+ 1 EAF++AT+GRPGPVL+D+PKDI Q A+ + + LPGY
Sbjct: 135 TKANYLVKNVHDLAATIHEAFYIATTGRPGPVLIDIPKDITTQRALFRYPPRLHLPGYRC 194

Query: 279 RMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSS--DELGRFVELTGIPVASTLMGLG 336
++ P +Q 1 ++KP+L++GGG + S +E+ + E IPV ++MG G
Sbjct: 195 KV--QPHALQVAQAAAAIGAAEKPLLFIGGGVITSEAHEEVRQLAEGQD IPVVMSMMGKG 252

Query: 337 SYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDI 396
+P L + M+GMHGT ANYA+ +DL++ GVRFDDRVTGK+EAFA +AKI+HIDI
Sbjct: 253 GFPETHPLFVGMVGMHGTAAANYAMCETDLI1GVGVRFDDRVTGKVEAFAPKAKIIHIDI 312

Query: 397 DSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFPLSFK 456

D+AEIGK H+ + D + QG+ +LE + KD WR ++ +++ PL ++
Sbjct: 313 DAAEIGKVVQAHIPIVSDAR---QGLAAILEKLSG--KGDHQAWRQQIRRWQEENPLRYE 367
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Query: 457 TFGEAIPPQYAIKVLDELTDGKAI I STGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGFG 516
G + PQY ++ L LT G+AIl T VGQHQMWA Q+Y  +PR +LSS GLG MGFG
Shjct: 368 KSG--LKPQYVLEELYNLTKGQAI ICTDVGQHQMWAVQYYPLSRPRAFLSSCGLGTMGFG 425

Query: 517 LPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMVMQWED 576
+PAA+GA+VA P +V 1 GDGSF MN+QELATI LP+K++++NN +LGMV QW++
Sbjct: 426 VPAAMGAAVARPGEPIVVITGDGSFQMNIQELATISHYQLPLKIIIMNNGYLGMVRQWQE 485

Query: 577 RFYKANRAHT-FLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTMLDTPGPY 635
F+  A++ LG+ P+ + AA IP V+ ++ A++ LGP+
Sbjct: 486 FFFNRRYAYSEMLGN------—- PDFVKVAEAYRIPGRLVNESREVVPALEEALAAEGPF 537

Query: 636 LLDVICPHQEHVLPMIPNGGTFNDVITEGDG 666
L+DV +E+V PM+P GGT N ++T G G
Sbjct: 538 LVDVRIDREENVFPMVPPGGTLNKMVTGGKG 568

>ref]YP_001487695.1] acetolactate synthase catalytic subunit [Bacillus pumilus SAFR-032]
gb]ABV63135.1] acetolactate synthase large subunit [Bacillus pumilus SAFR-032]
Length = 574

Score = 510 bits (1313), Expect = e-142, Method: Compositional matrix adjust.
Identities = 267/570 (46%), Positives = 374/570 (65%), Gaps = 18/570 (3%)

Query: 95 QPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGY 154
Q GA +L+EAL+R+ VE +F YPGGA + I+ + S + +VLPRHEQG + AAEGY
Sbjct: 16 QTMNGALMLIEALKREKVEVIFGYPGGAVLPI1YDKI-YDSGLFHVLPRHEQGAIHAAEGY 74

Query: 155 ARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEV 214
AR SGKPG+ IATSGPGATNLV+G+ADA++DS+PLV  TGQV +I1G+DAFQE  ++ +
Sbjct: 75 ARVSGKPGVVIATSGPGATNLVTGIADAMIDSLPLVVFTGQVATSVIGSDAFQEADVLGI 134

Query: 215 TRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQAMKLP 274
T ITKH+Y V + E++P +1+EAF +AT+GRPGPVL+D+PKD+ ++Q + LP
Sbjct: 135 TMPITKHSYQVRNPEELPGVIKEAFHIATTGRPGPVLIDIPKDVAGIEGTFEYDQPIDLP 194

Query: 275 GYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLN--SSDELGRFVELTGIPVASTL 332
GY ++ P + ++V  +S +KKPV+ G G L+ +S+EL ++VE IPVA TL
Sbjct: 195 GYQPKV--EPNYLQIRKLVEAVSRAKKPV ILAGAGVLHGKASEELRQYVEQQQIPVAHTL 252

Query: 333 MGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIV 392
+GLG +P L L MGMHGT AN A+ DLL++ G RFDDRVTG L FA AK+
Sbjct: 253 LGLGGFPAKHPLFLGMAGMHGTYAANMALHQCDLL ISIGARFDDRVTGNLNHFAKHAKVA 312

Query: 393 HIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFP 452
HIDID AEIGKN H+ V GD KL LQ + K + E + WH+N+L+  K+++P
Sbjct: 313 HIDIDPAEIGKNIHTHIPVVGDSKLVLQEL IKQDGKQGESDE-—---- WKNQLDQWKEEYP 367

Query: 453 LSF-KTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLG 511
L+ + E PQ I+ + + T G+AI++T VGQHOMWAAQFY ++ +W++SGGLG
Sbjct: 368 LWYVENEAEGFKPQKLIEY IHQFTKGEAIVATDVGQHQMWAAQFYPFENADKWVTSGGLG 427

Query: 512 AMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMV 571
MGFGLPAAIGA +A+ +A VV 1 GDG F M +QELA IR NLPVKV++LNN LGMV
Sbjct: 428 TMGFGLPAAIGAQLADQEATVVAILGDGGFQMTLQELAVIRELNLPVKVIVLNNHSLGMV 487

Query: 572 MQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLREAIQTMLDT 631
QW++ FY+  +++  + P+ + + A GI R++ + +E ++ L +
Sbjct: 488 RQWQEIFYEERYSYSKFSEQ--—---- PDFVKLSEAYGIKGIRISSDEEAKEKLEEALTS 540

Query: 632 PGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661
P +DV EV PM+ G ++++
Sbjct: 541 REPVFIDVNVARDEKVFPMVAPGKGLHEMV 570

>ref]YP_001416393.1] acetolactate synthase, large subunit, biosynthetic type
[Xanthobacter autotrophicus Py2]
gb]ABS66736.1] acetolactate synthase, large subunit, biosynthetic type
[Xanthobacter autotrophicus Py2]
Length = 601
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Score = 5
Identities

Query: 99

Sbjct: 22

Query: 159
Sbjct: 82

Query: 219
Sbjct: 142
Query: 279
Sbjct: 202
Query: 335
Sbjct: 260
Query: 395
Sbjct: 320
Query: 452
Sbjct: 378
Query: 511
Sbjct: 438
Query: 571
Sbjct: 498
Query: 631

Sbjct: 551

>ref]YP_902
gb]ABLOO16
L

Score = 5
Identities

Query: 99
Sbjct: 5

Query: 159
Sbjct: 65
Query: 219
Sbjct: 125
Query: 279

Sbjct: 183

09 bits (1312), Expect = e-142, Method: Compositional matrix adjust.
= 259/571 (45%), Positives = 366/571 (64%), Gaps = 19/571 (3%)

GADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARSS
GA++++ A QGVE F YPGGA + I+ AL + ++1 ++L RHEQ V AAEGYARSS
GAEMVMRAFADQGVEHFFGYPGGAVLP I YDALFQQNATEHILVRHEQAAVHAAEGYARSS

GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI
GK G+ + TSGPGATN V+GL DAL+DS+PLV ITGQV  +IG DAFQE V +TR
GKVGVVLVTSGPGATNAVTGLTDALMDS IPLVCITGQVATHL IGNDAFQECDTVGITRPC

TKHNYLVMDVED IPR I IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQAMKLPGYMS
TKHNYLV DV D+ R++ EAF++A +GRPGPV+VD+PKD+Q + ++ Y
TKHNYLVRDVNDLARVLHEAFYVAQNGRPGPVVVD IPKDVQFATGTY IGREN IQHKTYRP

RMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDELGRFV----ELTGIPVASTLMG
++ ED+ + V +1+ +KKP+ Y GGG +NS E R + LTG+PV STLMG
KLKA--EDAQISAAVEMIAGAKKP IFYTGGGV INSGPEASRLLRELARLTGVPVTSTLMG

LGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHI
LG++P + L MLGMHGT AN A+ D+++ G RFDDR+TG+L+AFA +K +HI
LGAFPAANRQWLGMLGMHGTYEANMAMHDCDVMVCIGARFDDRITGRLDAFAPGSKKIHI

DIDSAE1GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLD---FGVWRNELNVQKQKF
DID + 1 KN + + GD L M+ R+ LK+D W ++ + +
DIDPSSINKNVKVDLP I 1GDCTRVLADMVEAWNARS--LKI1DQPALAAWWTQ I ERWRSRN

PLSFKTFGEAIPPQYAIKVLDELTDGKAI - 1 STGVGQHQMWAAQFYNYKKPRQWLSSGGL
L+++ E I PQ+Al+ L E T K + IST VGQHQMWAAQF+ +++P +W++SGGL
CLAYRPSDE I 1KPQFA I ERLYEATKDKDVY I STEVGQHQMWAAQFFRFEEPNRWMTSGGL

GAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELAT IRVENLPVKVLLLNNQHLGM
G MG+GLPAAIGA A+P+A+ +DI G+ S +MN+QE++T +LPVK+ +LNN+++GM
GTMGYGLPAAIGAQKAHPNALCIDIAGEAS I LMNMQEMSTAVQFDLPVKIFILNNRYMGM

VMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLREAIQTMLD
V QW++ + +H++ E P++ AAG R K DL AIQ M++
VRQWQELLHGGRYSHSY-—----- SEALPDFVKLADAYGGVGIRCEKPGDLDAAIQEMIN

TPGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661
P+D QE+ PMIP+G N++1
VKRPVIFDCIVDQQENCFPMIPSGRAHNEMI 581

158

81

218

141

278

201

334

259

394

319

451

377

510

437

570

497

630

550

220.1] acetolactate synthase, large subunit, biosynthetic type [Pelobacter

propionicus DSM 2379]

3.1] acetolactate synthase, large subunit [Pelobacter propionicus DSM
2379]
ength = 566

09 bits (1312), Expect = e-142, Method: Compositional matrix adjust.
= 263/571 (46%), Positives = 365/571 (63%), Gaps = 20/571 (3%)

GADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARSS
GA IL+E L ++GV+TVF YPGG + ++ L IR+++PRHEQ G AA+GYAR++
GARILLECLMKEGVDTVFGYPGGTVLNVYDELFGCKE IRHIMPRHEQAGTHAADGYARAT

GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI
GK G+ IATSGPGATN V+G+A A +DS+P+V ITGQVP +I1G DAFQE IV +TRS
GKVGVAIATSGPGATNTVTGIATAYMDS IPMV I ITGQVPTAL IGNDAFQEVDIVGITRSC

TKHNYLVMDVED IPRI 1EEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKLPGYMS
TKHN+LV DV DI Il1++AF++A +GRPGPVLVD+PKD+Q + ++++L Y
TKHNFLVKDVND IAP I 1KKAFY IARTGRPGPVLVDLPKDVQIAKTEFCYPESVELRSY--

RMPKPPEDSHLEQIVRL1S---ESKKPVLYVGGGCL--NSSDELGRFVELTGIPVASTLM
KP H Q+ + +S S +PV+YVGGG + N++ EL L IPV +TLM
---KPTTGGHPRQVSKAVSMLLASHRPVMYVGGGV ILSNAAPELTALSRLLSIPVTTTLM
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218
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278

182
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Query: 334 GLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVH 393
GLG++P DD SL MLGMHG AN A+ HSDL++A G RFDDRVTGK++ FA AKI+H
Sbjct: 240 GLGAFPGDDVNSLGMLGMHGAYCANMAMTHSDL IVAVGARFDDRVTGKVDTFAPHAKIIH 299

Query: 394 IDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEE---LKLDFGVWRNELNVQKQK 450
ID+D I KN + 4+ GDV+ L M K +E + + W ++ K+K
Sbjct: 300 IDVDPTSIRKNVRVDLPIVGDVRDVLTKMIKKVEKSEGDQAAYRESLAPWHEQIAGWKEK 359

Query: 451 FPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGL 510
P+SF 1 PQ+ I+ L EL+D AI+ST VGQHQMW AQF+++ PR L+SGGL
Sbjct: 360 HPVSFTRSSAVIKPQFVIQKLRELSDRDAIVSTDVGQHQMWTAQFFSFTGPRTLLTSGGL 419

Query: 511 GAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGM 570
G MGFGLPAA+GA A P V+ 1 GDG MN+QE+AT+ LPVK++++NN LGM
Sbjct: 420 GTMGFGLPAAMGAQAAFPGRQVIAICGDGGIQMNIQEMATLVQNRLPVKIVIINNNFLGM 479

Query: 571 VMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTMLD 630
V QW++ F+ + + L E+ ++ AAG +K +++ 1+
Sbjct: 480 VRQWQEMFFDKRYSQSCL------- ELPIDY IKLADAYGAKGFVASKPSEVETVIRQGFA 532

Query: 631 TPGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661
PGP +++ +E VLPM+P+G + N+++
Sbjct: 533 EPGPVIMEFRVAREEKVLPMVPSGASLNEML 563

>ref]YP_080105.1] acetolactate synthase catalytic subunit [Bacillus licheniformis
ATCC 14580]
ref|YP_092522.1] acetolactate synthase catalytic subunit [Bacillus licheniformis
ATCC 14580]
gb]AAU24467.1] acetolactate synthase 11vB [Bacillus licheniformis ATCC 14580]
gb]AAU41829.1] 11vB [Bacillus licheniformis DSM 13]
Length = 574

Score = 509 bits (1311), Expect = e-142, Method: Compositional matrix adjust.
Identities = 270/570 (47%), Positives = 370/570 (64%), Gaps = 18/570 (3%)

Query: 95 QPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGY 154
Q GA +L+EAL+++ VE ++ YPGGA + I+ L S + +VL RHEQG + AAEGY
Sbjct: 16 QTMAGASMLIEALKQENVEVIYGYPGGAVLPI1YDKL-YGSGMFHVLTRHEQGAIHAAEGY 74

Query: 155 ARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEV 214
AR SGKPG+ IATSGPGATNLV+GLADA++DS+PLV TGQV  +IG+DAFQE ++ +
Sbjct: 75 ARISGKPGVVIATSGPGATNLVTGLADAMIDSLPLVVFTGQVATSVIGSDAFQEADVIGI 134

Query: 215 TRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKLP 274
T ITKH+Y V + ED+PRII+EAF +AT+GRPGPVL+D+PKDI ++ + LP
Sbjct: 135 TMPITKHSYQVRNAEDLPRIIKEAFHIATTGRPGPVLIDIPKDIAVVEGEFRYDHDIHLP 194

Query: 275 GYMSRMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLN--SSDELGRFVELTGIPVASTL 332
GY K P + ++V  +S +KKPV+ G G L+ +S+EL +VE IPVA TL
Sbjct: 195 GYQPT--KEPNYLQIRKLVEAVSAAKKPVILAGAGVLHGKASEELKNYVEQQQIPVAHTL 252

Query: 333 MGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIV 392
+GLG +P D L L M GMHGT AN A+ SDLL++ G RFDDRVTG L+ FA AK+
Sbjct: 253 LGLGGFPADHPLFLGMAGMHGTYAANMALYESDLLISIGARFDDRVTGNLKHFAKYAKVA 312

Query: 393 HIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFP 452
HIDID AEIGKN H+ V GD KL L ++++ + D W+ +L K ++P
Sbjct: 313 HIDIDPAEIGKNVHTHIPVVGDSKLVL---TELIKQNGKPSASD--EWKKQLAAWKTEYP 367

Query: 453 LSF-KTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLG 511
L+ + E PQ I+ + T G+AI++T VGQHQMWAAQFY ++K  +W++SGGLG
Sbjct: 368 LWYEENETEGFKPQKLIEYIHRYTKGEAIVTTDVGQHQMWAAQFYQFQKADRWVTSGGLG 427

Query: 512 AMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMV 571
MGFGLPAAIGA +A+ DA VWV I GDG F M +QEL+ 1 NLP+KV++LNN+ LGMV
Sbjct: 428 TMGFGLPAAIGAQLADKDATVVSILGDGGFQMTLQELSVIHDLNLPIKVVVLNNRCLGMV 487

Query: 572 MQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACGIPAARVTKKADLREAIQTMLDT 631

QW++ FY +H+ P+ + + A GI R+T + + E ++ L +
Sbjct: 488 RQWQEIFYDERYSHSKFTSQ------- PDFIKLSEAYGIKGVRITSEEEAEEKLEAALTS 540

BASF Plant Science Report No. BPS-014-08 Page 198 of 239



BASF

The Chemical Company
Plant Science L. L. C. BASF Reg. Doc. No. 2008/7019294

Query: 632 PGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661
P ++DV EV PM+ G  ++++
Shjct: 541 NEPMVIDVQVAQAEKVFPMVAPGKGLHEMY 570

>ref]YP_066505.1] acetolactate synthase isozyme 111, large subunit (1lvl)
[Desulfotalea psychrophila LSv54]
emb | CAG37498.1] probable acetolactate synthase isozyme 111, large subunit (11vl)
[Desulfotalea psychrophila LSv54]
Length = 612

Score = 509 bits (1310), Expect = e-142, Method: Compositional matrix adjust.
Identities = 267/562 (47%), Positives = 360/562 (64%), Gaps = 15/562 (2%)

Query: 99 GADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARSS 158
G+ +V+ L+ +GV+T+F YPGGA ++++ AL S+ 1 +VL RHEQG V AA+ +AR +
Sbjct: 51 GSRAIVQCLKEEGVQTIFGYPGGAVIDLYDALMDSTDIEHVLVRHEQGAVHAADAFARVT 110

Query: 159 GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
G+ G+ + TSGPGATN V+G+A A LDS+PLV +TGQVPR +1G DAFQE IV +TR
Sbjct: 111 GEVGVALLTSGPGATNGVTGIATAYLDSIPLVVLTGQVPRALIGNDAFQEVDIVGITRPC 170

Query: 219 TKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQAMKLPGYMS 278
TKHNYLV ~ ED+ ++ EAF +A +GRPGPVLVD+PKDI L +KL Y
Sbjct: 171 TKHNYLVSKPEDLVPVLREAFHVAKTGRPGPVLVDLPKDILATLIDYPQIAPIKLDSYQP 230

Query: 279 RMPKPPEDSHLEQIVRLISESKKPVLYVGGGCL--NSSDELGRFVELTGIPVASTLMGLG 336
P + + +L+ ++KKPVLYVGGG + NS EL E IPV  TLMGLG
Sbjct: 231 NY--KPHQGQITKACKLLMQAKKPVLYVGGGV ILSNSHKELSALAEKLQIPVTMTLMGLG 288

Query: 337 SYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDI 396
++P +LS+ MLGMHG+ AN AV SDLL+A G RFDDRVTGKLE FAS+AKI+H+DI
Sbjct: 289 AFPGSHDLSMGMLGMHGSYTANMAVAESDLL IAVGARFDDRVTGKLEDFASKAKIIHVDI 348

Query: 397 DSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAE----ELKLDFGVWRNELNVQKQKFP 452
D I KN V+ D AL +N LE E E + W+ ++ ++ P
Sbjct: 349 DPTSISKNVKVDVPIVADCLAALTAINDWLEKCPEEEIAERRDAHKPWIDTVHNWTKEHP 408

Query: 453 LSFKTFGEAIPPQYAIKVLDELTDGKAIISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGA 512
+++ G 1 PQ+ ++ +D LT G+AII+T VGQ+QMWAAQFY + PR +++SGGLG
Sbjct: 409 MRYNSNGSEIKPQFVVETIDRLTKGEAI I TTEVGQNQMWAAQFYKFNHPRHFVTSGGLGT 468

Query: 513 MGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMVM 572
MGFGLPAAIGA +A PD 1V+Dl GDGS MN+QELAT R N VK+++LNN +LGMV
Sbjct: 469 MGFGLPAAIGAQMAFPDKIVIDIAGDGSIQMNIQELATARQNNCNVKIVILNNGYLGMVR 528

Query: 573 QWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLREAIQTMLDTP 632
QU++ FY AT + ++P++ AAG RTKK ++ + LT
Sbjct: 529 QWQELFYDKRYASTVM-—----—- DVAPDFVKLAEAYGAVGLRATKKEEVESVLAEGLATD 581

Query: 633 GPYLLDVICPHQEHVLPMIPNG 654
+++ + +E V PM+P G
Sbjct: 582 NVVIMEFLVAPEEGVYPMVPAG 603

>ref]ZP_00051726.2] C0G0028: Thiamine pyrophosphate-requiring enzymes [acetolactate
synthase, pyruvate dehydrogenase (cytochrome),
glyoxylate carboligase, phosphonopyruvate decarboxylase]
[Magnetospirillum magnetotacticum MS-1]
Length = 595

Score = 508 bits (1308), Expect = e-142, Method: Compositional matrix adjust.
Identities = 258/572 (45%), Positives = 372/572 (65%), Gaps = 21/572 (3%)

Query: 99 GADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYARSS 158

GA +++ A + QGV+T+F YPGGA + I+ AL  ++I1++VL RHEQG V AAEGYARSS
Sbjct: 12 GAQMVIRAFQDQGVDTLFGYPGGAVLPIYDALFDETTIQHVLVRHEQGAVHAAEGYARSS 71
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Query: 159 GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
GK G+ + TSGPGATN+++GL DA+LDS+PLVA+TGQVP +1G+DAFQE V +TR
Sbjct: 72 GKVGVVLVTSGPGATNIITGLTDAMLDSIPLVAVTGQVPTHLIGSDAFQECDTVGITRHC 131

Query: 219 TKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKLPGYMS 278
TKHNYLV ~ +ED+PRI+ EAF++A+ GRPGPV++D+PKD+ Q A + + + G+ +
Sbjct: 132 TKHNYLVKSIEDLPRILHEAFYVASHGRPGPVVIDLPKDV--QFATGVYSRPTQ-NGHKT 188

Query: 279 RMPKPPEDSH-LEQIVRLISESKKPVLYVGGGCLNSSDELGR----FVELTGIPVASTLM 333
P DS + + L++ +++PV Y GGG +NS E R V TG PV STLM
Sbjct: 189 YNPPVKGDSEKIRAAIELMAGARRPVFYTGGGVINSGPEASRLLRELVAETGFPVTSTLM 248

Query: 334 GLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVH 393
GLG++P D+ L MLGMHGT AN A+ D+++ G RFDDR+TG+L+AFA +K +H
Sbjct: 249 GLGAFPASDDKFLGMLGMHGTYEANLAMHDCDVMICIGARFDDRITGRLDAFAPYSKKIH 308

Query: 394 1DIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGV---WRNELNVQKQK 450
+D+D++ 1 K V + GD L+M ++RA +DG W N+++ K +
Sbjct: 309 VDVDASSINKVVKVDVGILGDCAAVLEEM--LAQWRALPKQPDKGRMEDWFNKISRWKSR 366

Query: 451 FPLSFKTFGEAIPPQYAIKVLDE-LTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGG 509
L++ G I PQYA++ L E D K ++T VGQHQMWAAQ++ + +P +W++SGG
Shjct: 367 DCLAYWPSGT I IKPQYAVQRLYEACKDRKTFVTTEVGQHQMWAAQYFKFDEPNRWMTSGG 426

Query: 510 LGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLG 569
LG MG+GLPAAIG +ANPD +V+DI G+ S +MN+QEL+T LPVK+ +LNN+++G
Sbjct: 427 LGTMGYGLPAAIGTQLANPDGLVIDIAGEASILMNMQELSTAVQYRLPVKIFILNNEYMG 486

Query: 570 MVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTML 629
MV QW++  + +  + ++ E P++ AAG R K +L AIQ ML
Sbjct: 487 MVRQWQELLHGSRYSQSY------- SESLPDFVKLAEAYGAKGIRCEKPGELDAAIQEML 539

Query: 630 DTPGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661
GP + D+  E+ PMIP+G  N+++
Sbjct: 540 AYDGPVIFDCVVDKTENCFPMIPSGKAHNEML 571

>ref]ZP_03056016.1] acetolactate synthase, large subunit, biosynthetic type [Bacillus
pumilus ATCC 7061]

gb|EDW20842.1] acetolactate synthase, large subunit, biosynthetic type [Bacillus
pumilus ATCC 7061]
Length = 574

Score = 508 bits (1308), Expect = e-142, Method: Compositional matrix adjust.
Identities = 266/570 (46%), Positives = 374/570 (65%), Gaps = 18/570 (3%)

Query: 95 QPRKGADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGY 154
Q GA +L+EAL+R+ VE +F YPGGA + I+ + S + +VLPRHEQG + AAEGY
Sbjct: 16 QTMNGALMLIEALKREKVEVIFGYPGGAVLPI1YDKI-YDSGLFHVLPRHEQGAIHAAEGY 74

Query: 155 ARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEV 214
AR SGKPG+ IATSGPGATNLV+G+ADA++DS+PLV  TGQV +1G+DAFQE  ++ +
Sbjct: 75 ARVSGKPGVVIATSGPGATNLVTGIADAMIDSLPLVVFTGQVATSVIGSDAFQEADVLGI 134

Query: 215 TRSITKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKLP 274
T ITKH+Y V + E++P +1+EAF +AT+GRPGPVL+D+PKD+ ++Q + LP
Sbjct: 135 TMPITKHSYQVRNPEELPGVIKEAFHIATTGRPGPVLIDIPKDVAGIEGTFEYDQPIDLP 194

Query: 275 GYMSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLN--SSDELGRFVELTGIPVASTL 332
GY ++ P + ++V  +S +KKPV+ G G L+ +S+EL ++VE IPVA TL
Sbjct: 195 GYQPKV--EPNYLQIRKLVEAVSRAKKPVILAGAGVLHGKASEELRQYVEQQQIPVAHTL 252

Query: 333 MGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIV 392
+GLG +P L L M GMHGT AN A+ DLL++ G RFDDRVTG L FA AK+
Sbjct: 253 LGLGGFPAKHPLFLGMAGMHGTYAANMALHQCDLL ISIGARFDDRVTGNLNHFAKHAKVA 312

Query: 393 HIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFP 452

HIDID AEIGKN H+ V GD KL L+ + K + E + W+N+L+  K+++P
Sbjct: 313 HIDIDPAEIGKNIHTHIPVVGDSKLVLEEL IKQDGKQGESDE----- WKNQLDQWKEEYP 367
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Query: 453 LSF-KTFGEAIPPQYAIKVLDELTDGKAT ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLG 511
L++ E PQ I+ + + T G+AI++T VGQHQMWAAQFY ++  +W++SGGLG
Shjct: 368 LWYVENEAEGFKPQKL IEY IHQFTKGEAIVATDVGQHQMWAAQFYPFENADKWVTSGGLG 427

Query: 512 AMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMV 571
MGFGLPAAIGA +A+ +A VV 1 GDG F M +QELA IR NLPVKV++LNN LGMV
Sbjct: 428 TMGFGLPAAIGAQLADQEATVVAILGDGGFQMTLQELAVIRELNLPVKVIVLNNHSLGMV 487

Query: 572 MQWEDRFYKANRAHTFLGDPAQEDEIFPNMLLFAAACGIPAARVTKKADLREAIQTMLDT 631
QW++ FY+  +++  + P+ + + A GI R++ + +E ++ L +
Sbjct: 488 RQWQEIFYEERYSYSKFSEQ------- PDFVKLSEAYGIKGIRISTDEEAKEKLEEALTS 540

Query: 632 PGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661
P +DV EVPM+ G ++++
Sbjct: 541 REPVFIDVNVARDEKVFPMVAPGKGLHEMV 570

>ref|ZP_02169902.1] Acetolactate synthase [Bacillus selenitireducens MLS10]
gb|EDP83420.1] Acetolactate synthase [Bacillus selenitireducens MLS10]
Length = 579

Score = 508 bits (1307), Expect = e-142, Method: Compositional matrix adjust.
Identities = 260/570 (45%), Positives = 357/570 (62%), Gaps = 17/570 (2%)

Query: 95 QPRKGADILVEALERQGVETVFAYPGGASMEIHQALTRSS-SIRNVLPRHEQGGVFAAEG 153
QPR GADILVE+L +Q V+T+F YPGGA + I+ AL RS ++L RHEQG + AAEG
Sbjct: 19 QPRTGADILVESLLKQQVKTIFGYPGGAVLPIYDALYRSEGDFDHILTRHEQGAIHAAEG 78

Query: 154 YARSSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVE 213
YAR + + + 1 TSGPGATNLV+G+ADA++DS+PLV I1TGQV + GTDAFQE ++
Sbjct: 79 YARVTNEAAVVIGTSGPGATNLVTGIADAMMDSLPLVVITGQVATAVTGTDAFQEADVMG 138

Query: 214 VTRSITKHNYLVMDVEDIPRI IEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKL 273
+T ITKHNY + D DIPRIl EAF +A++GRPGPV+VD+PKDI + +A L
Sbjct: 139 ITTPITKHNYQIQDAYDIPRIINEAFHIASTGRPGPVVVDIPKDISAGIVTEKGPEAFHL 198

Query: 274 PGYMSRMPKPPEDSHLEQIVRL I SESKKPVLYVGGGCL--NSSDELGRFVELTGIPVAST 331
GY + P ++++ + +KKP++ G G L ++SD + +F E  IPV ST
Sbjct: 199 QGYQPTI--KPNPMQIKKVAEALKHAKKPL ILTGAGVLHGHASDAILQFAEACQIPVTST 256

Query: 332 LMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKI 391
L+GLG++P D EL L M GMHGT +N A+ DLL+ G RFDDR+TG L FA A1
Sbjct: 257 LLGLGAFPGDHELFLGMAGMHGTYASNMAITECDLL INVGARFDDRLTGNLAHFAPEATI 316

Query: 392 VHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKF 451
VH+DID AEIGKN +V DKA++ + K E D+ WR L +F
Sbjct: 317 VHVDIDPAEIGKNVPTDIPVVSDSKAAVESIMKHTEATG----- DYSQWREHLQTYSAEF 371

Query: 452 PLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLG 511
PLF E + PQ+ I + ++T G Al++T VGQHQMW+AQ+Y + +P +W++SGGLG
Sbjct: 372 PLWFNNPQEEMIPQWL ISSIFDITKGDAIVTTDVGQHQMWSAQYYRFNRPDRWVTSGGLG 431

Query: 512 AMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMV 571
MGFG PAAIGA +A P+ V+ I GDG F M +QEL+ ++ LPVK++++NN  LGMV
Sbjct: 432 TMGFGFPAAIGAQLAKPEERVLAIVGDGGFQMTLQELSVLQERQLPVKIIIVNNGALGMV 491

Query: 572 MQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLREAIQTMLDT 631
QW++ FY + + 4G P+ + A+ G+ ++ +A E L
Sbjct: 492 RQWQEAFYDKRYSESLIGTQ--—---- PDFVKLADSYGVEGIKIESQAHFMEVAPEYLTN 544

Query: 632 PGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661
P LLD QE+V PM+ G + ND+I
Sbjct: 545 DKPCLLDCRVLQQENVYPMVAPGKSINDMI 574

>ref]YP_001529918.1] acetolactate synthase, large subunit, biosynthetic type
[Desulfococcus oleovorans Hxd3]
gb]ABW67841.1] acetolactate synthase, large subunit, biosynthetic type
[Desulfococcus oleovorans Hxd3]
Length = 564
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Score = 5
Identities

Query: 99

Sbjct: 5

Query: 159
Sbjct: 64
Query: 219
Sbjct: 124
Query: 279
Sbjct: 184
Query: 337
Sbjct: 242
Query: 397
Sbjct: 302
Query: 453
Sbjct: 362
Query: 513
Sbjct: 421
Query: 573
Sbjct: 481
Query: 633

Sbjct: 534

>ref]YP_359
gb]ABB1557
L

Score = 5
Identities

Query: 99

Sbjct: 5

Query: 159
Sbjct: 64
Query: 219
Shjct: 124
Query: 279

Shjct: 184

07 bits (1306), Expect = e-141, Method: Compositional matrix adjust.
= 262/569 (46%), Positives = 366/569 (64%), Gaps = 17/569 (2%)

GADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARSS
GA I+++ L+ + VET+F YPGGA ++++ L ++ ++L R EQG V AA+ YAR S
GAQ IMMKVLKEEKVET IFGYPGGAVLDVYNELL-NTDFAHILVRQEQGAVHAADAYARVS

GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI
GK G+C+ TSGPGATN ++G+A A DS+P+V TGQVP +I1G DAFQE IV ++R
GKTGVCLVTSGPGATNTITGIASAYCDSIPVVIFTGQVPTPLIGNDAFQEVDIVGISRPC

TKHNYLVMDVED IPR I IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQAMKLPGYMS
TKHNYLV DV+D+ +1 EAF++A SGRPGPVL+D+PKD+ + ML Y
TKHNYLVKDVKDLAGV IREAFY IARSGRPGPVL I DMPKDV INAKTTYEPPKPMALKSYNP

RMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNS--SDELGRFVELTGIPVASTLMGLG
P L++++ L+ +KKPV++ GGG + S + EL RF + 1PV STLMGLG
TY--EPNVKQLKKV IDLVKTAKKPV IFSGGG I IFSGAAKELTRFAKKARIPVTSTLMGLG

SYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDI
++P D+L L M GMHGT AN ++ DLL+A GVRFDDRVTGK FA+ A 1VHIDI
AFPATDDLWLGMPGMHGTYRANLSLSSCDLL IAVGVRFDDRVTGKTSEFAANATIVHIDI

DSAE 1GKNKTPHVSVCGDVKLALQGMNKVLENR----AEELKLDFGVWRNELNVQKQKFP
D 1 KN + + GD K A+ +NK+ + +++4K + W+ K+ P
DPTS1QKNVRVAIP 1VGDCKAAMARLNKMADEDKDLLSDKVKKERTAWAKQ I ADWKKTKP

LSFKTFGEAIPPQYAIKVLDELTDGKAI I STGVGQHQMWAAQFYNYKKPRQWLSSGGLGA
L++ T + I PQY ++ L ELT G+AII+T VGQ+QMWAAQ+Y+Y P Q+++SGGLG
LAY-TQTDVIKPQYVVEQLYELTKGQAI I TTEVGQNQMWAAQYYHYTWPGQF I TSGGLGV

MGFGLPAA1GASVANPDA1VVDIDGDGSFIMNVQELAT IRVENLPVKVLLLNNQHLGMVM
MGFGLPAA+GA VA PD +V+DI GDGS MN+QE+ T NLPVK+ +LNN LGMV
MGFGLPAAVGAQVAAPDKVVIDIAGDGS I1QMNIQEMMTAVSHNLPVKIAILNNGFLGMVR

QWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTMLDTP
QW++ FY AT + P+ + AAG RTK +++ + I+ L TP
QWQELFYDRRYAWTDMAAA- - - PDFVKLAEAYGAVGLRATKPSEVAKV IKKALATP

GPYLLDVICPHQEHVLPMIPNGGTFNDVI 661
P ++D + +E+V PM+P G ++1
KPV IMDFVVEKEENVYPMVPAGSPITNMI 562

158

63

218

123

278

183

336

241

396

301

452

361

512

420

572

480

632

533

375.1] acetolactate synthase, large subunit, biosynthetic type

[Carboxydothermus hydrogenoformans Z-2901]

5.1] acetolactate synthase, large subunit, biosynthetic type
[Carboxydothermus hydrogenoformans Z-2901]

ength = 552

07 bits (1305), Expect = e-141, Method: Compositional matrix adjust.
= 275/567 (48%), Positives = 376/567 (66%), Gaps = 24/567 (4%)

GADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARSS
GA IL++ LE GV+TVF YPGGA + I+ AL S I + L RHEQG  AA+GYAR+S
GAQILIKVLEDLGVDTVFGYPGGAVLP I'YDAL-YDSKITHYLTRHEQGAAHAADGYARAS

GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI
GK G+C ATSGPGATNLV+GLA A +DSVP+VAITGQV  ++G D+FQE I +T |1
GKVGVCFATSGPGATNLVTGLATAYMDSVPVVAITGQVATSLLGRDSFQEADITGITMPI

TKHNYLVMDVED IPRI 1EEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKLPGYMS
TKHNYLV D ++ + + EAF++A +GRPGPVL+D+PKD+ A+ + ++LPGY
TKHNYLVKDPGELAQTVVEAFY IARTGRPGPVL ID1PKDVSAARARYEFPEKVELPGYKP

RMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLNSSDE--LGRFVELTGIPVASTLMGLG
+ P+ + 4+ + LI+ S++P+++ GGG +N+ E L F E PV ++LMGLG
VL--TPGEEEVNKAITAL INSSERPL IFSGGGTVNAGAEQLLLAFAEKINAPVVASLMGLG

BASF Plant Science Report No. BPS-014-08

158

63

218

123

278

183

336

241

Page 202 of 239



BASF

The Chemical Company

Plant Science L. L. C.

Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:

>ref|ZP_01288118.1] Acetolactate synthase,

gb]EAT05501.1] Acetolactate synthase,

Score

Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:
Query:
Sbjct:

337

242

397

302

455

354

515

413

575

473

635

525

111

4

171

64

231

124

291

182

349

242

409

302

465

362

525

422

585

482

SYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDI
+P D L L MLGMHGT ANYAV D+L+A GVRFDDRVTG +++FA AKIVHIDI
GFPGDHPLFLGMLGMHGTKPANYAVSECDVL IAVGVRFDDRVTGDVKSFAPNAKIVHIDI

DSAE 1 GKNKTPHVSVCGDVKLALQGMNKVLENRAEE--LKLDFGVWRNELNVQKQKFPLS
D AEI KN V + GDVK +L+ + K ++ + E LK FG+ K+K+PL+
DPAEINKNVLVEVPLVGDVKNSLELL IKGVKEKKPEKWLKYVFGL-—--—---- KEKYPLT

FKTFGEAIPPQYAIKVLDELTDGKAI 1 STGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMG
+ + PQ 1+ L ++T G+AIl T VGQHQMWAAQFY + KPR+++SSGGLG MG
YNREC-GLKPQKV IETLYK I TGGEA 1VTDVGQHQMWAAQFYKFNKPRRF I SSGGLGTMG

FGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGMVMQW
FGLPA 1GA VA P+ V+ + GDGS MN QEL T+ N+PVKV++LNN +LGMV QW
FGLPAG IGAQVARPEQQV 1VVSGDGS IQMNSQELMTVAAYNIPVKV 1 ILNNGYLGMVRQW

EDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLREAIQTMLDTPGP
++ F++  +HT L + P+ + AAGI R+ K+ +LE+ ++ GP
QELFHQRRYSHTELKN-——————- PDFVKLADAYGIRGLRIKKEENLEEKLLEAINYAGP

YLLDVICPHQEHVLPMIPNGGTFNDVI 661
++DV  +E+V PM+P GG+ +I
VVVDVWVDREENVFPMVPPGGAIHKMI 551

proteobacterium MLMS-1]

proteobacterium MLMS-1]
Length = 553

396

301

454

353

514

412

574

472

634

524
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large subunit, biosynthetic type [delta

large subunit, biosynthetic type [delta

506 bits (1304), Expect = e-141, Method: Compositional matrix adjust.
Identities = 261/557 (46%), Positives = 348/557 (62%), Gaps = 15/557 (2%)

GVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARSSGKPG I CIATSGP
GVE +F +PGGA ++++ L R+ + +VL RHEQ + AA+ Y R G+ G+ + TSGP
GVEV IFGFPGGAV IDLYDELLRTDKLTHVLVRHEQAA I HAADAYGRVRGEVGVALVTSGP

GATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRS I TKHNYLVMDVED
GATN V+G+A A DS+PLV TGQVP +1G DAFQE IV +TR +TKHNYLV ED
GATNTVTGIASAYCDSIPLVVFTGQVPTMLIGNDAFQEVDIVGITRPVTKHNYLVKKPED

IPRIIEEAFFLATSGRPGPVLVDVPKD 1QQQLA I PNWEQAMKLPGYMSRMPKPPEDSHLE
+ I EAF LA SGRPGPVLVD+PKD+ + + +K+ Y R P +E
LIPTIREAFHLARSGRPGPVLVDLPKDVIGAMVKYTEPKP IKMRTY--RPTYEPHPGQIE

QIVRLISESKKPVLYVGGGCL--NSSDELGRFVELTGIPVASTLMGLGSYPCDDELSLHM
+ + 1 ++KKPVLYVGGG + N+S+EL + IPV  TLMGLG++P D LS+ M
KACKT ILKAKKPVLYVGGGV INANASEELTALAKKLD IPVTMTLMGLGAFPGTDPLSMGM

LGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHID IDSAE IGKNKTPH
LGMHGT YAN AV H DLL+A G RFDDRVTG+++AFA AKI+HIDID + 1 KN
LGMHGTYYANMAVAHCDLL IAVGARFDDRVTGR IDAFAPHAKT IHID IDPSS 1SKNVKVD

VSVCGDVKLALQGMNKVLEN----RAEELKLDFGVWRNELNVQKQKFPLSFKTFGEAIPP
++ D AL MN N EE + W ++ K K PL + 1P
1P 1VADCNHALAAMNSWFNNSQEFNQEEARQRHRPWHEQ I KEWKNKHPLGY IEETNV IKP

QYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAMGFGLPAAIGAS
Q+ ++ L ELT G AII+T VGQ+QMWAAQFY + KPR +++SGGLG MG+G PAAIGA
QFVVQKLHELTGGNAI I TTEVGONQMWAAQFYYFNKPRHFMTSGGLGVMGYGFPAAIGAQ

VANPDAITVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGMVMQWEDRFYKANRA
+A P+ +V+D+ GDGS MN+QELAT R PVK+ +LNN +LGMV QW++ FY A
MAAPNEVV IDVAGDGS IQVMNI1QELATARQYKCPVKIATLNNNYLGMVRQWQELFYDKQYA

HTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTMLDTPGPYLLDVICPHQ
HT L ++P++ AAG RTK+++ I+ LT  L+D + +
3] E— DVAPDFVKLAEAYGAVGLRATKPSEVEPV IKEALKTNNTVLMDFV I SRE
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Query: 645 EHVLPMIPNGGTFNDVI 661
EV PWP G +++
Sbjct: 535 EGVYPMVPAGKATTEML 551

>ref|YP_001261115.1] acetolactate synthase, large subunit [Sphingomonas wittichii RW1]
gb]ABQ66977.1] acetolactate synthase, large subunit [Sphingomonas wittichii RW1]
Length = 584

Score = 506 bits (1304), Expect = e-141, Method: Compositional matrix adjust.
Identities = 265/574 (46%), Positives = 362/574 (63%), Gaps = 17/574 (2%)

Query: 99 GADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYARSS 158
GADIL++AL  GVE VF YPGGA + I+ AL + + IR++L RHE G V AAEGYARS+
Sbjct: 7 GADILIQALNDLGVEVVFGYPGGAVLP I'YDALFKQNRIRHILVRHEAGAVHAAEGYARST 66

Query: 159 GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
GKPG+ + TSGPGATN V+G+ADALLDS+PLV +TGQV +1G+DAFQE V +TR
Sbjct: 67 GKPGVVLVTSGPGATNAVTGIADALLDSIPLVVLTGQVGTPLIGSDAFQECDTVGITRHC 126

Query: 219 TKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKDIQQQLAIPNWEQAMKLP--GY 276
TKHNYLV D + +1 EAF +ATSGRPGPV+VD+PKD+Q A LP GY
Sbjct: 127 TKHNYLVKDPALLGDVIHEAFHIATSGRPGPVVVDLPKDVQVASAAYRKPSVQALPHKGY 186

Query: 277 MSRMPKPPEDSHLEQIVRL ISESKKPVLYVGGGCLN----SSDELGRFVELTGIPVASTL 332
++ P+ +EQ V +l+ +++P+LY GGG +N  +S L +TG PV STL
Sbjct: 187 RPQVKADP--TLIEQAVAMIAAAERPILYTGGG I INAGPLASQVLRELARVTGAPVTSTL 244

Query: 333 MGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIV 392
MGLG++P L MLGMHGT AN A+ +DL++ G RFDDRVTG+L+AFA +K +
Sbjct: 245 MGLGAFPASSGQWLGMLGMHGTYEANMAMNKADL IVCLGARFDDRVTGRLDAFAPHSKKI 304

Query: 393 HIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNELNVQKQKFP 452
H+DID + I K + + GDV  A++ M K+ + ++ D W 4+ + 4+
Sbjct: 305 HVDIDRSSINKIVRADIGIVGDVGRAMEDMVK IWKAGQHQAR-DLAAWYEQIDAWRARKS 363

Query: 453 LSFKTFGEAIPPQYAIKVLDELTDG-KAT ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLG 511
LF +1PQAI+LET K II+T VGQHQMWAAQ ++++ P +WL+SGGLG
Shjct: 364 LKFPASTKEIMPQLAIRKLWEATHALKPI ITTEVGQHQMWAAQHFDFEGPNKWLTSGGLG 423

Query: 512 AMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLGMV 571
MG+GLPAAIGA + NP+A+V+DI G+ S MN+QEL T LPVKV +LNN+++GMV
Sbjct: 424 TMGYGLPAAIGAQLGNPNALVIDIAGEASIQMNIQELGTATQYRLPVKVFILNNEYMGMY 483

Query: 572 MQWEDRFYKANRAHTFLGDPAQEDEIFPNMLLFAAACGIPAARVTKKADLREAIQTMLDT 631
QW+D Y + ++ + P++ AAG + K +L I ML+
Sbjct: 484 RQWQDLTYAGRYSQSY------—- SDALPDFVKLAEAYGWKGVL IEKPEELDAGIAAMLEH 536

Query: 632 PGPYLLDVICPHQEHVLPMIPNGGTFNDVITEGD 665
GP ++D + PMIP+G D+1 E D
Sbjct: 537 DGPVIVDCRVAKLANCFPMIPSGAAHTDMILEAD 570

>ref]YP_001757953.1] acetolactate synthase, large subunit, biosynthetic type
[Methylobacterium radiotolerans JCM 2831]
gb]ACB27270.1] acetolactate synthase, large subunit, biosynthetic type
[Methylobacterium radiotolerans JCM 2831]
Length = 591

Score = 506 bits (1304), Expect = e-141, Method: Compositional matrix adjust.
Identities = 259/572 (45%), Positives = 369/572 (64%), Gaps = 21/572 (3%)

Query: 99 GADILVEALERQGVETVFAYPGGASMEIHQALTRSSSIRNVLPRHEQGGVFAAEGYARSS 158
GA++++ A + QGV+T+F YPGGA + I+ AL  ++++++L RHEQG V AAEGYARSS
Sbjct: 8 GAEMV IRAFQDQGVDTLFGYPGGAVLP I'YDALFHQNAVKH I LVRHEQGAVHAAEGYARSS 67

Query: 159 GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218

GK G + TSGPGATN+V+GL DA+LDS+PLV ITGQVP +IGTDAFQE V +TR
Sbjct: 68 GKVGCVLVTSGPGATNIVTGLTDAMLDSIPLVCITGQVPTHLIGTDAFQECDTVGITRHC 127
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Query: 219 TKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKLPGYMS 278
TKHNYLV ~ ++D+PRI+ EAF++A +GRPGPV+VD+PKDI Q A  +E+ ++ + +
Sbjct: 128 TKHNYLVKSIDDLPRILHEAFYVAANGRPGPVVVDLPKDI--QFASGLYERP-EIASHKT 184

Query: 279 RMPKPPEDS-HLEQIVRLISESKKPVLYVGGGCLNSSDELGR----FVELTGIPVASTLM 333
P D+ + V L++ +++PV Y GGG +NS E R V TG P+ STLM
Sbjct: 185 YRPAVKGDADRIRAAVELMATARRPVFYTGGGVINSGPEASRLLRELVRETGFPITSTLM 244

Query: 334 GLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVH 393
GLG+YP DE L MLGMHGT AN A+ D+++ G RFDDR+TG+L+AF+ +K +H
Sbjct: 245 GLGAYPGTDEKFLGMLGMHGTYEANLAMHECDVMICVGARFDDRITGRLDAFSPFSKKIH 304

Query: 394 IDIDSAEIGKNKTPHVSVCGDVKLALQGM---NKVLENRAEELKLDFGVWRNELNVQKQK 450
ID+D++ 1 K V + GD L M + L +R + LD W ++N K +
Sbjct: 305 IDVDASSINKVVKVDVGIVGDCASVLADMLEAWRALPSRPDTSNLD--PWFQKINAWKAR 362

Query: 451 FPLSFKTFGEAIPPQYAIKVLDE-LTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGG 509
L++ G I PQYA++ L E D + 1+T VGQHQMWAAQ++ Y +P +W++SGG
Shjct: 363 DCLAYWPSGTIIKPQYAVQRLYEACKDRETY I TTEVGQHQMWAAQYFKYDEPNRWMTSGG 422

Query: 510 LGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQELATIRVENLPVKVLLLNNQHLG 569
LG MG+GLPAAIG +A+P+ +V+DI G+ S +MN+QE++T LP+KV +LNN+++G
Sbjct: 423 LGTMGYGLPAAIGTQLAHPNGLVIDIAGEASILMNMQEMSTAVQYRLPIKVFILNNEYMG 482

Query: 570 MVMQWEDRFYKANRAHTFLGDPAQEDE IFPNMLLFAAACGIPAARVTKKADLREAIQTML 629
MV QW++  + +  + ++ E P++ AAG R K DL Al ML
Sbjct: 483 MVRQWQELLHGSRYSQSY------- SESLPDFVKLAEAYGAKGMRCEKPGDLDGAIAEML 535

Query: 630 DTPGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661
GP + D 1 E+ PMIP+G N+++
Sbjct: 536 AHDGPVIFDCIVDKTENCFPMIPSGKAHNEML 567

>ref]YP_001928031.1] acetolactate synthase, large subunit, biosynthetic type
[Methylobacterium populi BJOO1]
gb]ACB83496.1] acetolactate synthase, large subunit, biosynthetic type
[Methylobacterium populi BJOO1]
Length = 591

Score = 506 bits (1303), Expect = e-141, Method: Compositional matrix adjust.
Identities = 255/575 (44%), Positives = 372/575 (64%), Gaps = 27/575 (4%)

Query: 99 GADILVEALERQGVETVFAYPGGASME IHQALTRSSSIRNVLPRHEQGGVFAAEGYARSS 158
GA +++ A + QGV+T+F YPGGA + I+ AL  ++1++VL RHEQG V AAEGYARSS
Sbjct: 8 GAQMV IRAFQDQGVDTLFGYPGGAVLP I YDALFDETTIQHVLVRHEQGAVHAAEGYARSS 67

Query: 159 GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI 218
GK G+ + TSGPGATN+V+GL DA+LDS+PLVA+TGQVP +1G+DAFQE V +TR
Sbjct: 68 GKVGVVLVTSGPGATNIVTGLTDAMLDSIPLVAVTGQVPTHLIGSDAFQECDTVGITRHC 127

Query: 219 TKHNYLVMDVEDIPRIIEEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKLPGYMS 278
TKHNYLV ~ +ED+PRI+ EAF++A+ GRPGPV++D+PKD+Q + + P +
Sbjct: 128 TKHNYLVKSIEDLPRILHEAFYVASHGRPGPVV IDLPKDVQFATGV---—-- YQRPSHNG 181

Query: 279 -RMPKPPEDSHLEQI---VRLISESKKPVLYVGGGCLNSSDELGR----FVELTGIPVAS 330
+ PP E+1 V L++ +++PV Y GGG +NS E R vV TG PV S
Sbjct: 182 HKTYNPPVQGDAEKIRAAVELMAGARRPVFYTGGGV INSGPEASRLLRELVAETGFPVTS 241

Query: 331 TLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAK 390
TLMGLG++P D+ L MLGMHGT AN A+ D+++ G RFDDR+TG+L+AF+ +K
Sbjct: 242 TLMGLGAFPASDDKFLGMLGMHGTYEANLAMHDCDVMICIGARFDDRITGRLDAFSPYSK 301

Query: 391 I1VHIDIDSAEIGKNKTPHVSVCGDVKLALQGM---NKVLENRAEELKLDFGVWRNELNVQ 447
+H+D+D++ 1 K V + GD L+ M + L+ 4+ +++ W N+++
Sbjct: 302 KIHVDVDASSINKVVKVDVGILGDCAAVLEEMLAQWRALPKQPDKARME--DWFNKISRW 359

Query: 448 KQKFPLSFKTFGEAIPPQYAIKVLDE-LTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLS 506

K+ L++ G 1 PQYA++ L E  + K ++T VGQHQMWAAQ++ + +P +W-++
Sbjct: 360 KSRDCLAYWPSGTIIKPQYAVQRLYEACKNRKTFVTTEVGQHQMWAAQYFKFDEPNRWMT 419
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Query: 507
Shjct: 420
Query: 567
Sbjct: 480
Query: 627

Shjct: 533

SGGLGAMGFGLPAAIGASVANPDAIVVD IDGDGSFIMNVQELATIRVENLPVKVLLLNNQ 566
SGGLG MG+GLPAAIG +ANPD +V+Dl G+ S +MN+QEL+T LPVK+ +LNN+
SGGLGTMGYGLPAAIGTQLANPDGLV IDIAGEASILMNMQELSTAVQYRLPVKIFILNNE 479

HLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQ 626
+GMV QW++  + +  + ++ E P++ AAG R K +L AIQ
YMGMVRQWQEL LHGSRYSQSY-—-—--—-~- SESLPDFVKLAEAYGAKG IRCEKPGELDGAIQ 532

TMLDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661
ML GP + D+  E+ PMIP+G  N+++
EMLAYDGPV I FDCVVDKTENCFPMIPSGKAHNEML 567
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>emb|CAJ72436.1] strongly similar to acetohydroxy acid synthase lilvB [Candidatus

Score =
Identitie

Query: 97

Sbjct: 11

Query: 157
Sbjct: 70

Query: 217
Sbjct: 130
Query: 277
Sbjct: 190
Query: 332
Sbjct: 245
Query: 392
Sbjct: 305
Query: 449
Sbjct: 356
Query: 509
Sbjct: 416
Query: 569
Sbjct: 476
Query: 629

Sbjct: 529

Kuenenia stuttgartiensis]
Length = 565

506 bits (1303), Expect = e-141, Method: Compositional matrix adjust.

s = 266/573 (46%), Positives = 369/573 (64%), Gaps = 30/573 (5%)

RKGADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYAR 156
+ G+ IL+ AL R+GVE VF PGGA + + AL S I+ +L RHEQG  AA+G+AR
KTGSHILINALIREGVEYVFGIPGGAVLPLFDAL-YESQIKFILTRHEQGAGHAADGFAR 69

SSGKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTR 216
++GK G+C+ATSGPGATNL + +A A +DSVP+VA+TGQV ~ +1G DAFQE 1+ +TR
ATGKVGVCLATSGPGATNLTTAIATAYMDSVPMVALTGQVKTFLIGNDAFQEVDIIGITR 129

SITKHNYLVMDVED IPRI 1EEAFFLATSGRPGPVLVDVPKD IQQQLAIPNWEQAMKLPGY 276
ITKH+YLV DV+D+ R+++EAF+LA SGR GPVL+D+P D+ + LPGY
PITKHSYLVKDVKDLARVVKEAFYLANSGRQGPVLIDLPVDVTMAECEEI IPPEIDLPGY 189

MSRMPKPPEDSHLEQI ---VRL I SESKKPVLYVGGGCL--NSSDELGRFVELTGIPVAST 331
KP + ++ QI +1+ +++PVLY GGG + +S+ EL E 1PV +T
————— KPTYEGNIRQIKIAAEVINNARRPVLYTGGG I IASDSAKELLELAEKGNIPVTTT 244

LMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKI 391
LMGLG +P + LSL MLGMHGT YAN+AV D+L+A G RFDDR+TGK++ FA AKI
LMGLGGFPENHNLSLGMLGMHGTAYANFAVTTCDILIAIGARFDDRITGKIDEFAPNAKI 304

VHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNK---VLENRAEELKLDFGVWRNELNVQK 448
+HIDID + I KN + VG + L+ +NK +E R W +++ K
IHIDIDPSSISKNIKVDIPVVGYAQNTLRELNKHISFVERRE-———————- WFDKIKQWK 355

QKFPLSFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSG 508
++ PL++ G+ 1 PQY I+ + E T+G+AIl+T VGQ+QMWAAQ+Y Y KPR +LSSG
EQNPLTYNNSGDLIKPQYVIEQIYEATNGEAI I TTEVGONQMWAAQYYTYTKPRTFLSSG 415

GLGAMGFGLPAAIGASVANPDAIVVDIDGDGSF IMNVQELATIRVENLPVKVLLLNNQHL 568
GLG MG+G PAAIGA + PD IVVDI GDGS MN+QEL+T+ N+PVK+++LNN +L
GLGTMGYGFPAAIGAQLGCPDKIVVDIAGDGSIQMNIQELSTVVRLNIPVKIVILNNGYL 475

GMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLREAIQTM 628
GMV QW++ FY + L P+ + A+ G + KK D+R  ++
GMVRQWQELFYDKRYSSVSLNGN—-——---- PDFVKLAESYGAKGFLIEKKEDVRPTLEKA 528

LDTPGPYLLDVICPHQEHVLPMIPNGGTFNDVI 661
T P ++D E+V PM+P+G  + +1
FFTKQPVVMDFRVDPNENVFPMVPSGKP IHQMI 561

>ref]YP_176141.1] acetolactate synthase large subunit [Bacillus clausii KSM-K16]
dbj |BAD65180.1] acetolactate synthase large subunit [Bacillus clausii KSM-K16]

Score =
Identitie

Query: 99

Sbjct: 22

Length = 576

506 bits (1302), Expect = e-141, Method: Compositional matrix adjust.

s = 262/561 (46%), Positives = 366/561 (65%), Gaps = 23/561 (4%)

GADILVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHEQGGVFAAEGYARSS 158
G++IL++AL +GVE +F YPGGA + + + + + ++L RHEQG + AAEGYAR +
GSEILLKALASEGVEVIFGYPGGAILPTYDEIYKLG-MNHILARHEQGAIHAAEGYARIT 80
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Query: 159
Sbjct: 81
Query: 219
Sbjct: 141
Query: 279
Sbjct: 201
Query: 337
Sbjct: 259
Query: 397
Sbjct: 319
Query: 454
Sbjct: 371
Query: 514
Shjct: 431
Query: 574
Sbjct: 491
Query: 634

Shjct: 544

Database
translat
from WGS

Posted
Number o
Number o

Lambda
0.319

Gapped
Lambda
0.267

Matrix: BL
Gap Penalt
Number of
Number of
Number of
Number of
Number of
Number of
Number of
Length of
Length of
Length adj
Effective
Effective
Effective
Effective
Neighborin

GKPGICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTDAFQETPIVEVTRSI
KPG+Cl TSGPGATN+V+G+ADA++DS+P+V 1TGQV ++I1GTDAFQE ++ +T 1
QKPGVCIVTSGPGATNVVTG IADAMMDSLPMVV ITGQVATKV IGTDAFQEADMLGITMPI

TKHNYLVMDVED I PRI IEEAFFLATSGRPGPVLVDVPKD 1QQQLAIPNWEQAMKLPGYMS
TKHN+ + +E++ + ++EAF +A SGRPGPVL+D+PKDI ++L I ++E+ + LPGY
TKHNFQIRS IEELAQTVKEAFH 1 AVSGRPGPVL I DLPKD I SEKLG I FDYEEPVHLPGYQP

RMPKPPEDSHLEQIVRLISESKKPVLYVGGGCLN--SSDELGRFVELTGIPVASTLMGLG
+ P + +++ E+K+PVL VG G L+ +S+EL F IPVA TL+GLG
TV--KPNKQQ IRKLLDKFKEAKRPVLLVGAGVLHAQASEELTAFARKFQIPVAQTLLGLG

SYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDI
++P ++EL L M GMHGT AN A+ SD L+ G RFDDR+TG LE FA A 1 HIDI
AFPGEEELHLGMAGMHGTYAANMALHKSDFL INIGSRFDDRLTGALEHFAPEACIAHIDI

DSAE 1 GKNKTPHVSVCGDVKLALQGMNK---VLENRAEELKLDFGVWRNELNVQKQKFPL
D AEIGKN +VGD KAL + K ++ E WR +++ K+ +PL
DPAE1GKNVHVE I PVVGDAKEALAMLVKGSGAIDEHDE--——---- WRKQVSDWKRDYPL

SFKTFGEAIPPQYAIKVLDELTDGKAI ISTGVGQHQMWAAQFYNYKKPRQWLSSGGLGAM
F GE I PQ I+ L E T G+AI++T VGQHQMW AQ + + KP +W++SGGLG M
WFHRDGEV I KPQEL 1QKLYEHTKGEAIVTTDVGQHQMWTAQHFKFNKPNRWITSGGLGTM

GFGLPAAIGASVANPDAIVVD IDGDGSF IMNVQELAT IRVENLPVKVLLLNNQHLGMVMQ
GFG PAAIGA +A P+ V+ I GD F M +QE++ ++ +LPVK++++NN LGMV Q
GFGFPAAIGAQIAEPELPVLAITGDAGFQMTLQEMSILQELDLPVKIVIVNNASLGMVRQ

WEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG I PAARVTKKADLREAIQTMLDTPG
W+ RF+ +H+ P Q PN AA I A+V K+ L EAI L PG
WQQRFHGERYSHSLF--PI1Q----- PNFAKLAEAYNIKAVKVDKLSMLDEAIAETLAHPG

PYLLDVICPHQEHVLPMIPNG 654
P LL+V +E+V PM+ G
PVLLEVCVAKEENVYPMVCPG 564

= All non-redundant GenBank CDS

ions+PDB+SwissProt+PIR+PRF excluding environmental samples
projects
date: Oct 26, 2008 5:54 PM

T letters in database: 2,468,333,968

T sequences in database: 7,155,275

K H
0.137 0.406

K H
0.0410 0.140

OSuUM62

ies: Existence: 11, Extension: 1
Sequences: 7155275

Hits to DB: 2,988,339,135
extensions: 131465858

successful extensions: 327324
sequences better than 1.0: 4618
HSP"s gapped: 314312

HSP*"s successfully gapped: 5204
query: 670

database: 2,468,333,968

ustment: 142

length of query: 528

length of database: 1,452,284,918
search space: 766806436704
search space used: 766806436704
g words threshold: 11
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218

140

278

200

336

258

396

318

453

370

513

430

573

490

633

543
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Window for multiple hits: 40

X1: 16 ( 7.4 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 41 (21.8 bits)

S2: 91 (39.7 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= SEC6lgamma
(69 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

SearChinNg. - o oo e aaaa done
Score

Sequences producing significant alignments: (bits) Value
ref|NP_566909.1] protein transport protein SEC61 gamma subunit, 103 5e-21
ref|NP_194222_1] protein transport protein SEC61 gamma subunit, 93 6e-18
ref|NP_001046076.1] 0s02g0178400 [Oryza sativa (jJaponica cultiva... 91 4e-17
ref|NP_001058242.1] 0s06g0653900 [Oryza sativa (Japonica cultiva... 90 4e-17
gb]ABK93099.1] unknown [Populus trichocarpa] 90 6e-17
gb]ABK93166.1] unknown [Populus trichocarpa] 89 le-16
emb ] CAN62208.1]| hypothetical protein [Vitis vinifera] 88 2e-16
emb|CAN67771.1] hypothetical protein [Vitis vinifera] >gi|157341... 88 2e-16
gb]ABK21891.1] unknown [Picea sitchensis] 86 le-15
gb]ABK23495.1] unknown [Picea sitchensis] 86 le-15
ref|XP_001752211.1] predicted protein [Physcomitrella patens sub... 84  4e-15
ref|XP_001783762.1] predicted protein [Physcomitrella patens sub... 83 6e-15
ref|XP_001771807.1] predicted protein [Physcomitrella patens sub... 82 9e-15
ref|XP_002116543.1] conserved hypothetical protein [Trichoplax a... 70 4e-11
sp|Q7Z1B8.1]S61G1_GRYOR Protein transport protein Sec6l subunit ... 70 6e-11
ref|XP_797211.1] PREDICTED: hypothetical protein [Strongylocentr... 70 7e-11
gb]ABX75489.1] protein transport protein SEC61 subunit gamma [Ly... 69 8e-11
ref|NP_001027676.1] sec61 protein [Ciona intestinalis] >gi]|19843... 69 le-10
ref|XP_001606506.1] PREDICTED: similar to Sec6lp gamma subunit [... 68 2e-10
ref|XP_001892530.1] Protein transport protein SEC61 gamma subuni... 68 2e-10
ref|NP_001037674.1] transport protein Sec6l gamma subunit [Bomby... 67 3e-10
sp]Q962X7.1]|SC61G_BRABE Protein transport protein Sec6l subunit ... 67 4e-10
ref|XP_975621.1] PREDICTED: similar to Sec6lp gamma subunit [Tri... 67 4e-10
gbJACG76276.1] mitochondrial import inner membrane translocase s... 67 4e-10
ref|XP_001120892.1] PREDICTED: similar to CG14214-PA [Apis melli... 67 5e-10
sp]Q66KU2.1]SC61G_XENLA Protein transport protein Sec6l subunit ... 67 6e-10
gb]AC168444_1] transport protein Sec6l subunit gamma [Salmo salar] 66 9e-10
ref|XP_001650928.1] Sec61 protein complex gamma subunit, putativ... 66 9e-10
sp|Q7SZU9.1|SC61G_GADMO Protein transport protein Sec6l subunit ... 66 9e-10
sp]Q7T207.1]SC61G_HARAN Protein transport protein Sec6l subunit ... 66 9e-10
ref|XP_001476947_.1]| PREDICTED: similar to Sec6l-complex gamma-su... 65 le-09
ref|NP_505778.1] EndoMitotic Oocytes family member (emo-1) [Caen... 65 le-09
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emb]CAF91108.1] unnamed protein product [Tetraodon nigroviridis]...
ref|NP_610738.1] CG8860 CG8860-PA [Drosophila melanogaster] >gi]---
ref|NP_055117.1] Sec61 gamma subunit [Homo sapiens] >gi|50979172...
ref|XP_001355499.1] GA12829 [Drosophila pseudoobscura pseudoobsc...
ref|NP_035473.2] SEC61, gamma subunit isoform 1 [Mus musculus] >...
gb]ABR23409.1] mitochondrial import inner membrane translocase s...
ref|NP_608337.1] Sec6lgamma CG14214-PA [Drosophila melanogaster]...
ref|XP_001421202.1] predicted protein [Ostreococcus lucimarinus ...
ref|XP_001977803.1] GG19242 [Drosophila erecta] >gi]|190649452]|gb...
ref|XP_001949988.1] PREDICTED: similar to Sec6lp gamma subunit [...
ref|XP_346041.3] PREDICTED: similar to Protein transport protein...
ref|XP_001634305.1] predicted protein [Nematostella vectensis] >...
ref|XP_001698939.1] SEC61-gamma subunit or ER translocon [Chlamy...
ref|XP_001367112.1] PREDICTED: similar to Sec6l-complex gamma-su...

gb]AAI53755.1] LOC100127634 protein [Xenopus tropicalis]

gb]JAC164116.1] predicted protein [Thalassiosira pseudonana CCMP1...
ref|XP_637046.1] protein transport protein SEC61 gamma subunit [...

gb|EAZ37855.1] hypothetical protein 0sJ 021338 [Oryza sativa (jJa--
ref|XP_912247.1] PREDICTED: similar to SEC61 gamma [Mus musculus]
gb]AARO01761.1] putative transport protein [Oryza sativa (Japonic..
gb]EDL0O3260.1] mCG1026143 [Mus musculus]

gb]EAY90536.1] hypothetical protein Osl_011769 [Oryza sativa (in...

gb]AAX30649.1] SJCHGCO06493 protein [Schistosoma japonicum]
gb]AAQ96232.1] LRRGT00019 [Rattus norvegicus]

ref|XP_001480688.1] PREDICTED: similar to Sec6l-complex gamma-su...

gb]AAU93469.1] SEC6l1-gamma [Toxoplasma gondii]

ref|NP_001041386.1] hypothetical protein LOC100189555 [Rattus no...

gb]EDLO6017.1] mCG140712 [Mus musculus]
gb]EDL36122.1] mCG1037623 [Mus musculus]

gb]ABV22148.1] Sec6l-gamma subunit of protein translocation comp...
ref|XP_001473751.1] PREDICTED: similar to Sec6l-complex gamma-su...
ref|XP_672204.1] Sec6l-gamma subunit of protein translocation co...
ref|XP_001388404.1] Sec6l-gamma subunit of protein translocation...
ref|XP_001432956.1] hypothetical protein GSPATTO0035039001 [Para...
ref|XP_001451511.1] hypothetical protein GSPATT00018332001 [Para...
gb]AAW69344_.1] protein transport protein SEC61 gamma subunit-lik...
ref|NP_001041402.1] hypothetical protein LOC499136 [Rattus norve...
ref|XP_001435064.1] hypothetical protein GSPATT00036447001 [Para...
ref|XP_366666.1] conserved hypothetical protein [Magnaporthe gri...
ref|XP_735829.1] Sec6l-gamma subunit of protein translocation co...
ref|XP_001424615.1] hypothetical protein GSPATT00028252001 [Para...
ref|XP_001436648.1] hypothetical protein GSPATT00037690001 [Para...
ref|XP_001349608.1] Sec6l-gamma subunit of protein translocation...
ref|XP_001742910.1] predicted protein [Monosiga brevicollis MX1]...
emb ] CAQ38473.1] Sec6l-gamma subunit of protein translocation,put...
ref|XP_001545872.1] hypothetical protein BC1G_15623 [Botryotinia...
ref|XP_001613029.1] transport protein SEC61 gamma subunit, putat...
ref|XP_002049604.1] GJ21688 [Drosophila virilis] >gi]|194144401]g.-- -
ref|XP_001937557.1] conserved hypothetical protein [Pyrenophora ...
ref|XP_001475587.1] PREDICTED: similar to SEC61 gamma [Mus muscu...

ref|XP_809106.1] protein transport protein Sec6l gamma subunit,

ref|XP_001586079.1] hypothetical protein SS1G_13172 [Sclerotinia.::
ref|XP_001246613.1] hypothetical protein CIMG_00384 [Coccidioide...

ref|XP_843692.1] protein transport protein Sec6l gamma subunit,

ref|XP_002141107.1] protein translocation complex, SEC61 gamma S...
ref|XP_001791442.1] hypothetical protein SNOG_00767 [Phaeosphaer...
ref|XP_001565595.1] protein transport protein sec6l gamma subuni...
ref|XP_001263761.1] protein translocase, putative [Neosartorya f...
ref|XP_961283.1] hypothetical protein NCU04127 [Neurospora crass...
ref|XP_001537820.1] predicted protein [Ajellomyces capsulatus NA...
ref|XP_001911892.1] unnamed protein product [Podospora anserina]...
ref|XP_001270709.1] protein translocase, putative [Aspergillus c...
ref|NP_611482.1] CG13426 CG13426-PA [Drosophila melanogaster] >g...
ref|XP_001466134.1] protein transport protein sec6l gamma subuni...

gb]AAY85043.1] IP05558p [Drosophila melanogaster]

ref|XP_001974909.1] GG20863 [Drosophila erecta] >gi]|190658096]gb.. .
ref|XP_001609442_.1] protein transport protein SEC61 gamma subuni...
ref|XP_001215615.1] conserved hypothetical protein [Aspergillus ...
ref|XP_001959014.1] GF12667 [Drosophila ananassae] >gi]|190620312...
ref|XP_001022928.1] Protein transport protein SEC61 gamma-1 subu...
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65 le-09
65 le-09
65 le-09
65 le-09
65 le-09
65 2e-09
65 2e-09
65 2e-09
64  3e-09
64  4e-09
64  4e-09
64 5e-09
63 6e-09
62 le-08
62 le-08
62 2e-08
61 2e-08
61 2e-08
59 le-07
59 le-07
58 2e-07
58 2e-07
55 le-06
55 le-06
55 2e-06
54 5e-06
53 8e-06
52 le-05
51 2e-05
51 2e-05
51 3e-05
49 le-04
49 le-04
49 2e-04
48 2e-04
48 2e-04
48 2e-04
48 2e-04
48 2e-04
48 2e-04
48 3e-04
48 3e-04
47 3e-04
47 4e-04
47 4e-04
47 5e-04
47 5e-04
47 6e-04
47 6e-04
47 6e-04
46 7e-04
46  8e-04
46  0.001
46 0.001
46  0.001
46  0.001
46  0.001
45 0.001
45 0.001
44  0.003
44  0.003
44  0.003
44 0.003
44  0.003
44  0.003
44  0.004
43 0.006
43  0.006
43  0.007
43  0.007
Page 209 of 239



BASF

The Chemical Company

Plant Science L. L. C.

ref|XP_001203964
ref|XP_763390.1]
ref|XP_001829161
ref|XP_955056.1]
ref|XP_002091685
ref|XP_001874004
ref|XP_001522383
ref|XP_001300450
ref|XP_001389573
ref|XP_002006249
ref|XP_001224853

ref|XP_002082332.

.1] PREDICTED: similar to Sec6l gamma subunit, p...
protein translocation complex, sec6l subunit ga...
predicted protein [Coprinopsis cinerea okaya...
protein translocation complex subunit (SEC61 ga...
GE13801 [Drosophila yakuba] >gi|194177786]gb...
predicted protein [Laccaria bicolor S238N-H8...
hypothetical protein MGCH7_ch7g490 [Magnapor...
protein translocase gamma subunit, putative ...
hypothetical protein An01g11630 [Aspergillus...
G118672 [Drosophila mojavensis] >gi]19391131...
predicted protein [Chaetomium globosum CBS 1...
GD25279 [Drosophila simulans] >gi]194194341]...
ref|NP_593061.1] translocon gamma subunit Sssl [Schizosaccharomy.. .
ref|XP_002034688.1] GM19788 [Drosophila sechellia] >gi]194126658...
ref|XP_662193.1] hypothetical protein AN4589.2 [Aspergillus nidu...

1)

1)
1]
A1)
1]
1]
1]
A1)
1]

BASF Reg. Doc. No. 2008/7019294

gb]EDLO0527.1] mCG1042596 [Mus musculus]

ref|XP_389047.1] hypothetical protein FG08871.1 [Gibberella zeae...
ref|XP_001163709.1] PREDICTED: similar to SEC61 gamma, partial [...
ref|XP_652711.1] Protein transport protein SEC61 gamma subunit,...
ref|XP_567231.1] hypothetical protein [Cryptococcus neoformans v...

gb]ACC54913.1] Sec61 gamma subunit beta [Xenopus borealis]

>ref|NP_566909.1] protein transport protein SEC61 gamma subunit, putative
[Arabidopsis thaliana]

sp]Q9SMP2_.1]S61G3_ARATH Protein transport protein Sec6l subunit gamma-3

emb ] CAB62346.1] protein translocation complex sec61l gamma chain-like protein
[Arabidopsis thaliana]

gb]AAM62573.1] protein translocation complex Sec6l gamma chain (pir TO05513)
[Arabidopsis thaliana]

dbj |BAC42969.1] putative protein translocation complex sec6l gamma chain
[Arabidopsis thaliana]

gb]ABD38856.1] At3g48570 [Arabidopsis thaliana]
Length = 69

[eNeoNolololoNoNoNoNoNooNoloNoNoloNoNoNoNe]

.008
-009
.010
.010
.014
.019
.022
.022
.025
.028
.045
.046
.048
.062
.080
.081
.083

Score = 103 bits (256), Expect = 5e-21, Method: Compositional matrix adjust.
Identities = 53/69 (76%), Positives = 53/69 (76%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIP 60
MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTALI
Sbjct: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIGFVVMGFVGFFVKLVFIP 60

Query: 61 INNIIVGSS 69

INNIIVGSS

Sbjct: 61 INNIIVGSS 69

>ref|NP_194222_.1] protein transport protein SEC61 gamma subunit,
[Arabidopsis thaliana]

putative

ref|NP_568728.1] protein transport protein SEC61 gamma subunit, putative
[Arabidopsis thaliana]
sp|Q9SW34_.1]S61G1_ARATH Protein transport protein Sec6l 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 Sec6l1 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
thalianal
Length = 69

Score = 93.2 bits (230), Expect = 6e-18, Method: Compositional matrix adjust.
Identities = 45/69 (65%), Positives = 51/69 (73%)
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Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIP 60
M+AIDS +DPLRDFAK S+RLV+RCHKPDRKEFTKVAVRTAI 1P

Sbjct: 1 MDAIDSVVDPLRDFAKDS IRLVKRCHKPDRKEFTKVAVRTAIGFVVMGFVGFFVKLIFIP 60

Query: 61 INNIIVGSS 69
INNTIVG++
Sbjct: 61 INNIIVGAT 69

>ref|NP_001046076.1] 0s02g0178400 [Oryza sativa (Japonica cultivar-group)]

sp|P38385.1]SC61G_ORYSJ Protein transport protein Sec6l subunit gamma

dbj |BAD27997.1] transport protein SEC61 [Oryza sativa Japonica Group]

dbj |BAF07990.1] 0s02g0178400 [Oryza sativa (Japonica cultivar-group)]

gb]EAY84716.1] hypothetical protein Osl_005949 [Oryza sativa (indica
cultivar-group)]

gb]EAZ21956.1] hypothetical protein 0sJ 005439 [Oryza sativa (Japonica
cultivar-group)]

gb]ABR26051.1] protein transport protein sec6l gamma subunit [Oryza sativa
(indica cultivar-group)]
Length = 69

Score = 90.5 bits (223), Expect = 4e-17, Method: Compositional matrix adjust.
Identities = 44/69 (63%), Positives = 49/69 (71%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIP 60
M+A+DS +DPLR+FAK SVRLV+RCHKPDRKEFTKVA RTAI 1P
Sbjct: 1 MDAVDSVVDPLREFAKDSVRLVKRCHKPDRKEFTKVAARTAIGFVVMGFVGFFVKLIFIP 60

Query: 61 INNIIVGSS 69
INNIIVGS
Sbjct: 61 INNIIVGSG 69

>ref|NP_001058242_1] 0s069g0653900 [Oryza sativa (jJaponica 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] 0s06g0653900 [Oryza sativa (Japonica cultivar-group)]
gb]EAZ01925.1] hypothetical protein Osl_023157 [Oryza sativa (indica
cultivar-group)]
Length = 69
Score = 90.1 bits (222), Expect = 4e-17, Method: Compositional matrix adjust.
Identities = 44/69 (63%), Positives = 50/69 (72%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIP 60
M+AIDS +DPLR+FAK SVRLV+RCHKPDRKEF+KVA+RTAI 1P
Sbjct: 1 MDAIDSVVDPLREFAKDSVRLVKRCHKPDRKEFSKVALRTAIGFVVMGFVGFFVKLIFIP 60

Query: 61 INNIIVGSS 69
INNTIVGS
Sbjct: 61 INNIIVGSG 69

>gb|ABK93099.1] unknown [Populus trichocarpa]
Length = 69

Score = 89.7 bits (221), Expect = 6e-17, Method: Compositional matrix adjust.
Identities = 44/69 (63%), Positives = 50/69 (72%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTALXXXXXXXXXXXXXXXXTP 60
M+AIDS +DPLR+FAK SVRLV+RCHKPD+KEFTKVA RTAI 1P
Sbjct: 1 MDAIDSVVDPLREFAKDSVRLVKRCHKPDQKEFTKVATRTAIGFVVMGFVGFFVKLIFIP 60

Query: 61 INNIIVGSS 69

INNIIVG+S
Sbjct: 61 INNIIVGAS 69

>gb]ABK93166.1] unknown [Populus trichocarpa]
Length = 69

BASF Plant Science Report No. BPS-014-08 Page 211 of 239



BASF

The Chemical Company
Plant Science L. L. C. BASF Reg. Doc. No. 2008/7019294

Score = 89.0 bits (219), Expect = le-16, Method: Compositional matrix adjust.
Identities = 44/69 (63%), Positives = 50/69 (72%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTA IXXXXXXXXXXXXXXXXIP 60
M+AIDS +DPLR+FAK SVRLV+RCHKPD+KEFTKVA RTAI 1P
Sbjct: 1 MDAIDSVVDPLREFAKDSVRLVKRCHKPDQKEFTKVASRTAIGFVVMGFVGFFVKLIFIP 60

Query: 61 INNIIVGSS 69
INNTIVG+S
Sbjct: 61 INNIIVGAS 69

>emb |CAN62208.1] hypothetical protein [Vitis vinifera]
Length = 69

Score = 88.2 bits (217), Expect = 2e-16, Method: Compositional matrix adjust.
Identities = 43/69 (62%), Positives = 49/69 (71%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXTP 60
M+AIDSA+DPLR+F+K SVRLV+RCHKPDRKE+TKVA RTA 1P
Sbjct: 1 MDAIDSAVDPLREFSKDSVRLVKRCHKPDRKEYTKVAFRTATGFVVMGFVGFFVKLIFIP 60

Query: 61 INNIIVGSS 69
INNTIVGS
Sbjct: 61 INNIIVGSG 69

>emb|CAN67771.1] hypothetical protein [Vitis vinifera]
emb ] CA049023.1] unnamed protein product [Vitis vinifera]
Length = 69

Score = 88.2 bits (217), Expect = 2e-16, Method: Compositional matrix adjust.
Identities = 43/68 (63%), Positives = 48/68 (70%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXTP 60
M+AID+ DP+R+FAK SVRLV+RCHKPDRKEFTKVA RTAI 1P
Sbjct: 1 MDAIDNVFDPMREFAKDSVRLVKRCHKPDRKEFTKVAFRTAIGFVVMGFVGFFVKLIFIP 60

Query: 61 INNIIVGS 68
INNIIVGS
Sbjct: 61 INNIIVGS 68

>gb|ABK21891.1] unknown [Picea sitchensis]
Length = 69

Score = 85.5 bits (210), Expect = le-15, Method: Compositional matrix adjust.
Identities = 41/69 (59%), Positives = 48/69 (69%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTATIXXXXXXXXXXXXXXXXIP 60
M+A+D+ + PL+DFAK SVRLV+RCHKPDRKEF+KVA RTAI 1P
Sbjct: 1 MDAVDTVVRPLKDFAKDSVRLVKRCHKPDRKEFSKVAFRTAIGFVVMGFVGFFVKLIFIP 60

Query: 61 INNIIVGSS 69
INNIIVGS
Sbjct: 61 INNIIVGSG 69

>gb|ABK23495.1] unknown [Picea sitchensis]
Length = 69

Score = 85.5 bits (210), Expect = le-15, Method: Compositional matrix adjust.
Identities = 41/69 (59%), Positives = 48/69 (69%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTA IXXXXXXXXXXXXXXXXIP 60
MEA+D+ + PL++FAK SVRLV+RCHKPDRKEF+KVA RTAI 1P
Sbjct: 1 MEAVDAVVRPLQEFAKDSVRLVKRCHKPDRKEFSKVAFRTAIGFVVMGFVGFFVKLIFIP 60

Query: 61 INNIIVGSS 69

INNIIVGS
Sbjct: 61 INNIIVGSG 69
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>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 = 84.0 bits (206), Expect = 4e-15, Method: Compositional matrix adjust.
Identities = 38/69 (55%), Positives = 49/69 (71%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTALXXXXXXXXXXXXXXXXIP 60
MEA+D+ + P++DFAK S+RLV+RCHKPDR+EF+KVA+RTA+ 1P
Sbjct: 1 MEAVDTVVRPVKDFAKDSIRLVKRCHKPDRREFSKVAIRTALGFIVMGFIGFFVKLIFIP 60

Query: 61 INNIIVGSS 69
INNTIVGS
Sbjct: 61 INNIIVGSG 69

>ref|XP_001783762.1] predicted protein [Physcomitrella patens subsp. patens]
gb]EDQ51414.1]| predicted protein [Physcomitrella patens subsp. patens]
Length = 69

Score = 83.2 bits (204), Expect = 6e-15, Method: Compositional matrix adjust.
Identities = 38/68 (55%), Positives = 48/68 (70%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTALXXXXXXXXXXXXXXXX1P 60
MEA+D+ + P++DFAK SVRLV+RCHKPDRKEF+KVA+RT + 1P
Sbjct: 1 MEAVDTVVRPVKDFAKDSVRLVKRCHKPDRKEFSKVAIRTGLGFIVMGFIGFFVKLIFIP 60

Query: 61 INNIIVGS 68
INNTIVG+
Shjct: 61 INNIIVGA 68

>ref|XP_001771807.1] predicted protein [Physcomitrella patens subsp. patens]
gb]EDQ63415.1] predicted protein [Physcomitrella patens subsp. patens]
Length = 69

Score = 82.4 bits (202), Expect = 9e-15, Method: Compositional matrix adjust.
Identities = 37/68 (54%), Positives = 48/68 (70%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTA IXXXXXXXXXXXXXXXXIP 60
MEA+D+ + P++DFAK S+RLV+RCHKPDRKEF+KVA+RT + 1P
Sbjct: 1 MEAVDTVVRPVKDFAKDSIRLVKRCHKPDRKEFSKVALRTGLGFLVMGFIGFFVKLIFIP 60

Query: 61 INNIIVGS 68
INNIIVG+
Sbjct: 61 INNIIVGT 68

>ref|XP_002116543.1] conserved hypothetical protein [Trichoplax adhaerens]
gb]EDV20899.1] conserved hypothetical protein [Trichoplax adhaerens]
Length = 68

Score = 70.1 bits (170), Expect = 4e-11, Method: Compositional matrix adjust.
Identities = 35/68 (51%), Positives = 42/68 (61%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTALXXXXXXXXXXXXXXXXTP 60
M+ + + +DPL+ F K SVRLV+RC KPDRKEF K+A TAI 1P
Sbjct: 1 MDQVTTLVDPLKVFVKDSVRLVKRCTKPDRKEFQKIAFATAIGFGIMGFIGFFVKLIHIP 60

Query: 61 INNIIVGS 68
INNIIVGS
Sbjct: 61 INNIIVGS 68

>sp|Q7Z1B8.1]S61G1_GRYOR Protein transport protein Sec6l subunit gamma

gb]AAP47228.1] Sec6lp gamma subunit [Gryllotalpa orientalis]
Length = 68
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Score = 69.7 bits (169), Expect = 6e-11, Method: Compositional matrix adjust.
Identities = 36/68 (52%), Positives = 42/68 (61%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTA IXXXXXXXXXXXXXXXXIP 60
M+ + I1+P R FAK S+RLV+RC KPDRKEF K+AV TAI 1P
Sbjct: 1 MDQVTKFIEPGRQFAKDSIRLVKRCTKPDRKEFQKIAVATAIGFCIMGFIGFFVKLIHIP 60

Query: 61 INNIIVGS 68
INNTIVGS
Sbjct: 61 INNIIVGS 68

>ref|XP_797211.1] PREDICTED: hypothetical protein [Strongylocentrotus purpuratus]
ref|XP_001176408.1] PREDICTED: hypothetical protein [Strongylocentrotus purpuratus]
Length = 68

Score = 69.7 bits (169), Expect = 7e-11, Method: Compositional matrix adjust.
Identities = 35/68 (51%), Positives = 42/68 (61%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIP 60
M+ 1 I1+P + FAK S+RLV+RC KPDRKEF K+A+ TAI 1P
Sbjct: 1 MDQIQQTIEPAKQFAKDSIRLVKRCTKPDRKEFQKIAMATAIGFCIMGFIGFFVKLIHIP 60

Query: 61 INNIIVGS 68
INNIIVGS
Sbjct: 61 INNIIVGS 68

>gb|ABX75489.1| protein transport protein SEC61 subunit gamma [Lycosa
singoriensis]
Length = 68

Score = 69.3 bits (168), Expect = 8e-11, Method: Compositional matrix adjust.
Identities = 36/68 (52%), Positives = 43/68 (63%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTALXXXXXXXXXXXXXXXXIP 60
M+ + S 1+P R FAK S+RLV+RC KPDRKEF K+A+ TAI 1P
Sbjct: 1 MDQVMSFIEPDRQFAKDS IRLVKRCTKPDRKEFQKIAMATAIGFAIMGFIGFFVKLIHIP 60

Query: 61 INNIIVGS 68
INNIIVGS
Shjct: 61 INNIIVGS 68

>ref|NP_001027676.1] sec6l protein [Ciona intestinalis]
ref|XP_002125574_.1] PREDICTED: similar to putative transport protein sec6l gamma
subunit [Ciona intestinalis]
ref|XP_002119112.1] PREDICTED: hypothetical protein [Ciona intestinalis]
sp]Q817D9.1]SC61G_CIOIN Protein transport protein Sec6l subunit gamma
emb ] CAC82549.1| putative transport protein sec6l gamma subunit [Ciona
intestinalis]
Length = 68

Score = 68.6 bits (166), Expect = le-10, Method: Compositional matrix adjust.
Identities = 34/68 (50%), Positives = 43/68 (63%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAXXXXXXXXXXXXXXXXIP 60

M+ + + ++P + FAK S+RLV+RC KPDRKEF K+AV TAI 1P
Sbjct: 1 MDQVMAWVEPGKQFAKDSIRLVKRCTKPDRKEFQKIAVATAIGFAIMGFIGFFVKLIHIP 60
Query: 61 INNIIVGS 68

INNIIVGS
Sbjct: 61 INNIIVGS 68

>ref|XP_001606506.1] PREDICTED: similar to Sec6lp gamma subunit [Nasonia vitripennis]
Length = 68

Score = 68.2 bits (165), Expect = 2e-10, Method: Compositional matrix adjust.
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Identities = 35/68 (51%), Positives = 42/68 (61%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTA IXXXXXXXXXXXXXXXX1P 60
M+ 1 ++P R FAK S+RLV+RC KPDRKEF K+A+ TAI 1P
Sbjct: 1 MDQIKMFVEPSRQFAKDSMRLVKRCTKPDRKEFQKIAIATAIGFCIMGFIGFFVKLIHIP 60

Query: 61 INNIIVGS 68
INNIIVGS
Sbjct: 61 INNIIVGS 68

>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 = 68.2 bits (165), Expect = 2e-10, Method: Compositional matrix adjust.
Identities = 33/68 (48%), Positives = 42/68 (61%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXTP 60
M+ + + IDP + FAK S+RLV+RC KPDRKE+ K+AV TA+ 1P
Sbjct: 4 MDHLQALIDPSKQFAKDSIRLVKRCTKPDRKEYQKIAVATAVGFAIMGFIGFFVKLIHIP 63

Query: 61 INNIIVGS 68
INNTIVG
Shjct: 64 INNIIVGG 71

>ref|NP_001037674.1] transport protein Sec6l gamma subunit [Bombyx mori]

gb]ABF51395.1] transport protein SEC61 [Bombyx mori]

gb]ABF85697.1] transport protein Sec6l gamma subunit [Bombyx mori]
Length = 68

Score = 67.4 bits (163), Expect = 3e-10, Method: Compositional matrix adjust.
Identities = 34/68 (50%), Positives = 42/68 (61%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIP 60
M+ 1 ++P + FAK S+RLV+RC KPDRKEF K+A+ TAI 1P
Sbjct: 1 MDQIAKFVEPGKQFAKDSIRLVRRCTKPDRKEFQKIAIATAIGFCIMGFIGFFVKLIHIP 60

Query: 61 INNIIVGS 68
INNIIVGS
Shjct: 61 INNIIVGS 68

>sp|Q962X7.1]SC61G_BRABE Protein transport protein Sec6l subunit gamma
gb]AAK72260.1]|AF395915_1 SEC61 [Branchiostoma belcheri]
Length = 68

Score = 67.0 bits (162), Expect = 4e-10, Method: Compositional matrix adjust.
Identities = 34/68 (50%), Positives = 41/68 (60%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTA IXXXXXXXXXXXXXXXX1P 60
M+ + ++P R FAK S RLV+RC KPDRKEF K+A+ TAI 1P
Sbjct: 1 MDQLVQFVEPARQFAKDSYRLVKRCTKPDRKEFQKIAMATAIGFAIMGFIGFFVKLIHIP 60

Query: 61 INNIIVGS 68
INNTIVGS
Shjct: 61 INNIIVGS 68

>ref|XP_975621.1] PREDICTED: similar to Sec6lp gamma subunit [Tribolium castaneum]
Length = 68

Score = 67.0 bits (162), Expect = 4e-10, Method: Compositional matrix adjust.
Identities = 34/68 (50%), Positives = 41/68 (60%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTA IXXXXXXXXXXXXXXXXIP 60

M+ 1 I+P R F K S+RLV+RC KPDR+EF K+A+ TAI 1P
Sbjct: 1 MDQITKFIEPGRQFTKDSIRLVKRCTKPDRREFQKIAIATAIGFCIMGFIGFFVKLIHIP 60
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Query: 61 INNIIVGS 68
INNIIVGS
Sbjct: 61 INNIIVGS 68

>gb|ACG76276.1] mitochondrial import inner membrane translocase subunit TIM8
[Amblyomma americanum]
Length = 68

Score = 67.0 bits (162), Expect = 4e-10, Method: Compositional matrix adjust.
Identities = 32/68 (47%), Positives = 42/68 (61%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTA IXXXXXXXXXXXXXXXXIP 60
M+ + + IDP + +K S+RL++RC KPDRKEF K+A+ TAI 1P
Sbjct: 1 MDQVMAFIDPFKQLSKDSIRLIKRCTKPDRKEFQKIAMATAIGFAIMGFIGFFVKLIHIP 60

Query: 61 INNIIVGS 68
INNTIVGS
Sbjct: 61 INNIIVGS 68

>ref|XP_001120892.1] PREDICTED: similar to CG14214-PA [Apis mellifera]
Length = 68

Score = 67.0 bits (162), Expect = 5e-10, Method: Compositional matrix adjust.
Identities = 33/68 (48%), Positives = 41/68 (60%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIP 60
M+ + +P R FAK S+RL++RC KPDRKEF K+A+ TAI 1P
Sbjct: 1 MDQVKKLTEPGRQFAKDSIRLIKRCTKPDRKEFQKIAIATAIGFCIMGFIGFFVKLIHIP 60

Query: 61 INNIIVGS 68
INNIIVGS
Sbjct: 61 INNIIVGS 68

>sp|Q66KU2.1]SC61G_XENLA Protein transport protein Sec6l subunit gamma
gb]AAH78558.1] Unknown (protein for MGC:85435) [Xenopus laevis]
Length = 68

Score = 66.6 bits (161), Expect = 6e-10, Method: Compositional matrix adjust.
Identities = 33/68 (48%), Positives = 41/68 (60%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTA IXXXXXXXXXXXXXXXX1P 60
M+ + ++P R F K S+RLV+RC KPDRKEF K+A+ TAI 1P
Sbjct: 1 MDQVMQFVEPSRQFVKDSIRLVKRCTKPDRKEFQKIAMATAIGFAIMGFIGFFVKLIHIP 60

Query: 61 INNIIVGS 68
INNIIVGS
Shjct: 61 INNIIVGS 68

>gb|AC168444_1] transport protein Sec6l subunit gamma [Salmo salar]
Length = 68

Score = 65.9 bits (159), Expect = 9e-10, Method: Compositional matrix adjust.
Identities = 32/68 (47%), Positives = 41/68 (60%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTALXXXXXXXXXXXXXXXXTP 60
M+ + ++P R F K S+RLV+RC KPDRKEF+K+A+ TAI 1P
Sbjct: 1 MDQVMQFVEPSRQFVKDSIRLVKRCTKPDRKEFSKIAMATAIGFAIMGFIGFFVKLIHIP 60

Query: 61 INNIIVGS 68

INNIIVG
Sbjct: 61 INNIIVGG 68

>ref|XP_001650928.1] Sec61 protein complex gamma subunit, putative [Aedes aegypti]
ref|XP_001846718.1] Sec61 protein complex gamma subunit [Culex quinquefasciatus]
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gb]ABF18076.1] preprotein translocase gamma subunit [Aedes aegypti]

gb|EAT43047.1] Sec6l protein complex gamma subunit, putative [Aedes aegypti]

gb|EDS44447_.1] Sec6l protein complex gamma subunit [Culex quinquefasciatus]
Length = 68

Score = 65.9 bits (159), Expect = 9e-10, Method: Compositional matrix adjust.
Identities = 33/68 (48%), Positives = 41/68 (60%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIP 60
M+ 1 +P R FAK S+RL++RC KPDR+EF K+A+ TAI 1P
Sbjct: 1 MDQIAKIYEPGRSFAKDSIRLIKRCTKPDRREFQKIAIATAIGFCIMGFIGFFVKLIHIP 60

Query: 61 INNIIVGS 68
INNTIVGS
Sbjct: 61 INNIIVGS 68

>sp|Q7SZU9.1]SC61G_GADMO Protein transport protein Sec6l subunit gamma
gb]AAQ18693.1] Sec61 gamma subunit [Gadus morhual
Length = 68

Score = 65.9 bits (159), Expect = 9e-10, Method: Compositional matrix adjust.
Identities = 33/68 (48%), Positives = 40/68 (58%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIP 60
M+ 1 ++P R F K S+RLV+RC KPDRKEF K+A+ TAI 1P
Sbjct: 1 MDQIMQFVEPSRQFVKDSIRLVKRCTKPDRKEFQKIAMATAIGFAIMGFIGFFVKLIHIP 60

Query: 61 INNIIVGS 68
INNIIVG
Sbjct: 61 INNIIVGG 68

>sp|Q7T207.1]SC61G_HARAN Protein transport protein Sec6l subunit gamma
gb|AAP74549.1] SEC61 gamma [Harpagifer antarcticus]
Length = 68

Score = 65.9 bits (159), Expect = 9e-10, Method: Compositional matrix adjust.
Identities = 33/68 (48%), Positives = 40/68 (58%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIP 60
M+ + ++P R F K S+RLV+RC KPDRKEF KVA+ TAI 1P
Sbjct: 1 MDQVMQFVEPSRQFVKDSIRLVKRCTKPDRKEFQKVAMATAIGFAIMGFIGFFVKLIHIP 60

Query: 61 INNIIVGS 68
INNTIVG
Shjct: 61 INNIIVGG 68

>ref|XP_001476947.1] PREDICTED: similar to Sec6l-complex gamma-subunit [Mus musculus]
ref|XP_001473383.1] PREDICTED: similar to Sec6l-complex gamma-subunit [Mus musculus]
gb|EDL20549.1] mCG8406 [Mus musculus]
Length = 68

Score = 65.5 bits (158), Expect = le-09, Method: Compositional matrix adjust.
Identities = 32/68 (47%), Positives = 40/68 (58%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIP 60
M+ + ++P R F K S+RLV+RC KPDRKEF K+A+ TAI 1P
Sbjct: 1 MDQVMQFVEPSRQFVKESIRLVKRCTKPDRKEFQKIAMATAIGFAIMGFIGFFVKLIHIP 60

Query: 61 INNIIVGS 68
INNIIVG
Sbjct: 61 INNIIVGG 68

>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]
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sp]Q19967.1]SC61G_CAEEL Protein transport protein Sec6l subunit gamma

gb]AAC47274.1] Sec6lp 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 = 65.5 bits (158), Expect = le-09, Method: Compositional matrix adjust.
Identities = 32/68 (47%), Positives = 41/68 (60%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTA IXXXXXXXXXXXXXXXX1P 60
M+ + I+P R F+K S RLV+RC KPDRKE+ K+A+ TAI 1P
Sbjct: 1 MDQFQALIEPARQFSKDSYRLVKRCTKPDRKEYQKIAMATAIGFAIMGFIGFFVKLIHIP 60

Query: 61 INNIIVGS 68
INNIIVG+
Sbjct: 61 INNIIVGA 68

>emb|CAF91108.1] unnamed protein product [Tetraodon nigroviridis]
emb]CAF97954.1] unnamed protein product [Tetraodon nigroviridis]
Length = 68

Score = 65.5 bits (158), Expect = le-09, Method: Compositional matrix adjust.
Identities = 33/68 (48%), Positives = 40/68 (58%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTA IXXXXXXXXXXXXXXXXIP 60
M+ + ++P R F K SVRLV+RC KPDRKEF K+A+ TAI 1P
Sbjct: 1 MDQVMQFVEPGRQFIKDSVRLVKRCTKPDRKEFQKIAMATAIGFAIMGFIGFFVKLIHIP 60

Query: 61 INNIIVGS 68
INNIIVG
Sbjct: 61 INNIIVGG 68

>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]Q9vV668.1]S61G1_DROME Protein transport protein Sec6l gamma-1 subunit
gb]AAF58563.1] CG8860-PA [Drosophila melanogaster]
gb]AAM50706.1] GM14157p [Drosophila melanogaster]
gb|EDV56373.1] GG22600 [Drosophila erectal

gb|EDW47507.1] GM20379 [Drosophila sechellial
gbEDW9O0828.1] GE13468 [Drosophila yakuba]

gb|EDX15533.1] GD15244 [Drosophila simulans]

Length = 68

Score = 65.5 bits (158), Expect = le-09, Method: Compositional matrix adjust.
Identities = 33/68 (48%), Positives = 41/68 (60%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTA IXXXXXXXXXXXXXXXX1P 60
M+ + +P R FAK S+RLV+RC KPDRKEF K+A+ TA+ 1P
Sbjct: 1 MDKVVKFAEPGRAFAKDSIRLVKRCTKPDRKEFQKIAIATAVGFAIMGFIGFFVKLIHIP 60

Query: 61 INNIIVGS 68
INNTIVGS
Shjct: 61 INNIIVGS 68

>ref|NP_055117.1] Sec6l1 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]
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ref|XP_001152525._1]
ref|XP_001236152._1]
ref|XP_001479532.1]
ref|XP_001475666.1]
ref|XP_001478183.1]
ref|XP_001478570.1]
ref|XP_001480211.1]
sp|P60058.1]SC61G_CANFA Protein transport
sp|P60059.1]SC61G_HUMAN Protein transport

PREDICTED:
PREDICTED:
PREDICTED:
PREDICTED:
PREDICTED:
PREDICTED:
PREDICTED:

similar to
similar to
similar to
similar to
similar to
similar to
similar to

SEC61
SEC61
SEC61
SEC61
SEC61
SEC61
SEC61

gamma
gamma
gamma
gamma
gamma
gamma
gamma
protein Sec6l subunit gamma
protein Sec6l subunit gamma

BASF Reg. Doc. No. 2008/7019294

[Pan troglodytes]
[Gallus gallus]
[Mus musculus]
[Mus musculus]
[Mus musculus]
[Mus musculus]
[Mus musculus]

sp|P60060.1]|SC61G_MOUSE RecName: Full=Protein transport protein Sec6l subunit gamma
sp]Q3T104.1]SC61G_BOVIN Protein transport protein Sec6l subunit gamma
gb]AAA19705.1] Sec6l-complex gamma-subunit
gb]AAA19431.1] Sec6l protein complex gamma subunit
gb]AAC99401.1] Sec6l1 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
gb]AAH19158.1] SEC61, gamma subunit [Mus

sapiens]
musculus]

emb | CAG33260.1] SEC61G [Homo sapiens]

gb]AAH81456.1] SEC61, gamma subunit [Mus
gb]AAH51840.1] Sec61 gamma subunit [Homo
emb|CAI124345.1] SEC61, gamma subunit (S.
dbj |BAE35762.1] unnamed protein product [Mus musculus]

musculus]
sapiens]

gb]AA102187.1] Sec61 gamma subunit [Bos taurus]
emb]CAL38284.1] hypothetical protein [synthetic construct]
isoform CRA_a [Homo sapiens]
isoform CRA_a [Homo sapiens]
mCG116534 [Mus musculus]
mCG4124 [Mus musculus]

gb | EAW50960.
gb | EAW50961 .
gb | EDLO0154.
gb|EDL25421 .
gb | EDL40660.
gb|EDL40661 .
gb|EDLO7891.
gb|EDL97892.
gb|EDL97893.

1]
1]
1]
1]
1]

Sec61 gamma subunit,
Sec61 gamma subunit,

mCG7641,
mCG7641,

rcG23282,
rcG23282,
rcG23282,

isoform CRA_a [Mus musculus]
isoform CRA_a [Mus musculus]
isoform CRA_a [Rattus norvegicus]
isoform CRA_a [Rattus norvegicus]
isoform CRA_a [Rattus norvegicus]
dbj |BAG34787.1] unnamed protein product [Homo sapiens]

cerevisiae) [Mus musculus]

gb]AA168720.1] Unknown (protein for MGC:188791) [Rattus norvegicus]
gb]AAI168779.1] Unknown (protein for MGC:188933) [Rattus norvegicus]
prf] ]2005371B Sec61l protein:SUBUNIT=gamma

Length = 68

Score = 65.5

Identities

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTA IXXXXXXXXXXXXXXXXIP 60

M+

Sbjct: 1 MDQVMQFVEPSRQFVKDSIRLVKRCTKPDRKEFQKIAMATAIGFAIMGFIGFFVKLIHIP 60

+

bits (158), Expect =
32/68 (47%), Positives

le-09,

= 40/68 (58%)

++P R F K S+RLV+RC KPDRKEF K+A+ TAI

Query: 61 INNIIVGS 68
INNIIVG
Sbjct: 61 INNIIVGG 68

>ref|XP_001355499.
ref|XP_001963467.
ref|XP_002010749.
ref|XP_002027916.
ref|XP_002058289.
ref|XP_002067352.

GA12829
GF20416
G121533
GL27062
GJ16006
GK16225

[Drosophila
[Drosophila
[Drosophila
[Drosophila
[Drosophila
[Drosophila

1P

pseudoobscura pseudoobscural]

ananassae]
mojavensis]
persimilis]
virilis]
willistoni]

gb|EAL32558
gb|EDV44543
gb | EDW06404
gb | EDW37648
gb |EDW66397

gb| EDW78338..

]
1]
1]
1]
1]
1]

GA12829
GF20416
GI121533
GL27062
GJ16006
GK16225

Length = 68

Score =

Identities = 34/68 (50%), Positives

[Drosophila
[Drosophila
[Drosophila
[Drosophila
[Drosophila
[Drosophila

65.1 bits (157), Expect = 1e-09,

BASF Plant Science Report No. BPS-014-08

pseudoobscura pseudoobscura]

ananassae]
mojavensis]
persimilis]
virilis]
willistoni]

= 41/68 (60%)

Method: Compositional matrix adjust.

Method: Compositional matrix adjust.
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Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIP 60
M+ + +P R FAK S+RLV+RC KPDRKEF K+A+ TAI 1P

Sbjct: 1 MDKVVKFAEPGRAFAKDSIRLVKRCTKPDRKEFQKIAIATAIGFCIMGFIGFFVKLIHIP 60

Query: 61 INNIIVGS 68
INNTIVGS
Sbjct: 61 INNIIVGS 68

>ref|NP_035473.2] SEC61, gamma subunit isoform 1 [Mus musculus]
gb]EDL40662.1] mCG7641, isoform CRA_b [Mus musculus]
Length = 100

Score = 65.1 bits (157), Expect = 1le-09, Method: Compositional matrix adjust.
Identities = 32/68 (47%), Positives = 40/68 (58%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTATXXXXXXXXXXXXXXXXIP 60
M+ + ++P R F K S+RLV+RC KPDRKEF K+A+ TAI 1P
Sbjct: 33 MDQVMQFVEPSRQFVKDSIRLVKRCTKPDRKEFQKIAMATAIGFAIMGFIGFFVKLIHIP 92

Query: 61 INNIIVGS 68
INNIIVG
Sbjct: 93 INNIIVGG 100

>gb|ABR23409.1] mitochondrial import inner membrane translocase subunit TIM8
[Ornithodoros parkeri]
Length = 68

Score = 64.7 bits (156), Expect = 2e-09, Method: Compositional matrix adjust.
Identities = 31/68 (45%), Positives = 42/68 (61%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIP 60
M+ + + +PL+ +K S+RLV+RC KPDRKE+ K+A+ TAI 1P
Sbjct: 1 MDQVMAFFEPLKQLSKDSIRLVKRCTKPDRKEYQKIAMATAIGFAIMGFIGFFVKLIHIP 60

Query: 61 INNIIVGS 68
INNIIVGS
Sbjct: 61 INNIIVGS 68

>ref|NP_608337.1] Sec6lgamma CG14214-PA [Drosophila melanogaster]
ref|XP_002039446.1] GM22977 [Drosophila sechellia]

ref|XP_002100996.1] GE15861 [Drosophila yakubal

Sp]Q9VWES.1]S61G2_DROME Protein transport protein Sec6l gamma-2 subunit
gb]AAF48993.1] CG14214-PA [Drosophila melanogaster]

gb]AAL48065.1] RE69515p [Drosophila melanogaster]

gb|EDW56188.1] GM22977 [Drosophila sechellial

gb|EDX02104.1] GE15861 [Drosophila yakubal

Length = 68

Score = 64.7 bits (156), Expect = 2e-09, Method: Compositional matrix adjust.
Identities = 33/68 (48%), Positives = 41/68 (60%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTA IXXXXXXXXXXXXXXXXIP 60
M+ + +P R FAK S+RLV+RC KPDRKEF K+A+ TA+ 1P
Sbjct: 1 MDKVVKFAEPGRAFAKDSIRLVKRCTKPDRKEFQKIAIATAVGFCIMGFIGFFVKLIHIP 60

Query: 61 INNIIVGS 68
INNIIVGS
Sbjct: 61 INNIIVGS 68

>ref|XP_001421202.1] predicted protein [Ostreococcus lucimarinus CCE9901]
gb]AB099495.1| predicted protein [Ostreococcus lucimarinus CCE9901]
Length = 68

Score = 64.7 bits (156), Expect = 2e-09, Method: Compositional matrix adjust.
Identities = 32/68 (47%), Positives = 40/68 (58%)
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Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIP 60
ME D A+ P+RDFA+ S RLV++C KPD +EF K+A RTA 1P

Sbjct: 1 MEVADIAVKPVRDFARDSARLVKKCAKPDAREFWKIAARTATGFVIMGFVGFFVKLIFIP 60

Query: 61 INNIIVGS 68
INNII+ S
Sbjct: 61 INNIILSS 68

>ref|XP_001977803.1] GG19242 [Drosophila erecta]
gb|EDV46730.1] GG19242 [Drosophila erecta]
Length = 68

Score = 64.3 bits (155), Expect = 3e-09, Method: Compositional matrix adjust.
Identities = 33/68 (48%), Positives = 41/68 (60%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTATIXXXXXXXXXXXXXXXXIP 60
M+ + +P R FAK S+RLV+RC KPDRKEF K+A+ TA+ 1P
Sbjct: 1 MDKVVKFAEPGRVFAKDSIRLVKRCTKPDRKEFQKIAIATAVGFCIMGFIGFFVKLIHIP 60

Query: 61 INNIIVGS 68
INNIIVGS
Sbjct: 61 INNIIVGS 68

>ref|XP_001949988.1] PREDICTED: similar to Sec6lp gamma subunit [Acyrthosiphon pisum]
Length = 66

Score = 63.9 bits (154), Expect = 4e-09, Method: Compositional matrix adjust.
Identities = 32/66 (48%), Positives = 40/66 (60%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXTP 60
M+ + ++P R F+K SVRLV+RC KPDRKEF K+A+ TAI 1P
Sbjct: 1 MDQVTKVLEPGRQFSKDSVRLVKRCTKPDRKEFQKIAIATAIGFCIMGFIGFFVKLIHIP 60

Query: 61 INNIIV 66
INNTIV
Shjct: 61 INNIIV 66

>ref|XP_346041.3] PREDICTED: similar to Protein transport protein SEC61 gamma
subunit [Rattus norvegicus]
Length = 68

Score = 63.9 bits (154), Expect = 4e-09, Method: Compositional matrix adjust.
Identities = 31/68 (45%), Positives = 40/68 (58%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTA IXXXXXXXXXXXXXXXXIP 60
M+ + ++P + F K S+RLV+RC KPDRKEF K+A+ TAI 1P
Sbjct: 1 MDQVMQFVEPSQQFVKDSIRLVKRCTKPDRKEFQKIAMATAIGFAIMGFIGFFVKLIHIP 60

Query: 61 INNIIVGS 68
INNIIVG
Sbjct: 61 INNIIVGG 68

>ref|XP_001634305.1] predicted protein [Nematostella vectensis]
gb]EDO42242_.1] predicted protein [Nematostella vectensis]
Length = 67

Score = 63.5 bits (153), Expect = 5e-09, Method: Compositional matrix adjust.
Identities = 32/66 (48%), Positives = 41/66 (62%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTA IXXXXXXXXXXXXXXXXIP 60
M+ I + ++P + FAK S+RLV+RC KPDRKEF K+A+ TAI 1P
Sbjct: 1 MDQIVNTLEPCKQFAKDSMRLVKRCTKPDRKEFQKIALATAIGFAIMGFIGFFVKLIHIP 60

Query: 61 INNIIV 66

INNTIV
Sbjct: 61 INNIIV 66
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>ref|XP_001698939.1] SEC61-gamma subunit or ER translocon [Chlamydomonas reinhardtii]
dbj |BAF46295.1] putative protein transport protein SEC61 [Chlamydomonas
reinhardtii]
gb|ED099221.1] SEC61-gamma subunit or ER translocon [Chlamydomonas reinhardtii]
Length = 68

Score = 63.2 bits (152), Expect = 6e-09, Method: Compositional matrix adjust.
Identities = 31/68 (45%), Positives = 40/68 (58%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTALXXXXXXXXXXXXXXXXIP 60
M+ D + P++DFAK+S RLV+RC KPDRKEF KV RTA+ 1P
Sbjct: 1 MDLGDVVVKPVKDFAKNSARLVKRCTKPDRKEFMKVCSRTAVGFIVMGFIGFFVKLLFIP 60

Query: 61 INNIIVGS 68
IN +1+ S
Sbjct: 61 INQVIMSS 68

>ref|XP_001367112.1] PREDICTED: similar to Sec6l-complex gamma-subunit [Monodelphis
domestica]
ref|XP_001505526.1] PREDICTED: similar to Sec6l-complex gamma-subunit
[Ornithorhynchus anatinus]
Length = 66

Score = 62.0 bits (149), Expect = le-08, Method: Compositional matrix adjust.
Identities = 31/66 (46%), Positives = 39/66 (59%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIP 60
M+ + ++P R F K S+RLV+RC KPDRKEF K+A+ TAl 1P
Sbjct: 1 MDQVMQFVEPSRQFVKDSIRLVKRCTKPDRKEFQKIAMATAIGFAIMGFIGFFVKLIHIP 60

Query: 61 INNIIV 66
INNTIV
Sbjct: 61 INNIIV 66

>gb|AA153755.1] LOC100127634 protein [Xenopus tropicalis]
Length = 69

Score = 62.0 bits (149), Expect = 1le-08, Method: Compositional matrix adjust.
Identities = 29/68 (42%), Positives = 40/68 (58%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIP 60

M+ ++  PL+DFAK+SVRL ++C KPD +EF K+A+ T 1 P
Sbjct: 1 MDILEETAAPLKDFAKNSVRLFKKCTKPDAQEFQK IALATLIGFAIMGFIGFFVKLIHIP 60
Query: 61 INNIIVGS 68

INNI+VG
Sbjct: 61 INNILVGG 68

>gb|AC164116.1] predicted protein [Thalassiosira pseudonana CCMP1335]
Length = 72

Score = 61.6 bits (148), Expect = 2e-08, Method: Compositional matrix adjust.
Identities = 30/61 (49%), Positives = 36/61 (59%)

Query: 8 IDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTA IXXXXXXXXXXXXXXXXIPINNIIVG 67
I PLR FAK S+ LV++C KPDRKEFT +A T 1 IPINNI+VG
Sbjct: 12 1QPLRQFAKDSIHLVKKCTKPDRKEFTAIAKATGIGFLIMGFIGFFVKLVHIPINNILVG 71
Query: 68 S 68
+
Sbjct: 72 N 72

>ref|XP_637046.1] protein transport protein SEC61 gamma subunit [Dictyostelium
discoideum AX4]
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splQ54JV6.1|SC61G_DICDI RecName: Full=Protein transport protein Sec6l subunit gamma
gb|EAL63535.1] protein transport protein SEC61 gamma subunit [Dictyostelium
discoideum AX4]
Length = 69

Score = 61.2 bits (147), Expect = 2e-08, Method: Compositional matrix adjust.
Identities = 28/68 (41%), Positives = 40/68 (58%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTA IXXXXXXXXXXXXXXXXIP 60
M+ ++ PL+DFAK+S+RL ++C KPD +EF K+A+ T 1 1P
Sbjct: 1 MDILEETAAPLKDFAKNSIRLFKKCTKPDAQEFQKIALATLIGFAIMGFIGFFVKLIHIP 60

Query: 61 INNIIVGS 68
INNI+VG
Sbjct: 61 INNILVGG 68

>gb|EAZ37855.1] hypothetical protein 0sJ 021338 [Oryza sativa (jJaponica
cultivar-group)]
Length = 415

Score = 61.2 bits (147), Expect = 2e-08, Method: Composition-based stats.
Identities = 26/37 (70%), Positives = 32/37 (86%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVA 37
M+AIDS +DPLR+FAK SVRLV+RCHKPDRK  ++A
Sbjct: 1 MDAIDSVVDPLREFAKDSVRLVKRCHKPDRKGRERLA 37

>ref|XP_912247.1] PREDICTED: similar to SEC61 gamma [Mus musculus]
Length = 68

Score = 58.9 bits (141), Expect = le-07, Method: Compositional matrix adjust.
Identities = 29/68 (42%), Positives = 38/68 (55%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXTP 60
M+ + ++P + F K S+ LV+RC KP RKEF K+A+ TAI 1P
Sbjct: 1 MDEVMQFVEPSQQFVKDSIWLVKRCSKPYRKEFQKIAMATAIGFAIIGFTGFFMKLIHIP 60

Query: 61 INNIIVGS 68
INNIIVG
Sbjct: 61 INNIIVGG 68

>gb|AARO01761.1] 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 0sJ 010883 [Oryza sativa (Japonica
cultivar-group)]
Length = 71

Score = 58.9 bits (141), Expect = le-07, Method: Compositional matrix adjust.
Identities = 25/36 (69%), Positives = 31/36 (86%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKV 36
M+A+DS +D LR+FAK S+ LV+ CHKPDRKEFTKV
Sbjct: 1 MDAVDSVVDSLREFAKDSICLVKHCHKPDRKEFTKV 36

>gb|EDLO3260.1] mCG1026143 [Mus musculus]
Length = 68

Score = 57.8 bits (138), Expect = 2e-07, Method: Compositional matrix adjust.
Identities = 30/68 (44%), Positives = 38/68 (55%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTATXXXXXXXXXXXXXXXXIP 60

M+ + ++P R F K SV+LV+RC KPDRKEF K+A+ TAI 1
Sbjct: 1 MDQVMQFVEPSRQFVKDSVQLVKRCTKPDRKEFQKIAMATAIGFSITRFIVFFVKRIHIC 60
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Query: 61 INNIIVGS 68
INNI VG
Sbjct: 61 INNITVGG 68

>gb|EAY90536.1] hypothetical protein Osl_011769 [Oryza sativa (indica
cultivar-group)]
Length = 118

Score = 57.8 bits (138), Expect = 2e-07, Method: Compositional matrix adjust.
Identities = 25/36 (69%), Positives = 31/36 (86%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKV 36
M+A+DS +D LR+FAK S+ LV+ CHKPDRKEFTKV
Sbjct: 72 MDAVDSVVDSLREFAKDSICLVKHCHKPDRKEFTKV 107

>gb | AAX30649.1] SJCHGC06493 protein [Schistosoma japonicum]
Length = 68

Score = 55.5 bits (132), Expect = le-06, Method: Compositional matrix adjust.
Identities = 27/68 (39%), Positives = 38/68 (55%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAXXXXXXXXXXXXXXXX1P 60
M+ + + +PL F+K SV + RC KPDRKEF K A+ TA+ +P
Sbjct: 1 MDRVSTLAEPLVRFSKDSVHFINRCTKPDRKEFKKNAIATAVGFLAMGVLGFIIKLIFVP 60

Query: 61 INNIIVGS 68
IN+11VG+
Shjct: 61 INSIIVGN 68

>gb|AAQ96232.1] LRRGTO0019 [Rattus norvegicus]
Length = 353

Score = 55.5 bits (132), Expect = le-06, Method: Composition-based stats.
Identities = 28/58 (48%), Positives = 35/58 (60%)

Query: 8 IDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTA LXXXXXXXXXXXXXXXXIPINNI1 65
++P + F K S+RLV+RC KPDRKEF K+A+ TAI IPINNII
Sbjct: 138 VEPSQQFVKDSIRLVKRCTKPDRKEFQKIAMATAIGFAIMGFIGFFVKLIHIPINNIT 195

>ref|XP_001480688.1] PREDICTED: similar to Sec6l-complex gamma-subunit [Mus musculus]
ref|XP_001476807.1] PREDICTED: similar to Sec6l-complex gamma-subunit [Mus musculus]
Length = 68

Score = 55.1 bits (131), Expect = 2e-06, Method: Compositional matrix adjust.
Identities = 28/68 (41%), Positives = 38/68 (55%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTATIXXXXXXXXXXXXXXXXIP 60
ME + + ++P R F K SVRLV+R KPDR+EF K+++ TA+ 1P
Sbjct: 1 MEQVMNFVEPSRQFVKDSVRLVKRSTKPDRREFQKLSMATAVGFAIMGFIGFLMKLIHIP 60

Query: 61 INNIIVGS 68
INN VG
Sbjct: 61 INNNSVGG 68

>gb|AAU93469.1] SEC61-gamma [Toxoplasma gondii]
Length = 84

Score = 53.5 bits (127), Expect = 5e-06, Method: Compositional matrix adjust.
Identities = 29/64 (45%), Positives = 35/64 (54%)

Query: 4 IDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTA EIXXXXXXXXXXXXXXXXIPINN 63
I S+ LR+F SVRLV+RC KPD +EF K+A Al IPINN
Sbjct: 18 IGSLLLGLREFFFDSVRLVRRCTKPDAREFRKIAYACAIGFLLMGFIGYFIKLIFIPINN 77

Query: 64 11VG 67

1+VG
Sbjct: 78 ILVG 81
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>ref|NP_001041386.1] hypothetical protein LOC100189555 [Rattus norvegicus]
gb]AAP85375.1] Aal027 [Rattus norvegicus]
Length = 135

Score = 52.8 bits (125), Expect = 8e-06, Method: Compositional matrix adjust.
Identities = 26/58 (44%), Positives = 34/58 (58%)

Query: 8 IDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTA IXXXXXXXXXXXXXXXXIPINNIT 65
++P R F K S++LV+RC +P RKEF K+A+ TAI IPINNII
Sbjct: 4 VEPSRQFVKDSIQLVKRCTEPARKEFQKIAMATAIGFAIMGFIGFFVKLIHIPINNIT 61

>gb|EDLO6017.1] mCG140712 [Mus musculus]
Length = 84

Score = 52.0 bits (123), Expect = le-05, Method: Compositional matrix adjust.
Identities = 22/42 (52%), Positives = 31/42 (73%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAL 42
M+ + ++P R F K S+R+V+RC KPDRKEF K+A+ TAI
Sbjct: 17 MDQVMQFVEPSRQFVKDSIRMVKRCTKPDRKEFQKIAMATAI 58

>gb|EDL36122.1] mCG1037623 [Mus musculus]
Length = 90

Score = 51.2 bits (121), Expect = 2e-05, Method: Compositional matrix adjust.
Identities = 27/68 (39%), Positives = 35/68 (51%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXTP 60
++ + + P F K SV LV+RC KP R+EF K+A+ TAI 1P
Sbjct: 23 LDQVMEFVKPSWQFVKDSVLLVKRCTKPHRREFQKIAMATAIGFAIMGFIGFFEKLIHIP 82

Query: 61 INNIIVGS 68
NNIIVG
Shjct: 83 NNNIIVGG 90

>gb|ABV22148.1] Sec6l-gamma subunit of protein translocation complex [Perkinsus
chesapeaki]
Length = 78

Score = 51.2 bits (121), Expect = 2e-05, Method: Compositional matrix adjust.
Identities = 27/58 (46%), Positives = 32/58 (55%)

Query: 11 LRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIPINNIIVGS 68
LR+FA S RL+Q+C KPD KEF K+A 1 IPINNII+GS
Sbjct: 21 LREFAIDSRRLIQKCEKPDAKEFKKMASACFIGFCIMGFIGYTIKLVFIPINNIIMGS 78

>ref|XP_001473751.1] PREDICTED: similar to Sec6l-complex gamma-subunit [Mus musculus]
Length = 267

Score = 51.2 bits (121), Expect = 3e-05, Method: Compositional matrix adjust.
Identities = 28/66 (42%), Positives = 37/66 (56%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTA IXXXXXXXXXXXXXXXXIP 60
M+ + ++P R F K SV+LV+RC KPDRKEF K+A+ TAI 1
Sbjct: 1 MDQVMQFVEPSRQFVKDSVQLVKRCTKPDRKEFQKIAMATAIGFSITRFIVFFVKRIHIC 60

Query: 61 INNIIV 66
INNI +
Sbjct: 61 INNITM 66

>ref|XP_672204.1] Sec6l-gamma subunit of protein translocation complex, [Plasmodium
berghei strain ANKA]
ref|XP_676321.1] hypothetical protein PB000994.03.0 [Plasmodium berghei strain
ANKA]
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ref|XP_728579.1] protein translocase SEC61 complex subunit gamma [Plasmodium
yoelii yoelii str. 17XNL]

gb]EAA20144_.1] protein translocase SEC61 complex gamma subunit, archaeal and
eukaryotic, putative [Plasmodium yoelii yoelii]

emb]CAI03977.1] Sec6l-gamma subunit of protein translocation complex, putative
[Plasmodium berghei]

emb]CAI100515.1] hypothetical protein PB000994.03.0 [Plasmodium berghei]
Length = 83

Score = 49.3 bits (116), Expect = le-04, Method: Compositional matrix adjust.
Identities = 24/65 (36%), Positives = 31/65 (47%)

Query: 4 IDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTA IXXXXXXXXXXXXXXXXIPINN 63
| + + DF  SVRLV++C KP +KE+T + 1 IPINN
Sbjct: 18 IGYIVTSIHDFVNDSVRLVRKCTKPSKKEYTNIVCACTIGFLIMGLIGYTIKLVFIPINN 77

Query: 64 11VGS 68
I VGS
Sbjct: 78 IFVGS 82

>ref|XP_001388404.1] Sec6l-gamma subunit of protein translocation complex, putative
[Cryptosporidium parvum lowa 11]

gb]EAZ51597.1] Sec6l-gamma subunit of protein translocation complex, putative
[Cryptosporidium parvum lowa 11]
Length = 87

Score = 48.5 bits (114), Expect = le-04, Method: Compositional matrix adjust.
Identities = 24/57 (42%), Positives = 30/57 (62%)

Query: 12 RDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIPINNIIVGS 68
++FA S+RLV+RC KPD KEF VA + IPINNII+G
Sbjct: 28 QEFALDSIRLVRRCTKPDAKEFRNVAYACTVGFFLMGFIGYSVKLVFIPINNIIMGG 84

>ref|XP_001432956.1] hypothetical protein GSPATT00035039001 [Paramecium tetraurelia
strain d4-2]

emb ] CAK65559.1] unnamed protein product [Paramecium tetraurelia]
Length = 74

Score = 48.5 bits (114), Expect = 2e-04, Method: Compositional matrix adjust.
Identities = 20/69 (28%), Positives = 36/69 (562%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIP 60
+ I+ + ++ F + S R +++C KPD++E+ K+A Al P
Sbhjct: 6 LNGINGILQDVQGFGQESYRFIRKCTKPDKREY IKIATSCAIGFAVMGAVGYFIKLVFIP 65

Query: 61 INNIIVGSS 69
INNII+ ++
Sbjct: 66 INNIILSAN 74

>ref|XP_001451511.1] hypothetical protein GSPATT00018332001 [Paramecium tetraurelia
strain d4-2]
ref|XP_001451986.1] hypothetical protein GSPATT00018785001 [Paramecium tetraurelia
strain d4-2]
emb]CAK84114.1] unnamed protein product [Paramecium tetraurelia]
emb ] CAK84589.1] unnamed protein product [Paramecium tetraurelia]
Length = 74

Score = 48.1 bits (113), Expect = 2e-04, Method: Compositional matrix adjust.
Identities = 20/69 (28%), Positives = 36/69 (52%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIP 60
+ 1+ + ++ F + S R +++C KPD++E+ K+A Al P
Sbjct: 6 LNGINGILTDVQSFGQESYRFIRKCTKPDKREY IKIATSCAIGFAVMGAVGYFIKLVFIP 65

Query: 61 INNIIVGSS 69

INNLI+ ++
Sbjct: 66 INNIILSAN 74
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>gb|AAW69344._1] protein transport protein SEC61 gamma subunit-like protein
[Magnaporthe grisea]
Length = 70

Score = 48.1 bits (113), Expect = 2e-04, Method: Compositional matrix adjust.
Identities = 19/68 (27%), Positives = 34/68 (50%)

Query: 2 EAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTALXXXXXXXXXXXXXXXXIP1 61
+++ +D R+F K ++ + RC KPD+KEF ++ + 1P+
Sbjct: 3 DSVQEILDVPREFVKDGIQFLNRCQKPDKKEFRQICQAVGVGFLIMGAVGY IVKLGHIPL 62

Query: 62 NNIIVGSS 69
NNI+VG +
Sbjct: 63 NNILVGGA 70

>ref|NP_001041402.1] hypothetical protein LOC499136 [Rattus norvegicus]
gb]AAQ96234.1] LRRGT00021 [Rattus norvegicus]
Length = 233

Score = 48.1 bits (113), Expect = 2e-04, Method: Composition-based stats.
Identities = 22/42 (52%), Positives = 29/42 (69%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAL 42
M+ + ++P R F K S+RLV+R KPDRKEF K+A TAI
Sbjct: 173 MDQVMQFVEPSRQFVKDSIRLVKRRTKPDRKEFQKIARATAL 214

>ref|XP_001435064.1] hypothetical protein GSPATT00036447001 [Paramecium tetraurelia
strain d4-2]

emb ] CAK67667.1] unnamed protein product [Paramecium tetraurelia]
Length = 74

Score = 47.8 bits (112), Expect = 2e-04, Method: Compositional matrix adjust.
Identities = 20/69 (28%), Positives = 36/69 (562%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIP 60
+ 1+ + ++ F + S R +++C KPD++E+ K+A Al 1P
Sbjct: 6 LNGINGILSDVQGFGQESYRFLRKCTKPDKREY IKIATSCAIGFAVMGAVGYFIKLVFIP 65

Query: 61 INNIIVGSS 69
INNII+ ++
Sbjct: 66 INNIILSAN 74

>ref|XP_366666.1] conserved hypothetical protein [Magnaporthe grisea 70-15]
gb|EDKO1811.1] conserved hypothetical protein [Magnaporthe grisea 70-15]
Length = 70

Score = 47.8 bits (112), Expect = 2e-04, Method: Compositional matrix adjust.
Identities = 19/68 (27%), Positives = 34/68 (50%)

Query: 2 EAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTALXXXXXXXXXXXXXXXXIPI 61
+++ +D R+F K ++ + RC KPD+KEF ++ + 1P+
Sbjct: 3 DSVQEILDVPREFVKDGIQFLNRCQKPDKKEFRQICQAVGVGFLIMGAVGY IVKLVHIPL 62

Query: 62 NNIIVGSS 69
NNI+VG +
Sbjct: 63 NNILVGGA 70

>ref|XP_735829.1] Sec6l-gamma subunit of protein translocation complex, [Plasmodium
chabaudi chabaudi]

emb | CAH85750.1] Sec6l-gamma subunit of protein translocation complex, putative
[Plasmodium chabaudi]
Length = 83

Score = 47.8 bits (112), Expect = 2e-04, Method: Compositional matrix adjust.
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Identities = 23/65 (35%), Positives = 31/65 (47%)

Query: 4 1DSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTALXXXXXXXXXXXXXXXXIPINN 63
1 + + +F SVRLV++C KP +KE+T + 1 IPINN
Sbjct: 18 IGYLVTSIHEFVNDSVRLVRKCTKPSKKEYTNIVCACTIGFLIMGLIGYTIKLVFIPINN 77

Query: 64 I1VGS 68
1 VGS
Shjct: 78 IFVGS 82

>ref|XP_001424615.1] hypothetical protein GSPATT00028252001 [Paramecium tetraurelia
strain d4-2]

emb ]| CAK57217.1] unnamed protein product [Paramecium tetraurelia]
Length = 74

Score = 47.8 bits (112), Expect = 3e-04, Method: Compositional matrix adjust.
Identities = 19/69 (27%), Positives = 36769 (562%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIP 60
+ I+ + ++ F + S R +++C KPD++E+ K+A A+ 1P
Sbjct: 6 LNGINGILQDVQSFGQESYRFIRKCTKPDKREY IKIATSCAVGFAVMGAVGYFIKLVFIP 65

Query: 61 INNIIVGSS 69
INNEI+ ++
Sbjct: 66 INNIILSAN 74

>ref|XP_001436648.1] hypothetical protein GSPATT00037690001 [Paramecium tetraurelia
strain d4-2]

emb | CAK69251.1] unnamed protein product [Paramecium tetraurelial
Length = 74

Score = 47.8 bits (112), Expect = 3e-04, Method: Compositional matrix adjust.
Identities = 20/69 (28%), Positives = 36/69 (562%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIP 60
+ I+ + ++ F + S R +++C KPD++E+ K+A Al 1P
Sbjct: 6 LNGINGILSDVQSFGQESYRFMRKCTKPDKREY IKIATSCAIGFAVMGAVGYFIKLVFIP 65

Query: 61 INNIIVGSS 69
INNEI+ ++
Sbjct: 66 INNIILSAN 74

>ref|XP_001349608.1] Sec6l-gamma subunit of protein translocation complex, putative
[Plasmodium falciparum 3D7]

gb]AAC71879.1] Sec6l-gamma subunit of protein translocation complex, putative
[Plasmodium falciparum 3D7]
Length = 81

Score = 47.4 bits (111), Expect = 3e-04, Method: Compositional matrix adjust.
Identities = 20/65 (30%), Positives = 34/65 (52%)

Query: 4 IDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTA IXXXXXXXXXXXXXXXXIPINN 63
+  ++ ++ F + SVRL+++C KP++KE+T + + IPINN
Sbjct: 16 VGYCVNGIQTFVEDSVRLIRKCTKPNKKEYTNIVYACSFGFLIMGFIGYIKLVFIPINN 75

Query: 64 11VGS 68
I VGS
Sbjct: 76 IFVGS 80

>ref|XP_001742910.1] predicted protein [Monosiga brevicollis MX1]
gb|EDQ93148.1] predicted protein [Monosiga brevicollis MX1]
Length = 67

Score = 47.4 bits (111), Expect = 4e-04, Method: Compositional matrix adjust.
Identities = 23/66 (34%), Positives = 34/66 (51%)
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Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIP 60
M+ I ++ PL DF ++S  + +C KP+ KEF K+A T + 1P

Sbjct: 1 MDDIKDSVAPLNDFYRNSRMFLNKCDKPNTKEFMKIASATLVGFAIMGIIGYAVKLIHIP 60

Query: 61 INNIIV 66
INNT+V
Sbjct: 61 INNILV 66

>emb | CAQ38473.1] Sec6l-gamma subunit of protein translocation,putative [Plasmodium
knowlesi strain H]
Length = 82

Score = 47.4 bits (111), Expect = 4e-04, Method: Compositional matrix adjust.
Identities = 22/65 (33%), Positives = 32/65 (49%)

Query: 4 1DSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTALXXXXXXXXXXXXXXXXIPINN 63
| I ++ F  SVRL+++C KP++KE+T + + IPINN
Sbjct: 17 1GCIISGIQTFVHDSVRLIRKCTKPNKKEYTNIVYACSFGFLIMGFIGYTIKLVFIPINN 76

Query: 64 11VGS 68
I VGS
Sbjct: 77 IFVGS 81

>ref|XP_001545872_1] hypothetical protein BC1G_15623 [Botryotinia fuckeliana B05.10]
gb]EDN22711.1] hypothetical protein BC1G_15623 [Botryotinia fuckeliana B05.10]
Length = 70

Score = 47.0 bits (110), Expect = 5e-04, Method: Compositional matrix adjust.
Identities = 21/58 (36%), Positives = 29/58 (650%)

Query: 12 RDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXTPINNIIVGSS 69

RDF K + V +C KPDR+EF +A A+ IP+NNI+VG +
Sbjct: 13 RDFIKDGTQFVNKCTKPDRREFLNIARAVAMGFL IMGAVGY IVKLIHIPLNNILVGGA 70

>ref|XP_001613029.1] transport protein SEC61 gamma subunit, putative [Plasmodium vivax

Sal-1]

gb|EDL43302.1] transport protein SEC61 gamma subunit, putative [Plasmodium
vivax]
Length = 82

Score = 46.6 bits (109), Expect = 5e-04, Method: Compositional matrix adjust.
Identities = 21/65 (32%), Positives = 32/65 (49%)

Query: 4 1DSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTALXXXXXXXXXXXXXXXXIPINN 63
I+ ++ F  SVRL+++C KP++KE+T +  + IPINN
Sbjct: 17 IGYLVSSMQTFVHDSVRLIRKCTKPNKKEYTNIVYACSFGFLIMGFIGY IIKLVFIPINN 76

Query: 64 11VGS 68
1 VGS
Sbjct: 77 IFVGS 81

>ref|XP_002049604.1] GJ21688 [Drosophila virilis]
gb|EDW60797.1] GJ21688 [Drosophila virilis]
Length = 107

Score = 46.6 bits (109), Expect = 6e-04, Method: Compositional matrix adjust.
Identities = 22/58 (37%), Positives = 31/58 (53%)

Query: 10 PLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTALXXXXXXXXXXXXXXXXIPINNIIVG 67
PL F + SVR+++RC KPDR+EF + A+ + IP1 NI1+G
Sbjct: 50 PLLAFFRDSVRVIKRCTKPDRQEFLRSALAITVGFLIMGFLGFIIKLLHIPITNIIMG 107

>ref|XP_001937557.1] conserved hypothetical protein [Pyrenophora tritici-repentis
Pt-1C-BFP]
gb|EDU50144.1] conserved hypothetical protein [Pyrenophora tritici-repentis
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Pt-1C-BFP]
Length = 69

Score = 46.6 bits (109), Expect = 6e-04, Method: Compositional matrix adjust.
Identities = 23/69 (33%), Positives = 31/69 (44%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAXXXXXXXXXXXXXXXXIP 60
ME 1 D +F K + RC KPD+KEF +++ 1 1P
Sbjct: 1 MENIKEFADMPAEFLKEGTLFMNRCTKPDKKEFIRISQAVGIGFLIMGVIGYVVKLVHIP 60

Query: 61 INNIIVGSS 69
+NNI+VG S
Sbjct: 61 VNNILVGGS 69

>ref|XP_001475587.1] PREDICTED: similar to SEC61 gamma [Mus musculus]
Length = 64

Score = 46.6 bits (109), Expect = 6e-04, Method: Compositional matrix adjust.
Identities = 23/61 (37%), Positives = 32/61 (52%)

Query: 8 IDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTA IXXXXXXXXXXXXXXXXIPINNIIVG 67
++P + F K S+ LV4+RC +P KEF K+A+ T 1 IPINNI +G
Sbjct: 4 VEPSQRFVKDSIWLVKRCTEPPIKEFQKIAMATTIGFAIMEFIGFFVKLIHIPINNITMG 63

Query: 68 S 68

Shjct: 64 G 64

>ref|XP_809106.1] protein transport protein Sec6l gamma subunit, putative
[Trypanosoma cruzi strain CL Brener]

ref|XP_814770.1] protein transport protein Sec6l gamma subunit, putative
[Trypanosoma cruzi strain CL Brener]

gb|EAN87255.1] protein transport protein Sec6l gamma subunit, putative
[Trypanosoma cruzi]

gb]EAN92919.1] protein transport protein Sec6l gamma subunit, putative
[Trypanosoma cruzi]
Length = 69

Score = 46.2 bits (108), Expect = 7e-04, Method: Compositional matrix adjust.
Identities = 24/69 (34%), Positives = 37/69 (63%), Gaps = 1/69 (1%)

Query: 1 MEAIDSA-IDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTALXXXXXXXXXXXXXXXX1 59
M+ +D A I P+ F ++S LV++C KP+ EFT A+ T + 1
Sbjct: 1 MDFLDEAVIYPVTAFIRNSRMLVRKCQKPNYSEFTTAAMATLMGFV IMGFLGFFVKVIFI 60

Query: 60 PINNIIVGS 68
PINN+1+G+
Sbjct: 61 PINNVILGA 69

>ref|XP_001586079.1] hypothetical protein SS1G_13172 [Sclerotinia sclerotiorum 1980]
gb]EDN98314.1] hypothetical protein SS1G_13172 [Sclerotinia sclerotiorum 1980]
Length = 70

Score = 46.2 bits (108), Expect = 8e-04, Method: Compositional matrix adjust.
Identities = 21/68 (30%), Positives = 33/68 (48%)

Query: 2 EAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIP1 61
+ 1 +D +DF K+ + +C KPDR+EF +A A+ 1P+
Sbjct: 3 DQIQEFMDVPKDF IKDGTQF INKCTKPDRREF INIARAVAMGFV IMGAVGY IVKLIHIPL 62

Query: 62 NNIIVGSS 69

NNI+VG +
Sbjct: 63 NNILVGGA 70

>ref|XP_001246613.1] hypothetical protein CIMG_00384 [Coccidioides immitis RS]
gb]EAS35030.1] hypothetical protein CIMG_00384 [Coccidioides immitis RS]
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Length = 70

Score = 45.8 bits (107), Expect = 0.001, Method: Compositional matrix adjust.
Identities = 21/68 (30%), Positives = 30/68 (44%)

Query: 2 EAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTA IXXXXXXXXXXXXXXXXIPI 61
E D +DF K + V RC KPD++EF K++ 1P+
Sbjct: 3 ETFQELADIPKDFVKDGMLFVNRCTKPDKREFLKISQAVGFGFLIMGAIGYFIKLIHIPY 62

Query: 62 NNIIVGSS 69
NNI+VG +
Sbjct: 63 NNILVGGA 70

>ref|XP_843692.1] protein transport protein Sec6l gamma subunit, putative
[Trypanosoma brucei]

gb]AAX69889.1] protein transport protein Sec6l gamma subunit, putative
[Trypanosoma brucei]

gb]AAZ10133.1] protein transport protein Sec6l1 gamma subunit, putative
[Trypanosoma brucei]
Length = 69

Score = 45.8 bits (107), Expect = 0.001, Method: Compositional matrix adjust.
Identities = 20/64 (31%), Positives = 34/64 (53%)

Query: 5 DSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIPINNI 64
++ | P+ FA++S LV++C KP+ EF A+ T + IPINN+
Sbjct: 6 ETVIHPMTAFARNSRMLVRKCQKPNYSEFNASAMATLVGFVVMGLLGFFVKVVFIPINNY 65

Query: 65 1VGS 68
++G+
Sbjct: 66 VLGA 69

>ref|XP_002141107.1] protein translocation complex, SEC61 gamma subunit, putative
[Cryptosporidium muris RN66]

gb|EEAO6758.1] protein translocation complex, SEC61 gamma subunit, putative
[Cryptosporidium muris RN66]
Length = 82

Score = 45.8 bits (107), Expect = 0.001, Method: Compositional matrix adjust.
Identities = 24/66 (36%), Positives = 30/66 (45%)

Query: 4 IDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTA IXXXXXXXXXXXXXXXXIPINN 63
1 +++ S+RLV+RC KPD KEF VA 1 IPINN
Sbjct: 15 1GYIFQGVQELTLDSIRLVRRCTKPDAKEFRNVAYACT IGFFLMGFIGYSVKLVFIPINN 74

Query: 64 11VGSS 69
11+G
Sbjct: 75 11MGGQ 80

>ref|XP_001791442_.1] hypothetical protein SNOG_00767 [Phaeosphaeria nodorum SN15]
gb]EAT92262.1] hypothetical protein SNOG_00767 [Phaeosphaeria nodorum SN15]
Length = 69

Score = 45.8 bits (107), Expect = 0.001, Method: Compositional matrix adjust.
Identities = 22/69 (31%), Positives = 31/69 (44%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTALXXXXXXXXXXXXXXXXTP 60
ME + D +F K + RC KPD+KEF +++ 1 1P
Sbjct: 1 MENVKEFADMPAEFLKEGTLFMNRCTKPDKKEFIRISQAVGIGFLIMGVIGYIVKLVHIP 60

Query: 61 INNIIVGSS 69

+NNI+VG S
Sbjct: 61 VNNILVGGS 69

>ref|XP_001565595.1] protein transport protein sec6l gamma subunit,putative
[Leishmania braziliensis MHOM/BR/75/M2904]
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emb]CAM39089.1] protein transport protein sec6l gamma subunit,putative
[Leishmania braziliensis]
Length = 69

Score = 45.8
Identities =

its (107), Expect = 0.001, Method: Compositional matrix adjust.
2/64 (34%), Positives = 31/64 (48%)

N T

Query: 5 DSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTA IXXXXXXXXXXXXXXXXIPINNI 64
D P+ F K+S LV++C KP+ EFT + Al TPINN+
Sbjct: 6 DILFHPIVAFTKNSRMLVRKCQKPNYNEFTTATMAAAIGFLMMGFLGFFVKLVFIPINNV 65

Query: 65 IVGS 68
1+G+
Sbjct: 66 ILGA 69

>ref|XP_001263761.1] protein translocase, putative [Neosartorya fischeri NRRL 181]
gb]EAW21864.1] protein translocase, putative [Neosartorya fischeri NRRL 181]
Length = 70

Score = 45_4 bits (106), Expect = 0.001, Method: Compositional matrix adjust.
Identities = 21/68 (30%), Positives = 33/68 (48%)

Query: 2 EAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIP1 61
+ 1 D RDF + + V+RC KPD++EF K++  + 1P+
Sbjct: 3 DTIQELADIPRDFLRDGMLFVRRCTKPDKREF IKISQAVGMGF I IMGAIGYFIKLIHIPY 62

Query: 62 NNIIVGSS 69
NNI+VG +
Sbhjct: 63 NNILVGGA 70

>ref|XP_961283.1] hypothetical protein NCU04127 [Neurospora crassa OR74A]
sp|Q9C2D4 .2 SC61G_NEUCR RecName: Full=Probable protein transport protein Sec61 subunit
gamma
emb]CAC28779.2] putative protein [Neurospora crassa]
gb]EAA32047.1] hypothetical protein NCU04127 [Neurospora crassa OR74A]
Length = 70

Score = 45.4 bits (106), Expect = 0.001, Method: Compositional matrix adjust.
Identities = 18/68 (26%), Positives = 33/68 (48%)

Query: 2 EAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAEXXXXXXXXXXXXXXXXIP1 61
+ 1 4D R+F K ++ +++C KPDR+EF K++ 1P+
Sbjct: 3 DQIQEILDVPREFLKDG IQFIKKCQKPDRREF IKISQAVGTGFLIMGAVGYLVKLIHIPL 62

Query: 62 NNIIVGSS 69
N ++VG +
Sbjct: 63 NQVLVGGA 70

>ref|XP_001537820.1] predicted protein [Ajellomyces capsulatus NAm1]
gb|EDN10781.1] predicted protein [Ajellomyces capsulatus NAml]
Length = 70

Score = 44.3 bits (103), Expect = 0.003, Method: Compositional matrix adjust.
Identities = 18/58 (31%), Positives = 28/58 (48%)

Query: 12 RDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIPINNIIVGSS 69
+DF K + + RC KPD++EF K++ IP+NNI+VG +
Sbjct: 13 KDFVKDGMLFMNRCTKPDKREFLKISQAVGFGFLIMGAIGYFIKLIHIPVNNILVGGA 70

>ref|XP_001911892_1] unnamed protein product [Podospora anserina]
emb|CAP73720.1] unnamed protein product [Podospora anserinal
Length = 70

Score = 44_.3 bits (103), Expect = 0.003, Method: Compositional matrix adjust.
Identities = 17/68 (25%), Positives = 33/68 (48%)
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Query: 2 EAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIP1 61
++ 4D R+F K ++ + + KPD+KEF K++ + +P+

Sbjct: 3 DQVQEILDVPREFLKDGIQF IHKAQKPDQKEFLKISQAVGVGFLIMGAVGYFVKLIHVPL 62

Query: 62 NNIIVGSS 69
NNI+VG +
Sbjct: 63 NNILVGGA 70

>ref|XP_001270709.1] protein translocase, putative [Aspergillus clavatus NRRL 1]
gb]EAW09283.1] protein translocase, putative [Aspergillus clavatus NRRL 1]
Length = 70

Score = 44_3 bits (103), Expect = 0.003, Method: Compositional matrix adjust.
Identities = 20/68 (29%), Positives = 33/68 (48%)

Query: 2 EAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAEXXXXXXXXXXXXXXXXIP1 61
+1 D RDF + + V++C KPD++EF K++  + 1P+
Sbjct: 3 DTIQELADIPRDFLRDGMLFVRKCTKPDKREF 1KISQAVGMGF I IMVSIGYFIKLIHIPY 62

Query: 62 NNIIVGSS 69
NNI+VG +
Sbjct: 63 NNILVGGA 70

>ref|NP_611482.1] CG13426 CG13426-PA [Drosophila melanogaster]
gb|AAF57466.1] CG13426-PA [Drosophila melanogaster]
Length = 105

Score = 44.3 bits (103), Expect = 0.003, Method: Compositional matrix adjust.
Identities = 20/57 (35%), Positives = 31/57 (54%)

Query: 10 PLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIPINNIIV 66
P +DF K+S+R +RC KPDR+EF ++++  + IPI NI+
Sbjct: 48 PSKDFYKNSLRFYKRCTKPDRREFQRISIGIGVGFLIMGLIGFVVKLMHIPIVNIIM 104

>ref|XP_001466134.1] protein transport protein sec6l gamma subunit [Leishmania
infantum JPCM5]

ref|XP_001683856.1] protein transport protein sec6l gamma subunit, putative
[Leishmania major]

emb]CAJ05099.1] protein transport protein sec6l gamma subunit, putative
[Leishmania major]

emb | CAM68573.1] protein transport protein sec6l gamma subunit, putative
[Leishmania infantum]
Length = 69

Score = 43.9 bits (102), Expect = 0.003, Method: Compositional matrix adjust.
Identities = 22/64 (34%), Positives = 31/64 (48%)

Query: 5 DSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTALXXXXXXXXXXXXXXXXIPINNI 64
D P+ F K+S LV++C KP+ EFT A+ 1 TP INN+
Sbjct: 6 DILFHPIVAFTKNSRMLVRKCQKPNYNEFTTAAIAALIGFFMMGFLGFFVKLVFIPINNY 65

Query: 65 1VGS 68
1+G+
Sbjct: 66 ILGA 69

>gb]AAY85043.1] 1P05558p [Drosophila melanogaster]
Length = 124

Score = 43.9 bits (102), Expect = 0.003, Method: Compositional matrix adjust.
Identities = 20/57 (35%), Positives = 31/57 (54%)

Query: 10 PLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIPINNIIV 66

P +DF K+S+R +RC KPDR+EF ++++  + IPI NI+
Shjct: 67 PSKDFYKNSLRFYKRCTKPDRREFQRISIGIGVGFLIMGLIGFVVKLMHIPIVNIIM 123
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>ref|XP_001974909.1] GG20863 [Drosophila erecta]
gb|EDV55309.1] GG20863 [Drosophila erectal
Length = 105

Score = 43.9 bits (102), Expect = 0.004, Method: Compositional matrix adjust.
Identities = 20/61 (32%), Positives = 32/61 (562%)

Query: 6  SAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIPINNI1 65
+++ P DF K+S+R +RC KPDR EF ++++  + IP1 NII
Sbjct: 44 TSLLPSSDFYKNSLRFYKRCTKPDRHEFQRISIAIGVGFLIMGLIGFAVKLMHIPIVNII 103

Query: 66 V 66
+

Sbjct: 104 M 104

>ref|XP_001609442_1] protein transport protein SEC61 gamma subunit, putative [Babesia
bovis T2Bo]

gb|EDOO5874.1] protein transport protein SEC61 gamma subunit, putative [Babesia
bovis]
Length = 82

Score = 43.1 bits (100), Expect = 0.006, Method: Compositional matrix adjust.
Identities = 19/55 (34%), Positives = 29/55 (62%)

Query: 13 DFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIPINNIIVG 67
DF S RLV++C KPD+KE+ ++ ++ IP+NNI1+VG
Sbjct: 25 DFINDSTRLVRKCTKPDKKEYGRILRACSVGFFIMGFIGYMVKLMFIPVNNILVG 79

>ref|XP_001215615.1] conserved hypothetical protein [Aspergillus terreus NI1H2624]
gb]EAU32981.1] conserved hypothetical protein [Aspergillus terreus NIH2624]
Length = 70

Score = 43.1 bits (100), Expect = 0.006, Method: Compositional matrix adjust.
Identities = 17/58 (29%), Positives = 30/58 (51%)

Query: 12 RDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIPINNIIVGSS 69
R+F K ++ + R KPDR+EF K++  + IP+NN++VG++
Sbjct: 13 REFFKDGMQFINRSQKPDRREF IKISQAVGVGFLVMGG IGFIVKLVHIPYNNVLVGAA 70

>ref|XP_001959014.1] GF12667 [Drosophila ananassae]
gb|EDV35836.1] GF12667 [Drosophila ananassae]
Length = 105

Score = 43.1 bits (100), Expect = 0.007, Method: Compositional matrix adjust.
Identities = 22/62 (35%), Positives = 31/62 (650%)

Query: 6 SAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTA LXXXXXXXXXXXXXXXXIPINNIT 65
SIP F K S+R ++RC KP+R+EF + + A+ IP1 NIl
Sbjct: 44 SFII1PSSGFFKDSMRFMKRCTKPNRQEFRRTCMAIAVGFFIMGT IGFLVKLMHIPITNIT 103

Query: 66 VG 67
+G
Sbjct: 104 MG 105

>ref|XP_001022928.1] Protein transport protein SEC61 gamma-1 subunit, putative
[Tetrahymena thermophila SB210]

gb]EAS02683.1] Protein transport protein SEC61 gamma-1 subunit, putative
[Tetrahymena thermophila SB210]
Length = 73

Score = 43.1 bits (100), Expect = 0.007, Method: Compositional matrix adjust.
Identities = 22/63 (34%), Positives = 31/63 (49%)

Query: 4 IDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTA IXXXXXXXXXXXXXXXXIPINN 63

+ S + DFA+ S R V++C KP+ KE K A+ A+ IPINN
Sbjct: 9 VQSLVKSAIDFAEESKRFVKKCTKPNAKELKKTAMYCALGFAVMGVVGYLIKLVFIPINN 68
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Query: 64 11V 66
1+
Sbjct: 69 1IL 71

>ref|XP_001203964.1] PREDICTED: similar to Sec6l gamma subunit, partial
[Strongylocentrotus purpuratus]
ref|XP_001199784.1] PREDICTED: similar to Sec6l 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+ 1 I1+P + FAK S+RLV+RC KPDRK
Sbjct: 1 MDQIQQTIEPAKQFAKDSIRLVKRCTKPDRK 31

>ref|XP_763390.1] protein translocation complex, sec6l subunit gamma [Theileria
parva strain Muguga]

gb]EAN31107.1] protein translocation complex, sec6l1 gamma chain, putative
[Theileria parva]
Length = 82

Score = 42.7 bits (99), Expect = 0.009, Method: Compositional matrix adjust.
Identities = 19/56 (33%), Positives = 29/56 (51%)

Query: 13 DFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIPINNIIVGS 68
+F S RLV++C KPDRKE+ ++ A+ IP+NNI+V +
Sbjct: 25 EFVNGSTRLVRKCTKPDRKEYMRILNACAVGFFVMGFIGYFVKLLFIPVNNILVAA 80

>ref|XP_001829161.1] predicted protein [Coprinopsis cinerea okayama7#130]
gb]EAU92796.1] predicted protein [Coprinopsis cinerea okayama7#130]
Length = 70

Score = 42.4 bits (98), Expect = 0.010, Method: Compositional matrix adjust.
Identities = 20/68 (29%), Positives = 33/68 (48%)

Query: 2 EAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAEXXXXXXXXXXXXXXXXIP1 61
E 1  ++ ++F + + + RC KP +KEFT++ A+ IP1
Sbjct: 3 EKIREFVEVPQEFFQDGKQFLTRCTKPSKKEFTQICKAVAVGFAVMGFIGYFVKLIHIPI 62

Query: 62 NNIIVGSS 69
NNI+VG +
Sbjct: 63 NNILVGGA 70

>ref|XP_955056.1] protein translocation complex subunit (SEC61 gamma chain),
putative [Theileria annulata]

emb|CA175580.1] protein translocation complex subunit (SEC61 gamma chain),
putative [Theileria annulata]
Length = 82

Score = 42_4 bits (98), Expect = 0.010, Method: Compositional matrix adjust.
Identities = 19/56 (33%), Positives = 29/56 (51%)

Query: 13 DFAKSSVRLVQRCHKPDRKEFTKVAVRTA EXXXXXXXXXXXXXXXXTPINNIIVGS 68
+F S RLV++C KPDRKE+ ++ A+ IP+NNI+V +
Sbjct: 25 EFVNGSTRLVRKCTKPDRKEYMRILNACAVGFFVMGFIGYFVKLLFIPVNNILVSA 80

>ref|XP_002091685.1] GE13801 [Drosophila yakuba]
gb]EDW91397.1] GE13801 [Drosophila yakuba]
Length = 105

Score = 42.0 bits (97), Expect = 0.014, Method: Compositional matrix adjust.
Identities = 20/61 (32%), Positives = 31/61 (50%)
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Query: 6  SAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIPINNI1 65
S + P F K+S+R +RC KPDR+EF ++++  + IPI NII
Sbjct: 44 SLLLPSSHFYKNSLRFYKRCSKPDRREFQRISLAIGVGFLIMGLIGFVVKLMHIPIVNIT 103

Query: 66 V 66
+

Sbjct: 104 M 104

>ref|XP_001874004.1] predicted protein [Laccaria bicolor S238N-H82]
gb]EDR15796.1] predicted protein [Laccaria bicolor S238N-H82]
Length = 70

Score = 41.6 bits (96), Expect = 0.019, Method: Compositional matrix adjust.
Identities = 21/68 (30%), Positives = 32/68 (47%)

Query: 2 EAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAEXXXXXXXXXXXXXXXXIP1 61
+1 ID +F + + + RC KP +KEFT++ A+ 1P
Sbjct: 3 DKIREFIDVPQQFIRDGNQFLTRCTKPSQKEFTQICKAVAVGFAVMGF IGYFVKLIHIPI 62

Query: 62 NNIIVGSS 69
NNI+VG +
Sbjct: 63 NNILVGGA 70

>ref|XP_001522383.1] hypothetical protein MGCH7_ch7g490 [Magnaporthe grisea 70-15]
gb]EAQ71083.1] hypothetical protein MGCH7_ch7g490 [Magnaporthe grisea 70-15]
Length = 601

Score = 41.2 bits (95), Expect = 0.022, Method: Composition-based stats.
Identities = 17/64 (26%), Positives = 31/64 (48%)

Query: 2 EAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAEXXXXXXXXXXXXXXXXIP1 61
+++ 4D R+F K ++ + RC KPD+KEF ++ + 1P+
Sbjct: 3 DSVQEILDVPREFVKDGIQFLNRCQKPDKKEFRQICQAVGVGFL IMGAVGY IVKLVHIPL 62

Query: 62 NNIl 65
NNT+
Sbjct: 63 NNIL 66

>ref|XP_001300450.1] protein translocase gamma subunit, putative [Trichomonas
vaginalis G3]
ref|XP_001302120.1] protein translocase gamma subunit, putative [Trichomonas
vaginalis G3]
ref|XP_001580487.1] protein translocase gamma subunit, putative [Trichomonas
vaginalis G3]
gb]EAX87520.1] protein translocase gamma subunit, putative [Trichomonas
vaginalis G3]
gb]EAX89190.1] protein translocase gamma subunit, putative [Trichomonas
vaginalis G3]
gb]EAY19501.1] protein translocase gamma subunit, putative [Trichomonas
vaginalis G3]
Length = 71

Score = 41.2 bits (95), Expect = 0.022, Method: Compositional matrix adjust.
Identities = 21/68 (30%), Positives = 31/68 (45%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTALXXXXXXXXXXXXXXXXTP 60
MEA+D P +F KS V++++RC P K A +A+ P
Sbjct: 1 MEALDIVAAPATNFVKSCVKVLKRCTLPSTKVLKDSASASAVGFLILGSVGFIFKVIAYP 60

Query: 61 INNIIVGS 68

INN+1+G
Sbjct: 61 INNVIIGG 68

>ref|XP_001389573.1] hypothetical protein An01g11630 [Aspergillus niger]
emb | CAK44065.1] unnamed protein product [Aspergillus niger]
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Length = 70

Score = 41.2 bits (95), Expect = 0.025, Method: Compositional matrix adjust.
Identities = 17/58 (29%), Positives = 28/58 (48%)

Query: 12 RDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIPINNIIVGSS 69
R+F + V+ V R KPD++EF K++ IP+NN++VG +
Sbjct: 13 REFLREGVQFVNRSQKPDKREF IKISQAVGTGFLIMGFIGY IVKLIHIPVNNVLVGGA 70

>ref| XP_002006249.1] G118672 [Drosophila mojavensis]
gb]EDW10184.1] G118672 [Drosophila mojavensis]
Length = 111

Score = 40.8 bits (94), Expect = 0.028, Method: Compositional matrix adjust.
Identities = 19/54 (35%), Positives = 27/54 (50%)

Query: 14 FAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIPINNIIVG 67
F K S+ +++RC KPDR+EF + + 1 IP1 NI1+G
Sbjct: 58 FVKESLLMIKRCTKPDRQEFQRSVLAITIGFLIMGFLGFIIKLLHIPITNIIMG 111

>ref|XP_001224853.1] predicted protein [Chaetomium globosum CBS 148.51]
gb]EAQ85944.1] predicted protein [Chaetomium globosum CBS 148.51]
Length = 73

Score = 40.4 bits (93), Expect = 0.045, Method: Compositional matrix adjust.
Identities = 18/71 (25%), Positives = 33/71 (46%), Gaps = 3/71 (4%)

Query: 2 EAIDSAIDPLRDFAKSSVRLVQRCHKP-—--DRKEFTKVAVRTALXXXXXXXXXXXXXXXX 58
++ +D R+F K ++ + R KP  DR+EF K++  +
Sbjct: 3 DQVQEMLDVPREFLKDG IQF INRAQKPLPADRREF IK1SQAVGVGFLVMGAVGYFVKLIH 62

Query: 59 IPINNIIVGSS 69
+P+NNI+VG +
Sbjct: 63 VPLNNILVGGA 73

>ref|XP_002082332.1] GD25279 [Drosophila simulans]
gb|EDX07917.1] GD25279 [Drosophila simulans]
Length = 105

Score = 40.4 bits (93), Expect = 0.046, Method: Compositional matrix adjust.
Identities = 19/61 (31%), Positives = 31/61 (60%)

Query: 6  SAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIPINNI1 65
+ + P F K+S+R +RC KPDR+EF ++++  + IP1 NII
Sbjct: 44 TLLLPSSAFYKNSLRFYKRCTKPDRQEFQRISIAIGVGFLIMGLIGFVVKLMHIPIVNII 103

Query: 66 V 66
+

Shjct: 104 M 104

>ref|NP_593061.1] translocon gamma subunit Sssl [Schizosaccharomyces pombe]

sp|Q09827.1]|SC61G_SCHPO Probable protein transport protein Sec6l subunit gamma

emb]CAA91203.1] translocon gamma subunit Sssl [Schizosaccharomyces pombe]
Length = 70

Score = 40.0 bits (92), Expect = 0.048, Method: Compositional matrix adjust.
Identities = 18/58 (31%), Positives = 27/58 (46%)

Query: 12 RDFAKSSVRLVQRCHKPDRKEFTKVAVRTA IXXXXXXXXXXXXXXXXTPINNIIVGSS 69
++F K ++RC KPDRKEF ++ A IPIN ++VG +
Sbjct: 13 KNFYKEGSHFIKRCVKPDRKEFLSISKAVATGFVLMGLIGY IIKLIHIPINKVLVGGA 70

>ref|XP_002034688.1] GM19788 [Drosophila sechellia]
gb|EDW48701.1] GM19788 [Drosophila sechellial
Length = 105
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Score = 39.7 bits (91), Expect = 0.062, Method: Compositional matrix adjust.
Identities = 19/61 (31%), Positives = 31/61 (50%)

Query: 6  SAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIPINNI1 65
+ + P F K+S+R +RC KPDR+EF ++++  + IP1 NII
Sbjct: 44 TLLLPSSAFYKNSLRFYKRCTKPDRQEFQRISIAIGVGFLIMGLIGFVVKLMHIPIVNIL 103

Query: 66 V 66
+

Sbhjct: 104 M 104

>ref|XP_662193.1] hypothetical protein AN4589.2 [Aspergillus nidulans FGSC A4]
gb|EAA60932.1] hypothetical protein AN4589.2 [Aspergillus nidulans FGSC A4]
Length = 70

Score = 39.7 bits (91), Expect = 0.080, Method: Compositional matrix adjust.
Identities = 16/68 (23%), Positives = 32/68 (47%)

Query: 2 EAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTA EXXXXXXXXXXXXXXXXIPI 61
E+ ++ ++F + ++ V R KPD++EF K++ 1P+
Sbjct: 3 EQVQELLNIPQEFLRDGMQFVNRSQKPDKREFIKISQAVGTGFLIMGFIGYIVKLIHIPY 62

Query: 62 NNIIVGSS 69
NN++VG +
Sbjct: 63 NNVLVGGA 70

>gb|EDLO0527.1] mCG1042596 [Mus musculus]
Length = 62

Score = 39.3 bits (90), Expect = 0.081, Method: Compositional matrix adjust.
Identities = 19742 (45%), Positives = 28/42 (66%)

Query: 1 MEAIDSAIDPLRDFAKSSVRLVQRCHKPDRKEFTKVAVRTAL 42
M+ + ++ R F+K+S+ LV+RC K RKEF K+A TAIl
Sbjct: 1 MDQVIQFVELSRQFSKNSIHLVKRCTKIHRKEFQKIAKATAL 42

>ref|XP_389047.1] hypothetical protein FG08871.1 [Gibberella zeae PH-1]
Length = 70

Score = 39.3 bits (90), Expect = 0.083, Method: Compositional matrix adjust.
Identities = 16/57 (28%), Positives = 29/57 (50%)

Query: 13 DFAKSSVRLVQRCHKPDRKEFTKVAVRTALXXXXXXXXXXXXXXXXIPINNIIVGSS 69
+F + V+ ++RC KPD+KEF ++ + IP+N+ +VGS+
Sbjct: 14 EFVRDGVQFMRRCTKPDQKEFLRLCQAVGVGFLIMGAVGYVVKLVHIPLNHALVGSA 70

>ref|XP_001163709.1] PREDICTED: similar to SEC61 gamma, partial [Pan troglodytes]
Length = 31

Score = 38.5 bits (88), Expect = 0.14, 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_652711.1] Protein transport protein SEC61 gamma subunit, putative
[Entamoeba histolytica HM-1:IMSS]

gb|EAL47328.1] Protein transport protein SEC61 gamma subunit, putative
[Entamoeba histolytica HM-1:1MSS]
Length = 69

Score = 37.4 bits (85), Expect = 0.34, Method: Compositional matrix adjust.
Identities = 13/28 (46%), Positives = 20/28 (71%)
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Query: 8 IDPLRDFAKSSVRLVQRCHKPDRKEFTK 35
++P  +F S R + +C+KPDRKE+TK
Sbjct: 9 LEPTEEFISDSKRFITKCNKPDRKEYTK 36

>ref|XP_567231.1] hypothetical protein [Cryptococcus neoformans var. neoformans
JEC21]

gb]AAW41412_.1] conserved hypothetical protein [Cryptococcus neoformans var.
neoformans JEC21]
Length = 166

Score = 37.0 bits (84), Expect = 0.41, Method: Compositional matrix adjust.
Identities = 19/58 (32%), Positives = 25/58 (43%)

Query: 12 RDFAKSSVRLVQRCHKPDRKEFTKVAVRTAIXXXXXXXXXXXXXXXXIPINNIIVGSS 69
R F K V RC KP +E+ ++ Al IPINNI+VG +
Sbjct: 109 RQFVKEGTLFVNRCTKPSAEEYKQLCRAVAIGFGVMGVIGYLVKLIHIPINNILVGGA 166

>gb]ACC54913.1] Sec61 gamma subunit beta [Xenopus borealis]
Length = 23

Score = 36.2 bits (82), Expect = 0.88, Method: Compositional matrix adjust.
Identities = 15/23 (65%), Positives = 19/23 (82%)

Query: 16 KSSVRLVQRCHKPDRKEFTKVAV 38
K S+RLV+ C KPDRKEF K+A+
Sbjct: 1 KDSIRLVKXCTKPDRKEFQKIAM 23

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

0.322 0.135 0.376
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: 190,247,752

Number of extensions: 3299623

Number of successful extensions: 5781
Number of sequences better than 1.0: 124
Number of HSP®"s gapped: 5709

Number of HSP"s successfully gapped: 124
Length of query: 69

Length of database: 2,468,333,968

Length adjustment: 41

Effective length of query: 28

Effective length of database: 2,174,967,693
Effective search space: 60899095404
Effective search space used: 60899095404
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)
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