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1. Introduction

This document provides a complete bioinformatics analysis of all three loci in event FLO-
40689-6, using the sequences submitted to the commission in March 2017. The analysis
contains results of use of bioinformatics tools to look for homologies to allergens and toxins in
the complete sequences of the genes in the T-DNA.

1.1 Overview of bioinformatics methodology and interpretation

The bioinformatic analysis has been carried out using three EFSA guideline documents (EFSA
2010, 2011, 2013).

1. In blastp analysis, a cut-off E-value of less than 1.0 has been used in determining
whether similarities are of potential biological significance.

2. In searches for potential allergenic proteins, search for similarity to contiguous amino
acids in known allergens has been carried out using an 8 amino acid search window. In
recognition of the fact that positive matches obtained with this method are generally
regarded to be of low predictive value (Goodman, 2006; Silvanovich et al., 2006;
Goodman et al., 2008; Herman et al., 2009; EFSA, 2011; EFSA, 2013) the sliding
window (local alignment) method has also been used to screen ORFs.

3. In accordance with guidelines (EFSA, 2010) for analysis for potential allergens, a
threshold of 35% sequence identity over a window of at least 80 amino acids has been
used in the local alignment method.

2. Bioinformatic analysis to identify whether the newly expressed proteins show similarity
with known toxic and /or allergenic proteins

Bioinformatic analysis has been undertaken to provide up-to-date searches of the SwissProt
and FARRP databases using the translated sequences of the coding regions contained in the T-
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DNA of the transformation vector pCGP1991, the vector used in the generation of FLO-40689-
6.

2.1 Methods

The sequences analysed were the (1) selectable marker enzyme tobacco acetolactate synthase
(ALS), (2) petunia dihydroflavonol 4-reductase (DFR), derived from 6 exons within the
genomic petunia DFR nucleotide sequence contained in pCGP1991 and (3) pansy flavonoid
3’,5’hydroxylase (F3’5’H). The sequences are shown in table 1.

Table 1. Translated nucleotide sequences used in BLAST searches

Code Sequence

SURB (ALS) MAAAAAAPSPSFSKTLSSSSSKSSTLLPRSTFPFPHHPHKTTPPPLHLTPTHIHSQ
RRRFTISNVISTTQKVSETQKAETFVSRFAPDEPRKGSDVLVEALEREGVTDVF
AYPGGASMEIHQALTRSSIIRNVLPRHEQGGVFAAEGYARATGFPGVCIATSGP
GATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEVTRSITKHNYL
VMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQQQLVIPDWDQPMRLPGYM
SRLPKLPNEMLLEQIVRLISESKKPVLYVGGGCSQSSEELRRFVELTGIPVASTL
MGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLE
AFASRAKIVHIDIDSAEIGKNKQPHVSICADIKLALQGLNSILESKEGKLKLDFS
AWRQELTVQKVKYPLNFKTFGDAIPPQYAIQVLDELTNGSAIISTGVGQHQM
WAAQYYKYRKPRQWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSF
IMNVQELATIKVENLPVKIMLLNNQHLGMVVQWEDRFYKANRAHTYLGNPS
NEAEIFPNMLKFAEACGVPAARVTHRDDLRAAIQKMLDTPGPYLLDVIVPHQE
HVLPMIPSGGAFKDVITEGDGRSSY

Petunia DFR MASEAVHAPSPPVAVPTVCVTGAAGFIGSWLVMRLLERGYNVHATVRDPEN
KKKVKHLLELPKADTNLTLWKADLTVEGSFDEAIQGCQGVFHVATPMDFESK
DPENEVIKPTVRGMLSIHESCAKANTVKRLVFTSSAGTLDVQEQQKLFYDQTS
WSDLDFIYAKKMTGWMYFVSKILAEKSAMEETKKKNIDFISIIPPLVVGPFITPT
FPPSLITALSLITGNEAHYCIIKQGQYVHLDDLCEAHIFLYEHPKADGRFICSSH
HAIIYDVAKMVREKWPEYYVPTEFKGIDKDLPVVSFSSKKLTDMGFQFKYTLE
DMYKGAIETCRQKQLLPFSTRSAADNGHNREAIAISAQNYASGKENAPVANH
TEMLTNVEV

Pansy F3’5’H MAILVTDFVVAAIIFLITRFLVRSLFKKPTRPLPPGPLGWPLVGALPLLGAMPHV
ALAKLAKKYGPIMHLKMGTCDMVVASTPESARAFLKTLDLNFSNRPPNAGAS
HLAYGAQDLVFAKYGPRWKTLRKLSNLHMLGGKALDDWANVRVTELGHML
KAMCEASRCGEPVVLAEMLTYAMANMIGQVILSRRVFVTKGTESNEFKDMV
VELMTSAGYFNIGDFIPSIAWMDLQGIERGMKKLHTKFDVLLTKMVKEHRAT
SHERKGKADFLDVLLEECDNTNGEKLSITNIKAVLLNLFTAGTDTSSSIHHEWAL
TEMIKNPTILKKAQEEMDRVIGRDRRLLESDISSLPYLQAIAKETYRKHPSTPLN
LPRIAIQACEVDGYYIPKDARLSVNIWAIGRDPNVWENPLEFLPERFLSEENGKI
NPGGNDFKLIPFGAGRRICAGTRMGMVLVSYILGTLVHSFDWKLPNGVAELN
MDESFGLALQKAVPLSALVSPRLASNPYAT

2.1.1 Blastp

Altschul et al., 1997). Searches were performed against the SwissProt database (protein-protein
BLAST of the database UniProtKB/Swiss-Prot (swissprot);
e The translated amino acid sequence (the longest open reading frame with an AUG start
codon and a stop codon) derived from the nucleic acid sequence.
e The blastp search program BLAST?2.2.27 located within the NCBI (The National
Centre for Biotechnology Information) website (http://www.ncbi.nlm.nih.gov ; Altschul
etal., 1997).
e The search parameters (indicated in parenthesis) were; word size (3), expected value
(10), hit list size (100), Gapcosts (11, 1), matrix (BLOSUM®62), Filter string (F), genetic
code (1), window size (40), threshold (11).
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e The search was carried out with and without the entrez term “toxin”.
e The database was accessed on April 5 2017.

2.1.2 FARRP

The sequences shown in Table 1 were assessed in the FARRP allergen protein database located
at http://www.allergenonline.org/databasefasta.shtml. The database was accessed on April 11
2017 (version 17; Jan 18 2017). The amino acid sequences of all ORFs were searched using the

navigation.
Without the entrez query term “toxin” the highest identities observed with each of the three
queries were to homologous genes and functionally related genes from other plant species. The
top 100 hits did not reveal any homology to known toxic proteins or allergens.
With the entrez query “toxin” the identity hits obtained were not considered to be biologically
significant as E-scores were largely greater than 1.0. E-values less than 1.0 were identified for
the newly expressed proteins ALS and DFR. The hits are not considered to be biologically
significant because;

e The E-value scores are close to 1.0 (lowest E-value was 0.0002).

e Identity scores were 31% or lower.

2.2.2 FARRP
There were no hits with any of the three query sequences when the FARRP allergen protein
database was searched using the sliding 80mer window method or the 8mer exact match

and is summarised in table 2.

Table 2. Summary of similarities obtained from full FASTA search of the FARRP allergen
database. The table shows all hits with an E-value of less than 1.0.

Query Allergen Alignment detail
sequence - -
Name length | =\ Jiue | opp | 91 Accession
(aq) ID
SURB Profilin-like protein [Ambrosia 131 0.99 | 36.2 34851180
(ALS) artemisiifolia]
DFR No sequences with E < 1.0
F3’5’H proteinase inhibitor [Solanum tuberosum] | 221 0.66 | 26.9 994779
Cor a 2 [Corylus avellana] 131 0.89 | 25.0 | 576017879
profilin, partial [Triticum aestivum] 131 0.89 | 33.9 | 548948850
profilin [Triticum aestivum] 131 0.89 | 33.9 | 190684061
profilin, partial [Triticum aestivum] 131 0.89 | 33.9 | 548948848
Ana c 1 [Ananas comosus] 131 089 | 33.3 75306610

In full FASTA alignments (Table 2) E-values were greater than 0.5 and we do not believe they
are likely to represent relevant matches (Hileman, 2002). The three newly expressed proteins
are ubiquitous, well-characterized proteins and are not known to be allergens.



http://www.allergenonline.org/databasefasta.shtml

C/NL/06/01 Bioinformatics analysis FLO-40689-6

3. Literature cited

1.

Altschul SF, Madden TL, Schéffer AA, Zhang J, Zhang Z, Miller W and Lipman DJ,
1997. Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs. Nucleic Acids Research 25, 3389-3402 Appendix 1.

EFSA, 2010. EFSA Panel on Genetically Modified Organisms (GMO); Draft Scientific
Opinion on the assessment of allergenicity of GM plants and microorganisms and
derived food and feed. EFSA Journal 8(7), 1700.

EFSA, 2011. EFSA Panel on Genetically Modified Organisms (GMO); Scientific
Opinion on Guidance for risk assessment of food and feed from genetically modified
plants. EFSA Journal 9(5), 2150.

EFSA, 2013. EFSA Panel on Genetically Modified Organisms (GMO); EFSA guidance
on the submission of applications for authorization of genetically modified plants under
Regulation (EC) No 1829/2003. EFSA Journal 11(12), 3491.

Goodman RE, 2006. Practical and predictive bioinformatics methods for the
identification of potentially cross-reactive protein matches. Molecular Nutrition and
Food Research 50,655-660.

Goodman RE, Vieths S, Sampson HA, Hill D, Ebisawa M, Taylor SL, and vanRee
R,2008. Allergenicity assessment of genetically modified crops -- what makes sense?
Nature Biotechnology 26, 73-81.

Herman RA, Song P and Thirumalaiswamysekhar A, 2009. Value of eight-amino-acid
matches in predicting the allergenicity status of proteins: an empirical bioinformatic
investigation. Clinical and Molecular Allergy 7, 9 doi: 10.1186/1476-7961-7-9.
Hileman RE, Silvanovich A, Goodman RE, Rice EA, Holleschak G, Astwood JD and
Hefle S, 2002. Bioinformatic methods for allergenicity assessment using a
comprehensive allergen database. International Archives of Allergy and Immunology
128, 280-291.

Silvanovich A, Nemeth MA, Song P, Herman R, Tagliani L and Bannon GA, 2006.
The value of short amino acid sequence matches for prediction of protein allergenicity.



C/NL/06/01 Bioinformatics analysis FLO-40689-6

Appendix 1. Step-by-step explanations of how similarity searches were performed

blastn, blastx and blastp

STEP1. Log in to database search homepage and select BLAST program (i.e. click on options
arrowed).

nim.nih.gov/Blast.cgi ity

& »
. BLAST® My HCBI -
-
Home | RecentResults = Saved Strategies | Help ISian Inl [Reqister]

»NCBI BLAST Home
BLAST finds regions of similarity between biological more...

Your Recent Results MNew!

All Recent results...

‘ [ DELTA-BLAST, a more sensitive protein-protein search  saJ

BLAST Assembled RefSeq Genomes Hews

Choose a species genome to search, or list all genomic BLAST databases BLAST 2.2.29+ released

A new version of the stand-alone BLAST+

@ Human o Oryza sativa o Gallus gallus applications is available.
o Mouse o Bos taurus o Pan troglodytes Mon, 06 Jan 2014 12:00:00 EST
o Rat o Danio rerio o Microbes More BLAST news...
o Arabidopsis thaliana o Dresophila melanogaster o Apis mellifera
Basic BLAST
Tip of the Day
Choose a BLAST program to run. More fips_

Search a nucleotide database using a nucleotide query
thms: blastn,

- ide blast

3 Dprotein blast

Search protein database using a protein query
Algorithms: blastp, psi-blast, phi-blast, delta-blast

blastx ‘ Search protein database using a translated nucleotide query

thlastn

Search translated nucleotide database using a protein query

thlastx

Search translated nucleotide database using a translated nuclectide query

Specialized BLAST

713 PM
14/01/2014

< i il & ENG

STEP2. Enter query sequences. The EMBOSS ORF output

(Step 6, Appendix 2) was downloaded into word and 50 sequences, in EMBOSS format, were
then entered for batch query. Groups of 50 ORF sequences were queried in turn until all ORFs
had been analysed. At this step optional Entrez query terms were also entered (i.e. toxin,
Dianthus). BLAST was run.

o) CTN w >

C A  [J blastncbinlm.nih.gov/Blast.cgi?CMD=Web&PAGE_TYPE=BlastSearch&VIEW_SEARCH=on&UNIQ_SEARCH_NAME=A_SearchOptions_1v966h_BkC_DWhimlgssKk 37| [ =

«
< BLAST® My HCEI a |
-

i ] [ s oug
» NCBI BLAST/ blastp suite Standard Protein BLAST

blastn | blastp | blastx | tblastn | tblastx |

BLASTP programs search protein databases using a protein query. more. Resetpage  Bookmark
Enter Query Sequence —
Enter i gils), or FASTA @ Clear  Querysubrange &
>EIMBOSS_001_1_ORF101 Translation of EMBOSS 001 in frame 1, A 5
02F 101, threshold 1, 53z rom
THL T <o
>IMEOSS_001_1_ORF102 Translavion of IMBOSS_00L in frame 1, < To
02F 107, threshold 1, 57as P
Or. upload file Choose File | No file chosen @
Job Title

50 sequences (EMBOSS_001_1_ORF101 Translation
Enter a descriptive fitle for your BLAST search @

[ Align two or more sequences @)

Choose Search Set

Database Non-redundant protein sequences (nr) v| @

Organism

Optional Enter organism name or id—completions will be suggested O Exclude '+
Enter organism common name, binomial, or tax id. Only 20 top taxa will be shown. @

Exclude [ Models (xmixP) [ L sample

Optional

Entrez Query

Optional

Enter an Entrez query to limit search @

Program Selection

Algorithm @® blastp (protein-protein BLAST)
O PSI-BLAST (Position-Specific lterated BLAST) “

7:16 PM
14/01/2014

« @ il s ENG
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STEP 3. Identify all ORFs within the 50 ORF query batch where a significant homology
occurred. The specific ORFs where a significant similarity could be identified are shown in
bold font in a drop down menu, as shown in the example of ORF 1.148 in the screen capture
below (arrowed).

2 Y NewTab

= C f& [} blastncbinim.nih.gov/Blast.cgi o

«
f.) BLAST® My NCBI
G

Home  RocontResus  Saved Statgies  Hep issncuy

» NCBU BLAST! blastp suite/ Formatting Results - DOWKPUAEO14
Edit and Resubmit ~ Save Search Strategies > Formatting options & Download YoullfildHow to read this page  Blast report description

50 sequences (EMBOSS_001_1_ORF101 Translation...

Results for: | =45:c132251 EMBOSS_001_1_ORF148 Translation of EMBOSS_001 in frame 1, ORF 146, threshold 1, 19aa(18aa) [v| €
*31:1c1B6276 EMBOSS_001_1_ORF131 Transiation of ENBOSS_001 in frame 1, ORF 131, threshold 1, 3aa(3as)  m

RID ranslation of EMBOSS_001 in frame 1, ORF 132, threshold 1, 12aa(12aa)
Query 0 BRSSO ) baseName
e ranslation of EN in frame 34, threshold 1, 20aa(20aa) S
Description 001_1_ORF135 Transiation of EMBOSS._001 in frame 1. ORF 135, threshold 1. 31aa(31aa) Description All Tndn_-redundant GenE‘ank CD‘S t;anslatmn5+PI_JB+SW\ssPrnt+PIR+DRF
001_1_ORF136 Translation of EMBOSS_001 in frame 1, ORF 136, threshold 1, 3aa(3aa) EELITE BT IELE SR E T LS e
Molecule type 001_1_ORF137 Translation of EMBOSS_00 in frame 1, ORF 137, threshold 1, 1aa(1aa) Program BLASTP 2.2.29+ b Citstion

001 in frame 1, ORF 138, thresnold 1, 13a(1aa)
001 in frame 1, ORF 139, threshold 1, 13aa(13aa)
001 in frame 1, ORF 140, threshold 1, 6aa(Baa)
001 in frame 1, ORF 141, threshold 1, 5aa(5aa)
ORF 142, threshold 1, 14aa(14aa)
ORF 143, threshold 1, 1aa(1aa)
ORF 144, threshold 1, 10aa(10aa)

Query Length

@ No si icant s

Other reports: &

001_1_ORF138 Translation of ENBO!

S_001 in frame 1
001 in frame 1

—

v

EMBOSS_001_1_ORF150 Transkation of ENBO
s a registered trademark of the National Libra

*50:1c1882 001 in frame 1, ORF 150, threshold 1, 12aa(12aa)

y of Medicine

18 PM
14/01/2014

STEP 4. Open from drop down menu any query ORF with a significant homology, as shown in
the example of ORF 1.148 in the screen capture below.

o) TR

< € [ blastncbinim.nih.gov/Blast.cgi

(_
;‘. " My NCBI
’ RocontRosuls  Saved Siaiogios  Holp tsan0un

" VNCBU BLAST/ biasip suite/ Formatting Results - DOWKPUAEOTA
Edit and Resubmit ~ Save Search Strategies > Formatting options & Download Youlf[[dHow to read this page  Blast report description

50 sequences (EMBOSS_001_1_ORF101 Translation...

Results for: | 43:/c|88253 ENBOSS_001_1_ORF148 Translation of EMBOSS_001 n frame 1, ORF 142, threshold 1, 42aa(42aa) || @

RID DOWKPUAFE014 (Expires on 01-15 15:16 pm)

Query ID Icl|88293 Database Name nr
Description EMBOSS_001_1 ORF148 Translation of EMBOSS_001 in frame 1, ORF 148, Description  All non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF
threshold 1, 42aa excluding environmental samples from WGS projects
Molecule type amino acid Program BLASTP 2.2.29+ P Citation

Query Length 42

Other reports: B Search Summary [Taxonomy reports] [Distance tree of results] [Multiple alignment’

B Graphic Summary

Distribution of 1 Blast Hits on the Query Sequence &

|Mnusa over to see the defline. click ta show alignments ‘

Color key for alignment scores
<40 40-50 50-80 £80-200 >=200

Query
1

1 ] 1
1 8 16 24 32 40

SDescriptions

19 PM

14/01/2014




C/NL/06/01 Bioinformatics analysis FLO-40689-6

STEP 5. The E- value, descriptions of homology and details of accession records (arrowed)
were noted and tabulated for inclusion in the additional information dossier. As indicated in the
additional information, a cut off value of less than 1.0 was used to determine whether

similarities were of potential biological significance.

1
o
H

Y = \ MNewTab x4\
o

« C ff [ blastncbinlm.nih.gov/Blast.cgi

&
n

>

Distribution of 1 Blast Hits on the Query Sequence &

\Mouse over to see the defline, click to show

Color key for alignment scores
<40 40-50 B80-200 »>=200
]

[} [l
1 2 16 24 32 40
EDescriptions
S producing signi
Select: All None Selected 0
i Alignments O
B UE T 1S Ident  Accession

Description
score | score | cover | value
412 412 95% 0.002 48% CBI245613 _

BAlignments

4 Descriptions

[EDownload ~ GenPept Graphics

unnamed protein product [Vitis vinifera]
Sequence ID: emb|CBI24561.3] Length: 154 Number of Matches: 1
Related Informat|

Range 1: 91 to 130 GenPapt Graphics

Identities  Positives Gaps
719 PM

Sc Expect Method
©W Ll BNG s

=.e
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Appendix 2. Step-by-step explanations of how FARRP allergen protein similarity
searches were performed

STEPL. Open website and select sequence search allergen database page (arrow).

B AllergenOnline - Sequenc x
=

~

€« - C #M [3 wwwallergenonline.org/databasefasta.shtml 7

AllergenOnline
Home of the farrp allergen protein database

Allergenic Protein Sequence Searches

Please enter one or more search protein sequence below in FASTA format.

Home A sequence in FASTA format begins with a single-line description, followed by lines of sequence data. The
description line is distinguished from the sequence data by a greater-than (">") symbol in the first column.
About AllergenOnline

Far an explanation of the FASTA search algorithm (FASTA 35.04, 2009) please see the Support page.

Contact us

Example:
Browse the Database »gi| 378405189 |sp|P86137.2|NLTP1_ACTDE RecName: Full=Non-specific lipid-transfer protein 1; Short=LTP1;
Short=nsLTP1; AltName: Allergen=Act d 10.01
) . AVSCGQUDTALTPCLTYLTKGGTPSTQCCSGVRSLKSMTGTKVPDRQAACNCLKQAAARYQGIKDAAAAL
Version History SQKCGVQLSVPISRSTDCSKIS
Sequence Search Allergen Sequence Ent
Database q v
Search Algorithm Help
Database and GMO Fasta Sequence

information links
FARRP Home

Celiac Disease
Novel Protein Risk Assessment
tool

Search Method ® FullFasta (O Sliding 80mer Window () 8mer Exact Match

14/01/2014

STEP 2. Enter query sequences. 20- 30 sequences, in EMBOSS format, were entered for batch
query. Groups of ORF sequences were queried in turn until all ORFs generated had been
analysed. Each group of ORF were analysed twice; once with the option sliding 80mer window
selected and once with the option 8mer exact match method selected (arrows).

R AllergenOnline - Sequenc. x

€ - C A [ wwwallergenonline.org/databasefasta.shtml

Allergenic Protein Sequence Searches

Please enter one or more search protein sequence below in FASTA format.

Home A seguence in FASTA format begins with a single-line description, followed by lines of sequence data. The

description line is distinguished from the sequence data by a greater-than (">") symbol in the first column.
About AllergenOnline
For an explanation of the FASTA search algorithm (FASTA 35.04, 2009) please see the Support page.

Contact us

Example:
Browse the Database >gi|378405189|sp|P86137.2|NLTP1_ACTDE RecName: Full=Non-specific lipid-transfer protein 1; Short=LTP1;
Short=nsLTP1; AltName: Allergen=~Act d 10.01
. . AWSCGQUDTALTPCLTYLTKGGTPSTQCCSGVRSLKSMTGTKWPDRQAACNCLKQAAARYQGIKDAAAAL
Version History SQKCGVQLSVPISRSTDCSKIS

Sequence Search Allergen Sequence Ent
Database q v
Search Algorithm Help

Database and GMO Fasta Sequence |>EMEGSS_001_1_ORF1& Translation of EMBOSS 001 in frame 1, A
information links ORF 18, threshold €, Taa

DAFRTNC

>EMBCSS_001_1_CRF19 Translation of EMBOSS_001 in frame 1,
FARRP Home CRF 19, thresnold &, léaa -

VREACFVCGGHVEATE
Celiac Disease >EMBCSS_001_1_CRF20 Translation of EMBOSS_001 in frame 1,
Novel Protein Risk Assessment GRF 20, threshold &, 2T7aa
tool GVETIRGAHRYPRGKYFDGSHSESNWG v

Search Method ® FullFasta (O Sliding 80mer Window () 8mer Exact Match

Submit Op! ults in new window
UNL Links

Dept o0d Science &

8:06 PM
14/01/2014

- i .l € ENG
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STEP 3. Review outputs from query sequences.

¢ B AllergenOnline - Sequenc % | (3 www.allergenonline.org/s %

- = C # [1 wwwallergenonline.org/search13.php

AllergenOnline Search Results

AllergenOnline Database v13 (February 12, 2013)

fasta35.exe -q -H-B -m 9i -w 80 -E 1 -d 20 C:'\Windows'Temp'all42CF.tmp fasta/versionl3.fasta

User Query 21 >EMBOSS_001_1_ORF1 Translation of EMBOSS_001 in frame 1, ORF 1, threshold 6, 17aa
User Query #2 >EMBQOSS_001_1_ORF2 Translation of EMBOSS_001 in frame 1, ORF 2, threshold 6, 6aa
User Query 23 >EMBOSS_001_1_ORF3 Translation of EMBOSS_001 in frame 1, ORF 3, threshold 6, 36aa
User Query #4 >EMBQOSS_001_1_ORF4 Translation of EMBOSS_001 in frame 1, ORF 4, threshold 6, 23aa
User Query 25 >EMBOSS_001_1_ORFS Translation of EMBOSS_001 in frame 1, ORF 3, threshold 6, 12aa
User Query #6 >EMBQOSS_001_1_ORF6 Translation of EMBOSS_001 in frame 1, ORF 6, threshold 6, 96aa
User Query 27 >EMBOSS_001_1_ORF7 Translation of EMBOSS_001 in frame 1, ORF 7, threshold 6, 34aa
User Query #8 >EMBQOSS_001_1_ORF8 Translation of EMBOSS_001 in frame 1, ORF 8, threshold 6, 38aa
User Query 29 >EMBOSS_001_1_ORF9 Translation of EMBOSS_001 in frame 1, ORF 9, threshold 6, 58aa
User Query #10 >EMBOSS_001_1_ORF 10 Translation of EMBOSS_001 in frame 1, ORF 10, threshold 6. 57aa
User Query £11 >)EMBOSS_001_1_ORF11 Translation of EMBOSS_001 in frame 1, ORF 11, threshold 6, 33aa
User Query #12 >EMBOSS_001_1_ORF 12 Translation of EMBOSS_001 in frame 1, ORF 12, threshold 6. 12aa
User Query #13 >EMBOSS_001_1_ORF 13 Translation of EMBOSS_001 in frame 1, ORF 13, threshold 6, 8aa
User Query #14 >EMBOSS_001_1_ORF 14 Translation of EMBOSS_001 in frame 1, ORF 14, threshold 6. 10aa
User Query #15 >EMBOSS_001_1_ORF 15 Translation of EMBOSS_001 in frame 1, ORF 15, threshold 6, 15aa
User Query #16 >EMBOSS_001_1_ORF 16 Translation of EMBOSS_001 in frame 1, ORF 16, threshold 6, 9aa
User Query 217 >EMBOSS_001_1_ORF17 Translation of EMBOSS_001 in frame 1, ORF 17, threshold 6, 12aa
User Query #18 >EMBOSS_001_1_ORF 18 Translation of EMBOSS_001 in frame 1, ORF 18, threshold 6, 7aa
User Query 219 >EMBOSS_001_1_ORF 19 Translation of EMBOSS_001 in frame 1, ORF 19, threshold 6, 16aa
User Query #20 >EMBOSS_001_1_ORF20 Translation of EMBOSS_001 in frame 1, ORF 20, threshold 6. 27aa

User Query #1

>EMBOS5_001_1_ORF1 Translation of EMBOS5_001 in frame 1, ORF 1, threshold 6, 17aa
IWRKRKSNY(Q FEFNSEM

~  806PM

14/01/2014

STEP 4. Note all ORF sequences in which an E-value of less than 1.0 was not identified
(highlighted in screen capture below). These ORF were not analysed further.

wwwallergenonline.

€ - C ff [3wwwallergenonline.org/search13.php

User Query 220 >EMBOSS_001_1_ORF20 Translation of EMBOSS._001 in frame 1, ORF 20, threshold 6, 27aa

User Query #1

>EMBOSS_001_1_ORF1 Translation of EMBOSS_001 in frame 1, ORF 1, threshold &, 17a=
IWRKRKSNYR FFFNSEM

# fasta35.exe -g -H -B -m 81 -w 80 -E 1 -d 20 C:\Windows\Temp\allE4DA.tmp fasta/versionl3.fasta
FASTA searches a protein or DNA sequence data bank

version 35.04 Jan. 15, 200%

Please cite:

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

Query: C:\Windows\Temp\allE4DA.tmp
1>>>EMBOSS_001_1 ORF1 Translation of EMBOSS 001 in frame 1, ORF 1, thresho - 17 aa
Library: fasta/versionl3.fasta 374188 residues in 1630 sequences

374188 residues in 1630 seguences

Statistics: MLE cen statistics: Lambda= 0.2753; K=0.07138 (cen=81)
Algorithm: FASTA (3.5 Sept 2006) [optimized]

Parameters: BL50 matrixz (15:-5) ktup: 1

join: 42, opt: 30, cpen/ext: -10/-2, width: 16

Scan time: 0.000

TT No segquences with E() < L1.000000

17 residues in 1 guery segquences

374188 residues in 1630 library segquences

Scomplib [35.04]

start: Tue Jan 14 03:20:11 2014 done: Tue Jan 14 03:20:11 2014
Total Scan time: 0.000 Total Display time: 0.000

Function used was FASTA [version 35.04 Jan. 15, 2008%]

~ S20PM
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STEP 5. Note all ORF sequences in which an E-value of less than 1.0 was identified
(highlighted in screen capture below). If sequence identity was greater than 35% these ORF
were analysed using the full FASTA option (see step 2). The sequences of the newly
introduced proteins were analysed using the full FASTA option.

= W B AlergenOniine - Sequenc. % J @) wwwallergenaniine.org/= * YL} - g
< C' M [ wwwallergenonline.org/search13.php 7 =
Function used was FASTA [version 35.04 Jan. 15, 200%9] Q

User Query #3

>EMBOSS_001_1_ORF3 Translation of EMBOSS_001 in frame 1, ORF 3, threshold &, 36a=
NDKLRSWVFI GESNKQIILI RKSLFRRVYI HVRMGA

# fasta35.exe -g -H -B -m 81 -w 80 -E 1 -d 20 C:\Windows\Temp\allE4DA.tmp fasta/versionl3.fasta
FASTA searches a protein or DNA sequence data bank

version 35.04 Jan. 15, 200%

Please cite:

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

Query: C:\Windows\Temp\allE4DA.tmp
1>>>EMBOSS_001_1 ORF3 Translation of EMBOSS 001 in frame 1, ORF 3, thresho - 36 aa
Library: fasta/versionl3.fasta 374188 residues in 1630 sequences

374188 residues in 1630 segquences

Statistics: Expectation n fit: rho(ln(x))= 4.%281+/-0.00231; mu= -0.5670+/- 0.122
mean_var=20.4760+/- 5.139, 0's: 2 Z-trim: 3 B-trim: 25 in 2/42

Lambda= 0.283434

Algorithm: FASTA (3.5 Sept 2006) [optimized]

Parameters: BL50 matrix (15:-5) ktup: 1

join: 42, opt: 30, cpen/ext: -10/-2, width: 16

Scan time: 0.000

The best scores are: opt z-sc E(1630) %_id % _sim alen

gi|13183177|gb|AAK15088.1|AF240006_1 7S globulin [Sesam ( 585) 56 106.5 0.65 0.333 0.733 30

gi|543675|pir| |D53288 major pollen allergen Que a I — w ( 24) 39 103.7 0.93 D.261 0.609 23
0011 ORF3I— 36 fastar e

>>gi|13183177 |gb|AARK15089.1|AF240006_1 7S globulin [Sesamum indicum] (585 aa)

initn: 44 initl: 44 opt: 56 Z-score: 106.5 bits: 25.6 E(): 0.65

Smith-Waterman score: 56; 33.3% identity (73.3% similar) in 30 aa overlap (6-35:255-282)

8:20PM
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Appendix 3. Results of blastp analysis

HYPERLINKS
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U.S. National Library of Medicine \[e42]] schandler1991 My NCBI Sign Out

BLAST ® > blastp suite >» RID-E930UHE7016 Home Recent Results Saved Strategies Help
BLAST Results
Edit and Resubmit Save Search Strategies Formatting options Download How to read this page Blast report description

Job title: unnamed protein product (664 letters)

RID E930UHE7016 (Expires on 04-06 14:18 pm)

Query ID Icl|Query_16370 Database Name swissprot
Description unnamed protein product Description Non-redundant UniProtkKB/SwissProt sequences
Molecule type amino acid Program BLASTP 2.6.0+ Citation

Query Length 664

Other reports: Search Summary [Taxonomy reports] [Distance tree of results] [Multiple alignment] [MSA viewer
Analyze your query with SmartBLAST
Graphic Summary
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Putative conserved domains have been detected, click on the image below for detailed results.

Query seq. s

Specific hits PLNOZ47 10
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Mouse over to see the title, click to show alignments

Color key for alignment scores
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Sequences producing significant alignments:
Select: All None Selected:0

Alignments

Description

ic: AltName: Full=ALS |I; AltName: Full=Acet

RecName: Full=Acetolactate synthase 1, chloroplastic: AltName: Full=Acetohydroxy-acid synthas
RecName: Full=Acetolactate synthase 2, chloroplastic; AltName: Full=Acetohydroxy-acid synthas
RecName: Full=Probable acetolactate synthase 2, chloroplastic;: AltName: Full=Acetohydroxy-aci

RecName: Full=Probable acetolactate synthase large subunit; Short=AHAS: AltName: Full=Acetc

RecName: Full=Acetolactate synthase catalytic subunit, mitochondrial; AltName: Full=Acetohydrc
Full=Acetolactat i it: AItN . Full=AHA:

RecName: Full=Acetolactate synthase isozyme 3 large subunit; AltName: Full=AHAS-III; AltName
Full=A it: Sh HAS: AltN . Full=A

RecName: Full=Probable acetolactate synthase large subunit; Short=AHAS: AltName: Full=Acetc

Eull=Tartron.

RecName: Full=Putative thiamine pyrophosphate-containing protein YdaP

I I e I o I
2Y) 0 0
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Max Total
score score

1365 1365
1328

Query
cover

100%
99%
99%
99%
88%
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87%
92%
87%
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84%
83%
84%
85%
85%
85%
86%
84%
85%
84%
85%
84%
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85%
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85%
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84%
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82%

E
value
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0.0
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0.0
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0.0
0.0
4e-173
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2e-152
9e-151
2e-150
2e-148
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le-147
2e-146
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4e-144
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2e-88
9e-60

Ident

100%
97%
78%
78%
84%
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77%
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42%
41%
41%
39%
43%
34%
28%

Accession

P09114.1
P09342.1
P27819.1
pP27818.1
P17597.1
P14874.1
Q6K2ES8.1
41768.1
Q41769.1

Q7XKQ8.2
P42463.1

P0AG23.1
033112.1
P37251.4
078518.1
P00892.3
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Q02137.2
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P57321.1
Q6SSJ3.1
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P40811.3
Q89AP7.1
008353.1
POAEPS8.2
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https://www.ncbi.nlm.nih.gov/protein/124367?report=genbank&log$=prottop&blast_rank=2&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_124370
https://www.ncbi.nlm.nih.gov/protein/124370?report=genbank&log$=prottop&blast_rank=3&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_124366
https://www.ncbi.nlm.nih.gov/protein/124366?report=genbank&log$=prottop&blast_rank=4&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_124372
https://www.ncbi.nlm.nih.gov/protein/124372?report=genbank&log$=prottop&blast_rank=5&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_124368
https://www.ncbi.nlm.nih.gov/protein/124368?report=genbank&log$=prottop&blast_rank=6&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75124638
https://www.ncbi.nlm.nih.gov/protein/75124638?report=genbank&log$=prottop&blast_rank=7&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75102649
https://www.ncbi.nlm.nih.gov/protein/75102649?report=genbank&log$=prottop&blast_rank=8&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75102650
https://www.ncbi.nlm.nih.gov/protein/75102650?report=genbank&log$=prottop&blast_rank=9&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75142985
https://www.ncbi.nlm.nih.gov/protein/75142985?report=genbank&log$=prottop&blast_rank=10&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_1170544
https://www.ncbi.nlm.nih.gov/protein/1170544?report=genbank&log$=prottop&blast_rank=11&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_61226664
https://www.ncbi.nlm.nih.gov/protein/61226664?report=genbank&log$=prottop&blast_rank=12&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_6225543
https://www.ncbi.nlm.nih.gov/protein/6225543?report=genbank&log$=prottop&blast_rank=13&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_7404386
https://www.ncbi.nlm.nih.gov/protein/7404386?report=genbank&log$=prottop&blast_rank=14&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_6016364
https://www.ncbi.nlm.nih.gov/protein/6016364?report=genbank&log$=prottop&blast_rank=15&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_33112641
https://www.ncbi.nlm.nih.gov/protein/33112641?report=genbank&log$=prottop&blast_rank=16&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_122194674
https://www.ncbi.nlm.nih.gov/protein/122194674?report=genbank&log$=prottop&blast_rank=17&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_62288343
https://www.ncbi.nlm.nih.gov/protein/62288343?report=genbank&log$=prottop&blast_rank=18&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_2501328
https://www.ncbi.nlm.nih.gov/protein/2501328?report=genbank&log$=prottop&blast_rank=19&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_51316340
https://www.ncbi.nlm.nih.gov/protein/51316340?report=genbank&log$=prottop&blast_rank=20&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_14194843
https://www.ncbi.nlm.nih.gov/protein/14194843?report=genbank&log$=prottop&blast_rank=21&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_124373
https://www.ncbi.nlm.nih.gov/protein/124373?report=genbank&log$=prottop&blast_rank=22&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_2501331
https://www.ncbi.nlm.nih.gov/protein/2501331?report=genbank&log$=prottop&blast_rank=23&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_13124747
https://www.ncbi.nlm.nih.gov/protein/13124747?report=genbank&log$=prottop&blast_rank=24&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_1170548
https://www.ncbi.nlm.nih.gov/protein/1170548?report=genbank&log$=prottop&blast_rank=25&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_25453056
https://www.ncbi.nlm.nih.gov/protein/25453056?report=genbank&log$=prottop&blast_rank=26&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_19862306
https://www.ncbi.nlm.nih.gov/protein/19862306?report=genbank&log$=prottop&blast_rank=27&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_124375
https://www.ncbi.nlm.nih.gov/protein/124375?report=genbank&log$=prottop&blast_rank=28&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_4033415
https://www.ncbi.nlm.nih.gov/protein/4033415?report=genbank&log$=prottop&blast_rank=29&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_68052055
https://www.ncbi.nlm.nih.gov/protein/68052055?report=genbank&log$=prottop&blast_rank=30&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_11386880
https://www.ncbi.nlm.nih.gov/protein/11386880?report=genbank&log$=prottop&blast_rank=31&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_52783050
https://www.ncbi.nlm.nih.gov/protein/52783050?report=genbank&log$=prottop&blast_rank=32&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_124376
https://www.ncbi.nlm.nih.gov/protein/124376?report=genbank&log$=prottop&blast_rank=33&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_2507470
https://www.ncbi.nlm.nih.gov/protein/2507470?report=genbank&log$=prottop&blast_rank=34&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_20141555
https://www.ncbi.nlm.nih.gov/protein/20141555?report=genbank&log$=prottop&blast_rank=35&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_38372341
https://www.ncbi.nlm.nih.gov/protein/38372341?report=genbank&log$=prottop&blast_rank=36&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_73621055
https://www.ncbi.nlm.nih.gov/protein/73621055?report=genbank&log$=prottop&blast_rank=37&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_84028421
https://www.ncbi.nlm.nih.gov/protein/84028421?report=genbank&log$=prottop&blast_rank=38&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_81345910
https://www.ncbi.nlm.nih.gov/protein/81345910?report=genbank&log$=prottop&blast_rank=39&RID=E930UHE7016
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NCBI Blast_Protein Sequence (664 letters) ALS.htmlI[5/04/2017 4:24:37 PM]

RecName: Full=Pyruvate dehydrogenase [ubiquinone]; AltName: Full=Pyruvate oxidase; Short=F 198
Or Name: Full=ALS: AltName: Full=Acetohydroxy-acid sy 185
0 RecName: Full=Sulf Ideh ltransfer. 185
O RecName: Full=Sulfoacetaldehyde acetyltransferase 183
[0 RecName: Full=Acetolactate synthase, catabolic: Short=ALS 178
Or 174
O RecName: Full=Sulfoacetaldehyde acetyltransferase 172
[ RecName: Full=Probabl Ifoacetaldehyde acetyltransfera 172
[0 RecName: Full=Putative acetolactate synthase large subunit IlvB2; Short=ALS; AltName: Full=Ac 169
[0 RecName: Full=Cyclohexane-1.2-dione hydrol 169
Or ort: 162
O . 160
[0 RecName: Full=Pyruvate oxidase: AltName: Full=Pyruvic oxidase: Short=POX 160
O 160
O RecName: Full=Acetolactate synthase, catabolic: Short=ALS 157
[ RecName: Full=Uncharacterized protein MJ0663 155
Or 156
Or . 155
O 154
Or 149
O 144
[0 PUTATIVE PSEUDOGENE: RecName: Full=Putative uncharacterized protein HI_0737 134
O 140
O 140
O 139
O 139
[0 RecName: Full=Acetolactate synthase-like protein: AltName: Full=llvB-like protein 138
O 137
O 137
O 135
O 135
(| 133
[0 RecName: Full=Acetolactate synthase-like protein: AltName: Full=IlvB-like protein 132
[0 RecName: Full=Oxalyl-CoA rboxyl 130
[0 RecName: Full=Oxalyl-CoA decarboxylase 129
[0 RecName: Full=Acetolactate synthase-like protein: AltName: Full=IlvB-like protein 127
O 126
[0 RecName: Full=Acetolactate synthase-like protein: AltName: Full=llvB-like protein 126
O 125
O 123
O 123
[0 RecName: Full=Acetolactate synthase-like protein: AltName: Full=IlvB-like protein 123
O 122
O 119
O 118
O 118

198
185
185
183
178
174
172
172
169
169
162
160
160
160
157
155
156
155
154
149
144
176
140
140
139
139
138
137
137
135
135
133
132
130
129
127
126
126
125
123
123
123
122
119
118
118

82%
82%
79%
80%
83%
81%
79%
79%
81%
85%
82%
82%
79%
81%
83%
82%
2%
71%
79%
76%
64%
34%
76%
64%
64%
64%
70%
7%
64%
75%
64%
2%
70%
70%
75%
74%
80%
70%
7%
64%
64%
70%
80%
82%
64%
7%

2e-54
le-49
le-49
le-48
3e-47
8e-46
8e-45
9e-45
6e-44
Te-44
2e-41
le-40
le-40
le-40
6e-40
9e-40
le-39
3e-39
2e-38
6e-37
4e-35
3e-34
5e-34
le-33
2e-33
2e-33
5e-33
9e-33
le-32
3e-32
6e-32
le-31
3e-31
1le-30
3e-30
3e-29
3e-29
5e-29
5e-29
3e-28
3e-28
4e-28
7e-28
7e-27
8e-27
le-26

29%
26%
28%
27%
27%
28%
26%
26%
27%
26%
26%
26%
27%
26%
27%
26%
30%
27%
25%
27%
26%
52%
26%
26%
26%
26%
28%
25%
26%
26%
26%
27%
27%
27%
26%
27%
24%
26%
25%
24%
24%
25%
24%
25%
26%
24%

P07003.1
Q04789.3
Q93PS3.1
Q84H44.3
P27696.1
QILF46.1
Q84H41.3
Q92UW6.1
006335.1
POCH62.1
Q8CHM7.1
Q9QXEQ.2
Q54970.2
P37063.3
Q04524.1
Q58077.1
Q9HUI8.1
Q9uJ83.2
D5AKX8.1
QILCVO.1
Q54DA9.1
005031.1
QO0JMHO0.3
Q810QB5.1
B7JPM3.1
Q6HIK2.1
Q6NV04.1
Q4V1F5.1
Q63B73.1
A41PB6.1
AOREBG6.1
P66947.1
061856.2
POAFI1.1
P40149.1
Q6DDK5.1

Q5WKY8.1
A6QQT9.2

P42415.2
Q0TUZ2.1
Q8XP76.1
A1L0T0.2
QIKAGY.1
Q8Y9Y1.1
P51853.1

Q723S8.2



https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_130693
https://www.ncbi.nlm.nih.gov/protein/130693?report=genbank&log$=prottop&blast_rank=40&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_239938889
https://www.ncbi.nlm.nih.gov/protein/239938889?report=genbank&log$=prottop&blast_rank=41&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_39932465
https://www.ncbi.nlm.nih.gov/protein/39932465?report=genbank&log$=prottop&blast_rank=42&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_39932462
https://www.ncbi.nlm.nih.gov/protein/39932462?report=genbank&log$=prottop&blast_rank=43&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_124374
https://www.ncbi.nlm.nih.gov/protein/124374?report=genbank&log$=prottop&blast_rank=44&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75174050
https://www.ncbi.nlm.nih.gov/protein/75174050?report=genbank&log$=prottop&blast_rank=45&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_39932461
https://www.ncbi.nlm.nih.gov/protein/39932461?report=genbank&log$=prottop&blast_rank=46&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_39932464
https://www.ncbi.nlm.nih.gov/protein/39932464?report=genbank&log$=prottop&blast_rank=47&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_81340863
https://www.ncbi.nlm.nih.gov/protein/81340863?report=genbank&log$=prottop&blast_rank=48&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_306755656
https://www.ncbi.nlm.nih.gov/protein/306755656?report=genbank&log$=prottop&blast_rank=49&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_81878121
https://www.ncbi.nlm.nih.gov/protein/81878121?report=genbank&log$=prottop&blast_rank=50&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_20455016
https://www.ncbi.nlm.nih.gov/protein/20455016?report=genbank&log$=prottop&blast_rank=51&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_18279292
https://www.ncbi.nlm.nih.gov/protein/18279292?report=genbank&log$=prottop&blast_rank=52&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_29337215
https://www.ncbi.nlm.nih.gov/protein/29337215?report=genbank&log$=prottop&blast_rank=53&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_417186
https://www.ncbi.nlm.nih.gov/protein/417186?report=genbank&log$=prottop&blast_rank=54&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_2501333
https://www.ncbi.nlm.nih.gov/protein/2501333?report=genbank&log$=prottop&blast_rank=55&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_81539644
https://www.ncbi.nlm.nih.gov/protein/81539644?report=genbank&log$=prottop&blast_rank=56&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_20455027
https://www.ncbi.nlm.nih.gov/protein/20455027?report=genbank&log$=prottop&blast_rank=57&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_704044311
https://www.ncbi.nlm.nih.gov/protein/704044311?report=genbank&log$=prottop&blast_rank=58&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75488972
https://www.ncbi.nlm.nih.gov/protein/75488972?report=genbank&log$=prottop&blast_rank=59&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_74851053
https://www.ncbi.nlm.nih.gov/protein/74851053?report=genbank&log$=prottop&blast_rank=60&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_12230661
https://www.ncbi.nlm.nih.gov/protein/12230661?report=genbank&log$=prottop&blast_rank=61&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_122222548
https://www.ncbi.nlm.nih.gov/protein/122222548?report=genbank&log$=prottop&blast_rank=62&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_81582222
https://www.ncbi.nlm.nih.gov/protein/81582222?report=genbank&log$=prottop&blast_rank=63&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_254806018
https://www.ncbi.nlm.nih.gov/protein/254806018?report=genbank&log$=prottop&blast_rank=64&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_81396027
https://www.ncbi.nlm.nih.gov/protein/81396027?report=genbank&log$=prottop&blast_rank=65&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_82185629
https://www.ncbi.nlm.nih.gov/protein/82185629?report=genbank&log$=prottop&blast_rank=66&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75537358
https://www.ncbi.nlm.nih.gov/protein/75537358?report=genbank&log$=prottop&blast_rank=67&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_81687921
https://www.ncbi.nlm.nih.gov/protein/81687921?report=genbank&log$=prottop&blast_rank=68&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_209572914
https://www.ncbi.nlm.nih.gov/protein/209572914?report=genbank&log$=prottop&blast_rank=69&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_209572909
https://www.ncbi.nlm.nih.gov/protein/209572909?report=genbank&log$=prottop&blast_rank=70&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_54037424
https://www.ncbi.nlm.nih.gov/protein/54037424?report=genbank&log$=prottop&blast_rank=71&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_74959965
https://www.ncbi.nlm.nih.gov/protein/74959965?report=genbank&log$=prottop&blast_rank=72&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_84028836
https://www.ncbi.nlm.nih.gov/protein/84028836?report=genbank&log$=prottop&blast_rank=73&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_730220
https://www.ncbi.nlm.nih.gov/protein/730220?report=genbank&log$=prottop&blast_rank=74&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_82182461
https://www.ncbi.nlm.nih.gov/protein/82182461?report=genbank&log$=prottop&blast_rank=75&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_81367282
https://www.ncbi.nlm.nih.gov/protein/81367282?report=genbank&log$=prottop&blast_rank=76&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_166233819
https://www.ncbi.nlm.nih.gov/protein/166233819?report=genbank&log$=prottop&blast_rank=77&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_209572632
https://www.ncbi.nlm.nih.gov/protein/209572632?report=genbank&log$=prottop&blast_rank=78&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_122959135
https://www.ncbi.nlm.nih.gov/protein/122959135?report=genbank&log$=prottop&blast_rank=79&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_81768294
https://www.ncbi.nlm.nih.gov/protein/81768294?report=genbank&log$=prottop&blast_rank=80&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_166233818
https://www.ncbi.nlm.nih.gov/protein/166233818?report=genbank&log$=prottop&blast_rank=81&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_81786564
https://www.ncbi.nlm.nih.gov/protein/81786564?report=genbank&log$=prottop&blast_rank=82&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_81510886
https://www.ncbi.nlm.nih.gov/protein/81510886?report=genbank&log$=prottop&blast_rank=83&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_1705519
https://www.ncbi.nlm.nih.gov/protein/1705519?report=genbank&log$=prottop&blast_rank=84&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_209572953
https://www.ncbi.nlm.nih.gov/protein/209572953?report=genbank&log$=prottop&blast_rank=85&RID=E930UHE7016

NCBI Blast:Protein Sequence (664 letters)

118 118 80% 2e-26 24% Q898E8.2
117 117 77% 5e-26 25% Q65D03.1
115 115 64% 1le-25 25% Q5KYRO.1

115 115 75% 2e-25 24% A5YBJ6.2

RecName: Full=Acetolactate synthase-like protein; AltName: Full=IlvB-like protein 114 114 70% 2e-25 25% Q8BU33.1
114 114 64% 3e-25 24% B2T1J86.1

112 79% le-24 22% B2V4KO0.1

110 110 77% 5e-24 24% A7ZAHS.1
RecName: Full=Probable pyruvate decarboxylase C186.09 109 109 72% 8e-24 23% Q9P7P6.1

RecName: Full=Benzoylformate decarboxylase: Short=BED: Short=BFDC 107 107 80% 3e-23 24% P20906.2
Name: Full=3D-(3.5/4)-trihydroxycyclohexane-1.2-dione hydrolase; Short=THcHDO hydrolast 107 107 77% 4e-23 23% Q92EQ4.1

RecName: Full=Putative 2-hydrox I-CoA | 104 104 81% 2e-22 25% Q9Y7M1.1

RecName: Full=Uncharacterized 42.6 kDa protein in isoamylase 3'region 100 100 51% 3e-21 26% P10343.1
Full=Pyruv ;. AltName: Full= ic fi i 97.4 974 73% 7e-20 25% P33287.1
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RecName: Full=Benzoylformate decarboxylase: Short=BED; Short=BFEDC 959 959 80% 1le-19 24% Q9HUR2.1

Alignments
Download GenPept Graphics Next Descriptions

RecName: Full=Acetolactate synthase 2, chloroplastic; AltName: Full=ALS II; AltName: Full=Acetohydroxy-acid synthase II;
AltName: Full=Acetolactate synthase Il; Flags: Precursor
Sequence ID: P09114.1 Length: 664 Number of Matches: 1

Related Information
Range 1: 1 to 664 GenPept Graphics

Score Expect Method Identities Positives Gaps

1365 bits(3533) 0.0 Compositional matrix adjust. 664/664(100%) 664/664(100%) 0/664(0%)

Query 1 MAAAAAAPSPSFSKTLSSSSSKSSTLLPRSTFPFPHHPHKTTPPPLHLTPTHIHSQRRRF 60
MAAAAAAPSPSFSKTLSSSSSKSSTLLPRSTFPFPHHPHKTTPPPLHLTPTHIHSQRRRF
Sbjct 1 MAAAAAAPSPSFSKTLSSSSSKSSTLLPRSTFPFPHHPHKTTPPPLHLTPTHIHSQRRRF 60

Query 61  TISNVISTTQKVSETQKAETFVSRFAPDEPRKGSDVLVEALEREGVTDVFAYPGGASMEI 120
TISNVISTTQKVSETQKAETFVSRFAPDEPRKGSDVLVEALEREGVTDVFAYPGGASMEI
Sbjct 61  TISNVISTTQKVSETQKAETFVSRFAPDEPRKGSDVLVEALEREGVTDVFAYPGGASMEI 120

Query 121 HQALTRSSIIRNVLPRHEQGGVFAAEGYARATGFPGVCIATSGPGATNLVSGLADALLDS 180
HQALTRSSI IRNVLPRHEQGGVFAAEGYARATGFPGVCIATSGPGATNLVSGLADALLDS
Sbjct 121 HQALTRSSIIRNVLPRHEQGGVFAAEGYARATGFPGVCIATSGPGATNLVSGLADALLDS 180

Query 181 VPIVAITGQVPRRMIGTDAFQETPIVEVTRSITKHNYLVMDVED IPRVVREAFFLARSGR 240
VPIVAITGQVPRRMIGTDAFQETPIVEVTRS I TKHNYLVMDVED I PRVVREAFFLARSGR
Sbjct 181 VPIVAITGQVPRRMIGTDAFQETPIVEVTRSITKHNYLVMDVEDIPRVVREAFFLARSGR 240

Query 241 PGPVLIDVPKDIQQQLVIPDWDQPMRLPGYMSRLPKLPNEMLLEQIVRLISESKKPVLYV 300
PGPVL IDVPKD 1QQQLV IPDWDQPMRLPGYMSRLPKLPNEMLLEQIVRL ISESKKPVLYV
Sbjct 241 PGPVLIDVPKDIQQQLVIPDWDQPMRLPGYMSRLPKLPNEMLLEQIVRLISESKKPVLYV 300

Query 301 GGGCSQSSEELRRFVELTGIPVASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDL 360
GGGCSQSSEELRRFVELTGIPVASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDL
Sbjct 301 GGGCSQSSEELRRFVELTGIPVASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDL 360

Query 361 LLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKQPHVSICADIKLALQGLNSIL 420
LLAFGVRFDDRVTGKLEAFASRAKIVHID IDSAE IGKNKQPHVSICAD IKLALQGLNSIL
Sbjct 361 LLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKQPHVSICADIKLALQGLNSIL 420

Query 421 ESKEGKLKLDFSAWRQELTVQKVKYPLNFKTFGDAIPPQYAIQVLDELTNGSAIISTGVG 480
ESKEGKLKLDFSAWRQELTVQKVKYPLNFKTFGDAIPPQYAIQVLDELTNGSAIISTGVG
Sbjct 421 ESKEGKLKLDFSAWRQELTVQKVKYPLNFKTFGDAIPPQYAIQVLDELTNGSAIISTGVG 480

Query 481 QHQMWAAQYYKYRKPRQWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQ 540
QHQMWAAQYYKYRKPRQWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVD IDGDGSF IMNVQ
Sbjct 481 QHQMWAAQYYKYRKPRQWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQ 540

Query 541 ELATIKVENLPVKIMLLNNQHLGMVVQWEDRFYKANRAHTYLGNPSNEAEIFPNMLKFAE 600
ELAT IKVENLPVKIMLLNNQHLGMVVQWEDRFYKANRAHTYLGNPSNEAE I FPNMLKFAE
Sbjct 541 ELATIKVENLPVKIMLLNNQHLGMVVQWEDRFYKANRAHTYLGNPSNEAEIFPNMLKFAE 600

Query 601 ACGVPAARVTHRDDLRAAIQKMLDTPGPYLLDVIVPHQEHVLPMIPSGGAFKDVITEGDG 660
ACGVPAARVTHRDDLRAAIQKMLDTPGPYLLDV IVPHQEHVLPMIPSGGAFKDV ITEGDG
Sbjct 601 ACGVPAARVTHRDDLRAAIQKMLDTPGPYLLDVIVPHQEHVLPMIPSGGAFKDVITEGDG 660

Query 661 RSSY 664
RSSY
Shjct 661 RSSY 664

NCBI Blast_Protein Sequence (664 letters) ALS.htmlI[5/04/2017 4:24:37 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_124369
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_124369
https://www.ncbi.nlm.nih.gov/protein/124369?report=genbank&log$=protalign&blast_rank=1&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/124369?report=graph&rid=E930UHE7016[124369]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:697&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_124369
https://www.ncbi.nlm.nih.gov/protein/124369?report=genbank&log$=protalign&blast_rank=1&RID=E930UHE7016&from=1&to=664
https://www.ncbi.nlm.nih.gov/protein/124369?report=graph&rid=E930UHE7016[124369]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:697&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/124369?report=genbank&log$=protalign&blast_rank=1&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_209572960
https://www.ncbi.nlm.nih.gov/protein/209572960?report=genbank&log$=prottop&blast_rank=86&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_81384131
https://www.ncbi.nlm.nih.gov/protein/81384131?report=genbank&log$=prottop&blast_rank=87&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_81347196
https://www.ncbi.nlm.nih.gov/protein/81347196?report=genbank&log$=prottop&blast_rank=88&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_209572957
https://www.ncbi.nlm.nih.gov/protein/209572957?report=genbank&log$=prottop&blast_rank=89&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_81875219
https://www.ncbi.nlm.nih.gov/protein/81875219?report=genbank&log$=prottop&blast_rank=90&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_209572911
https://www.ncbi.nlm.nih.gov/protein/209572911?report=genbank&log$=prottop&blast_rank=91&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_209572910
https://www.ncbi.nlm.nih.gov/protein/209572910?report=genbank&log$=prottop&blast_rank=92&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_209572908
https://www.ncbi.nlm.nih.gov/protein/209572908?report=genbank&log$=prottop&blast_rank=93&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_68052822
https://www.ncbi.nlm.nih.gov/protein/68052822?report=genbank&log$=prottop&blast_rank=94&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_3915757
https://www.ncbi.nlm.nih.gov/protein/3915757?report=genbank&log$=prottop&blast_rank=95&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_81527541
https://www.ncbi.nlm.nih.gov/protein/81527541?report=genbank&log$=prottop&blast_rank=96&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_74626306
https://www.ncbi.nlm.nih.gov/protein/74626306?report=genbank&log$=prottop&blast_rank=97&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_140821
https://www.ncbi.nlm.nih.gov/protein/140821?report=genbank&log$=prottop&blast_rank=98&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_461922
https://www.ncbi.nlm.nih.gov/protein/461922?report=genbank&log$=prottop&blast_rank=99&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_81539678
https://www.ncbi.nlm.nih.gov/protein/81539678?report=genbank&log$=prottop&blast_rank=100&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#

NCBI Blast:Protein Sequence (664 letters)

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Acetolactate synthase 1, chloroplastic; AltName: Full=ALS I; AltName: Full=Acetohydroxy-acid synthase I;
AltName: Full=Acetolactate synthase I; Flags: Precursor

Sequence ID: P09342.1 Length: 667 Number of Matches: 1
Related Information

Range 1: 2 to 667 GenPept Graphics

Score Expect Method Identities Positives Gaps

1328 bits(3436) 0.0  Compositional matrix adjust. 649/666(97%) 655/666(98%) 5/666(0%)

Query 4 AAAAPSPS---FSKTLSSSSSKSSTLLPRSTFPFPHHPHKTTPPPLHLTPTHIH--SQRR 58
AAAAPSPS FSKTLS SSS SSTLLPRSTFPFPHHPHKTTPPPLHLT THIH SQRR
Shjct 2 AAAAPSPSSSAFSKTLSPSSSTSSTLLPRSTFPFPHHPHKTTPPPLHLTHTHIHIHSQRR 61

Query 59 RFETISNVISTTQKVSETQKAETFVSRFAPDEPRKGSDVLVEALEREGVTDVFAYPGGASM 118
RFTISNVIST QKVS+T+K ETFVSRFAPDEPRKGSDVLVEALEREGVTDVFAYPGGASM
Shjct 62 RFTISNVISTNQKVSQTEKTETFVSRFAPDEPRKGSDVLVEALEREGVTDVFAYPGGASM 121

Query 119 EIHQALTRSSIIRNVLPRHEQGGVFAAEGYARATGFPGVCIATSGPGATNLVSGLADALL 178
ETHQALTRSS I IRNVLPRHEQGGVFAAEGYARATGFPGVC IATSGPGATNLVSGLADALL
Sbjct 122 EIHQALTRSSIIRNVLPRHEQGGVFAAEGYARATGFPGVCIATSGPGATNLVSGLADALL 181

Query 179 DSVPIVAITGQVPRRMIGTDAFQETPIVEVTRSITKHNYLVMDVEDIPRVVREAFFLARS 238
DSVPIVAITGQVPRRMIGTDAFQETP IVEVTRS I TKHNYLVMDVED IPRVVREAFFLARS
Sbjct 182 DSVPIVAITGQVPRRMIGTDAFQETPIVEVTRSITKHNYLVMDVEDIPRVVREAFFLARS 241

Query 239 GRPGPVLIDVPKDIQQQLVIPDWDQPMRLPGYMSRLPKLPNEMLLEQIVRLISESKKPVL 298
GRPGP+L IDVPKDI1QQQLV IPDWDQPMRLPGYMSRLPKLPNEMLLEQIVRL ISESKKPVL
Sbjct 242 GRPGPILIDVPKDIQQQLVIPDWDQPMRLPGYMSRLPKLPNEMLLEQIVRLISESKKPVL 301

Query 299 YVGGGCSQSSEELRRFVELTGIPVASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSS 358
YVGGGCSQSSE+LRRFVELTGIPVASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSS
Sbjct 302 YVGGGCSQSSEDLRRFVELTGIPVASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSS 361

Query 359 DLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKQPHVSICADIKLALQGLNS 418
DLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAE I GKNKQPHVS ICAD IKLALQGLNS
Shbjct 362 DLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKQPHVSICADIKLALQGLNS 421

Query 419 1LESKEGKLKLDFSAWRQELTVQKVKYPLNFKTFGDAIPPQYAIQVLDELTNGSAIISTG 478
ILESKEGKLKLDFSAWRQELT QKVK+PLNFKTFGDAIPPQYAIQVLDELTNG+AIISTG
Shjct 422 1LESKEGKLKLDFSAWRQELTEQKVKHPLNFKTFGDAIPPQYAIQVLDELTNGNAIISTG 481

Query 479 VGQHQMWAAQYYKYRKPRQWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMN 538
VGQHOMWAAQYYKYRKPRQWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVD IDGDGSF IMN
Shjct 482 VGQHQMWAAQYYKYRKPRQWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMN 541

Query 539 VQELATIKVENLPVKIMLLNNQHLGMVVQWEDRFYKANRAHTYLGNPSNEAEIFPNMLKF 598
VQELAT IKVENLPVKIMLLNNQHLGMVVQWEDRFYKANRAHTYLGNPSNEAE I FPNMLKF
Sbjct 542 VQELATIKVENLPVKIMLLNNQHLGMVVQWEDRFYKANRAHTYLGNPSNEAEIFPNMLKF 601

Query 599 AEACGVPAARVTHRDDLRAATQKMLDTPGPYLLDVIVPHQEHVLPMIPSGGAFKDVITEG 658
AEACGVPAARVTHRDDLRAAIQKMLDTPGPYLLDV IVPHQEHVLPMIPSGGAFKDVITEG
Shjct 602 AEACGVPAARVTHRDDLRAAIQKMLDTPGPYLLDVIVPHQEHVLPMIPSGGAFKDVITEG 661

Query 659 DGRSSY 664
DGRSSY
Shjct 662 DGRSSY 667

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Acetolactate synthase 3, chloroplastic; AltName: Full=ALS III; AltName: Full=Acetohydroxy-acid synthase
III; AltName: Full=Acetolactate synthase IlIl; Flags: Precursor
Sequence ID: P27819.1 Length: 652 Number of Matches: 1

Related Information
Range 1: 2 to 652 GenPept Graphics

Score Expect Method Identities Positives Gaps

1063 bits(2749) 0.0  Compositional matrix adjust. 516/662(78%) 574/662(86%) 13/662(1%)

Query 5 AAAPSPSFSKTLSSSSSKSSTLLPRSTFPFPHHPHKTTPPPLHLTPTHIHSQRRRFTISN 64
AAA'S S + SSKS + R + PF P K + + +H R 1S
Sbjct 2 AAATSSSPISLTAKPSSKSPLP ISRFSLPFSLTPQKPS—------- SRLH---RPLAISA 50

Query 65  VISTTQKVS--ETQKAETFVSRFAPDEPRKGSDVLVEALEREGVTDVFAYPGGASMEIHQ 122
V+++  V+ +T K +TF+SR+APDEPRKG+D+LVEALER+GV VFAYPGGASMEIHQ
Sbjct 51  VLNSPVNVAPEKTDKIKTFISRYAPDEPRKGADILVEALERQGVETVFAYPGGASMEIHQ 110

Query 123 ALTRSSIIRNVLPRHEQGGVFAAEGYARATGFPGVCIATSGPGATNLVSGLADALLDSVP 182
ALTRSS IRNVLPRHEQGGVFAAEGYAR++G PG+CIATSGPGATNLVSGLADA+LDSVP
Sbjct 111 ALTRSSTIRNVLPRHEQGGVFAAEGYARSSGKPGICIATSGPGATNLVSGLADAMLDSVP 170

Query 183 IVAITGQVPRRMIGTDAFQETPIVEVTRSITKHNYLVMDVED IPRVVREAFFLARSGRPG 242
+VAITGQVPRRMIGTDAFQETP IVEVTRSITKHNYLVMDV+D IPR+V+EAFFLA SGRPG
Sbjct 171 LVAITGQVPRRMIGTDAFQETPIVEVTRSITKHNYLVMDVDDIPRIVQEAFFLATSGRPG 230

Query 243 PVLIDVPKDIQQQLVIPDWDQPMRLPGYMSRLPKLPNEMLLEQIVRLISESKKPVLYVGG 302
PVL+DVPKDIQQQL IP+WDQPMRLPGYMSRLP+ P L QIVRLISESK+PVLYVGG
Sbjct 231 PVLVDVPKDIQQQLAIPNWDQPMRLPGYMSRLPQPPEVSQLGQIVRLISESKRPVLYVGG 290

Query 303 GCSQSSEELRRFVELTGIPVASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLL 362
G  SSEEL RFVELTGIPVASTLMGLG++P DELSL MLGMHGTVYANYAV+ SDLLL

NCBI Blast_Protein Sequence (664 letters) ALS.html[5/04/2017 4:24:37 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_124367
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_124367
https://www.ncbi.nlm.nih.gov/protein/124367?report=genbank&log$=protalign&blast_rank=2&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/124367?report=graph&rid=E930UHE7016[124367]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:700&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_124367
https://www.ncbi.nlm.nih.gov/protein/124367?report=genbank&log$=protalign&blast_rank=2&RID=E930UHE7016&from=2&to=667
https://www.ncbi.nlm.nih.gov/protein/124367?report=graph&rid=E930UHE7016[124367]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:700&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_124370
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_124370
https://www.ncbi.nlm.nih.gov/protein/124370?report=genbank&log$=protalign&blast_rank=3&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/124370?report=graph&rid=E930UHE7016[124370]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:684&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_124370
https://www.ncbi.nlm.nih.gov/protein/124370?report=genbank&log$=protalign&blast_rank=3&RID=E930UHE7016&from=2&to=652
https://www.ncbi.nlm.nih.gov/protein/124370?report=graph&rid=E930UHE7016[124370]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:684&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/124367?report=genbank&log$=protalign&blast_rank=2&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/124370?report=genbank&log$=protalign&blast_rank=3&RID=E930UHE7016

NCBI Blast:Protein Sequence (664 letters)

Sbjct 291 GSLNSSEELGRFVELTGIPVASTLMGLGSYPCNDELSLQMLGMHGTVYANYAVEHSDLLL 350

Query 363 AFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKQPHVSICADIKLALQGLNSILES 422
AFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK PHVS+C D+KLALQG+N +LE+
Sbjct 351 AFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKVLEN 410

Query 423 KEGKLKLDFSAWRQELTVQKVKYPLNFKTFGDAIPPQYAIQVLDELTNGSAIISTGVGQH 482
+ +LKLDF WR EL+ QK K+PL+FKTFG+AIPPQYAIQVLDELT G Al1STGVGQH
Sbjct 411 RAEELKLDFGVWRSELSEQKQKFPLSFKTFGEAIPPQYAIQVLDELTQGKAIISTGVGQH 470

Query 483 QMWAAQYYKYRKPRQWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQEL 542
QMWAAQ+YKYRKPRQWL+S GLGAMGFGLPAAIGA+V PD +VVDIDGDGSFIMNVQEL
Shjct 471 QMWAAQFYKYRKPRQWLSSSGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNVQEL 530

Query 543 ATIKVENLPVK IMLLNNQHLGMVVQWEDRFYKANRAHTYLGNPSNEAE I FPNMLKFAEAC 602
AT 1+VENLPVK I +LLNNQHLGMV+QWEDRFYKANRAHTYLG+P+ E EIFPNML+FA AC
Shjct 531 ATIRVENLPVKILLLNNQHLGMVMQWEDRFYKANRAHTYLGDPARENE I FPNMLQFAGAC 590
Query 603 GVPAARVTHRDDLRAAIQKMLDTPGPYLLDV IVPHQEHVLPMIPSGGAFKDVITEGDGRS 662
G+PAARVT +++LR AIQ MLDTPGPYLLDVI PHQEHVLPMIPSGG FKDVITEGDGR+
Sbjct 591 GIPAARVTKKEELREAIQTMLDTPGPYLLDV ICPHQEHVLPMIPSGGTFKDVITEGDGRT 650
Query 663 SY 664
Y

Shjct 651 KY 652

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Acetolactate synthase 1, chloroplastic; AltName: Full=ALS [; AltName: Full=Acetohydroxy-acid synthase I;
AltName: Full=Acetolactate synthase I; Flags: Precursor

Sequence ID: P27818.1 Length: 655 Number of Matches: 1
Related Information

Range 1: 2 to 655 GenPept Graphics

Score Expect Method Identities Positives Gaps

1061 bits(2745) 0.0  Compositional matrix adjust. 516/665(78%) 574/665(86%) 16/665(2%)
Query 5 AAAPSPSFSKTLSSSSSKSSTLLPRSTFPFPHHPHKTTPPPLHLTPTHIHSQRRRFTISN 64

AAA'S S + SSKS + R + PF P K + + +H R 1S
Sbjct 2 AAATSSSPISLTAKPSSKSPLP ISRFSLPFSLTPQKDS-------- SRLH---RPLAISA 50
Query 65  VISTTQKVS----- ETQKAETFVSRFAPDEPRKGSDVLVEALEREGVTDVFAYPGGASME 119
V+++ V4 +T K +TFVSR+APDEPRKG+D+LVEALER+GV VFAYPGGASME

Sbjct 51  VLNSPVNVAPPSPEKTDKNKTFVSRYAPDEPRKGADILVEALERQGVETVFAYPGGASME 110

Query 120 IHQALTRSSIIRNVLPRHEQGGVFAAEGYARATGFPGVCIATSGPGATNLVSGLADALLD 179
THQALTRSS IRNVLPRHEQGGVFAAEGYAR++G PG+CIATSGPGATNLVSGLADA+LD
Sbjct 111 IHQALTRSSTIRNVLPRHEQGGVFAAEGYARSSGKPGICIATSGPGATNLVSGLADAMLD 170

Query 180 SVPIVAITGQVPRRMIGTDAFQETPIVEVTRSITKHNYLVMDVEDIPRVVREAFFLARSG 239
SVP+VAITGQVPRRMIGTDAFQETP IVEVTRSITKHNYLVMDV+DIPR+V+EAFFLA SG
Sbjct 171 SVPLVAITGQVPRRMIGTDAFQETPIVEVTRSITKHNYLVMDVDDIPRIVQEAFFLATSG 230

Query 240 RPGPVLIDVPKDIQQQLVIPDWDQPMRLPGYMSRLPKLPNEMLLEQIVRLISESKKPVLY 299
RPGPVL+DVPKDIQQQL IP+WDQPMRLPGYMSRLP+ P L QIVRLISESK+PVLY
Sbjct 231 RPGPVLVDVPKDIQQQLAIPNWDQPMRLPGYMSRLPQPPEVSQLGQIVRLISESKRPVLY 290

Query 300 VGGGCSQSSEELRRFVELTGIPVASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSD 359
VGGG SSEEL RFVELTGIPVASTLMGLG++P DELSL MLGMHGTVYANYAV+ SD
Sbjct 291 VGGGSLNSSEELGRFVELTGIPVASTLMGLGSYPCNDELSLQMLGMHGTVYANYAVEHSD 350

Query 360 LLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKQPHVSICADIKLALQGLNSI 419
LLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNK PHVS+C D+KLALQG+N +
Sbjct 351 LLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKTPHVSVCGDVKLALQGMNKY 410

Query 420 LESKEGKLKLDFSAWRQELTVQKVKYPLNFKTFGDAIPPQYAIQVLDELTNGSAIISTGY 479
LE++ +LKLDF WR EL+ QK K+PL+FKTFG+AIPPQYAIQ+LDELT G AIISTGV
Sbjct 411 LENRAEELKLDFGVWRSELSEQKQKFPLSFKTFGEAIPPQYAIQILDELTEGKAIISTGY 470

Query 480 GQHQMWAAQYYKYRKPRQWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNV 539
GQHQMWAAQ+YKYRKPRQWL+S GLGAMGFGLPAAIGA+V PD +VVDIDGDGSF IMNV
Sbjct 471 GQHQMWAAQFYKYRKPRQWLSSSGLGAMGFGLPAAIGASVANPDAIVVDIDGDGSFIMNV 530

Query 540 QELATIKVENLPVKIMLLNNQHLGMVVQWEDRFYKANRAHTYLGNPSNEAEIFPNMLKFA 599
QELAT I+VENLPVKI+LLNNQHLGMV+QWEDRFYKANRAHTYLG+P+ E EIFPNML+FA
Sbjct 531 QELATIRVENLPVKILLLNNQHLGMVMQWEDRFYKANRAHTYLGDPARENEIFPNMLQFA 590

Query 600 EACGVPAARVTHRDDLRAAIQKMLDTPGPYLLDVIVPHQEHVLPMIPSGGAFKDVITEGD 659
ACG+PAARVT +++LR AIQ MLDTPGPYLLDVI PHQEHVLPMIPSGG FKDVITEGD
Sbjct 591 GACGIPAARVTKKEELREAIQTMLDTPGPYLLDVICPHQEHVLPMIPSGGTFKDVITEGD 650

Query 660 GRSSY 664
GR+ Y
Shjct 651 GRTKY 655

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Acetolactate synthase, chloroplastic; Short=AtALS; AltName: Full=Acetohydroxy-acid synthase; AltName:
Full=Protein CHLORSULFURON RESISTANT 1, Flags: Precursor
Sequence ID: P17597.1 Length: 670 Number of Matches: 1

Related Information
Range 1: 85 to 670 GenPept Graphics

Gene - associated gene details
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_124366
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_124366
https://www.ncbi.nlm.nih.gov/protein/124366?report=genbank&log$=protalign&blast_rank=4&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/124366?report=graph&rid=E930UHE7016[124366]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:687&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_124366
https://www.ncbi.nlm.nih.gov/protein/124366?report=genbank&log$=protalign&blast_rank=4&RID=E930UHE7016&from=2&to=655
https://www.ncbi.nlm.nih.gov/protein/124366?report=graph&rid=E930UHE7016[124366]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:687&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_124372
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_124372
https://www.ncbi.nlm.nih.gov/protein/124372?report=genbank&log$=protalign&blast_rank=5&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/124372?report=graph&rid=E930UHE7016[124372]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=56:699&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_124372
https://www.ncbi.nlm.nih.gov/protein/124372?report=genbank&log$=protalign&blast_rank=5&RID=E930UHE7016&from=85&to=670
https://www.ncbi.nlm.nih.gov/protein/124372?report=graph&rid=E930UHE7016[124372]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=56:699&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/124366?report=genbank&log$=protalign&blast_rank=4&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/124372?report=genbank&log$=protalign&blast_rank=5&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/gene?term=124372[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=5
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Score

Query 79

Sbjct 85

Query 139
Shjct 145
Query 199
Sbjct 205
Query 259
Sbjct 265
Query 319
Sbjct 325
Query 379
Sbjct 385
Query 439
Sbjct 445
Query 499
Sbjct 505
Query 559
Sbjct 565
Query 619
Sbjct 625

1045 bits(2703) 0.0

Expect Method Identities Positives

ETFVSRFAPDEPRKGSDVLVEALEREGVTDVFAYPGGASME IHQALTRSS I IRNVLPRHE
ETF+SRFAPD+PRKG+D+LVEALER+GV VFAYPGGASMEIHQALTRSS IRNVLPRHE
ETFISRFAPDQPRKGAD I LVEALERQGVETVFAYPGGASME IHQALTRSSS IRNVLPRHE

QGGVFAAEGYARATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTD
QGGVFAAEGYAR++G PG+CIATSGPGATNLVSGLADALLDSVP+VAITGQVPRRMIGTD
QGGVFAAEGYARSSGKPG ICIATSGPGATNLVSGLADALLDSVPLVAITGQVPRRMIGTD

AFQETPIVEVTRSITKHNYLVMDVED IPRVVREAFFLARSGRPGPVL IDVPKDIQQQLV1
AFQETPIVEVTRSITKHNYLVMDVEDIPR++ EAFFLA SGRPGPVL+DVPKDIQQQL 1
AFQETPIVEVTRSITKHNYLVMDVEDIPR I IEEAFFLATSGRPGPVLVDVPKDIQQQLAI

PDWDQPMRLPGYMSRLPKLPNEMLLEQIVRL ISESKKPVLYVGGGCSQSSEELRRFVELT
P+W+Q MRLPGYMSR+PK P + LEQIVRLISESKKPVLYVGGGC SS+EL RFVELT
PNWEQAMRLPGYMSRMPKPPEDSHLEQIVRL I SESKKPVLYVGGGCLNSSDELGRFVELT

GIPVASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEA
GIPVASTLMGLG++P DELSL MLGMHGTVYANYAV+ SDLLLAFGVRFDDRVTGKLEA
GIPVASTLMGLGSYPCDDELSLHMLGMHGTVYANYAVEHSDLLLAFGVRFDDRVTGKLEA

FASRAKIVHIDIDSAE I GKNKQPHVS ICAD IKLALQGLNS I LESKEGKLKLDFSAWRQEL
FASRAKIVHIDIDSAEIGKNK PHVS+C D+KLALQG+N +LE++ +LKLDF WR EL
FASRAKIVHIDIDSAE I GKNKTPHVSVCGDVKLALQGMNKVLENRAEELKLDFGVWRNEL

TVQKVKYPLNFKTFGDAIPPQYAIQVLDELTNGSAT I STGVGQHQMWAAQYYKYRKPRQW
VQK K+PL+FKTFG+AIPPQYAI+VLDELT+G Al 1STGVGQHOMWAAQ+Y Y+KPROW
NVQKQKFPLSFKTFGEAIPPQYAIKVLDELTDGKAT I STGVGQHQMWAAQFYNYKKPRQW

LTSGGLGAMGFGLPAAIGAAVGRPDEVVVD IDGDGSF IMNVQELAT IKVENLPVKIMLLN
L+SGGLGAMGFGLPAAIGA+V PD +VVDIDGDGSFIMNVQELAT I+VENLPVK++LLN
LSSGGLGAMGFGLPAAIGASVANPDATVVD IDGDGSFIMNVQELAT IRVENLPVKVLLLN

NQHLGMVVQWEDRFYKANRAHTYLGNPSNEAE I FPNMLKFAEACGVPAARVTHRDDLRAA
NQHLGMV+QWEDRFYKANRAHT+LG+P+ E EIFPNML FA ACG+PAARVT + DLR A
NQHLGMVMQWEDRFYKANRAHTFLGDPAQEDE I FPNMLLFAAACG IPAARVTKKADLREA

1QKMLDTPGPYLLDVIVPHQEHVLPMIPSGGAFKDVITEGDGRSSY 664
1Q MLDTPGPYLLDVI PHQEHVLPMIPSGG F DVITEGDGR Y
1QTMLDTPGPYLLDV ICPHQEHVLPMIPSGGTFNDVITEGDGRIKY 670

Gaps

Compositional matrix adjust. 493/586(84%) 539/586(91%) 0/586(0%)

138
144
198
204
258
264
318
324
378
384
438
444
498
504
558
564
618
624

Download

Score

Query 11

Sbjct 5

Query 70
Sbjct 47

Query 125
Sbjct 107
Query 185
Sbjct 167
Query 245
Shjct 227
Query 305
Sbjct 287
Query 364
Sbjct 347
Query 424
Sbjct 407
Query 484
Sbjct 465
Query 544
Sbjct 525
Query 604

GenPept Graphics

Sequence ID: P14874.1 Length: 637 Number of Matches: 1

Range 1: 5 to 636 GenPept Graphics

Expect Method Identities Positives

961 bits(2483) 0.0  Compositional matrix adjust. 462/652(71%) 541/652(82%)

SFSKTLSSSSSKSSTL-LPRSTFPFPHHPHKTTPPPLHLTPTHIHSQRRRFTISNVISTT
SF T+ SS +K+S LP S P P RRR T +V + +
SFFGTIPSSPTKASVFSLPVSVTTLPSFP-———————————m————— RRRATRVSVSANS

QK-=—-- VSETQKAETFVSRFAPDEPRKGSDVLVEALEREGVTDVFAYPGGASME IHQAL
+K S + TF S++AP+ PR G+D+LVEALER+GV VFAYPGGASMEIHQAL
KKDQDRTASRRENPSTFSSKYAPNVPRSGAD I LVEALERQGVDVVFAYPGGASME IHQAL

TRSS I IRNVLPRHEQGGVFAAEGYARATGFPGVCIATSGPGATNLVSGLADALLDSVP IV
TRS+ IRNVLPRHEQGG+FAAEGYAR++G PG+CIATSGPGA NLVSGLADAL DSVP++
TRSNTIRNVLPRHEQGG I FAAEGYARSSGKPG I CIATSGPGAMNLVSGLADALFDSVPLI

AITGQVPRRMIGTDAFQETPIVEVTRS I TKHNYLVMDVED IPRVVREAFFLARSGRPGPV
AITGQVPRRMIGT AFQETP+VEVTR+ITKHNYLVM+V+DIPR+VREAFFLA S RPGPV
AITGQVPRRMIGTMAFQETPVVEVTRT ITKHNYLVMEVDD IPRIVREAFFLATSVRPGPV

LIDVPKD 1QQQLV I PDWDQPMRLPGYMSRLPKLPNEMLLEQIVRL I SESKKPVLYVGGGC
LIDVPKD+QQQ IP+W+QPMRLP YMS +PK P LEQI+RL+SESK+PVLYVGGGC
L 1DVPKDVQQQFA I PNWEQPMRLPLYMSTMPKPPKVSHLEQ I LRLVSESKRPVLYVGGGC

SQSSEELRRFVELTGIPVASTLMGLGAFPTGD-ELSLSMLGMHGTVYANYAVDSSDLLLA
SSEELRRFVELTGIPVAST MGLG++P D E SL MLGMHGTVYANYAV+ SDLLLA
LNSSEELRRFVELTGIPVASTFMGLGSYPCDDEEFSLQMLGMHGTVYANYAVEYSDLLLA

FGVRFDDRVTGKLEAFASRAKIVHID IDSAE IGKNKQPHVS ICADIKLALQGLNSILESK
FGVRFDDRVTGKLEAFASRAKIVHIDIDS EIGKNK PHVS+C D++LALQG+N +LE++
FGVRFDDRVTGKLEAFASRAKIVHIDIDSTE IGKNKTPHVSVCCDVQLALQGMNEVLENR

EGKLKLDFSAWRQELTVQKVKYPLNFKTFGDAIPPQYAIQVLDELTNGSAI ISTGVGQHQ
+ LDF WR EL Q++K+PL +KTFG+ IPPQYAIQ+LDELT+G AlI+TGVGQHQ
—~—RDVLDFGEWRCELNEQRLKFPLRYKTFGEE I PPQYAIQLLDELTDGKA I TTGVGQHQ

MWAAQYYKYRKPRQWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVD IDGDGSF IMNVQELA
MWAAQ+Y+++KPRQWL+SGGLGAMGFGLPAA+GAA+ P VVVDIDGDGSF IMN+QELA
MWAAQFYRFKKPRQWLSSGGLGAMGFGLPAAMGAATANPGAVVVD IDGDGSFIMNIQELA

TIKVENLPVKIMLLNNQHLGMVVQWEDRFYKANRAHTYLGNPSNEAE I FPNMLKFAEACG
TI+VENLPVK++L+NNQHLGMV+QWED FY ANRA ++LG+P+N +FP+ML FA +CG
TIRVENLPVKVLL INNQHLGMVLQWEDHFYAANRADSFLGDPANPEAVFPDMLLFAASCG

VPAARVTHRDDLRAAIQKMLDTPGPYLLDV IVPHQEHVLPMIPSGGAFKDVI 655
+PAARVT R+DLR AIQ MLDTPGP+LLDV+ PHQ+HVLP+IPSGG FKD+I1
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Previous Descriptions

RecName: Full=Acetolactate synthase 2, chloroplastic; AltName: Full=ALS II; AltName: Full=Acetohydroxy-acid synthase II;
AltName: Full=Acetolactate synthase Il; Flags: Precursor

Gaps
27/652(4%)
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Related Information



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_124368
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_124368
https://www.ncbi.nlm.nih.gov/protein/124368?report=genbank&log$=protalign&blast_rank=6&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/124368?report=graph&rid=E930UHE7016[124368]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:667&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_124368
https://www.ncbi.nlm.nih.gov/protein/124368?report=genbank&log$=protalign&blast_rank=6&RID=E930UHE7016&from=5&to=636
https://www.ncbi.nlm.nih.gov/protein/124368?report=graph&rid=E930UHE7016[124368]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:667&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/124368?report=genbank&log$=protalign&blast_rank=6&RID=E930UHE7016

NCBI Blast:Protein Sequence (664 letters)

Sbjct 585 1PAARVTRREDLREAIQTMLDTPGPFLLDVVCPHQDHVLPLIPSGGTFKDII 636

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Acetolactate synthase 1, chloroplastic; AltName: Full=Acetohydroxy-acid synthase 1; Flags: Precursor
Sequence ID: Q6K2E8.1 Length: 644 Number of Matches: 1

Related Information

Range 1: 65 to 644 GenPept Graphics

Gene - associated gene details
Score Expect Method Identities Positives Gaps Gene - associated g deta

951 bits(2457) 0.0 Compositional matrix adjust. 446/580(77%) 508/580(87%) 0/580(0%)

Query 85 FAPDEPRKGSDVLVEALEREGVTDVFAYPGGASME IHQALTRSS I IRNVLPRHEQGGVFA 144
+ P EPRKG+D+LVEALER GV+DVFAYPGGASMEIHQALTRS +1 N L RHEQG FA
Sbjct 65  WGPAEPRKGADILVEALERCGVSDVFAYPGGASMEIHQALTRSPVITNHLFRHEQGEAFA 124

Query 145 AEGYARATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETP 204
A GYARA+G GVC+ATSGPGATNLVS LADALLDSVP+VAITGQVPRRMIGTDAFQETP
Sbjct 125 ASGYARASGRVGVCVATSGPGATNLVSALADALLDSVPMVAITGQVPRRMIGTDAFQETP 184

Query 205 IVEVTRSITKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQQQLVIPDWDQP 264
IVEVTRSITKHNYLV+DVEDIPRV++EAFFLA SGRPGPVL+D+PKDIQQQ+ +P WD
Sbjct 185 IVEVTRSITKHNYLVLDVEDIPRVIQEAFFLASSGRPGPVLVDIPKDIQQQMAVPVWDTS 244

Query 265 MRLPGYMSRLPKLPNEMLLEQIVRLISESKKPVLYVGGGCSQSSEELRRFVELTGIPVAS 324
M LPGY++RLPK P LLEQ++RL+ ES++P+LYVGGGCS S +ELR FVELTGIPV +
Sbjct 245 MNLPGYIARLPKPPATELLEQVLRLVGESRRPILYVGGGCSASGDELRWFVELTGIPVTT 304

Query 325 TLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAK 384
TLMGLG FP+ D LSL MLGMHGTVYANYAVD +DLLLAFGVRFDDRVTGK+EAFASRAK
Sbjct 305 TLMGLGNFPSDDPLSLRMLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFASRAK 364

Query 385 1VHIDIDSAEIGKNKQPHVSICADIKLALQGLNSILESKEGKLKLDFSAWRQELTVQKVK 444
IVHIDID AEIGKNKQPHVSICAD+KLALQGLN++L+ K~ DFSAW EL QK +
Sbjct 365 1VHIDIDPAEIGKNKQPHVSICADVKLALQGLNALLQQSTTKTSSDFSAWHNELDQQKRE 424

Query 445 YPLNFKTFGDAIPPQYAIQVLDELTNGSAI ISTGVGQHQMWAAQYYKYRKPRQWLTSGGL 504
+PL +KTFG+ IPPQYAIQVLDELT G Al I+TGVGQHQMWAAQYY Y++PROWL+S GL
Shjct 425 FPLGYKTFGEEIPPQYAIQVLDELTKGEAI IATGVGQHQMWAAQYYTYKRPRQWLSSAGL 484

Query 505 GAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKVENLPVKIMLLNNQHLGM 564
GAMGFGLPAA GA+V P VVDIDGDGSF+MN+QELA I++ENLPVK+M+LNNQHLGM
Sbjct 485 GAMGFGLPAAAGASVANPGVTVVDIDGDGSFLMNIQELALIRIENLPVKVMVLNNQHLGM 544

Query 565 VVQWEDRFYKANRAHTYLGNPSNEAEIFPNMLKFAEACGVPAARVTHRDDLRAAIQKMLD 624
VVQWEDRFYKANRAHTYLGNP E+EI+P+ + A+ +PA RVT + ++RAAI+KML+
Sbjct 545 VVQWEDRFYKANRAHTYLGNPECESEIYPDFVTIAKGFNIPAVRVTKKSEVRAAIKKMLE 604

Query 625 TPGPYLLDVIVPHQEHVLPMIPSGGAFKDVITEGDGRSSY 664
TPGPYLLD+1VPHQEHVLPMIPSGGAFKD+1 +GDGR+ Y
Sbjct 605 TPGPYLLDIIVPHQEHVLPMIPSGGAFKDMILDGDGRTVY 644

Download GenPept Graphics Next Previous Descriptions
RecName: Full=Acetolactate synthase 1, chloroplastic; AltName: Full=Acetohydroxy-acid synthase 1; Flags: Precursor

Sequence ID: Q41768.1 Length: 638 Number of Matches: 1
Related Information

Range 1: 26 to 638 GenPept Graphics

Score Expect Method Identities Positives Gaps

942 bits(2435) 0.0  Compositional matrix adjust. 446/613(73%) 513/613(83%) 0/613(0%)

Query 52 HIHSQRRRFTISNVISTTQKVSETQKAETFVSRFAPDEPRKGSDVLVEALEREGVTDVFA 111
H+ + RR T + + P +PRKG+D+LVE+LER GV DVFA
Sbjct 26 HLLATRRALAAPIRCSAASPAMPMAPPATPLRPWGPTDPRKGADILVESLERCGVRDVFA 85

Query 112 YPGGASMEIHQALTRSSIIRNVLPRHEQGGVFAAEGYARATGFPGVCIATSGPGATNLVS 171
YPGGASMEIHQALTRS +I N L RHEQG FAA GYAR++G GVCIATSGPGATNLVS
Sbjct 86  YPGGASMEIHQALTRSPVIANHLFRHEQGEAFAASGYARSSGRVGVCIATSGPGATNLVS 145

Query 172 GLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEVTRSITKHNYLVMDVEDIPRVVRE 231
LADALLDSVP+VAITGQVPRRMIGTDAFQETPIVEVTRSITKHNYLV+DV+DIPRVV+E
Sbjct 146 ALADALLDSVPMVAITGQVPRRMIGTDAFQETPIVEVTRSITKHNYLVLDVDDIPRVVQE 205

Query 232 AFFLARSGRPGPVL IDVPKDIQQQLVIPDWDQPMRLPGYMSRLPKLPNEMLLEQIVRLIS 291
AFFLA SGRPGPVL+D+PKDIQQQ+ +P WD+PM LPGY++RLPK P  LLEQ++RL+
Shjct 206 AFFLASSGRPGPVLVDIPKDIQQOMAVPVWDKPMSLPGY IARLPKPPATELLEQVLRLVG 265

Query 292 ESKKPVLYVGGGCSQSSEELRRFVELTGIPVASTLMGLGAFPTGDELSLSMLGMHGTVYA 351
ES++PVLYVGGGC+ S EELRRFVELTGIPV +TLMGLG FP+ D LSL MLGMHGTVYA
Sbjct 266 ESRRPVLYVGGGCAASGEELRRFVELTGIPVTTTLMGLGNFPSDDPLSLRMLGMHGTVYA 325

Query 352 NYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKQPHVSICADIKL 411
NYAVD +DLLLA GVRFDDRVTGK+EAFASRAKIVH+DID AEIGKNKQPHVSICAD+KL
Sbjct 326 NYAVDKADLLLALGVRFDDRVTGKIEAFASRAKIVHVDIDPAEIGKNKQPHVSICADVKL 385

Query 412 ALQGLNSILESKEGKLKLDFSAWRQELTVQKVKYPLNFKTFGDAIPPQYAIQVLDELTNG 471
ALQG+N++LE K DF +W EL QK ++PL +KT + I PQYAIQVLDELT G
Shjct 386 ALQGMNALLEGSTSKKSFDFGSWNDELDQQKREFPLGYKTSNEEIQPQYAIQVLDELTKG 445

Query 472 SAIISTGVGQHQMWAAQYYKYRKPRQWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVDIDG 531
All TGVGQHOMWAAQYY Y++PRQWL+S GLGAMGFGLPAA GA+V P  VVDIDG
Sbjct 446 EAIIGTGVGQHQMWAAQYYTYKRPRQWLSSAGLGAMGFGLPAAAGASVANPGVTVVDIDG 505

NCBI Blast_Protein Sequence (664 letters) ALS.html[5/04/2017 4:24:37 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75124638
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75124638
https://www.ncbi.nlm.nih.gov/protein/75124638?report=genbank&log$=protalign&blast_rank=7&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/75124638?report=graph&rid=E930UHE7016[75124638]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=37:672&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_75124638
https://www.ncbi.nlm.nih.gov/protein/75124638?report=genbank&log$=protalign&blast_rank=7&RID=E930UHE7016&from=65&to=644
https://www.ncbi.nlm.nih.gov/protein/75124638?report=graph&rid=E930UHE7016[75124638]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=37:672&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75102649
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75102649
https://www.ncbi.nlm.nih.gov/protein/75102649?report=genbank&log$=protalign&blast_rank=8&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/75102649?report=graph&rid=E930UHE7016[75102649]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:668&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_75102649
https://www.ncbi.nlm.nih.gov/protein/75102649?report=genbank&log$=protalign&blast_rank=8&RID=E930UHE7016&from=26&to=638
https://www.ncbi.nlm.nih.gov/protein/75102649?report=graph&rid=E930UHE7016[75102649]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:668&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/75124638?report=genbank&log$=protalign&blast_rank=7&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/75102649?report=genbank&log$=protalign&blast_rank=8&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/gene?term=75124638[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=7

NCBI Blast:Protein Sequence (664 letters)

Query
Sbjct
Query
Sbjct
Query
Sbjct

532
506
592
566
652
626

DGSF IMNVQELAT IKVENLPVKIMLLNNQHLGMVVQWEDRFYKANRAHTYLGNPSNEAEI 591
DGSF+MNVQELA 1++ENLPVK+ +LNNQHLGMVVQWEDRFYKANRAHTYLGNP NE+EI
DGSFLMNVQELAMIRIENLPVKVFVLNNQHLGMVVQWEDRFYKANRAHTYLGNPENESEI 565

FPNMLKFAEACGVPAARVTHRDDLRAATQKMLDTPGPYLLDV IVPHQEHVLPMIPSGGAF 651
+P+ + A+ +PA RVT ++++RAAI+KML+TPGPYLLD+1VPHQEHVLPMIPSGGAF
YPDFVTIAKGFN IPAVRVTKKNEVRAATKKMLETPGPYLLD I IVPHQEHVLPMIPSGGAF 625

KDVITEGDGRSSY 664
KD+1 +GDGR+ Y
KDMILDGDGRTVY 638

Score

Query
Sbjct
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Shjct
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GenPept Graphics

Sequence ID: Q41769.1 Length: 638 Number of Matches: 1

Range 1: 59 to 638 GenPept Graphics

Expect Method Identities Positives Gaps

FAPDEPRKGSDVLVEALEREGVTDVFAYPGGASME IHQALTRSS I IRNVLPRHEQGGVFA 144
+ P+EPRKGSD+LVEALER GV DVFAYPGGASMEIHQALTRS +1 N L RHEQG FA
WGPNEPRKGSD I LVEALERCGVRDVFAYPGGASME IHQALTRSPV IANHLFRHEQGEAFA 118

AEGYARATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETP 204
A YAR++G GVCIATSGPGATNLVS LADALLDSVP+VAITGQVPRRMIGTDAFQETP
ASAYARSSGRVGVCIATSGPGATNLVSALADALLDSVPMVAITGQVPRRMIGTDAFQETP 178

IVEVTRSITKHNYLVMDVED IPRVVREAFFLARSGRPGPVL IDVPKD IQQQLVIPDWDQP 264
IVEVTRSITKHNYLV+DV+DIPRVV+EAFFLA SGRPGPVL+D+PKDIQQQ+ +P WD P
IVEVTRSITKHNYLVLDVDD IPRVVQEAFFLASSGRPGPVLVD IPKD IQQQMAVPAWDTP 238

MRLPGYMSRLPKLPNEMLLEQIVRL ISESKKPVLYVGGGCSQSSEELRRFVELTGIPVAS 324
M LPGY++RLPK P LEQ++RL+ ES++PVLYVGGGC+ S EEL RFVELTGIPV +
MSLPGY IARLPKPPATEFLEQVLRLVGESRRPVLYVGGGCAASGEELCRFVELTGIPVTT 298

TLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAK 384
TLMGLG FP+ D LSL MLGMHGTVYANYAVD +DLLLAFGVRFDDRVTGK+EAFA RAK
TLMGLGNFPSDDPLSLRMLGMHGTVYANYAVDKADLLLAFGVRFDDRVTGKIEAFAGRAK 358

IVHIDIDSAE IGKNKQPHVS ICAD IKLALQGLNS ILESKEGKLKLDFSAWRQELTVQKVK 444
IVHIDID AEIGKNKQPHVSICAD+KLALQG+N++LE K DF +W EL QK +
IVHIDIDPAE IGKNKQPHVS ICADVKLALQGMNTLLEGSTSKKSFDFGSWHDELDQQKRE 418

YPLNFKTFGDAIPPQYAIQVLDELTNGSAI I STGVGQHQMWAAQYYKYRKPRQWLTSGGL 504
+PL +K F + | PQYAIQVLDELT G Al I+TGVGQHQOMWAAQYY Y++PRQWL+S GL
FPLGYK I FNEE 1QPQYAIQVLDELTKGEA IATGVGQHOMWAAQYYTYKRPRQWLSSAGL 478

GAMGFGLPAAIGAAVGRPDEVVVD IDGDGSF IMNVQELAT IKVENLPVKIMLLNNQHLGM 564
GAMGFGLPAA GAAV P VVDIDGDGSF+MN+QELA I++ENLPVK+ +LNNQHLGM
GAMGFGLPAAAGAAVANPGVTVVD IDGDGSFLMNIQELAMIRIENLPVKVFVLNNQHLGM 538

VVQWEDRFYKANRAHTYLGNPSNEAE I FPNMLKFAEACGVPAARVTHRDDLRAAIQKMLD 624
VVQWEDRFYKANRAHT+LGNP NE+EI+P+ + A+ +PA RVT + ++ AAI+KML+
VVQWEDRFYKANRAHTFLGNPENESE I YPDFVAITAKGFN IPAVRVTKKSEVHAAIKKMLE 598

TPGPYLLDVIVPHQEHVLPMIPSGGAFKDVITEGDGRSSY 664
PGPYLLD+1VPHQEHVLPMIPSGGAFKD+1 +GDGR+ Y
APGPYLLD I 1VPHQEHVLPMIPSGGAFKDMILDGDGRTVY 638

Compositional matrix adjust. 439/580(76%) 500/580(86%) 0/580(0%)
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Previous Descriptions

RecName: Full=Acetolactate synthase 2, chloroplastic; AltName: Full=Acetohydroxy-acid synthase 2; Flags: Precursor

Related Information
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GenPept Graphics

Sequence ID: Q7XKQ8.2 Length: 663 Number of Matches: 1

Range 1: 80 to 663 GenPept Graphics

Expect Method Identities Positives Gaps

APDEPRKGSDVLVEALEREGVTDVFAYPGGASME IHQALTRSS I IRNVLPRHEQGGVFAA 145
AP RKG+D++VEALER GV DVF YPGGASMEIHQALTRS +IRN L RHEQG FAA
APMGQRKGAD IVVEALERCGVRDVFEYPGGASME THQALTRSPVIRNHLLRHEQGEAFAA 139

EGYARATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPI 205
GYAR++G PGVC+ATSGPGATNLVS LADA LDSVP+VAITGQ PRRMIGTDAFQETPI
SGYARSSGRPGVCVATSGPGATNLVSALADAHLDSVPLVAITGQAPRRMIGTDAFQETPI 199

VEVTRSITKHNYLVMDVED I PRVVREAFFLARSGRPGPVL IDVPKD 1QQQLVIPDWDQPM 265
VE TRSITKHNYL++DV+DIPRV+ EAFFLA +GRPGPVL+D+PKDIQQQ+ +P WD PM
VEFTRSITKHNYLILDVDD IPRVINEAFFLASTGRPGPVLVD IPKD IQQQMAVPSWDAPM 259

RLPGYMSRLPKLPNEMLLEQIVRL ISESKKPVLYVGGGCSQSSEELRRFVELTGIPVAST 325
RLPGY+SRLPK P LL++++RL+ ++++PVLYVGGGCS S ELRRFVELTGIPV +T
RLPGY ISRLPKPPAANLLDEV IRLVGDAERPVLYVGGGCSASGYELRRFVELTGIPVTTT 319

LMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKI 385
LMG+G FP+ D LSL MLGMHGTVYANYAVD++DLLLA GVRFDDRVTGK+EAFASRAKI
LMGIGNFPSDDPLSLRMLGMHGTVYANYAVDNADLLLALGVRFDDRVTGKVEAFASRAKI 379
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Compositional matrix adjust. 427/584(73%) 504/584(86%) 5/584(0%)

Next

Previous Descriptions

RecName: Full=Probable acetolactate synthase 2, chloroplastic; AltName: Full=Acetohydroxy-acid synthase 2; Flags:
Precursor

Related Information



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75102650
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75102650
https://www.ncbi.nlm.nih.gov/protein/75102650?report=genbank&log$=protalign&blast_rank=9&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/75102650?report=graph&rid=E930UHE7016[75102650]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=31:666&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_75102650
https://www.ncbi.nlm.nih.gov/protein/75102650?report=genbank&log$=protalign&blast_rank=9&RID=E930UHE7016&from=59&to=638
https://www.ncbi.nlm.nih.gov/protein/75102650?report=graph&rid=E930UHE7016[75102650]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=31:666&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75142985
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75142985
https://www.ncbi.nlm.nih.gov/protein/75142985?report=genbank&log$=protalign&blast_rank=10&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/75142985?report=graph&rid=E930UHE7016[75142985]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=51:692&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_75142985
https://www.ncbi.nlm.nih.gov/protein/75142985?report=genbank&log$=protalign&blast_rank=10&RID=E930UHE7016&from=80&to=663
https://www.ncbi.nlm.nih.gov/protein/75142985?report=graph&rid=E930UHE7016[75142985]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=51:692&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/75102650?report=genbank&log$=protalign&blast_rank=9&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/75142985?report=genbank&log$=protalign&blast_rank=10&RID=E930UHE7016

NCBI Blast:Protein Sequence (664 letters)

Query 386 VHIDIDSAEIGKNKQPHVSICADIKLALQGLNSILESKE---GKLKLDFSAWRQELTVQK 442
VH+DID +E+GKNKQPHVSICAD+KLALQG+N++LE + + LDFSAWR EL +K
Sbjct 380 VHVDIDPSELGKNKQPHVSICADVKLALQGMNAMLEEQSAAAARKNLDFSAWRSELEKKK 439

Query 443 VKYPLNFKTFGDAIPPQYAIQVLDELTNGSAI ISTGVGQHQMWAAQYYKYRKPRQWLTSG 502
V++PL ++TFG+ IPPQYAIQVLDE+TNG Al++TGVGQHQMWA Q+Y YR+PRQWL+S
Sbjct 440 VEFPLGYRTFGEEIPPQYAIQVLDEVTNGEAIVATGVGQHQMWATQHYTYRRPRQWLSSA 499

Query 503 GLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKVENLPVKIMLLNNQHL 562
GLGAMGFGLPAA GAAV P  VVDIDGDGS +MN+QELA ++VE+LPVK+M+LNNQHL
Sbjct 500 GLGAMGFGLPAAAGAAVANPGATVVDIDGDGSLLMNIQELAMVRVEDLPVKVMVLNNQHL 559

Query 563 GMVVQWEDRFYKANRAHTYLGNPSNE--AEIFPNMLKFAEACGVPAARVTHRDDLRAAIQ 620
GMVVQWEDRFY ANRAHTYLGNP+ E++P+ + A G+PAARVT + ++RAA++
Sbjct 560 GMVVQWEDRFYDANRAHTYLGNPAANGGGEVYPDFVTIAGGFGIPAARVTRKGEVRAAVE 619

Query 621 KMLDTPGPYLLDVIVPHQEHVLPMIPSGGAFKDVITEGDGRSSY 664
+M+ PGPYLLDV+VPHQEHVLPMIPS GAFKD+1 +GDGRSSY
Sbjct 620 EMMAAPGPYLLDVVVPHQEHVLPMIPSNGAFKDIIVDGDGRSSY 663

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Acetolactate synthase large subunit; Short=AHAS; AltName: Full=Acetohydroxy-acid synthase large
subunit; Short=ALS

Sequence ID: P42463.1 Length: 626 Number of Matches: 1
Related Information

Range 1: 19 to 587 GenPept Graphics . X
Gene - associated gene details

Score Expect Method Identities Positives Gaps

510 bits(1314) 4e-173 Compositional matrix adjust. 278/575(48%) 360/575(62%) 10/575(1%)

Query 84  RFAPDEPRKGSDVLVEALEREGVTDVFAYPGGASMEIHQALTRSSIIRNVLPRHEQGGVF 143
RA E G+ +V +LE VF PGGA + ++ L S+ +R+VL RHEQG
Shjct 19  RSAAPERMTGAKAIVRSLEELNADIVFGIPGGAVLPVYDPLYSSTKVRHVLVRHEQGAGH 78

Query 144 AAEGYARATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQET 203
AA GYA+ TG GVCIATSGPGATNLV+ +ADA LDSVP+VAITGQV  ++GTDAFQE
Sbjct 79  AATGYAQVTGRVGVCIATSGPGATNLVTPIADANLDSVPMVAITGQVGSGLLGTDAFQEA 138

Query 204 PIVEVTRSITKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQQQLVI PDWDQ 263
I +T +TKHN++V + DIP+ + EAF LA +GRPGPVL+D+PKD+Q +
Sbjct 139 DIRGITMPVTKHNFMVTNPND IPQALAEAFHLAITGRPGPVLVDI PKDVQNAELDFVWPP 198

Query 264 PMRLPGYMSRLPKLPNEMLLEQIVRLISESKKPVLYVGGGC--SQSSEELRRFVELTGIP 321
+ LPGY R P+ +EQ V+LI E+KKPVLYVGGG + + EELR F E TGIP
Sbjct 199 KIDLPGY--RPVSTPHARQIEQAVKLIGEAKKPVLYVGGGV IKADAHEELRAFAEYTGIP 256

Query 322 VASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFAS 381
V +TLM LG FP EL + M GMHGTV A A+ SDLL+A G RFDDRVTG ++ FA
Sbjct 257 VVTTLMALGTFPESHELHMGMPGMHGTVSAVGALQRSDLL IAIGSRFDDRVTGDVDTFAP 316

Query 382 RAKIVHIDIDSAEIGKNKQPHVSICAD IKLALQGLNSILESKEGKLKLDFSAWRQELTVQ 441
AKI+H DID AEIGK KQ VI D+ L L ++ + + +DSW L
Sbjct 317 DAKIIHADIDPAEIGKIKQVEVPIVGDAREVLARLLETTKASKAETE-DISEWVDYLKGL 375

Query 442 KVKYPLNF-KTFGDAIPPQYAIQVLDELTNGSAI ISTGVGQHQMWAAQYYKYRKPRQWLT 500
K++P + + GD + PQ+ I+ L + Al GVGQHOMWAAQ+ + KPR WL
Shjct 376 KARFPRGYDEQPGDLLAPQFVIETLSKEVGPDAIYCAGVGQHQMWAAQFVDFEKPRTWLN 435

Query 501 SGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKVENLPVKIMLLNNQ 560
SGGLG MG+ +PAA+GA G PD+ V. IDGDG F M QEL T VE P+KI L+NN
Sbjct 436 SGGLGTMGYAVPAALGAKAGAPDKEVWAIDGDGCFQMTNQELTTAAVEGFPIKIALINNG 495

Query 561 HLGMVVQWEDRFYKANRAHTYLGNPSNEAEIFPNMLKFAEACGVPAARVTHRDDLRAAIQ 620
+LGMV QW+ FY+  ++T L N+ E P+ + +E G A RVT +++ AIQ
Sbjct 496 NLGMVRQWQTLFYEGRYSNTKL---RNQGEYMPDFVTLSEGLGCVAIRVTKAEEVLPAIQ 552

Query 621 KMLD-TPGPYLLDVIVPHQEHVLPMIPSGGAFKDV 654
K + P ++D IV V PM+ +G + D+
Sbjct 553 KAREINDRPVVIDFIVGEDAQVWPMVSAGSSNSDI 587

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Acetolactate synthase; AltName: Full=ALS; AltName: Full=Acetohydroxy-acid synthase
Sequence ID: POA623.1 Length: 618 Number of Matches: 1

See 2 more title(s)

Range 1: 40 to 594 GenPept Graphics

Related Information

Score Expect Method Identities Positives Gaps Gene - associated gene d‘e':alls
502 bits(1293) 4e-170 Compositional matrix adjust. 268/560(48%) 348/560(62%) 9/560(1%) Identical Proteins - Identical
proteins to POA623.1
Query 93  GSDVLVEALEREGVTDVFAYPGGASMEIHQALTRSS I IRNVLPRHEQGGVFAAEGYARAT 152
G+ ++ +LE GV +F PGGA + ++ L S +R+VL RHEQG AA GYA T
Shjct 40  GAQAVIRSLEELGVDVIFGIPGGAVLPVYDPLFDSKKLRHVLVRHEQGAGHAASGYAHVT 99

Query 153 GFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEVTRSI 212
G GVC+ATSGPGATNLV+ LADA +DS+P+VAITGQV R +IGTDAFQE I +T 1
Sbjct 100 GRVGVCMATSGPGATNLVTPLADAQMDSIPVVAITGQVGRGLIGTDAFQEADISGITMPI 159

Query 213 TKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQQQLVIPDWDQPMRLPGYMS 272
TKHN+LV ~ +DIPRV+ EAF +A SGRPG VL+D+PKD+ Q W M LPGY
Sbjct 160 TKHNFLVRSGDDIPRVLAEAFHIAASGRPGAVLVDIPKDVLQGQCTFSWPPRMELPGYKP 219

NCBI Blast_Protein Sequence (664 letters) ALS.html[5/04/2017 4:24:37 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1170544
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1170544
https://www.ncbi.nlm.nih.gov/protein/1170544?report=genbank&log$=protalign&blast_rank=11&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/1170544?report=graph&rid=E930UHE7016[1170544]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:615&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_1170544
https://www.ncbi.nlm.nih.gov/protein/1170544?report=genbank&log$=protalign&blast_rank=11&RID=E930UHE7016&from=19&to=587
https://www.ncbi.nlm.nih.gov/protein/1170544?report=graph&rid=E930UHE7016[1170544]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:615&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_61226664
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_61226664
https://www.ncbi.nlm.nih.gov/protein/61226664?report=genbank&log$=protalign&blast_rank=12&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/61226664?report=graph&rid=E930UHE7016[61226664]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=13:621&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_61226664
https://www.ncbi.nlm.nih.gov/protein/61226664?report=genbank&log$=protalign&blast_rank=12&RID=E930UHE7016&from=40&to=594
https://www.ncbi.nlm.nih.gov/protein/61226664?report=graph&rid=E930UHE7016[61226664]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=13:621&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/1170544?report=genbank&log$=protalign&blast_rank=11&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/61226664?report=genbank&log$=protalign&blast_rank=12&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/gene?term=1170544[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=11
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://www.ncbi.nlm.nih.gov/gene?term=61226664[PUID]%20OR%20614084676[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=12
https://www.ncbi.nlm.nih.gov/protein/61226664?report=ipg

NCBI Blast:Protein Sequence (664 letters)

Query 273 RLPKLPNEMLLEQIVRLISESKKPVLYVGGGC--SQSSEELRRFVELTGIPVASTLMGLG 330
P+ + + +L1+ ++KPVLYVGGG +++E+LR ELTGIPV +TLM G
Sbjct 220 NTK--PHSRQVREAAKLIAAARKPVLYVGGGVIRGEATEQLRELAELTGIPVVTTLMARG 277

Query 331 AFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDI 390
AFP +L M GMHGTV A A+ SDLL+A G RFDDRVTGKL++FA AK++H DI
Sbjct 278 AFPDSHRQNLGMPGMHGTVAAVAALQRSDLLIALGTRFDDRVTGKLDSFAPEAKVIHADI 337

Query 391 DSAEIGKNKQPHVSICADIKLALQGLNSILESKEGKLKLDFSAWRQELTVQKVKYPLNFK 450
D AEIGKN+ VI D+K + L ++L ++ + W L + YPL++
Sbjct 338 DPAEIGKNRHADVPIVGDVKAVITELIAMLRHHHIPGT IEMADWWAYLNGVRKTYPLSYG 397

Query 451 TFGD-AIPPQYAIQVLDELTNGSAIISTGVGQHQMWAAQYYKYRKPRQWLTSGGLGAMGF 509
D ++ P+Y I+ L E+ A+  GVGQHQMWAAQ+ +Y KPR WL SGGLG MGF
Sbjct 398 PQSDGSLSPEYVIEKLGEIAGPDAVFVAGVGQHQMWAAQF IRYEKPRSWLNSGGLGTMGF 457

Query 510 GLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELAT IKVENLPVKIMLLNNQHLGMVVQWE 569
+PAA+GA + PV IDGDG F M QELAT VE +PVK+ L+NN +LGMV QW+
Sbjct 458 AIPAAMGAKIALPGTEVWAIDGDGCFQMTNQELATCAVEG IPVKVAL INNGNLGMVRQWQ 517

Query 570 DRFYKANRAHTYLGNPSNEAEIFPNMLKFAEACGVPAARVTHRDDLRAAI-QKMLDTPGP 628
FY + T L S+ P+ +K AEA G R +D+ 1Q P
Shjct 518 SLFYAERYSQTDLATHSHR---1PDFVKLAEALGCVGLRCEREEDVVDVINQARAINDCP 574

Query 629 YLLDVIVPHQEHVLPMIPSG 648
++D IV V PM+ +G
Sbjct 575 VVIDFIVGADAQVWPMVAAG 594

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Acetolactate synthase; AltName: Full=ALS; AltName: Full=Acetohydroxy-acid synthase

Sequence ID: 033112.1 Length: 625 Number of Matches: 1
Related Information

Range 1: 5 to 607 GenPept Graphics

— = - associated gene details
Score Expect Method Identities Positives Gaps Gene 9

501 bits(1291) 1e-169 Compositional matrix adjust. 276/610(45%) 368/610(60%) 11/610(1%)

Query 49 TPTHIHSQRRRFTISNVISTTQKVSETQKAETFVSRFAPDEPRKGSDVLVEALEREGVTD 108
T H ++ N + + ++ A + R +P++ G+ ++ +LE V
Shjct 5 TKPHARPQGAGNSVPNTVKPATQFP-SKPAVAKLERVSPEQ-LTGAQSVIRSLEELDVEV 62

Query 109 VFAYPGGASMEIHQALTRSSIIRNVLPRHEQGGVFAAEGYARATGFPGVCIATSGPGATN 168
+F PGGA + ++ L S +R+VL RHEQG AA GYA TG GVC+ATSGPGATN
Sbjct 63 IFGIPGGAVLLVYDPLFYSKKLRHVLVRHEQGAGHAASGYAHVTGKVGVCMATSGPGATN 122

Query 169 LVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEVTRSITKHNYLVMDVEDIPRV 228
LV+ LADA +DSVP+VAITGQV R +IGTDAFQE 1 +T ITKHN+LV ~ +DIPRV
Sbjct 123 LVTPLADAQMDSVPVVAITGQVGRSLIGTDAFQEADISGITMPITKHNFLVRAGDDIPRV 182

Query 229 VREAFFLARSGRPGPVLIDVPKDIQQQLVIPDWDQPMRLPGYMSRLPKLPNEMLLEQIVR 288
+ EAF +A SGRPG VL+D+PKD+ Q W M LPGY P+ + +
Sbjct 183 LAEAFHIASSGRPGAVLVD IPKDVLQGQCKFSWPPKMDLPGYKPNTK--PHNRQIRAAAK 240

Query 289 LISESKKPVLYVGGGC--SQSSEELRRFVELTGIPVASTLMGLGAFPTGDELSLSMLGMH 346
L1++++KPVLYVGGG +++E+LR ELTGIPV STLM GAFP +L M GMH
Sbjct 241 LIADARKPVLYVGGGVIRGEATEQLRDLAELTGIPVVSTLMARGAFPDSHHQNLGMPGMH 300

Query 347 GTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKQPHVSIC 406
GTV A A+ SDLL+A G RFDDRVTGKL++FA AK++H DID AEIGKN+ V1
Sbjct 301 GTVAAVAALQRSDLLIALGTRFDDRVTGKLDSFAPDAKY IHAD IDPAEIGKNRHADVPIV 360

Query 407 ADIKLALQGLNSILESKEGKLKLDFSAWRQELTVQKVKYPLNFKTFGDA-IPPQYAIQVL 465
D+K + L ++L E  ++ +W L + YPL++ D + P+Y I+ L
Shjct 361 GDVKAVIVELIAMLRHYEVPGNIEMTDWWSYLDGVRKTYPLSYSPQSDGTLSPEYVIEKL 420

Query 466 DELTNGSAIISTGVGQHQMWAAQYYKYRKPRQWLTSGGLGAMGFGLPAAIGAAVGRPDEV 525
E+ A+  GVGQHQMWAAQ+ Y KPR WL SGGLG MGF +PAA+GA + RP+
Sbjct 421 GEIVGPEAVYVAGVGQHQMWAAQF ISYEKPRTWLNSGGLGTMGFAIPAAMGAKIARPEAE 480

Query 526 VVDIDGDGSFIMNVQELAT IKVENLPVKIMLLNNQHLGMVVQWEDRFYKANRAHTYLGNP 585
V. IDGDG F M QELAT +E P+K+ L+NN +LGMV QW+ FY+ + TL
Sbjct 481 VWAIDGDGCFQMTNQELATCAIEGAP IKVALINNGNLGMVRQWQALFYQERYSQTDLATH 540

Query 586 SNEAEIFPNMLKFAEACGVPAARVTHRDDLRAAI-QKMLDTPGPYLLDVIVPHQEHVLPM 644
S+ P+ +K AEA G R +D+ 1Q P ++D IV V PM
Sbjct 541 SHR---1PDFVKLAEALGCVGLRCECEEDVVDVINQARAINNRPVVIDFIVGADAQVWPM 597

Query 645 1PSGGAFKDV 654
+ +G + 4+

Sbjct 598 VAAGASNDEI 607

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Acetolactate synthase large subunit; Short=AHAS; AltName: Full=Acetohydroxy-acid synthase large
subunit; Short=ALS; AltName: Full=Vegetative protein 105; Short=VEG105
Sequence ID: P37251.4 Length: 574 Number of Matches: 1

Related Information

Range 1: 20 to 570 GenPept Graphics iated detail
ene - i n i
Score Expect Method Identities Positives Gaps Gene - associated gene details

498 bits(1282) 5e-169 Compositional matrix adjust. 259/566(46%) 366/566(64%) 18/566(3%)
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_6225543
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_6225543
https://www.ncbi.nlm.nih.gov/protein/6225543?report=genbank&log$=protalign&blast_rank=13&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/6225543?report=graph&rid=E930UHE7016[6225543]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:637&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_6225543
https://www.ncbi.nlm.nih.gov/protein/6225543?report=genbank&log$=protalign&blast_rank=13&RID=E930UHE7016&from=5&to=607
https://www.ncbi.nlm.nih.gov/protein/6225543?report=graph&rid=E930UHE7016[6225543]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:637&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_7404386
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_7404386
https://www.ncbi.nlm.nih.gov/protein/7404386?report=genbank&log$=protalign&blast_rank=14&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/7404386?report=graph&rid=E930UHE7016[7404386]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:597&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_7404386
https://www.ncbi.nlm.nih.gov/protein/7404386?report=genbank&log$=protalign&blast_rank=14&RID=E930UHE7016&from=20&to=570
https://www.ncbi.nlm.nih.gov/protein/7404386?report=graph&rid=E930UHE7016[7404386]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:597&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/6225543?report=genbank&log$=protalign&blast_rank=13&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/7404386?report=genbank&log$=protalign&blast_rank=14&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/gene?term=6225543[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=13
https://www.ncbi.nlm.nih.gov/gene?term=7404386[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=14
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GSDVLVEALEREGVTDVFAYPGGASME IHQALTRSS I IRNVLPRHEQGGVFAAEGYARAT
G+ +L+E+L++E V +F YPGGA + I+ L S ++ ++LPRHEQG + AAEGYAR +
GALMLIESLKKEKVEMIFGYPGGAVLP I YDKLYNSGLV-HILPRHEQGAIHAAEGYARVS

GFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEVTRSI
G PGV IATSGPGATNLV+GLADA++DS+P+V TGQV  +IG+DAFQE 1+ +T +
GKPGVVIATSGPGATNLVTGLADAMIDSLPLVVFTGQVATSVIGSDAFQEADILGITMPV

TKHNYLVMDVED IPRVVREAFFLARSGRPGPVL IDVPKD 1QQQLV IPDWDQPMRLPGYMS
TKH+Y V  ED+PR+++EAF +A +GRPGPVLID+PKD+ +D M LPGY
TKHSYQVRQPEDLPR I IKEAFHIATTGRPGPVLIDIPKDVAT IEGEFSYDHEMNLPGYQP

RLPKLPNEMLLEQIVRLISESKKPVLYVGGGC--SQSSEELRRFVELTGIPVASTLMGLG
PN + + ++V +S +KKPV+ G G ++SEEL+ + E IPVA TL+GLG
TTE--PNYLQIRKLVEAVSSAKKPV I LAGAGVLHGKASEELKNYAEQQQIPVAHTLLGLG

AFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDI
FP L L M GMHGT AN A+ DLL++ G RFDDRVTG L+ FA AKI HIDI
GFPADHPLFLGMAGMHGTYTANMALHECDLL ISIGARFDDRVTGNLKHFARNAKIAHIDI

DSAE IGKNKQPHVS ICAD IKLALQGLNS I LESKEGKLKLDFSAWRQELTVQKVKYPLNF-
D AEIGK + + + D K+ LQ L ++GK + D S W+++L K +YPL +
DPAEIGKIMKTQIPVVGDSKIVLQEL I ----KQDGK-QSDSSEWKKQLAEWKEEYPLWYV

KTFGDAIPPQYAIQVLDELTNGSAI 1 STGVGQHQMWAAQYYKYRKPRQWLTSGGLGAMGE
+ PQ I+ + + T G Al++T VGQHOMW+AQ+Y ++K +W+TSGGLG MGF
DNEEEGFKPQKL IEY IHQFTKGEA I VATDVGQHQMWSAQFYPFQKADKWYTSGGLGTMGF

GLPAAIGAAVGRPDEVVVD IDGDGSF IMNVQELAT IKVENLPVKIMLLNNQHLGMVVQWE
GLPAAIGA + D W + GDG F M +QEL I+ NLPVK+++LNN LGMV QW+
GLPAATGAQLAEKDATVVAVVGDGGFQMTLQELDV IRELNLPVKVV ILNNACLGMVRQWQ

DRFYKANRAHTYLGNPSNEAE I FPNMLKFAEACGVPAARVTHRDDLRAATQKMLDTPGPY
+ FY+ + + + P+ +K +EA G+ R++ ++ +++ L+ P
EIFYEERYSESKFASQ------- PDFVKLSEAYGIKGIRISSEAEAKEKLEEALTSREPV

LLDVIVPHQEHVLPMIPSGGAFKDVI 655
+DV V. +E V PM+ G +++
VIDVRVASEEKVFPMVAPGKGLHEMV 570

152
78

212
138
272
198
330
256
390
316
449
371
509
431
569
491
629
544

Score

Query
Sbjct
Query
Shjct
Query
Shjct
Query
Shjct
Query
Shjct
Query
Shjct
Query
Shjct
Query
Shjct
Query
Shjct
Query
Shjct

Download

93

12

150
72

210
132
265
189
321
245
381
305
441
365
500
422
560
482
620
536

GenPept Graphics

Sequence ID: O78518.1 Length: 575 Number of Matches: 1

Range 1: 12 to 564 GenPept Graphics

Expect Method Identities Positives

GSDVLVEALEREGVTDVFAYPGGASME IHQAL---TRSSI IRNVLPRHEQGGVFAAEGYA
G+ L+++L R GV +F YPGGA + I+ L + I ++L RHEQG  A++GYA
GAFALIDSLVRHGVKHIFGYPGGAILP1'YDELYAWEKEGF IEHILVRHEQGAAHASDGYA

RATGFPGVCIATSGPGATNLVSGLADALLDSVP IVAITGQVPRRMIGTDAFQETPIVEVT
R+TG GVC ATSGPGATNLV+G+A A +DSVP+V ITGQV R IGTDAFQE 1 +T
RSTGNVGVCFATSGPGATNLVTGIATAHMDSVPMV I ITGQVGRSFIGTDAFQEVDIFGIT

RSITKHNYLVMDVED I PRVVREAFFLARSGRPGPVL IDVPKD I -—--- QQQLV IPDWDQP
I KH+Y+V + +++ ++V E+FF+A+ GRPGPVLID+PKD+ +V P+
LP1VKHSYVVRETKEMGK I VAESFF 1 AKYGRPGPVL I D I PKDVGLEKFDYQIVNPN---N

MRLPGYMSRLPKLPN--EMLLEQIVRL ISESKKPVLYVGGGC--SQSSEELRRFVELTGI
+ LG PLN + +0Q LI +S +P+LY+GGG S S E+ + L 1
INLAG----CPVLKNYDQNRISQAANL IKQSSQPLLY IGGGAVTSNSHNE INEL INLVKI

PVASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFA
PVA+TLMG G LSL MLGMHGTVYANYAV ~ DLL+A G RFDDRVTGKL+ FA
PVATTLMGKG I IDESHPLSLGMLGMHGTVYANYAVSECDLL IALGARFDDRVTGKLDEFA

SRAKTVHIDIDSAE IGKNKQPHVS ICAD IKLALQGLNS I LESKEGKLKLDFSAWRQELTV
A+++H+DID AEIGKN+ P + 1 +IK ++ L L++ AWR +
CHAQVIHVDIDPAEIGKNRTPQIGI'VGE IKDFVRDL IECLKND INFDSEQSQAWRSRIIR

QKVKYPLNFKTFGDAIPPQYAI -QVLDELTNGSAI I STGVGQHQMWAAQYYKYRKPRQWL
+ +YPL ++PQ I ++ ETN A +T VGOHOMWAAQ+ K + R W+
WRKEYPLLVPKN INNLSPQEV IHE I STEATN--AYFTTDVGQOHQMWAAQF I KTSQKR-WI

TSGGLGAMGFGLPAAIGAAVGRPDEVVVD IDGDGSF IMNVQELAT IKVENLPVKIMLLNN
TS GLG MG+GLPAAIG + P+E V+ 1 GD SF MN+QEL T+ LP+KI ++NN
TSAGLGTMGYGLPAAIGVQIAHPNEQVICISGDASFQMNIQELGTVSQYGLPIKIFIINN

QHLGMVVQWEDRFYKANRAHTYLGNPSNEAE I FPNMLKFAEACGVPAARVTHRDDLRAAI
+ GMV QW+ FY +H SN + PN K AEA G+ + ++ R+DL+ |
KWQGMVRQWQQAFYGERYSH-——--~ SNMEKGAPNFTKVAEAFGLRSLKIKSRNDLKLRI

QKMLDTPGPYLLDVIVPHQEHVLPMIPSG 648
++ LD GP L+D+ V E+ PM+ G
KEALDYDGPILVDIQVIADENCYPMVAPG 564

Next

Previous Descriptions

RecName: Full=Acetolactate synthase large subunit; Short=AHAS; AltName: Full=Acetohydroxy-acid synthase large
subunit; Short=ALS

Gaps

486 bits(1250) 4e-164 Compositional matrix adjust. 263/569(46%) 355/569(62%) 29/569(5%)

149
71

209
131
264
188
320
244
380
304
440
364
499
421
559
481
619
535

Related Information

Gene - associated gene details
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Next

Previous Descriptions

RecName: Full=Acetolactate synthase isozyme 2 large subunit; Short=AHAS-II; AltName: Full=ALS-II; AltName:



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_6016364
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_6016364
https://www.ncbi.nlm.nih.gov/protein/6016364?report=genbank&log$=protalign&blast_rank=15&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/6016364?report=graph&rid=E930UHE7016[6016364]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:591&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_6016364
https://www.ncbi.nlm.nih.gov/protein/6016364?report=genbank&log$=protalign&blast_rank=15&RID=E930UHE7016&from=12&to=564
https://www.ncbi.nlm.nih.gov/protein/6016364?report=graph&rid=E930UHE7016[6016364]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:591&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_33112641
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_33112641
https://www.ncbi.nlm.nih.gov/protein/33112641?report=genbank&log$=protalign&blast_rank=16&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/33112641?report=graph&rid=E930UHE7016[33112641]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:571&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_33112641
https://www.ncbi.nlm.nih.gov/protein/6016364?report=genbank&log$=protalign&blast_rank=15&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/gene?term=6016364[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=15

NCBI Blast:Protein Sequence (664 letters)

Full=Acetohydroxy-acid synthase Il large subunit

Sequence ID: P00892.3 Length: 548 Number of Matches: 1
Related Information

Range 1: 2 to 544 GenPept Graphics

Score Expect Method Identities Positives Gaps

483 bits(1244) 1e-163 Compositional matrix adjust. 259/571(45%) 361/571(63%) 35/571(6%)

Query 92 KGSDVLVEALEREGVTDVFAYPGGASME IHQALTRSS I IRNVLPRHEQGGVFAAEGYARA 151
G+ +V AL +GV VF YPGGA M ++ AL + ++L RHEQG  AA GYARA
Sbjct 2 NGAQWVVHALRAQGVNTVFGYPGGA IMPVYDALYDGGV-EHLLCRHEQGAAMAAIGYARA 60

Query 152 TGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEVTRS 211
TG GVCIATSGPGATNL++GLADALLDS+P+VAITGQV IGTDAFQE  ++ ++ +
Sbjct 61  TGKTGVCIATSGPGATNLITGLADALLDSIPVVAITGQVSAPFIGTDAFQEVDVLGLSLA 120

Query 212 1TKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQQQLVIPDWDQPMRLPGYM 271
TKH++LV +E++PR++ EAF +A SGRPGPVL+D+PKDI QL D + P +

Shjct 121 CTKHSFLVQSLEELPRIMAEAFDVACSGRPGPVLVDIPKDI--QLASGDLE----- PWFT 173
Query 272 SRLPKLPNEML----- LEQIVRLISESKKPVLYVGGGC--SQSSEELRRFVELTGIPVAS 324
+ + NE+ +EQ  +++++++KP+LYVGGG +Q+ LR F+ T +P

Sbjct 174 T----VENEVTFPHAEVEQARQMLAKAQKPMLYVGGGVGMAQAVPALREFLAATKMPATC 229

Query 325 TLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAK 384
TL GLGA L MLGMHGT AN+AV  DLL+A G RFDDRVTGKL FA A
Sbjct 230 TLKGLGAVEADYPYYLGMLGMHGTKAANFAVQECDLLIAVGARFDDRVTGKLNTFAPHAS 289

Query 385 IVHIDIDSAEIGKNKQPHVSICADIKLALQGLNSILESKEGKLKLDFSAWRQELTVQKVK 444
++H+DID AE+ K +Q HV++ D+ L L L + W+Q + +
Sbjct 290 VIHMDIDPAEMNKLRQAHVALQGDLNALLPALQQPLNQYD--------~ WQQHCAQLRDE 340

Query 445 YPLNFKTFGDAIPPQYAIQVLDELTNGSAI ISTGVGQHQMWAAQYYKYRKPRQWLTSGGL 504
+ +  GDAI ++ L + +++T VGQHQMWAAQ+ + +P ++TS GL
Sbjct 341 HSWRYDHPGDAIYAPLLLKQLSDRKPADCVVTTDVGQHQMWAAQHIAHTRPENFITSSGL 400

Query 505 GAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKVENLPVKIMLLNNQHLGM 564
G MGFGLPAA+GA V RP++ VV I GDGSF+MNVQEL T+K + LP+KI+LL+NQ LGM
Sbjct 401 GTMGFGLPAAVGAQVARPNDTVVCISGDGSFMMNVQELGTVKRKQLPLKIVLLDNQRLGM 460

Query 565 VVQWEDRFYKANRAHTYLGNPSNEAEIFPNMLKFAEACGVPAARVTHRDDLRAAIQKMLD 624
V QW+ F++ + T L + P+ L A A G+ +T +D + AA+ ML+
Sbjct 461 VRQWQQLFFQERYSETTLTDN------- PDFLMLASAFGIHGQHITRKDQVEAALDTMLN 513

Query 625 TPGPYLLDVIVPHQEHVLPMIPSGGAFKDVI 655
+ GPYLL V + E+V P++P G + +++
Sbjct 514 SDGPYLLHVSIDELENVWPLVPPGASNSEML 544

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Acetolactate synthase large subunit; Short=AHAS; AltName: Full=Acetohydroxy-acid synthase large
subunit; Short=ALS

Sequence ID: Q1XDF6.1 Length: 590 Number of Matches: 1
Related Information

Range 1: 11 to 572 GenPept Graphics

- - Gene - associated gene details
Score Expect Method Identities Positives Gaps I 9

483 bits(1244) 4e-163 Compositional matrix adjust. 254/572(44%) 361/572(63%) 17/572(2%)

Query 91 RKGSDVLVEALEREGVTDVFAYPGGASME IHQ---ALTRSSI IRNVLPRHEQGGVFAAEG 147
+ G+ L++++ R GV +F YPGGA + 1+ A +S+1+++L RHEQG AA+
Sbjct 11 KTGAFALLDSIVRHGVKHIFGYPGGAILP I YDELYAWEEASLIKHILVRHEQGAAHAADS 70

Query 148 YARATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVE 207
Y+R+TG GVC ATSGPGATNLVSG+A A +DSVPI+AITGQV R IGTDAFQE |
Shjct 71 YSRSTGEVGVCFATSGPGATNLVSGIATAHIDSVPILAITGQVGRAFIGTDAFQEVDIFG 130

Query 208 VTRSITKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQQQLVIPDWDQP--M 265
+T | KH+Y+V D D+ R+V EAFF+ + GRPGPVLIDVPKD+ + +P +
Shjct 131 ITLPIVKHSYVVRDPRDMSRIVAEAFFICKHGRPGPVL IDVPKDVGLEKFNYFSVEPGKY 190

Query 266 RLPGYMSRLPKLPNEMLLEQIVRLISESKKPVLYVGGGC--SQSSEELRRFVELTGIPVA 323
+PG ++L+ ++1 +S +P+LY+GGG S S + ++ V+ 1PV
Sbjct 191 NIPGCRPITSLKSRQILMA--AKMIQQSSQPLLY IGGGAI ISDSHQIIKELVDFYKIPVT 248

Query 324 STLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRA 383
+TLMG G F + L MLGMHGT YAN+AV DLL+A G RFDDRVTGKL+ FA A
Shjct 249 TTLMGKGIFNEDSDYCLGMLGMHGTAYANFAVSECDLL IALGARFDDRVTGKLDEFACNA 308

Query 384 KIVHIDIDSAEIGKNKQPHVSICAD IKLALQGLNS ILESKEGKLKLDFSAWRQELTVQKV 443
+++H+DID AE+GKN+ P V+I D+ + + ++L++ HWH++ + 4
Sbjct 309 QVIHVDIDPAEVGKNRIPQVAIVGDVAEVVSEILNLLKTSFPPYPEQIISWQERINRWRQ 368

Query 444 KYPLNFKTFGDAIPPQYAIQVLDELTNGSAI ISTGVGQHQMWAAQYYKYRKPRQWLTSGG 503
+YPL +1 PQ + ++L +A  +T VGQHOMW+AQ+ K K + WL+S G
Shjct 369 QYPLLVPRKSTSISPQVILVATNKLAQ-NAYFTTDVGQHQMWSAQFLKV-KAKHWLSSAG 426

Query 504 LGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKVENLPVKIMLLNNQHLG 563
LG MG+GLPAAIGA V P++VV+ | GD SF MN+QEL TI LPVKI+++NN+ G
Shjct 427 LGTMGYGLPAAIGAQVAHPNDVVICISGDSSFQMNMQELGTIAQYQLPVKITIINNRWQG 486

Query 564 MVVQWEDRFYKANRAHTYLGNPSNEAEIFPNMLKFAEACGVPAARVTHRDDLRAAIQKML 623
MV QW+ FY +H+ + E P+ K AEA G+ A + +R ++++A+Q +
Sbjct 487 MVRQWQQAFYGERYSHSRM------ TEGAPDFQKLAEAFG IKAFT INNRQNMQSALQVAIL 540
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https://www.ncbi.nlm.nih.gov/protein/33112641?report=genbank&log$=protalign&blast_rank=16&RID=E930UHE7016&from=2&to=544
https://www.ncbi.nlm.nih.gov/protein/33112641?report=graph&rid=E930UHE7016[33112641]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:571&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_122194674
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_122194674
https://www.ncbi.nlm.nih.gov/protein/122194674?report=genbank&log$=protalign&blast_rank=17&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/122194674?report=graph&rid=E930UHE7016[122194674]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:600&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_122194674
https://www.ncbi.nlm.nih.gov/protein/122194674?report=genbank&log$=protalign&blast_rank=17&RID=E930UHE7016&from=11&to=572
https://www.ncbi.nlm.nih.gov/protein/122194674?report=graph&rid=E930UHE7016[122194674]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:600&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/33112641?report=genbank&log$=protalign&blast_rank=16&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/122194674?report=genbank&log$=protalign&blast_rank=17&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/gene?term=122194674[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=17

NCBI Blast:Protein Sequence (664 letters)

Query 624 DTPGPYLLDVIVPHQEHVLPMIPSGGAFKDVI 655
D PGP LLD V E+ PM+ G +  +I
Sbjct 541 DYPGPVLLDCQVTENENCYPMVAPGKSNAQMI 572

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Acetolactate synthase large subunit; Short=AHAS; AltName: Full=Acetohydroxy-acid synthase large

subunit; Short=ALS

Sequence ID: P69683.1 Length: 590 Number of Matches: 1
See 1 more title(s)

Related Information

Range 1: 11 to 572 GenPept Graphics . .
Gene - associated gene details

Score Expect Method Identities Positives Gaps

481 bits(1239) 3e-162 Compositional matrix adjust. 254/572(44%) 358/572(62%) 17/572(2%) Identical Proteins - Identical
proteins to P69683.1
Query 91  RKGSDVLVEALEREGVTDVFAYPGGASMEIHQAL---TRSSIIRNVLPRHEQGGVFAAEG 147
+ G L++++ R GV +F YPGGA + I+ L S+1+N+L RHEQG AA+
Sbjct 11 KTGRFALLDSIVRHGVIHIFGYPGGAILPIYDELYAWEELSLIKNILVRHEQGASHAADA 70

Query 148 YARATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVE 207
Y+R+TG GVC ATSGPGATNLVSG+A A +DSVPI+AITGQV R IGTDAFQE |
Shjct 71 YSRSTGKVGVCFATSGPGATNLVSGIATAHIDSVPILAITGQVGRPFIGTDAFQEVDIFG 130

Query 208 VTRSITKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQQQLVIPDWDQP——M 265
+T | KH+Y+V D D+ R+V EAF++ + GRPGPVLIDVPKD+ +
Sbjct 131 ITLPIVKHSYVVRDPRDMSRIVAEAFYICKHGRPGPVLIDVPKDVGLEKFNYFSVEPGQV 190

Query 266 RLPGYMSRLPKLPNEMLLEQIVRLISESKKPVLYVGGGC--SQSSEELRRFVELTGIPVA 323
++PG L L+ +L ++1 +S +P+LY+GGG S + ++ V+L IPV
Sbjct 191 KIPG-CRPLSNLKSRQIL-MAAKMIQQSSQPLLYIGGGAIISDAHSIIKELVDLYKIPVT 248

Query 324 STLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRA 383
+TLMG G F E L MLGMHGT YAN+AV DLL+A G RFDDRVTGKL+ FA A
Shjct 249 TTLMGKGIFNEDSEFCLGMLGMHGTAYANFAVSECDLL IALGARFDDRVTGKLDEFACNA 308

Query 384 KIVHIDIDSAEIGKNKQPHVSICADIKLALQGLNS ILESKEGKLKLDFSAWRQELTVQKV 443
+++H+DID AE+GKN+ P V+I D+ + L ++L++ HWH++ + 4
Sbjct 309 QVIHVDIDPAEVGKNRIPQVAIVGDVTEVVTSLLNLLKNNFKPYPEQIISWQERIHRWRQ 368

Query 444 KYPLNFKTFGDAIPPQYAIQVLDELTNGSAI ISTGVGQHQMWAAQYYKYRKPRQWLTSGG 503
+YPL +1 PQ + ++L A +T VGQHQMW+AQ+ K K + W++S G
Shjct 369 QYPLLVPKKSTSISPQEILVTTNQLAQ-DAYFTTDVGQHQMWSAQFLKV-KSKHWISSAG 426

Query 504 LGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKVENLPVKIMLLNNQHLG 563
LG MG+GLPAAIGA V P+E+V+ + GD SF MN+QEL TI LP+KI+++NN+ G
Shjct 427 LGTMGYGLPAAIGAQVAHPNELVICVSGDSSFQMNMQELGTIAQYKLPIKIVIINNRWQG 486

Query 564 MVVQWEDRFYKANRAHTYLGNPSNEAE IFPNMLKFAEACGVPAARVTHRDDLRAAIQKML 623
MV QW+  FY +H+ + E PN K AEA G+ AV +R ++ ++++ +
Sbjct 487 MVRQWQQAFYGERYSHSRM------ TEGAPNFQKLAEAFGIKAFTVNNRQNMESSLKDAM 540

Query 624 DTPGPYLLDVIVPHQEHVLPMIPSGGAFKDVI 655
PGP LLD V E+ PM+ G + +1
Sbjct 541 KYPGPVLLDCQVTENENCYPMVAPGKSNAQMI 572

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=Acetolactate synthase; AltName: Full=ALS; AltName: Full=Acetohydroxy-acid synthase

Sequence ID: Q59498.1 Length: 621 Number of Matches: 1
Related Information
Range 1: 36 to 597 GenPept Graphics

Score Expect Method Identities Positives Gaps

479 bits(1232) 8e-161 Compositional matrix adjust. 263/569(46%) 345/569(60%) 11/569(1%)

Query 84  RFAPDEPRKGSDVLVEALEREGVTDVFAYPGGASMEIHQALTRSSIIRNVLPRHEQGGVF 143
R P++ G+ ++ +LE GV +F PGGA + ++ L S +R+VL RHEQG
Sbjct 36  RIGPEQ-VTGAQSVIRSLEELGVEVIFGIPGGAVLPVYDPLFDSKKLRHVLVRHEQGAGH 94

Query 144 AAEGYARATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQET 203
AA GYA ATG GVC+ATSGPGATNLV+ LADA +DS+P+VA+TGQV R +I1GTDAFQE
Sbjct 95  AASGYAHATGKVGVCMATSGPGATNLVTALADAQMDSIPVVAVTGQVGRTLIGTDAFQEA 154

Query 204 PIVEVTRSITKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQQQLVI PDWDQ 263
I +T ITKHN+LV+ + P V+ EAF +A SGRP +D+PKD+
Sbjct 155 DISGITMPITKHNFLVVRQRN- PAVLAEAFHIAASGRPARCSVDIPKDVLQGQCTFSWPP 213

Query 264 PMRLPGYMSRLPKLPNEMLLEQIVRLISESKKPVLYVGGGC--SQSSEELRRFVELTGIP 321
+ LPGY + P+ + + +LI+ ++KPVLYVGGG ++SE+LR ELTGIP
Sbjct 214 RIHLPGY--KPTTKPHSRQIRERAKLIAAARKPVLYVGGGV IRGEASEQLRELAELTGIP 271

Query 322 VASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFAS 381
V +TLM GAFP L M GMHGTV A A+ SDLL+A G RFDDRVTGKL+ FA
Sbjct 272 VVTTLMARGAFPDSHRQHLGMPGMHGTVAAVAALQRSDLL IALGTRFDDRVTGKLDTFAP 331

Query 382 RAKIVHIDIDSAEIGKNKQPHVSICADIKLALQGLNSILESKEGKLKLDFSAWRQELTVQ 441
AK++H DID AEIGKN+ V1 DKk + L IL LD + W L
Sbjct 332 EAKVIHADIDPAEIGKNRHADVP IVGDVKAVIAELVE ILRHDGAPGNLD IADWWAYLDDV 391

Query 442 KVKYPLNFKTFGD-AIPPQYAIQVLDELTNGSAI ISTGVGQHQMWAAQYYKYRKPRQWLT 500
+  YPL++ D ++ P+Y 1+ L ++ A+ GVG QMWAAQ+ Y KPR WL
Sbjct 392 QSTYPLSYGPQSDGSLGPEYVIEKLGQIAGPDALYVAGVGHDQMWAAQFISYEKPRTWLN 451
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_62288343
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_62288343
https://www.ncbi.nlm.nih.gov/protein/62288343?report=genbank&log$=protalign&blast_rank=18&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/62288343?report=graph&rid=E930UHE7016[62288343]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:600&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_62288343
https://www.ncbi.nlm.nih.gov/protein/62288343?report=genbank&log$=protalign&blast_rank=18&RID=E930UHE7016&from=11&to=572
https://www.ncbi.nlm.nih.gov/protein/62288343?report=graph&rid=E930UHE7016[62288343]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:600&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_2501328
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_2501328
https://www.ncbi.nlm.nih.gov/protein/2501328?report=genbank&log$=protalign&blast_rank=19&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/2501328?report=graph&rid=E930UHE7016[2501328]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=8:625&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_2501328
https://www.ncbi.nlm.nih.gov/protein/2501328?report=genbank&log$=protalign&blast_rank=19&RID=E930UHE7016&from=36&to=597
https://www.ncbi.nlm.nih.gov/protein/2501328?report=graph&rid=E930UHE7016[2501328]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=8:625&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/62288343?report=genbank&log$=protalign&blast_rank=18&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/2501328?report=genbank&log$=protalign&blast_rank=19&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://www.ncbi.nlm.nih.gov/gene?term=62288343[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=18
https://www.ncbi.nlm.nih.gov/protein/62288343?report=ipg

NCBI Blast:Protein Sequence (664 letters)

Query 501 SGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKVENLPVKIMLLNNQ 560
SGG G MGF +PAA+GA +GRP+ V IDGDG F M QELAT VE +P+K+ L+NN
Sbjct 452 SGGQGTMGFAIPAAMGAKMGRPEAEVWAIDGDGCFQMTNQELATCAVEGIPIKVALINNG 511

Query 561 HLGMVVQWEDRFYKANRAHTYLGNPSNEAEIFPNMLKFAEACGVPAARVTHRDDLRAAIQ 620
+LGMV QW+ FY+ + T LG+P P+ +K AEA G R +D+ |
Sbjct 512 NLGMVRQWQTLFYEERYSQTDLGHPLAP---HPDFVKLAEALGCVGLRCEREEDVVDVIN 568

Query 621 KMLD-TPGPYLLDVIVPHQEHVLPMIPSG 648
P ++ 1V V PM+ +G
Sbjct 569 AARAINDRPVVIAFIVGADAQVWPMVAAG 597

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Acetolactate synthase large subunit; Short=AHAS; AltName: Full=Acetohydroxy-acid synthase large
subunit; Short=ALS
Sequence ID: Q7U5G1.1 Length: 617 Number of Matches: 1

Related Information
Range 1: 5 to 573 GenPept Graphics

Score Expect Method Identities Positives Gaps

473 bits(1216) 2e-158 Compositional matrix adjust. 259/580(45%) 360/580(62%) 19/580(3%)

Query 77 KAETFVSRFAPDEPR--KGSDVLVEALEREGVTDVFAYPGGASME IHQAL---TRSSIIR 131
ATV + P+ G+ L++AL R GV +F YPGGA + I+ AL ++
Shjct 5 SASTVVGGLDANAPQT I SGAAALMDALRRHGVDT IFGYPGGAILPIYDALHIAESEGWVK 64

Query 132 NVLPRHEQGGVFAAEGYARATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVP 191
++L RHEQ G AA+ YARATG GVC TSGPGATNLV+G+A A +DSVP+V 1TGQVP
Sbjct 65  HILVRHEQAGTHAADAYARATGKVGVCFGTSGPGATNLVTGIATAQMDSVPMVVITGQVP 124

Query 192 RRMIGTDAFQETPIVEVTRSITKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKD 251
R IGTDAFQET I +T 1 KH+++V D D+ +V +AF +A SGRPGPVLID+PKD
Sbjct 125 RPAIGTDAFQETDIFGITLPIVKHSWVVRDPADLGSIVAQAFLIAASGRPGPVLIDIPKD 184

Query 252 I -QQQLV IPDWDQPMRLPGYMSRLPKLPNEMLLEQIVRL ISESKKPVLYVGGGC--SQSS 308
+ Q+ + +PG  + P+ P + +  + LI ++++P+LYVGGG + +
Sbjct 185 VGQEQFNYVPVEPGSVIPGGFHQ-PEPPLDAAVAAALDL IEQAQRPLLYVGGGAISACAH 243

Query 309 EELRRFVELTGIPVASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRF 368
+ LR E  +PV +TLMG GAF D LS+ MLGMHGT YAN+AV  DLL+A G RF
Sbjct 244 DSLRMLAERYQLPVTTTLMGKGAFDENDALSVGMLGMHGTAYANFAVTECDLLIAVGARF 303

Query 369 DDRVTGKLEAFASRAKIVHIDIDSAEIGKNKQPHVSICADIKLALQGLNSILESKEGKLK 428
DDRVTGKL+ FA RA++VH +ID AEIGKN++ V++ D+ L+L + |1 + o+ +
Shbjct 304 DDRVTGKLDTFAPRARVVHFEIDPAEIGKNRKADVAVLGDLGLSLARMVEISLQRTAEPR 363

Query 429 LDFSAWRQELTVQKVKYPLNFKTFGDAIPPQYAIQVLDELTNGSAIISTGVGQHQMWAAQ 488
+AW + + K +YPL Al PQ + + +L  AI++T VGOHQMWAAQ
Shjct 364 T--AAWLERINTWKDRYPLTIPPAEGAIYPQEVLLAVRDLAP-DAIVTTDVGQHQMWAAQ 420

Query 489 YYKYRKPRQWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKVE 548
+ + PR W++S GLG MGFG+PAA+GA V. PD VV I GD S +MN+QEL T+
Sbjct 421 HLR-NGPRGWISSAGLGTMGFGMPAAMGAQVAMPDRQVVCIAGDASILMNIQELGTLAAY 479

Query 549 NLPVKIMLLNNQHLGMVVQWEDRFYKANRAHTYLGNPSNEAE I FPNMLKFAEACGVPAAR 608
LPVK++++NN~ GMV QW++ FY  + + + N P+ + A+ GV +
Sbjct 480  GLPVKVVIVNNHWQGMVRQWQESFYDERYSASDMLNG-—--—--- MPDFIALARSFGVDGVK 533

Query 609 VTHRDDLRAAIQKMLDTPGPYLLDVIVPHQEHVLPMIPSG 648
+TREL + L +P P ++DVV E+ PM+P G
Sbjct 534 ITDRELLHRDLAAALQSPTPTMIDVHVRRGENCYPMVPPG 573

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Acetolactate synthase large subunit; Short=AHAS; AltName: Full=Acetohydroxy-acid synthase large
subunit; Short=ALS

Sequence ID: 019929.1 Length: 585 Number of Matches: 1
Related Information

Range 1: 10 to 567 GenPept Graphics

Score Expect Method Identities Positives Gaps

470 bits(1210) 4e-158 Compositional matrix adjust. 259/568(46%) 359/568(63%) 20/568(3%)

Gene - associated gene details

Query 91  RKGSDVLVEALEREGVTDVFAYPGGASMEIHQAL---TRSSIIRNVLPRHEQGGVFAAEG 147
+ G+ L++ L + V ++F YPGGA + I+ L  + +I++ L RHEQ  AA+
Sbjct 10  KTGAFALIDMLVKHKVKNIFGYPGGAILPIYDELYHWEKKKL IKHYLVRHEQSAAHAADA 69

Query 148 YARATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVE 207
YARAT  GVC+ATSGPGATNLV+G+A A +DSVPI+AITGQV R IGTDAFQE 1
Sbjct 70  YARATNEVGVCLATSGPGATNLVTGIATAQMDSVPIIAITGQVSRAFIGTDAFQEVDIFG 129

Query 208 VTRSITKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQ-QQLVIPDWDQPM- 265
+T 1 KH+++V D DI +V EAF++++ GRPG VLIDVPKD+ ++ D+D
Sbjct 130 ITLPIVKHSFVVRDPRDISTIVSEAFY ISKHGRPGAVL IDVPKDVGLEEFNYHDYDSIRD 189

Query 266 RLPGYMSRLPKLPNEMLLEQIVRLISESKKPVLYVGGGC--SQSSEELRRFVELTGIPVA 323
P R P+  +E+ +++ ESK+P+LYVGGG  S++ E+ 1PV
Sbjct 190 HKPITKYRPIYGPSIRQIEKFKKMLLESKQPILYVGGGAVMSRAQHEIEELASFIKIPVT 249

Query 324 STLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRA 383
+TLMG G+F  + L L MLGMHGT YAN+AV  DLL+A G RFDDRVTGKL+ FA A
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_51316340
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_51316340
https://www.ncbi.nlm.nih.gov/protein/51316340?report=genbank&log$=protalign&blast_rank=20&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/51316340?report=graph&rid=E930UHE7016[51316340]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:601&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_51316340
https://www.ncbi.nlm.nih.gov/protein/51316340?report=genbank&log$=protalign&blast_rank=20&RID=E930UHE7016&from=5&to=573
https://www.ncbi.nlm.nih.gov/protein/51316340?report=graph&rid=E930UHE7016[51316340]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:601&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_14194843
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_14194843
https://www.ncbi.nlm.nih.gov/protein/14194843?report=genbank&log$=protalign&blast_rank=21&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/14194843?report=graph&rid=E930UHE7016[14194843]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:594&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_14194843
https://www.ncbi.nlm.nih.gov/protein/14194843?report=genbank&log$=protalign&blast_rank=21&RID=E930UHE7016&from=10&to=567
https://www.ncbi.nlm.nih.gov/protein/14194843?report=graph&rid=E930UHE7016[14194843]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:594&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/51316340?report=genbank&log$=protalign&blast_rank=20&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/14194843?report=genbank&log$=protalign&blast_rank=21&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/gene?term=14194843[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=21

NCBI Blast:Protein Sequence (664 letters)

Sbjct 250 TTLMGKGSFNEYNPLYLGMLGMHGTAYANFAVSECDLL IALGARFDDRVTGKLDEFACNA 309

Query 384 KIVHIDIDSAEIGKNKQPHVSICADIKLALQGLNSILESKEGKLKLDFS---AWRQELTV 440
+++H+DID AEIGKN+ P ++1 +DIK+ L+ L S + KEG +D + AW+
Sbjct 310 QVIHVDIDPAEIGKNRIPQLAIISDIKIVLKELLSSM--KEGTNNMDKNQTQAWLHRIHK 367

Query 441 QKVKYPLNFKTFGDAIPPQYAIQULDELTNGSAI ISTGVGQHQVWAAQYYKYRKPRQULT - 500
K +YPL+ +PQ I + ++ A +T VGQHOMWAAQ+ K + + WL+
Shjct 368 WKKEYPLSIPHDSKLLYPQEVINEISQIAQ-KAFFATDVGQHOMWAAQFLKVEQGK-WLS 425

Query 501 SGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKVENLPVKIMLLNNQ 560
S GLG MG+GLPAAIGA + P+++++ 1 GD SF MN+QEL TI L +KI ++NNQ
Shjct 426 SSGLGTMGYGLPAAIGAKIANPNDLIICITGDASFQMNLQELGTIAQYELDIKIFIINNQ 485

Query 561 HLGMVVQWEDRFYKANRAHTYLGNPSNEAEIFPNMLKFAEACGVPAARVTHRDDLRAAIQ 620
GMV QW+ FY AH SN A+ P+ ++ A + G+ RVT  DL++ I+
Shjct 486 WQGMVRQWQQAFYDQRYAH------ SNMAKGQPDFVQLANSYGIRGIRVTTSKDLKSKIE 539

Query 621 KMLDTPGPYLLDVIVPHQEHVLPMIPSG 648
+++ TPGP L+D IV E+ PMI G
Sbjct 540 RIISTPGPLLIDCIVATSENCYPMIAPG 567

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Acetolactate synthase isozyme 1 large subunit; Short=AHAS-I; AltName: Full=Acetohydroxy-acid synthase |
large subunit; Short=ALS-I
Sequence ID: P08142.1 Length: 562 Number of Matches: 1

Related Information
Range 1: 15 to 562 GenPept Graphics
Score Expect Method Identities Positives Gaps

465 bits(1197) 2e-156 Compositional matrix adjust. 247/566(44%) 344/566(60%) 19/566(3%)

Query 93  GSDVLVEALEREGVTDVFAYPGGASMEIHQALTRSSIIRNVLPRHEQGGVFAAEGYARAT 152
G++ +V LE++G+ V  PGG+ + ++ AL++S+ IR++L RHEQG F A+G AR
Sbjct 15  GAEFIVHFLEQQGIKIVTGIPGGSILPVYDALSQSTQIRHILARHEQGAGFIAQGMARTD 74

Query 153 GFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEVTRSI 212
G P VC+A SGPGATNLV+ +ADA LDS+P++ ITGQVP MIGTDAFQE ++ 1
Sbjct 75  GKPAVCMACSGPGATNLVTAIADARLDSIPLICITGQVPASMIGTDAFQEVDTYGISIPI 134

Query 213 TKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQQQLVIPDWDQPMRLPGYMS 272
TKHNYLV ~ +E++P+V+ +AF +A+SGRPGPV 1D+PKD+Q V
Sbjct 135 TKHNYLVRHIEELPQVMSDAFRIAQSGRPGPVWIDIPKDVQTA- VFEIETQPAM———AEK 190

Query 273 RLPKLPNEMLLEQIVRLISESKKPVLYVGGGCSQSSEELRRFVELTGIPVASTLMGLGAF 332
+E + +1+ +K+PVLY+GGG + +R E +P TLM LG
Sbjct 191 AAAPAFSEESIRDAAAMINAAKRPVLYLGGGV INAPARVRELAEKAQLPTTMTLMALGML 250

Query 333 PTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDS 392
P LSL MLGMHG NY + +DLL+ G RFDDR GK E F  AKI+H+DID
Sbjct 251 PKAHPLSLGMLGMHGVRSTNY ILQEADLL IVLGARFDDRAIGKTEQFCPNAKIIHVDIDR 310

Query 393 AEIGKNKQPHVSICADIKLALQBLNS ILESKEGKLKLOFSANRQELTVQKVKYPLNFKTF - 452
AE+GK KQPHV+I AD+ L L ++E++ + W Q + + ++P
Sbjct 311 AELGKIKQPHVAIQADVDDVLAQLIPLVEAQP------ RAEWHQLVADLQREFPCPIPKA 364

Query 453 GDAIPPQYAIQVLDELTNGSAIISTGVGQHQMWAAQYYKYRKPRQWLTSGGLGAMGFGLP 512
D + I+ + +A11+T VGQHQMW AQ Y  +PRQWLTSGGLG MGFGLP
Sbjct 365 CDPLSHYGLINAVAACVDDNAIITTDVGQHQMWTAQAYPLNRPRQWLTSGGLGTMGFGLP 424

Query 513 AAIGAAVGRPDEVVVDIDGDGSFIMNVQELAT IKVENLPVKIMLLNNQHLGMVVQWEDRF 572
AAIGAA+ PD V+  GDGS +MN+QE+AT L VKI+L+NN+ LG+V Q + F
Sbjct 425 AAIGAALANPDRKVLCFSGDGSLMMNIQEMATASENQLDVKIILMNNEALGLVHQQQSLF 484

Query 573  YKANR-AHTYLGNPSNEAEIFPNMLKFAEACGVPAARVTHRDDLRAAIQKMLDTPGPYLL 631
Y+  ATYG N ++ A G+  + + D +A++Q++++ PGP L+
Sbjct 485 YEQGVFAATYPGK-------- INFMQIAAGFGLETCDLNNEADPQASLQEI INRPGPALI 536

Query 632 DVIVPHQEHVLPMIPSGGAFKDVITE 657
V + +E V PM+P G A +++ E
Sbjct 537 HVRIDAEEKVYPMVPPGAANTEMVGE 562

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Probable acetolactate synthase large subunit; Short=AHAS; AltName: Full=Acetohydroxy-acid synthase
large subunit; Short=ALS
Sequence ID: Q57725.1 Length: 591 Number of Matches: 1

Related Information

Range 1: 2 to 562 GenPept Graphics

— = - associated gene details
Score Expect Method Identities Positives Gaps Gene 9

466 bits(1199) 3e-156 Compositional matrix adjust. 257/577(45%) 366/577(63%) 29/577(5%)

Query 92 KGSDVLVEALEREGVTDVFAYPGGASME IHQALTRSS I IRNVLPRHEQGGVFAAEGYARA 151
KG++ +++ALE EGV +F YPGGA + + AL S ++ ++L RHEQ AA+G+ARA
Sbjct 2 KGAEA T IKALEAEGVKI IFGYPGGAMLPFYDALYDSDLV-HILTRHEQAAAHAADGFARA 60

Query 152 TGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEVTRS 211
+G  GVC++TSGPGATNLV+G+A A DS P++A+TGQVP ++IG DAFQE  + +
Sbjct 61 SGEAGVCVSTSGPGATNLVTGIATAYADSSPVIALTGQVPTKL IGNDAFQEIDALGLFMP 120

Query 212 1TKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQQ-QLVIPDWDQPMR--LP 268

NCBI Blast_Protein Sequence (664 letters) ALS.html[5/04/2017 4:24:37 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_124373
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_124373
https://www.ncbi.nlm.nih.gov/protein/124373?report=genbank&log$=protalign&blast_rank=22&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/124373?report=graph&rid=E930UHE7016[124373]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:589&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_124373
https://www.ncbi.nlm.nih.gov/protein/124373?report=genbank&log$=protalign&blast_rank=22&RID=E930UHE7016&from=15&to=562
https://www.ncbi.nlm.nih.gov/protein/124373?report=graph&rid=E930UHE7016[124373]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:589&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_2501331
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_2501331
https://www.ncbi.nlm.nih.gov/protein/2501331?report=genbank&log$=protalign&blast_rank=23&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/2501331?report=graph&rid=E930UHE7016[2501331]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:590&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_2501331
https://www.ncbi.nlm.nih.gov/protein/2501331?report=genbank&log$=protalign&blast_rank=23&RID=E930UHE7016&from=2&to=562
https://www.ncbi.nlm.nih.gov/protein/2501331?report=graph&rid=E930UHE7016[2501331]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:590&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/124373?report=genbank&log$=protalign&blast_rank=22&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/2501331?report=genbank&log$=protalign&blast_rank=23&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/gene?term=2501331[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=23

NCBI Blast:Protein Sequence (664 letters)

ITKHN+ + E+IP_ R AF +A +GRPGPV ID+PKD+Q ++ I + P + LP
Sbjct 121  ITKHNFQIKKPEEIPETFRAAFEIATTGRPGPVHIDLPKDVQDGE IDIEKYPIPAKVDLP 180

Query 269 GYMSRLPKLPNEMLLEQIVRLISESKKPVLYVGGGC--SQSSEELRRFVELTGIPVASTL 326
GY + P+ +++ +LI+ES++PV+ GGG S +SEEL R E 1PV +TL
Sbjct 181 GYKPKTVGHP--LQIKKAAKLIAESERPVILAGGGV I ISGASEELLRLAEFVKIPVCTTL 238

Query 327 MGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIV 386
MG G FP L+L M+GMHGT ANYAV ~ D+L+A G RF DRVTG + FA AKI+
Sbjct 239 MGKGCFPEDHPLALGMVGMHGTKAANYAVTECDVLIAIGCRFSDRVTGDIRYFAPEAKIT 298

Query 387 HIDIDSAEIGKNKQPHVSICADIKLALQGLNSILESKEGKLKLDFSAWRQEL-TVQKVKY 445
HIDID AEIGKN + + 1 DK L+ L +L + EK D W+ + ++K+
Sbjct 299 HIDIDPAEIGKNVRADIPIVGDAKNVLRDLLAALIALEIK---DKETWLERIYELKKLSI 355

Query 446 PLNFKTFGDA-IPPQYAIQVLDELTN----—- GSAI ISTGVGQHQMWAAQYYKYRKPRQW 498
P+ FD IPQ ++LE+N + 11+T VGQ+QMW A ++K + PR +
Sbjct 356 PM--MDFDDKPIKPQRFVKDLMEVLNE IDSKLKNT I I TTDVGQNQMWMAHFFKTKMPRSF 413

Query 499 LTSGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKVENLPVKIMLLN 558
L SGGLG MGFG PAAIGA V +P  V+ I GDG F+MN QELATI ++PV 1 + +
Sbjct 414 LASGGLGTMGFGFPAAIGAKVAKPYANVISITGDGGFLMNSQELATISEYDIPVVICIFD 473

Query 559 NQHLGMVVQWEDRFYKANRAHTYLGNPSNEAE IFPNMLKFAEACGVPAARVTHRDDLRAA 618
N+ LGMV QW++ +Y ++ +LG P+ +K AE+ GV A R+ D+++
Sbjct 474 NRTLGMVYQWQNLYYGQRQSEVHLGES------- PDFVKLAESYGVKADRI ISPDEIKEK 526

Query 619 1QKMLDTPGPYLLDVIVPHQEHVLPMIPSGGAFKDVI 655
+++ + + PYLLD+++ E LPM+P GG  +++
Sbjct 527 LKEAILSNEPYLLDIVIDPAE-ALPMVPPGGRLTNIV 562

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Acetolactate synthase, mitochondrial; AltName: Full=AHAS; AltName: Full=ALS; AltName:
Full=Acetohydroxy-acid synthase; Flags: Precursor

Sequence ID: P36620.2 Length: 669 Number of Matches: 1
Related Information

Range 1: 87 to 663 GenPept Graphics . .
Gene - associated gene details

Score Expect Method Identities Positives Gaps

467 bits(1202) 1e-155 Compositional matrix adjust. 249/588(42%) 357/588(60%) 34/588(5%)

Query 91 RKGSDVLVEALEREGVTDVFAYPGGASME IHQALTRSS I IRNVLPRHEQGGVFAAEGYAR 150
+G++ +++ V VF YPGGA + + A+ RS +LPRHEQ AA+ Y+R
Shjct 87 KTGGE I FHDMMLKHNVKHVFGYPGGA I LPVFDAIYRSPHFEF I LPRHEQAAGHAAQAYSR 146

Query 151 ATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEVTR 210
T PGV + TSGPGATN+++ +ADAL D P+V +GQV IG+DAFQE +V ++R
Shjct 147 VTKKPGVVLVTSGPGATNVITPIADALADGTPLVVFSGQVATSAIGSDAFQEADMVGISR 206

Query 211 SITKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQQQLVIPDWDQPMRLPGY 270
S TK N +V DV D+PR + EAF +A SGRPGPVL+D+PKD+ ++ +P
Shjct 207 SCTKWNVMVKDVADLPRRIDEAFEIATSGRPGPVLVDLPKDVTASVLKEPIPILSSVPSM 266

Query 271 MSRLPKLPNE------ MLLEQIVRL I SESKKPVLYVGGGCSQSSEE---LRRFVELTGIP 321
R+ ++ E ++++ L+ +KKPV#+ GG +E LR+FE IP
Shjct 267 NRRMKEVLEEGSKNVTAK IDRVANLLKLAKKPYIFCGHGVLANPECPTLLRKFSERLQIP 326

Query 322 VASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFAS 381
V ++L+GLGA +LSL MLGMHG+ YAN A+ +DL+LA GVRFDDRVTG + FA
Shjct 327 VTTSLLGLGAVDERSDLSLHMLGMHGSGYANMAMQEADL ILALGVRFDDRVTGNVSLFAP 386

Query 382 RAK--------—- IVHIDIDSAE IGKNKQPHVSICAD IKLALQGLNS ILESKEGKLKLDFS 432
+A+ 1+H DI IGK QP +1 D+ +L+ L+S ++ + + D
Sbjct 387 QARLAAAEERGGI IHFDISPKNIGKVVQPTEAIEGDVYESLKLLDSATKNIKIPSRFD-- 444

Query 433 AWRQELTVQKVKYPLNFKTF--GDAIPPQYAIQVLDELTN---GSAI ISTGVGQHQMWAA 487
W ++ K ++P F G+ + PQ 1Q LD+ T+ 1+TGVG  HOMWAA
Shjct 445 -WLSQIQTWKERFPFTFTRSAPGELVKPQEV IQELDKQTSDIKDKVTITTGVGAHQMWAA 503

Query 488 QYYKYRKPRQWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKV 547
+Y++ KP +TSGGLG MGFGLPAAIGA+V P ++V+DIDGD SF M ELAT++
Shjct 504 TFYRWTKPSSLVTSGGLGTMGFGLPAAIGASVAAPKDIVIDIDGDASFSMTGMELATVRQ 563

Query 548 ENLPVKIMLLNNQHLGMVVQWEDRFYKANRAHTYLGNPSNEAEIFPNMLKFAEACGVPAA 607
++PVKI++LNN+ GMV QW++ FY+ +HT+ N PN +K A+A G+ A
Sbjct 564 FDIPVKILILNNEEQGMVTQWQNLFYEKRYSHTHQKN--==——=-~ PNFVKLADAMGIKAL 615

Query 608 RVTHRDDLRAAIQKMLDTPGPYLLDVIVPHQEHVLPMIPSGGAFKDVI 655
RV R+DL +++ L T GP L++V+V +EHV P +P G A |
Sbjct 616 RVEKREDLAKKMKEFLSTKGPVLMEVLVAQKEHVYPFVPGGKALHQFI 663

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Acetolactate synthase large subunit; Short=AHAS; AltName: Full=Acetohydroxy-acid synthase large
subunit; Short=ALS

Sequence ID: P45261.1 Length: 573 Number of Matches: 1
Related Information

Range 1: 6 to 564 GenPept Graphics

Score Expect Method Identities Positives Gaps

456 bits(1172) 2e-152 Compositional matrix adjust. 233/570(41%) 346/570(60%) 18/570(3%)

Gene - associated gene details

NCBI Blast_Protein Sequence (664 letters) ALS.html[5/04/2017 4:24:37 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13124747
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13124747
https://www.ncbi.nlm.nih.gov/protein/13124747?report=genbank&log$=protalign&blast_rank=24&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/13124747?report=graph&rid=E930UHE7016[13124747]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=59:691&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_13124747
https://www.ncbi.nlm.nih.gov/protein/13124747?report=genbank&log$=protalign&blast_rank=24&RID=E930UHE7016&from=87&to=663
https://www.ncbi.nlm.nih.gov/protein/13124747?report=graph&rid=E930UHE7016[13124747]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=59:691&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1170548
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1170548
https://www.ncbi.nlm.nih.gov/protein/1170548?report=genbank&log$=protalign&blast_rank=25&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/1170548?report=graph&rid=E930UHE7016[1170548]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:591&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_1170548
https://www.ncbi.nlm.nih.gov/protein/1170548?report=genbank&log$=protalign&blast_rank=25&RID=E930UHE7016&from=6&to=564
https://www.ncbi.nlm.nih.gov/protein/1170548?report=graph&rid=E930UHE7016[1170548]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:591&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/13124747?report=genbank&log$=protalign&blast_rank=24&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/1170548?report=genbank&log$=protalign&blast_rank=25&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/gene?term=13124747[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=24
https://www.ncbi.nlm.nih.gov/gene?term=1170548[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=25

NCBI Blast:Protein Sequence (664 letters)

Query 93  GSDVLVEALEREGVTDVFAYPGGASMEIHQALTRSSIIRNVLPRHEQGGVFAAEGYARAT 152
G++++V++L  EGV  VF YPGGA ++1+ A+ I ++L RHEQ V A+GYAR+T
Sbjct 6 GAEMVVQSLRDEGVEYVFGYPGGAVLDI'YDAIHTLGGIEHILVRHEQAAVHMADGYARST = 65

Query 153 GFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEVTRSI 212
G G + TSGPGATN ++G+ A DSVP+V 1+GQV  +IG+DAFQE ++ ++R +
Sbjct 66  GKVGCVLVTSGPGATNAITGILTAYTDSVPMVIISGQVMSNL IGSDAFQECDMLGISRPV 125

Query 213 TKHNYLVMDVEDIPRVVREAFFLARSGRPGPVL IDVPKDIQQQLY IPDWDQPMRLPGYMS 272
KH+++V  EDIP _+++AF++A +GRPGPV++D+PKD V P+t PP Y+
Shjct 126 VKHSFIVKKAEDIPSTLKKAFYIASTGRPGPVVVDIPKDT----VNPNFKYPYEYPEYVE 181

Query 273 RLPKLP----NEMLLEQIVRLISESKKPVLYVGGGC--SQSSEELRRFVELTGIPVASTL 326
P ++  +++ ++ + +KKP+L+VGGG ++ SE+L +F + +PV S+L
Sbjct 182 LRSYNPTVNGHKGQIKKALKALLVAKKPILFVGGGAITAECSEQLIQFAQRLNLPVTSSL 241

Query 327 MGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIV 386
MGLGA+P+ D+ L MLGMHGT+ AN A+ SDL+L GVRFDDR T LE + AK++
Sbjct 242 MGLGAYPSTDKQFLGMLGMHGTLEANTAMHESDLILGIGVRFDDRTTNNLEKYCPNAKVI 301

Query 387 HIDIDSAEIGKNKQPHVSICADIKLALQGLNS ILESKEGKLKLDFSAWRQELTVQKVKYP 446
HIDID I KN + 1 + K L+ +L + K+ D +W QE+ K K
Sbjct 302 HIDIDPTSISKNVPVAIPIVGNAKNVLEEFLGLLNEEGLKSQTDLESWWQE INQWKAKKC 361

Query 447 LNFKTFGDAIPPQYAIQVLDELTNGSAI ISTGVGQHQMWAAQYYKYRKPRQWLTSGGLGA 506
LF 1 PQ ++ + LT G A +++ VGOHQM+AA +Y + +PR W+ SGG G
Shjct 362 LEFDRTSGVIKPQQVVEAVYRLTKGQAYVASDVGQHOMFAALHYPFDEPRHWINSGGAGT 421

Query 507 MGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKVENLPVKIMLLNNQHLGMVV 566
MGFG PAA+G + P+ VV + GDGS MN+QEL+T +PV I+ LNN LGMV
Sbjct 422 MGFGFPAALGVKLAHPEGTVVCVTGDGSIQMNIQELSTATQYGIPVVIICLNNHFLGMVK 481

Query 567 QWEDRFYKANRAHTYLGNPSNEAEIFPNMLKFAEACGVPAARVTHRDDLRAAIQKMLDTP 626
Qw+D Y + TY+ + P+ K AE+ G ++ D+l + +Q+
Sbjct 482 QWQDLIYSGRHSQTYMNS------- LPDFAKLAESYGHVGIKIATPDELESKLQEAFSIK 534

Query 627 GPYL-LDVIVPHQEHVLPMIPSGGAFKDVI 655
+ +D+ V. EHV PM  GGA ++I
Sbjct 535 NKLVFVDINVDESEHVYPMQIRGGAMNEMI 564

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Acetolactate synthase large subunit; Short=AHAS; AltName: Full=Acetohydroxy-acid synthase large
subunit; Short=ALS

Sequence ID: QIRQ65.1 Length: 574 Number of Matches: 1
Related Information
Range 1: 2 to 573 GenPept Graphics

Score Expect Method Identities Positives Gaps

451 bits(1160) 9e-151 Compositional matrix adjust. 236/582(41%) 344/582(59%) 19/582(3%)

Query 89  EPRKGSDVLVEALEREGVTDVFAYPGGASMEIHQALTRSSIIRNVLPRHEQGGVFAAEGY 148
E GS++++++L  +G+ +F YPGGA ++I1+ +L + I+++L RHEQG A+GY
Shjct 2 EMLSGSEMI 1QSLIDQGIKY IFGYPGGAVLDIYDSLKSTKKIKHILVRHEQGATHMADGY 61

Query 149 ARATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEV 208
ARATG GV + TSGPGATN ++G+A A +DS+PIV 1+GQV  +1G DAFQE ++ +
Sbjct 62  ARATGKIGVVLVTSGPGATNSITGIATAYMDSIPIVVISGQVSSSLIGYDAFQECDMIGI 121

Query 209 TRSITKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQQQLVIPDWDQPMRLP 268
+R 1 KH++LV  EDIP  ++AF+LA SGRPGP++1D+PKDI +
Sbjct 122 SRPIVKHSFLVKKTEDIPITFKKAFWLASSGRPGPIVIDLPKDILNSYNKKPYIWPIEVN 181

Query 269 GYMSRLPKLPNEMLLEQIVRLISESKKPVLYVGGGC--SQSSEELRRFVELTGIPVASTL 326
+ +++ + ++ SK+PV+Y GGG + EL+ E 1PV ++L
Shjct 182 IRSYNPITKGHSRQIKKAIDILKLSKQPVIYAGGGY ISANCHNELKELAEKLNIPVTTSL 241

Query 327 MGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIV 386
M LGAFP +L MLGMHGT AN A+ +D++LA GVRFDDR T ++ + A I+
Sbjct 242 MALGAFPGNHPQNLQMLGMHGTYEANMAMHYADVILAIGVRFDDRTTNNVKKYCPNATIT 301

Query 387 HIDIDSAEIGKNKQPHVSICADIKLALQG————LNSILESKEGKLKLDFSAWRQELTVQK 442
HIDID I K H+ 1 + K LQ +NS + KE
Sbjct 302 HIDIDPTSISKTITAHIPIVGNAKNVLQQILVFINSNMFVKEFYC———LKKWWIKIQSWK 358

Query 443 VKYPLNFKTFGDAIPPQYAIQVLDELTNGSAI ISTGVGQHQMWAAQYYKYRKPRQWLTSG 502
K LNFT DI PQ I+ + +LT G A I++ VGQHQM+AA YY ++KPR+W+ SG
Shjct 359 NKNSLNFDTNSDNIKPQSV IKT IWKLTKGKAF I TSDVGQHQMFAALYYSFQKPRRWINSG 418

Query 503 GLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKVENLPVKIMLLNNQHL 562
GLG MGFGLPAA+G + P+E V+ + GDGS MN+QEL+T LP+ 1+ LNN+ L
Shjct 419 GLGTMGFGLPAALGVKLAFPNETVICVTGDGSIQMNIQELSTAMQYELPILILNLNNKSL 478

Query 563 GMVVQWEDRFYKANRAHTYLGNPSNEAE IFPNMLKFAEACGVPAARVTHRDDLRAAIQ-- 620
GMV QW+D Y +H+Y+ + PN +K AE+ G + +L +Q
Shjct 479 GMVKQWQDIIYSGRHSHSYMKS------- LPNFIKLAESYGHSGISINTPKELEKKLQLA 531

Query 621 -KMLDTPGPYLLDVIVPHQEHVLPMIPSGGAFKDVITEGDGR 661
+ L +D+ +  EHV PM G +++ 4G+
Sbjct 532 LEKLQNGHLVFVDIKIDASEHVYPMQIRDGGMNNMLLRKNGQ 573

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Acetolactate synthase large subunit; Short=AHAS; AltName: Full=Acetohydroxy-acid synthase large
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_25453056
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_25453056
https://www.ncbi.nlm.nih.gov/protein/25453056?report=genbank&log$=protalign&blast_rank=26&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/25453056?report=graph&rid=E930UHE7016[25453056]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:601&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_25453056
https://www.ncbi.nlm.nih.gov/protein/25453056?report=genbank&log$=protalign&blast_rank=26&RID=E930UHE7016&from=2&to=573
https://www.ncbi.nlm.nih.gov/protein/25453056?report=graph&rid=E930UHE7016[25453056]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:601&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_19862306
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_19862306
https://www.ncbi.nlm.nih.gov/protein/19862306?report=genbank&log$=protalign&blast_rank=27&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/19862306?report=graph&rid=E930UHE7016[19862306]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:581&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_19862306
https://www.ncbi.nlm.nih.gov/protein/25453056?report=genbank&log$=protalign&blast_rank=26&RID=E930UHE7016

NCBI Blast:Protein Sequence (664 letters)

subunit; Short=ALS
Sequence ID: Q02137.2 Length: 575 Number of Matches: 1

Related Information
Range 1: 1 to 554 GenPept Graphics
Score Expect Method Identities Positives Gaps

450 bits(1158) 2e-150 Compositional matrix adjust. 251/573(44%) 347/573(60%) 25/573(4%)

Query 82  VSRFAPDEPRKGSDVLVEALEREGVTDVFAYPGGASMEIHQALTRSSIIRNVLPRHEQGG 141
+ +  +4P  GS ++++ L+ GV +F YPGGA + ++ A+ 1+++L RHEQG
Sbjct 1 MKKIKLEKPTSGSQLVLQTLKELGVEI IFGYPGGAMLPLYDAIHNFEGIQHILARHEQGA 60

Query 142 VFAAEGYARATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQ 201
AEGYA+++G GV + TSGPGATN V+G+ADA LDSVP++ TGQV 1G DAFQ
Sbjct 61  THEAEGYAKSSGKVGVVVVTSGPGATNAVTGIADAYLDSVPLLVFTGQVGPLSIGKDAFQ 120

Query 202 ETPIVEVTRSITKHNYLVMDVED IPRVVREAFFLARSGRPGPVLIDVPKDIQQQLVIPDW 261
E V +T ITK+NY + + DIPR+V EA++LAR+GRPGPV 1D+PKD+ Y
Sbjct 121 EADTVGITAPITKYNYQIRETADIPRIVTEAYYLARTGRPGPVEIDLPKDVSTLEVTEIN 180

Query 262 DQPMRLPGYMSRLPKLPNEMLLEQIVRLISESKKPVLYVGGGC--SQSSEELRRFVELTG 319
D +LPY K +E L E+ L S SKKPV+ GGG S S+ R FVE
Sbjct 181 DPSLNLPHYHES-EKATDEQLQELLTEL-SVSKKPVIIAGGGINYSGSVDIFRAFVEKYQ 238

Query 320 IPVASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAF 379
IPV STL+GLG P EL L M GMHG+ AN A+ +D ++ G RFDDRV
Sbjct 239 IPVVSTLLGLGTLPISHELQLGMAGMHGSYAANMALVEADY I INLGSRFDDRVVSNPAKYV 298

Query 380 ASRAKIVHIDIDSAEIGKNKQPHVSICADIKLALQGLNS ILESKEGKLKLDFSAWRQELT 439
A A + HIDID+AE+GK + + I +D+K AL L + K++ DF+ W + +T
Sbjct 299 AKNAVVAHIDIDAAELGKIVKTDIPILSDLKAALSRLLQL----- NKVRTDFNDWIKTVT 353

Query 440 VQKVKYPLNFKTFGDAIPPQYAIQVLDELTNGSAI ISTGVGQHQMWAAQYYKYRKPRQWL 499
KKP ++ 1 PQ I+++ E T G AIl T VGQHQMW AQYY Y+ RQ +
Shjct 354 KNKEKAPFTYEPQNHDIRPQET IKLIGEYTQGDAI IVTDVGQHOMWVAQYYPYKNARQLI 413

Query 500 TSGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKVENLPVKIMLLNN 559
TSGG+G MGFG+PAAIGA + +P++ V+ GDG F M QELA + + +K++L+NN
Sbjct 414 TSGGMGTMGFGIPAAIGAKLAQPNKNVIVFVGDGGFQMTNQELALLNGYGIAIKVVLINN 473

Query 560 QHLGMVVQWEDRFYKANRAHTYLGNPSNEAEIFPNMLKFAEACGVPAARV----THRDDL 615
LGMV QW++ FY+ R+ + ++ PN AEA G+  ++ T DDL
Sbjct 474 HSLGMVRQWQESFYEERRSQSVF------- DVEPNFQLLAEAYGIKHVKLDNPKTLADDL 526

Query 616 RAAIQKMLDTPGPYLLDVIVPHQEHVLPMIPSG 648
K++ P L++V++ EHVLPMIP+G

Sbjct 527 ----—- KIITEDEPMLIEVLISKSEHVLPMIPAG 554
Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Acetolactate synthase; AltName: Full=ALS; AltName: Full=Acetohydroxy-acid synthase
Sequence ID: P27868.1 Length: 579 Number of Matches: 1

Related Information
Range 1: 13 to 575 GenPept Graphics

Score Expect Method Identities Positives Gaps

446 bits(1146) 2e-148 Compositional matrix adjust. 260/573(45%) 338/573(58%) 20/573(3%)

Query 93  GSDVLVEALEREGVTDVFAYPGGASME IHQALTRSSI---IRNVLPRHEQGGVFAAEGYA 149
G+ L+++L R GV +F YPGG+++ I+ + R+ 1++ L RHEQG  AA+GYA
Sbjct 13  GAFALIDSLRRHGVQHIFGYPGGSNLP IYDE I'YRAEQAGE IKHYLVRHEQGAAHAADGYA 72

Query 150 RATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEVT 209
R+TG GVC+ATSGPGATNLV+GLA A LDSVP++AITGQVPR +GTDAFQE 1 +T
Sbjct 73  RSTGKVGVCLATSGPGATNLVTGLATAYLDSVPVLAITGQVPRSALGTDAFQEIDIFGIT 132

Query 210 RSITKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQQQLV--IPDWDQPMRL 267
I KH+YLV + ++PR+V EAF LA SGRPGPVLID+PKD+ + 1P +R
Sbjct 133 LPIVKHSYLVREPSELPRIVVEAFHLAMSGRPGPVL IDIPKDVGNAQIDYIPVEPGSVRR 192

Query 268 PGYMSRLPKLPNEMLLEQIVRLISESKKPVLYVGGGC--SQSSEELRRFVELTGIPVAST 325
GY R + N + Q ++LISE+ KP+LYVGGG + + E+ E IPV ST
Sbjct 193 VGY--RPTERGNPRQINQALQL ISEATKPLLYVGGGAIMAGAHAEIAELSERFQIPVTST 250

Query 326 LMGLGAFPTGDELSL---SMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASR 382
LMG G F LSL MLGMHGT YAN+AV D ++A GVRFDDRV G + FA
Sbjct 251 LMGKGRFDENHPLSLGIVGMLGMHGTAYANFAVMELDFVIAVGVRFDDRVAGTGDQFAHS 310

Query 383 AKIVHIDIDSAEIGKNKQPHVSICADIKLALQGLNSILESKEGKLKLDFSAWRQELTVQK 442
AK++HIDID AE+GKN+ VI D++ L + E KL + +L +
Sbjct 311 AKVIHIDIDPAEVGKNRSTDVPI1VGDVRQVLGDMLQRTYHWERKLSRNKPRNGTDLNQLR 370

Query 443 VKYPLNFKTFGDAIPPQYAIQVLDELTNGSAI ISTGVGQHQMWAAQYYKYRKPRQWLTSG 502
PL DI PQ L A +T VGOHQMWA Q+ +  PRHW+TSG
Shjct 371 EPIPLTVPHPEDGISPQDGDWELSHQCP-DAFYTTDVGQHQMWAGQFVQ-NGPRRWMTSG 428

Query 503 GLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKVENLPVKIMLLNNQHL 562
GLG MG+GLPAA+G V P + V I GDGSF MN+QEL TI + VK+++LNN L
Sbjct 429 GLGTMGYGLPAAVGVKVAHPHDTVTCISGDGSFQMNMQELGT IAQYGIGVKVIILNNGWL 488

Query 563 GMVVQWEDRFYKANRAHTYLGNPSNEAE IFPNMLKFAEACGVPAARVTHRDDLRAAIQKM 622
GMV QW+ FY TL+ + P + A+ G+ A V R + + K
Shjct 489 GMVRQWQHMFYNDRYEATNLEDGT------ PEFARLADVYGLEAMNVRQRKIYQRRLPKA 542

Query 623 LDTPGPYLLDVIVPHQEHVLPMIPSGGAFKDVI 655
L GP +LDV V E PM+ G D++
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https://www.ncbi.nlm.nih.gov/protein/19862306?report=genbank&log$=protalign&blast_rank=27&RID=E930UHE7016&from=1&to=554
https://www.ncbi.nlm.nih.gov/protein/19862306?report=graph&rid=E930UHE7016[19862306]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:581&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_124375
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_124375
https://www.ncbi.nlm.nih.gov/protein/124375?report=genbank&log$=protalign&blast_rank=28&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/124375?report=graph&rid=E930UHE7016[124375]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:603&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_124375
https://www.ncbi.nlm.nih.gov/protein/124375?report=genbank&log$=protalign&blast_rank=28&RID=E930UHE7016&from=13&to=575
https://www.ncbi.nlm.nih.gov/protein/124375?report=graph&rid=E930UHE7016[124375]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:603&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/19862306?report=genbank&log$=protalign&blast_rank=27&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/124375?report=genbank&log$=protalign&blast_rank=28&RID=E930UHE7016

NCBI Blast:Protein Sequence (664 letters)

Sbjct 543 LSHKGPMILDVRVTRDEDCYPMVAPGHDNSDMM 575

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Acetolactate synthase large subunit; Short=AHAS; AltName: Full=Acetohydroxy-acid synthase large
subunit; Short=ALS

Sequence ID: 085293.1 Length: 571 Number of Matches: 1
Related Information
Range 1: 2 to 563 GenPept Graphics

Score Expect Method Identities Positives Gaps

445 bits(1145) 2e-148 Compositional matrix adjust. 233/573(41%) 345/573(60%) 18/573(3%)

Query 89  EPRKGSDVLVEALEREGVTDVFAYPGGASME IHQALTRSSIIRNVLPRHEQGGVFAAEGY 148
E  Gt++++ +L  +G+ +F YPGGA ++l+ AL + ++L RHEQ A+GY
Shjct 2 EILSGAEMVIRSLINQGIQHIFGYPGGAVLD I'YDALKTVGGVEHILVRHEQAATHMADGY 61

Query 149 ARATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEV 208
AR+TG GV + TSGPGATN ++G+A A +DS+P+V 1+GQV  +I1G DAFQE ++ +
Sbjct 62  ARSTGKIGVVLVTSGPGATNAITGIATAYMDS IPMVVISGQVASSLIGYDAFQECDMIGI 121

Query 209 TRSITKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQQQLVIPD--WDQPMR 266
+R 1 KH++LV ~ EDIP + ++AF+LA +GRPGPV+ID+PKDI ++ + W+ +
Sbjct 122 SRPIVKHSFLVKRTEDIPI IFKKAFWLASTGRPGPVVIDLPKDILKKTNKYNFIWPKNIH 181

Query 267 LPGYMSRLPKLPNEMLLEQIVRLISESKKPVLYVGGGC--SQSSEELRRFVELTGIPVAS 324
+ Y + +++ +R++ ++KKP++Y GGG S SSEELR F E PV +
Sbjct 182 IRSYNPTTKGHQGQ--IKKALRILLKAKKPITYAGGGI ISSNSSEELRIFAEKINCPVTT 239

Query 325 TLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAK 384
+LMGLGAFP S+SMLGMHGT AN A+ SD++ A GVRFDDR T L+ + A
Sbjct 240 SLMGLGAFPGNHIQSISMLGMHGTYEANMAMHYSDV IFAIGVRFDDRTTNNLKKYCPNAT 299

Query 385 1VHIDIDSAEIGKNKQPHVSICADIKLALQGLNSILESKEGKLKLDFSAWRQELTVQKVK 444
1+H+DID I K + 1 DK L+ + +++ KE ++ W +K+K
Sbjct 300 [ILHVDIDPTSISKTVSADIPIVGDAKQVLKEMIEL IK-KEKQIHSLKEWWSSIGKWKKIK 358

Query 445 YPLNFKTFGDAIPPQYAIQVLDELTNGSAIISTGVGQHQMWAAQYYKYRKPRQWLTSGGL 504
L+ + 1 PQ 1Q L +LT G++ I++ VGQHQM+ A YY++ KPR+W+ SGGL
Sbjct 359 -SLEYNKKSNKIKPQKIIQTLFKLTKGTSY ITSDVGQHQMFTALYYQFNKPRRWINSGGL 417

Query 505 GAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKVENLPVKIMLLNNQHLGM 564
G MGFGLPAA+G + P V+ + GDGS MN+QEL+T + NL V I+ LNN LGM
Sbjct 418 GTMGFGLPAALGVKLALPKATVICVTGDGSIQMNIQELSTARQYNLAVLILNLNNSSLGM 477

Query 565 VVQWEDRFYKANRAHTYLGNPSNEAE I FPNMLKFAEACGVPAARVTHRDDLRAAI---QK 621
V QWD Y +HHY+ + P+ +K E+ G +V ++L  + K
Shjct 478 VKQWQDMIYSGRHSHSYMDS-—------ LPDFVKLVESYGHIGLKVKTNEELEEKLILALK 530

Query 622 MLDTPGPYLLDVIVPHQEHVLPMIPSGGAFKDV 654
L LD+ + EHV PM GG ++
Sbjct 531 KLSEGNLVFLDIQIDDSEHVYPMQIQGGGMNEM 563

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Acetolactate synthase, mitochondrial; AltName: Full=AHAS; AltName: Full=ALS; AltName:
Full=Acetohydroxy-acid synthase; Flags: Precursor
Sequence ID: Q5KPJ5.1 Length: 718 Number of Matches: 1

Related Information

Range 1: 128 to 706 GenPept Graphics

- - -associated gene details
Score Expect Method Identities Positives Gaps Gene 9

450 bits(1157) 3e-148 Compositional matrix adjust. 246/594(41%) 346/594(58%) 48/594(8%)

Query 93  GSDVLVEALEREGVTDVFAYPGGASMEIHQALTRSSIIRNVLPRHEQGGVFAAEGYARAT 152
G + E+R V VF YPGGA + + A+ S VLPRHEQG AEGYAR +
Sbjct 128 GGQIFQEMMLRHDVKQVFGYPGGAILPVFDAIYNSPHFDFVLPRHEQGAGHMAEGYARVS 187

Query 153 GFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEVTRSI 212
G PGV + TSGPGATN+++ + DAL D VP+V  GQV  +IG+DAFQE +V ++RS
Sbjct 188 GKPGVVLVTSGPGATNVITPMQDALSDGVPMVVFCGQVATNL IGSDAFQEADVVGISRSC 247

Query 213 TKHNYLVMDVEDIPRVVREAFFLARSGRPGPVL IDVPKDIQQQLY IPDWDQPMRLPGYMS 272
TK N +V D+ ++PR + EAF +A +GRPGPVL+D+PKD+  ++ PG+
Shjct 248 TKWNVMVKDIAELPRRINEAFKIATTGRPGPVLVDLPKDVTAAILRTPIPAKSAQPGHSP 307

Query 273 RLPKLP--———————————- NEMLLEQIVRLISESKKPVLYVGGGCSQSSEELRRFVELTG 319
LP P + L+ + 4+1+++K+P+++ G G SE + EL+
Sbjct 308 YLPSNPLNPSSQPSDPLPGDADL ITEAAQMINKAKRP I IFAGNGVLSSPEGPKLLKELSD 367

Query 320 ---IPVASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKL 376
IPV +TL GLGAF DE SL M+GMHG+ YAN+A+ +D+L+A GVRFDDRVTGK+
Sbjct 368 KGRIPVTTTLQGLGAFDERDEKSLHMIGMHGSAYANFAMQEADVLIALGVRFDDRVTGKY 427

Query 377 EAFA--------—- SRAKTVHIDIDSAE IGKNKQPHVS ICAD IKLALQGLNSILESKEGKL 427
+ FA R I+H +1 I K + ++ D+ +L L +E+
Sbjct 428 DTFAPAAKAAAAEGRGG I IHFEIQPKNINKIVEAQIPVLGDVVASLAELVPQIEA----- 482

Query 428 KLDFSAWRQELTVQKVKYPLNF--KTFGDAIPPQYAIQVLDE----LTNGSAIISTGVGQ 481
+D SAW K +YP + G + PQ +Q LD L 11STGVGQ
Sbjct 483 -VDRSAWIGRCKATKERYPFTYTPSQEGQKLKPQEVVQELDRQAEALGKEKFIISTGVGQ 541

Query 482 HQMWAAQYYKYRKPRQWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQE 541
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_4033415
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_4033415
https://www.ncbi.nlm.nih.gov/protein/4033415?report=genbank&log$=protalign&blast_rank=29&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/4033415?report=graph&rid=E930UHE7016[4033415]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:591&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_4033415
https://www.ncbi.nlm.nih.gov/protein/4033415?report=genbank&log$=protalign&blast_rank=29&RID=E930UHE7016&from=2&to=563
https://www.ncbi.nlm.nih.gov/protein/4033415?report=graph&rid=E930UHE7016[4033415]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:591&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_68052055
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_68052055
https://www.ncbi.nlm.nih.gov/protein/68052055?report=genbank&log$=protalign&blast_rank=30&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/68052055?report=graph&rid=E930UHE7016[68052055]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=100:734&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_68052055
https://www.ncbi.nlm.nih.gov/protein/68052055?report=genbank&log$=protalign&blast_rank=30&RID=E930UHE7016&from=128&to=706
https://www.ncbi.nlm.nih.gov/protein/68052055?report=graph&rid=E930UHE7016[68052055]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=100:734&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/4033415?report=genbank&log$=protalign&blast_rank=29&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/68052055?report=genbank&log$=protalign&blast_rank=30&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/gene?term=68052055[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=30

NCBI Blast:Protein Sequence (664 letters)

HQMWA QYY++ +PR W++SGGLG MGFGLP+AIGA V  P++ V+DIDGD SF M E
Sbjct 542 HQMWACQYYRWTEPRSWVSSGGLGTMGFGLPSAIGAKVAAPEKYVIDIDGDASFSMTAME 601

Query 542 LATIKVENLPVKIMLLNNQHLGMVVQWEDRFYKANRAHTYLGNPSNEAEIFPNMLKFAEA 601
LAT ++ VK++L NN+ GMV QW+D FY+ +HT + N P+ +K +E+
Sbjct 602 LATASQYDIGVKVLLFNNEFQGMVEQWQDLFYENRYSHTRMTN------—- PDFVKLSES 653

Query 602 CGVPAARVTHRDDLRAAIQKMLDTPG--PYLLDVIVPHQEHVLPMIPSGGAFKD 653
G RT +DL +++ L+ G P +L+ +V EHV PMIP+G A +
Sbjct 654 MGTKGLRCTKLEDLPRMMKEFLEYDGKRPIVLECLV-SSEHVYPMIPAGKALHE 706

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Acetolactate synthase large subunit; Short=AHAS; AltName: Full=Acetohydroxy-acid synthase large
subunit; Short=ALS

Sequence ID: P57321.1 Length: 571 Number of Matches: 1
Related Information

Range 1: 2 to 563 GenPept Graphics G iated detail
. . ene - associate ene detalls
Score Expect Method Identities Positives Gaps I 9

444 bits(1143) 4e-148 Compositional matrix adjust. 234/575(41%) 346/575(60%) 22/575(3%)

Query 89 EPRKGSDVLVEALEREGVTDVFAYPGGASME IHQALTRSS I IRNVLPRHEQGGVFAAEGY 148
E  G++++V +L  +G+ +F YPGGA ++I1+ AL I ++L RHEQ A+GY
Shjct 2 EITLSGAEMVVRSLIDQGIQHIFGYPGGAVLD I YDALKTVGGIEHILVRHEQAATHMADGY 61

Query 149 ARATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEV 208
+R+TG GV + TSGPGATN ++G+A A +DS+P+V 1+GQV  +1G DAFQE ++ +
Shjct 62 SRSTGKTGVVLVTSGPGATNAITGIATAYMDS IPMVVISGQVASSLIGYDAFQECDMIGE 121

Query 209 TRSITKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDI--QQQLVI PDWDQPMR 266
+R 1 KH++LV ~ EDIP V ++AF+LA SGRPGP++I1D+PKDI + +
Sbjct 122 SRPIVKHSFLVKKTEDIPIVFKKAFWLASSGRPGPIVIDLPKDI LKKDNKYLYKWPDN I N 181

Query 267 LPGYMSRLPKLPNEM-LLEQIVRLISESKKPVLYVGGG--CSQSSEELRRFVELTGIPVA 323
+ Y P + +++ + + ++++PVHY GGG S SSEELR F E PV
Sbjct 182 IRSYN---PTTKGHIGQIKKALHTLLKAQRPVIYAGGGI ISSNSSEELRIFAEKINCPVT 238

Query 324 STLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRA 383
++LMGLG+FP ~ + ++SMLGMHGT AN + +D++ A GVRFDDR T L + A
Sbjct 239 TSLMGLGSFPGTHDQN ISMLGMHGTYEANMTMHHADV IFAIGVRFDDRTTNNLNKYCPNA 298

Query 384 KIVHIDIDSAEIGKNKQPHVSICADIKLALQGLNSI LESKEGKLKLDFSAWRQELTVQKV 443
++H+DID I K ++ 1 DK LQ + +L+ KE K+ L W+
Shjct 299 IVLHVDIDPTSISKTVSANIPIVGDAKHVLQKMIELLK-KEKKISL- LEDWWNTIKKWKK 356

Query 444 KYPLNFKTFGDAIPPQYAIQVLDELTNGSAIISTGVGQHQMWAAQYYKYRKPRQWLTSGG 503
L+ + 1 PQ I+ L +LT G++ I++ VGOHQM+ A YY + KPR+W+ SGG
Shbjct 357 INSLQYNQLSNKIKPQTVIKTLFKLTKGTSY ITSDVGQHQMFTALYYPFNKPRRWINSGG 416

Query 504 LGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKVENLPVKIMLLNNQHLG 563
LG MGFGLPAA+G + P E V+ I GDGS MN+QEL+T + NL V I+ LNN LG
Shjct 417 LGTMGFGLPAALGVKLALPKETVICITGDGSIQVNIQELSTARQYNLAVLILNLNNSSLG 476

Query 564 MVVQWEDRFYKANRAHTYLGNPSNEAE I FPNMLKFAEACGVPAARVTH----RDDLRAAI 619
MV QW+D Y  +H+Y+ + P+ +K +E+ G ++T + L A+
Sbjct 477  MVKQWQDMIYSGRHSHSYM-—---—— DSLPDFVKLSESYGHFGIQITEPIELEEKLMLAL 529

Query 620 QKMLDTPGPYLLDVIVPHQEHVLPMIPSGGAFKDV 654
K+ D + +DV + + EHV PM GG ++
Sbjct 530 SKLSDGHLVF-VDVQIDNSEHVYPMQIQGGGMNEM 563

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Acetolactate synthase, mitochondrial; AltName: Full=AHAS; AltName: Full=ALS; AltName:
Full=Acetohydroxy-acid synthase; Flags: Precursor
Sequence ID: Q6SSJ3.1 Length: 718 Number of Matches: 1

Related Information
Range 1: 128 to 706 GenPept Graphics
Score Expect Method Identities Positives Gaps

449 bits(1154) 7e-148 Compositional matrix adjust. 245/594(41%) 346/594(58%) 48/594(8%)

Gene - associated gene details

Query 93  GSDVLVEALEREGVTDVFAYPGGASMEIHQALTRSSIIRNVLPRHEQGGVFAAEGYARAT 152
G + E+R V VF YPGGA + + A+ S VLPRHEQG AEGYAR +
Sbjct 128 GGQIFQEMMLRHDVKQVFGYPGGAILPVFDAIYNSPHFEFVLPRHEQGAGHMAEGYARVS 187

Query 153 GFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEVTRSI 212
G PGV + TSGPGATN+++ + DAL D VP+V ~ GQV  +IG+DAFQE +V ++RS
Sbjct 188 GKPGVVLVTSGPGATNVITPMQDALSDGVPMVVFCGQVATNL IGSDAFQEADVVGISRSC 247

Query 213 TKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQQQLY IPDWDQPMRLPGYMS 272
TK N +V D+ ++PR + EAF +A +GRPGPVL+D+PKD+  ++ PG+
Sbjct 248 TKWNVMVKDIAELPRRINEAFKIATTGRPGPVLVDLPKDVTAAILRTPIPAKSVQPGHSP 307

Query 273 RLPKLP--—-———-————- NEMLLEQIVRLISESKKPVLYVGGGCSQSSEELRRFVELTG 319
LP P + L+ + ++1+++K+P+++ G G S E + EL+
Sbjct 308 YLPSNPLNPSSQPSDPLPGDADL ITEAAQMINKAKRPIIFAGNGVLSSPEGPKLLKELSD 367

Query 320 ---1PVASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKL 376
IPV +TL GLGAF DE SL M+GMHG+ YAN+A+ +D+L+A GVRFDDRVTGK+
Sbjct 368 KGRIPVTTTLQGLGAFDERDEKSLHMIGMHGSAYANFAMQEADVLIALGVRFDDRVTGKY 427
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_11386880
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_11386880
https://www.ncbi.nlm.nih.gov/protein/11386880?report=genbank&log$=protalign&blast_rank=31&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/11386880?report=graph&rid=E930UHE7016[11386880]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:591&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_11386880
https://www.ncbi.nlm.nih.gov/protein/11386880?report=genbank&log$=protalign&blast_rank=31&RID=E930UHE7016&from=2&to=563
https://www.ncbi.nlm.nih.gov/protein/11386880?report=graph&rid=E930UHE7016[11386880]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:591&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_52783050
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_52783050
https://www.ncbi.nlm.nih.gov/protein/52783050?report=genbank&log$=protalign&blast_rank=32&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/52783050?report=graph&rid=E930UHE7016[52783050]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=100:734&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_52783050
https://www.ncbi.nlm.nih.gov/protein/52783050?report=genbank&log$=protalign&blast_rank=32&RID=E930UHE7016&from=128&to=706
https://www.ncbi.nlm.nih.gov/protein/52783050?report=graph&rid=E930UHE7016[52783050]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=100:734&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/11386880?report=genbank&log$=protalign&blast_rank=31&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/52783050?report=genbank&log$=protalign&blast_rank=32&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/gene?term=11386880[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=31
https://www.ncbi.nlm.nih.gov/gene?term=52783050[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=32

NCBI Blast:Protein Sequence (664 letters)

Query 377 EAFA-—————-——- SRAKITVHIDIDSAE IGKNKQPHVS ICAD IKLALQGLNSILESKEGKL 427
+ FA R I+H +1 I K + ++ D+ +L L  +E+
Sbjct 428 DTFAPAAKAAAAEGRGG I IHFEIQPKNINKIVEAQIPVLGDVVASLGELVPQIEA----- 482

Query 428 KLDFSAWRQELTVQKVKYPLNF--KTFGDAIPPQYAIQVLDE----LTNGSAIISTGVGQ 481
+D SAW K +YP + G + PQ +Q LD L +1STGVGQ
Sbjct 483 -VDRSAWIGRCKATKERYPFTYTPSQEGQKLKPQEVVQELDRQAEALGKEKFVISTGVGQ 541

Query 482 HQMWAAQYYKYRKPRQWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQE 541
HQMWA QYY++ +PR W++SGGLG MGFGLP+AIGA V P++ V+DIDGD SF M E
Sbjct 542 HQMWACQYYRWTEPRSWVSSGGLGTMGFGLPSAIGAKVAAPEKYVIDIDGDASFSMTAME 601

Query 542 LATIKVENLPVKIMLLNNQHLGMVVQWEDRFYKANRAHTYLGNPSNEAEIFPNMLKFAEA 601
LAT ++ VK++L NN+ GMV QW+D FY+  +HT + N P+ +K +E+
Sbjct 602 LATASQYDIGVKVLLFNNEFQGMVEQWQDLFYENRYSHTRMTN-——---—-- PDFVKLSES 653

Query 602 CGVPAARVTHRDDLRAAIQKMLDTPG--PYLLDVIVPHQEHVLPMIPSGGAFKD 653
G RT +4DL +++ L+ G P +L+ +V  EHV PMIP+G A +
Sbjct 654 MGAKGLRCTKLEDLPRMMKEFLEYDGKRPIVLECLV-SSEHVYPMIPAGKALHE 706

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Acetolactate synthase catalytic subunit, mitochondrial; AltName: Full=Acetohydroxy-acid synthase catalytic
subunit; Short=AHAS; Short=ALS; Flags: Precursor
Sequence ID: P07342.1 Length: 687 Number of Matches: 1

Related Information

Range 1: 94 to 666 GenPept Graphics . X
Gene - associated gene details

Score Expect Method Identities Positives Gaps

447 bits(1150) 1e-147 Compositional matrix adjust. 246/587(42%) 351/587(59%) 37/587(6%)

Query 93  GSDVLVEALEREGVTDVFAYPGGASMEIHQALTRSSIIRNVLPRHEQGGVFAAEGYARAT 152
G + E+ R+ V VF YPGGA + ++ A+ S VLP+HEQG AEGYARA+
Sbjct 94  GGQIFNEMMSRQNVDTVFGYPGGAILPVYDAIHNSDKFNFVLPKHEQGAGHMAEGYARAS 153

Query 153 GFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEVTRSI 212
G PGV + TSGPGATN+V+ +ADA D +P+V TGQVP IGTDAFQE +V ++RS
Sbjct 154 GKPGVVLVTSGPGATNVVTPMADAFADG IPMVVFTGQVPTSAIGTDAFQEADVVGISRSC 213

Query 213 TKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQQQLVIPDWDQPMRLP-GYM 271
TK N +V  VE++P + EAF +A SGRPGPVL+D+PKD+  ++ LP +
Sbjct 214 TKWNVMVKSVEELPLRINEAFEIATSGRPGPVLVDLPKDVTAAILRNPIPTKTTLPSNAL 273

Query 272 SRL-PKLPNEMLLEQIVR---LISESKKPVLYVGGGCSQSSEELRRFVELTG---1PVAS 324
++L  + +E +++ | + LI+ +KKPVLYVG G ++ R EL+ IPV +
Sbjct 274 NQLTSRAQDEFVMQSINKAADL INLAKKPVLYVGAGILNHADGPRLLKELSDRAQIPVTT 333

Query 325 TLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAF----- 379
TL GLG+F D SL MLGMHG AN AV ++DL++A G RFDDRVTG + F
Sbjct 334 TLQGLGSFDQEDPKSLDMLGMHGCATANLAVQNADL I IAVGARFDDRVTGNISKFAPEAR 393

Query 380 ----ASRAKIVHIDIDSAEIGKNKQPHVSICADIKLAL-QGLNSILESKEGKLKLDFSAW 434
R 1+H ++ 1 K +++ D L+ ++ 1 KE S W
Sbjct 394 RAAAEGRGG I IHFEVSPKNINKVVQTQIAVEGDATTNLGKMMSKIFPVKER------ SEW 447

Query 435 RQELTVQKVKYPLNF--KTFGDAIPPQYAIQVLDELTNGSA---11STGVGQHQMWAAQY 489
++ K+YP + +T G 1 PQ I+ L ++ N + 1++TGVGQHQMWAAQ+
Sbjct 448 FAQINKWKKEYPYAYMEETPGSKIKPQTVIKKLSKVANDTGRHVIVTTGVGQHQMWAAQH 507

Query 490 YKYRKPRQWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKVEN 549
+ +R P ++TSGGLG MG+GLPAAIGA V +P+ +V+DIDGD SF M + EL++
Sbjct 508 WTWRNPHTFITSGGLGTMGYGLPAAIGAQVAKPESLVIDIDGDASFNMTLTELSSAVQAG 567

Query 550 LPVKIMLLNNQHLGMVVQWEDRFYKANRAHTYLGNPSNEAE IFPNMLKFAEACGVPAARV 609
PVKI++LNN+ GMV QW+ FY+ +HT+ ++ P+ +K AEA G+ RV
Sbjct 568 TPVKILILNNEEQGMVTQWQSLFYEHRYSHTH-------- QLNPDFIKLAEAMGLKGLRV 619

Query 610 THRDDLRAAIQKMLDTPGPYLLDVIVPHQEHVLPMIPSGGAFKDVIT 656
+++L A +++ + T GP LL+V V + VLPM+ G
Sbjct 620 KKQEELDAKLKEFVSTKGPVLLEVEVDKKVPVLPMVAGGSGLDEFIN 666

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Acetolactate synthase isozyme 3 large subunit; AltName: Full=AHAS-III; AltName: Full=ALS-III; AltName:
Full=Acetohydroxy-acid synthase Il large subunit
Sequence ID: P00893.2 Length: 574 Number of Matches: 1

Related Information
Range 1: 2 to 566 GenPept Graphics

Score Expect Method Identities Positives Gaps

440 bits(1132) 2e-146 Compositional matrix adjust. 235/576(41%) 345/576(59%) 21/576(3%)

Query 89 EPRKGSDVLVEALEREGVTDVFAYPGGASME IHQALTRSS I IRNVLPRHEQGGVFAAEGY 148
E  G++++V +L +GV VF YPGGA ++I1+ AL I +VL RHEQ V A+G
Shjct 2 EMLSGAEMVVRSL IDQGVKQVFGYPGGAVLD I YDALHTVGG IDHVLVRHEQAAVHMADGL 61

Query 149 ARATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEV 208
ARATG GV + TSGPGATN ++G+A A +DS+P+V ++GQV  +1G DAFQE +V +
Shjct 62  ARATGEVGVVLVTSGPGATNAITGIATAYMDSIPLVVLSGQVATSLIGYDAFQECDMVGI 121

Query 209 TRSITKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQQQLVIPDWDQPMRLP 268
+R + KH++LV EDIP+V+++AF+LA SGRPGPV++D+PKDI P P
Shjct 122 SRPVVKHSFLVKQTEDIPQVLKKAFWLAASGRPGPVVVDLPKDILN———-PANKLPYVWP 177

NCBI Blast_Protein Sequence (664 letters) ALS.html[5/04/2017 4:24:37 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_124376
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_124376
https://www.ncbi.nlm.nih.gov/protein/124376?report=genbank&log$=protalign&blast_rank=33&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/124376?report=graph&rid=E930UHE7016[124376]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=66:694&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_124376
https://www.ncbi.nlm.nih.gov/protein/124376?report=genbank&log$=protalign&blast_rank=33&RID=E930UHE7016&from=94&to=666
https://www.ncbi.nlm.nih.gov/protein/124376?report=graph&rid=E930UHE7016[124376]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=66:694&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_2507470
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_2507470
https://www.ncbi.nlm.nih.gov/protein/2507470?report=genbank&log$=protalign&blast_rank=34&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/2507470?report=graph&rid=E930UHE7016[2507470]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:594&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_2507470
https://www.ncbi.nlm.nih.gov/protein/2507470?report=genbank&log$=protalign&blast_rank=34&RID=E930UHE7016&from=2&to=566
https://www.ncbi.nlm.nih.gov/protein/2507470?report=graph&rid=E930UHE7016[2507470]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:594&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/124376?report=genbank&log$=protalign&blast_rank=33&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/2507470?report=genbank&log$=protalign&blast_rank=34&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/gene?term=124376[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=33

NCBI Blast:Protein Sequence (664 letters)

Query 269 GYMSRLPKLP----NEMLLEQIVRLISESKKPVLYVGGGC--SQSSEELRRFVELTGIPV 322
+S P 4+ +++ ++ + +KKPV4YVGGG +  ++L+ VE +PV
Shjct 178 ESVSMRSYNPTTTGHKGQIKRALQTLVAAKKPVVYVGGGAI TAGCHQQLKETVEALNLPY 237

Query 323 ASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASR 382
+LMGLGAFP +L MLGMHGT AN + ++D++ A GVRFDDR T L +
Sbjct 238 VCSLMGLGAFPATHRQALGMLGMHGTYEANMTMHNADV IFAVGVRFDDRTTNNLAKYCPN 297

Query 383 AKIVHIDIDSAEIGKNKQPHVSICAD IKLALQGLNSILESKEGKLKLD- FSAWRQELTVQ 441
A ++HIDID 1 K +1 D+ L++ +L + LD W
Sbjct 298 ATVLHIDIDPTSISKTVTADIPIVGDARQVLEQMLELLSQESAHQPLDEIRDWWQQIEQW 357

Query 442 KVKYPLNFKTFGDAIPPQYAIQVLDELTNGSAIISTGVGQHQMWAAQYYKYRKPRQWLTS 501
++ L+T +1PQ I+L LT GA +++ VGQHQM+AA YY + KPR+W+ S
Sbjct 358 RARQCLKYDTHSEKIKPQAVIETLWRLTKGDAYVTSDVGQHQMFAALYYPFDKPRRWINS 417

Query 502 GGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKVENLPVKIMLLNNQH 561
GGLG MGFGLPAA+G + P+E VV + GDGS MN+QEL+T LPV ++ LNN++
Sbjct 418 GGLGTMGFGLPAALGVKMALPEETVVCVTGDGSIQMNIQELSTALQYELPVLVVNLNNRY 477

Query 562 LGMVVQWEDRFYKANRAHTYLGNPSNEAE I FPNMLKFAEACGVPAARVTHRDDLRAAIQK 621
LGMV QW+D Y  + +Y+ + P+ ++ AEA G +++H  +L + + +
Shjct 478 LGMVKQWQDMIYSGRHSQSYM--——---- QSLPDFVRLAEAYGHVGIQISHPHELESKLSE 530

Query 622 MLD---TPGPYLLDVIVPHQEHVLPMIPSGGAFKDV 654
L+ +DV V. EHV PM GG ++
Sbjct 531 ALEQVRNNRLVFVDVTVDGSEHVYPMQIRGGGMDEM 566

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Acetolactate synthase isozyme 3 large subunit; AltName: Full=AHAS-III; AltName: Full=ALS-1II; AltName:
Full=Acetohydroxy-acid synthase Il large subunit
Sequence ID: P40811.3 Length: 574 Number of Matches: 1

Related Information
Range 1: 2 to 566 GenPept Graphics

Score Expect Method Identities Positives Gaps

440 bits(1131) 3e-146 Compositional matrix adjust. 235/576(41%) 346/576(60%) 21/576(3%)

Query 89 EPRKGSDVLVEALEREGVTDVFAYPGGASME IHQALTRSS I IRNVLPRHEQGGVFAAEGY 148
E  G++++V +L  +GV VF YPGGA ++I+ AL I +VL RHEQ V A+G
Sbjct 2 EMLSGAEMVVRSL IDQGVKQVFGYPGGAVLD I YDALHTVGG IDHVLVRHEQAAVHMADGL 61

Query 149 ARATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEV 208
ARATG GV + TSGPGATN ++G+A A +DS+P+V ++GQV ~ +1G DAFQE +V +
Sbjct 62  ARATGDVGVVLVTSGPGATNAITGIATAYMDSIPLVILSGQVATSLIGYDAFQECDMVGI 121

Query 209 TRSITKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQQQLVIPDWDQPMRLP 268
+R + KH++LV ~ EDIP V+++AF+LA SGRPGPV++D+PKDI P P
Sbjct 122 SRPVVKHSFLVKQTEDIPLVLKKAFWLAASGRPGPVVVDLPKDILN————PAKKMPYAWP 177

Query 269 GYMSRLPKLP----NEMLLEQIVRLISESKKPVLYVGGGCSQSS--EELRRFVELTGIPV 322
+S P ++ 4+ ++ 4+ +KKPVHYVGGG  ++ LR +E  +PV
Sbjct 178 ETVSMRSYNPTTSGHKGQIKRALQTLASAKKPVVYVGGGAISAACYAPLRHITETFENLPV 237

Query 323 ASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASR 382
S+LMGLGAFP SL MLGMHGT AN + ++D++ A GVRFDDR T L +
Sbjct 238 VSSLMGLGAFPATHRQSLGMLGMHGTYEANMTMHNADV IFAVGVRFDDRTTNNLAKYCPN 297

Query 383 AKIVHIDIDSAEIGKNKQPHVSICADIKLALQGLNSIL- ESKEGKLKLDFSAWRQELTVQ 441
A ++HIDID 1 K ++ D +L L+ + +L + ++ D
Sbjct 298 ATVLHIDIDPTSISKTVNADIPVVGDARLVLEQMLELLAQDAPSQPQDDIRDWWQQIESW 357

Query 442 KVKYPLNFKTFGDAIPPQYAIQVLDELTNGSAI ISTGVGQHQMWAAQYYKYRKPRQWLTS 501
++ L+ ++1 PQ I+ L LT G A +++ VGQHQM+AA YY + KPR+W+ S
Sbjct 358 RARQCLKYDAESESIKPQAVIETLWRLTKGDAYVTSDVGQHQMFAALYYPFDKPRRWINS 417

Query 502 GGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKVENLPVKIMLLNNQH 561
GGLG MGFGLPAA+G + P E+VV + GDGS MN+QEL+T LPV ++ LNN++
Sbjct 418 GGLGTMGFGLPAALGVKMALPKEMVVCVTGDGSIQMNIQELSTALQYELPVLVLNLNNRY 477

Query 562 LGMVVQWEDRFYKANRAHTYLGNPSNEAEIFPNMLKFAEACGVPAARVTHRDDLRAAIQK 621
LGMV QW+D Y + +Y+ + P+ ++ AEA G ++ D+L + + +
Sbjct 478 LGMVKQWQDMIYSGRHSQSYM-—----- QSLPDFVRLAEAYGHVGLQINRPDELESKLSE 530

Query 622 MLD---TPGPYLLDVIVPHQEHVLPMIPSGGAFKDV 654
L+ +DV V. EHV PM GG ++
Sbjct 531 ALEHVRNNRLVFVDVTVDGSEHVYPMQIRGGGMDEM 566

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Acetolactate synthase large subunit; Short=AHAS; AltName: Full=Acetohydroxy-acid synthase large
subunit; Short=ALS
Sequence ID: Q89AP7.1 Length: 576 Number of Matches: 1

Related Information
Range 1: 6 to 567 GenPept Graphics

Score Expect Method Identities Positives Gaps

434 bits(1116) 4e-144 Compositional matrix adjust. 225/570(39%) 345/570(60%) 15/570(2%)

Query 93  GSDVLVEALEREGVTDVFAYPGGASMEIHQALTRSSIIRNVLPRHEQGGVFAAEGYARAT 152
GSD+++ +L +G+ +F YPGGA ++I1+ +L + 1+++L RHEQ A+GYARAT
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_20141555
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_20141555
https://www.ncbi.nlm.nih.gov/protein/20141555?report=genbank&log$=protalign&blast_rank=35&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/20141555?report=graph&rid=E930UHE7016[20141555]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:594&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_20141555
https://www.ncbi.nlm.nih.gov/protein/20141555?report=genbank&log$=protalign&blast_rank=35&RID=E930UHE7016&from=2&to=566
https://www.ncbi.nlm.nih.gov/protein/20141555?report=graph&rid=E930UHE7016[20141555]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:594&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_38372341
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_38372341
https://www.ncbi.nlm.nih.gov/protein/38372341?report=genbank&log$=protalign&blast_rank=36&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/38372341?report=graph&rid=E930UHE7016[38372341]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:595&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_38372341
https://www.ncbi.nlm.nih.gov/protein/38372341?report=genbank&log$=protalign&blast_rank=36&RID=E930UHE7016&from=6&to=567
https://www.ncbi.nlm.nih.gov/protein/38372341?report=graph&rid=E930UHE7016[38372341]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:595&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/20141555?report=genbank&log$=protalign&blast_rank=35&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/38372341?report=genbank&log$=protalign&blast_rank=36&RID=E930UHE7016

NCBI Blast:Protein Sequence (664 letters)

Shjct 6 GSDMVIRSLIDQGIKY IFGYPGGAVLD 1 YDSLKQMHG IKHILVRHEQSATHMADGYARAT 65

Query 153 GFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEVTRSI 212
G GV + TSGPGATN ++G+A A +DS+P+V 1+GQV ~ +IG DAFQE ++ ++R 1
Shjct 66  GKIGVVLVTSGPGATNSITGIATAYMDSIPLVVISGQVASSLIGYDAFQECDMIGISRPI 125

Query 213 TKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQQQLVIPDWDQPMRLPGYMS 272
KH++LV + EDIP++ ++AF+LA SGRPGP++I1D+PKDI L+ + P +L S
Shbjct 126 VKHSFLVKNTEDIPKIFKKAFWLASSGRPGPIVIDLPKDILNPLIKKPYIWP-KLISIRS 184

Query 273 RLPKLP-NEMLLEQIVRLISESKKP--VLYVGGGCSQSSEELRRFVELTGIPVASTLMGL 329
++  4+++ + ++ ++K+P + G S S +EL+ E 1PV ++LM L
Sbjct 185 YSPVLQGHQGQIKKALHILIKAKQPITYIGGGIITSNSHKELKLLAETLNIPVTTSLMAL 244

Query 330 GAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHID 389
GA P +L MLGMHGT AN A+ ++D++LA GVRFDDR T ++ + A I+HID
Shjct 245 GALPQNHPQNLKMLGMHGTYEANMAIHNADVILAIGVRFDDRTTNNVDKYCPNATIIHID 304

Query 390 IDSAEIGKNKQPHVSICADIKLALQGLNSILESKEGKLKL-DFSAWRQELTVQKVKYPLN 448
ID 1 K H+ 1 + L+ + ++L+++ K + + W +++ KK L

Sbjct 305 IDPTSISKTISAHIPIVGHARNVLKQILNLLKNQFSKKNIYNLEHWWKQINCWKSKNSLE 364

Query 449 FKTFGDAIPPQYAIQVLDELTNGSAIISTGVGQHQMWAAQYYKYRKPRQWLTSGGLGAMG 508
+ I PQ [I+++ LTNG+A +++ VGQHQM+ A YY + KPR+W+ SGGLG MG
Shjct 365 YDRKSKKIKPQNVIEIISALTNGNAFVTSDVGQHQMFTALYYSFNKPRRWYNSGGLGTMG 424

Query 509 FGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELAT IKVENLPVKIMLLNNQHLGMVVQW 568
+GLPAA+G + P E V+ I GDGS MN+QEL+T L + I+ LNN+ LGMV QW
Sbjct 425 YGLPAALGVKLALPKETVLCITGDGSIQMNIQELSTAMQYKLSILILNLNNRSLGMVKQW 484

Query 569 EDRFYKANRAHTYLGNPSNEAE IFPNMLKFAEACGVPAARVTHRDD---LRAAIQKMLDT 625
+D Y +H+Y+ + PN +K AE+ G + + +D LD
Sbjct 485 QDIIYSGRHSHSYMKS------- LPNFIKLAESYGHIGISIHNPEDLEKKLKLALLKLDQ 537

Query 626 PGPYLLDVIVPHQEHVLPMIPSGGAFKDVI 655
+D+ + +EHV PM G ++1
Sbjct 538 GNLVFVDITIDPEEHVYPMQIRSGGMNEMI 567

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Probable acetolactate synthase large subunit; Short=AHAS; AltName: Full=Acetohydroxy-acid synthase
large subunit; Short=ALS

Sequence ID: 008353.1 Length: 599 Number of Matches: 1
Related Information

Range 1: 2 to 570 GenPept Graphics

Score Expect Method Identities Positives Gaps

434 bits(1115) 1e-143 Compositional matrix adjust. 252/581(43%) 360/581(61%) 29/581(4%)

Query 92 KGSDVLVEALEREGVTDVFAYPGGASME IHQALTRSS I IRNVLPRHEQGGVFAAEGYARA 151
G++ +++ALE E V +F YPGGA + + AL S +1 ++L RHEQ AA+GYARA
Sbjct 2 NGAEAMIKALEAEKVE ILFGYPGGALLPFYDALHHSDL I -HLLTRHEQAAAHAADGYARA 60

Query 152 TGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEVTRS 211
+G GVCI TSGPGATNLV+G+A A DS P+VA+TGQVP ++IG DAFQE  + +
Sbjct 61 SGKVGVCIGTSGPGATNLVTGVATAHSDSSPMVALTGQVPTKL IGNDAFQEIDALGLFMP 120

Query 212 ITKHNYLVMDVEDIPRVVREAFFLARSGRPGPVL IDVPKDIQQ-QLVIPDWDQP--MRLP 268
I KHN+ + IP + R AF +A++GRPGPV ID+PKD+Q+ +L I P ++L
Sbjct 121  IVKHNFQIQKTCQIPEIFRSAFE I AQTGRPGPVHIDLPKDVQELELDIDKHPIPSKVKLI 180

Query 269 GYMSRLPKLPNEMLLEQIVRLISESKKPVLYVGGGC--SQSSEELRRFVELTGIPVASTL 326
GY P + +++ ++LI+ +K+P++ GGG S ++EEL + VEL IPV +TL
Sbjct 181 GYNPTTIGHPRQ--IKKAIKLIASAKRPIILAGGGVLLSGANEELLKLVELLNIPVCTTL 238

Query 327 MGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIV 386
MG G L+L M+GMHGT ANY + SD+L++ G RF DR+TG +++FA+ AKI+
Sbjct 239 MGKGCISENHPLALGMVGMHGTKPANYCLSESDVLISIGCRFSDRITGDIKSFATNAKIT 298

Query 387 HIDIDSAEIGKNKQPHVSICADIKLAL----QGLNSIL--ESKEGKLKLDFSAWRQELTV 440
HIDID AEIGKN VI DKLL + L+ I+ +SKE K+ SW+ +
Sbjct 299 HIDIDPAEIGKNVNVDVPIVGDAKLILKEVIKQLDY I INKDSKENNDKENISQWIENVNS 358

Query 441 QKVKYPLNFKTFGDA-IPPQYAIQ----VLDELT-NGSAIISTGVGQHQMWAAQYYKYRK 494
KK + + D 1 PQ ++ V+D+L N + TI+T VGQ+QMW A Y+K +
Sbjct 359 LK-KSSIPVMDYDDIPIKPQKIVKELMAV IDDLNINKNT I ITTDVGQNQMWMAHYFKTQT 417

Query 495 PRQWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKVENLPVKI 554
PR +L+SGGLG MGFG P+AIGA V +PD V+ 1 GDG F+MN QEL TI N+PV 1
Sbjct 418 PRSFLSSGGLGTMGFGFPSAIGAKVAKPDSKVICITGDGGFMMNCQELGTIAEYNIPVVI 477

Query 555 MLLNNQHLGMVVQWEDRFYKANRAHTYLGNPSNEAE IFPNMLKFAEACGVPAARVTHRDD 614
+ +N+ LGMV QW++ FY  + G P+ +K AE+ G+ A R+ ++
Shjct 478 CIFDNRTLGMVYQWQNLFYGKRQCSVNFGGA-—-—--- PDFIKLAESYGIKARRIESPNE 530

Query 615 LRAAIQKMLDTPGPYLLDVIVPHQEHVLPMIPSGGAFKDVI 655
+ A+++ ++  PYLLD + L MHP G ++I
Sbjct 531 INEALKEAINCDEPYLLDFAI-DPSSALSMVPPGAKLTNII 570

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Glyoxylate carboligase; AltName: Full=Tartronate-semialdehyde synthase
Sequence ID: POAEP8.2 Length: 593 Number of Matches: 1

NCBI Blast_Protein Sequence (664 letters) ALS.html[5/04/2017 4:24:37 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_73621055
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_73621055
https://www.ncbi.nlm.nih.gov/protein/73621055?report=genbank&log$=protalign&blast_rank=37&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/73621055?report=graph&rid=E930UHE7016[73621055]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:598&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_73621055
https://www.ncbi.nlm.nih.gov/protein/73621055?report=genbank&log$=protalign&blast_rank=37&RID=E930UHE7016&from=2&to=570
https://www.ncbi.nlm.nih.gov/protein/73621055?report=graph&rid=E930UHE7016[73621055]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:598&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_84028421
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_84028421
https://www.ncbi.nlm.nih.gov/protein/84028421?report=genbank&log$=protalign&blast_rank=38&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/84028421?report=graph&rid=E930UHE7016[84028421]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:578&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_84028421
https://www.ncbi.nlm.nih.gov/protein/73621055?report=genbank&log$=protalign&blast_rank=37&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/84028421?report=genbank&log$=protalign&blast_rank=38&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
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See 1 more title(s)

Range 1: 5 to 551 GenPept Graphics

Expect Method Identities Positives

KGSDVLVEALEREGVTDVFAYPGGASME ITHQALTRSS I IRNVLPRHEQGGVFAAEGYARA
+ D + LE+EG+T F PG A + A+ + IR++L RH +G AEGY RA
RAVDAAMYVLEKEGITTAFGVPGAAINPFYSAMRKHGG IRHILARHVEGASHVAEGYTRA

T-GFPGVCIATSGPGATNLVSGLADALLDSVP IVAITGQVPRRMIGTDAFQETPIVEVTR
TG GVC+ TSGP T++++ L A DS+PI+ ITGQ PR + + FQ 1+ +
TAGNIGVCLGTSGPAGTDMITALYSASADSIPILCITGQAPRARLHKEDFQAVDIEATAK

SITKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQQQLVIPDWDQPMRLPGY
++K V +  +PRV+++AF L RSGRPGPVL+D+P D+Q  + LP Y
PVSKMAVTVREAALVPRVLQQAFHLMRSGRPGPVLVDLPFDVQVAEIEFDPDMYEPLPVY

MSRLPKLPNEMLLEQIVRL ISESKKPVLYVGGGC--SQSSEELRRFVELTGIPVASTLMG
+ M +E+ V ++ ++++PV+ GGG + ++ L++F ELT +PV TLMG
----KPAASRMQ I EKAVEML 1QAERPV IVAGGGV INADAAALLQQFAELTSVPVIPTLMG

LGAFPTGDELSLSMLGMH-GTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVH
G P EL  M+G+ YN + +SD++ G RF +R TG +E + KI1VH
WGC I PDDHELMAGMVGLQTAHRYGNATLLASDMVFG IGNRFANRHTGSVEKYTEGRKIVH

IDIDSAEIGKNKQPHVSICADIKLALQGLNSILES——KEGKLKLDFSAWRQELTVQKVKY
IDI+  +1G+ P+ 1 +D KAL L + + K G+L w + K
IDIEPTQIGRVLCPDLGIVSDAKAALTLLVEVAQEMQKAGRLPCR- KEWVAD——CQQRKR

PLNFKTFGDAIP--PQYAIQVLDELTNGSAI 1 STGVGQHQMWAAQYYKYRKPRQWLTSGG
L KT D +P PQ + +++ T +G Q+ AAQ KR W+ G
TLLRKTHFDNVPVKPQRVYEEMNKAFGRDVCYVTT 1GLSQ I AAAQMLHVFKDRHWINCGQ

LGAMGFGLPAAIGAAVGRPDEVVVD IDGDGSF IMNVQELAT IKVENLPVKIMLLNNQHLG
G +G+ +PAA+G P W 1 GDb F ++ELA N+P +L+NN +LG
AGPLGWT IPAALGVCAADPKRNVVAISGDFDFQFL IEELAVGAQFNIPY IHVLVNNAYLG

MVVQWEDRF---YKANRAHTYLGNPSNEAE I FPNMLKFAEACGVPAARVTHRDDLRAAIQ
++ Q+ F Y A +NS + +K AE G ARV 4D+ A +
L TRQSQRAFDMDYCVQLAFEN I -NSSEVNGYGVDHVKVAEGLGCKAIRVFKPED IAPAFE

KMLDTPGPYLLDVIV 635
+ Y + V+V
QAKALMAQYRVPVVV 551

Gaps

290 bits(743) 2e-88 Compositional matrix adjust. 190/555(34%) 287/555(51%) 19/555(3%)
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GenPept Graphics

RecName: Full=Putative thiamine pyrophosphate-containing protein YdaP
Sequence ID: P96591.1 Length: 574 Number of Matches: 1

Range 1: 4 to 532 GenPept Graphics

Expect Method Identities Positives

RKGSDVLVEALEREGVTDVFAYPGGASME IHQALTRS-SI IRNVLPRHEQGGVFAAEGYA
+ + ELE+ GY V+ PG+ E + L + ++ + RHE+ AA A
KTAGQAMTELLEQWGVDHVYGIPGDS INEF IEELRHERNQLKF IQTRHEEVAALAAAAEA

RATGFPGVCIATSGPGATNLVSGLADALLDSVP IVAITGQVPRRMIGTDAFQETPIVEVT
+ TG GVC++ +GPGA +L++GL DA D P++Al GQV +G D FQE + ++
KLTGKIGVCLSIAGPGAVHLLNGLYDAKADGAPVLAITAGQVSSGEVGRDYFQE IKLEQMF

RSITKHNYLVMDVED I PRVVREAFFLARSGRPGPVL IDVPKD 1QQQLV I --PDWDQPMRL
+ N V E+P +++A A S+ G ++V D+ ++ P+ P+ +
EDVAVFNREVHSAESLPDLLNQAIRTAYS-KKGVAVLSVSDDLFAEK IKREPVYTSPVY1

PGYMSRLPKLPNEMLLEQIVRL I SESKKPVLYVGGGCSQSSEELRRFVELTGIPVASTLM
G + P+ L+ I+ +KKP++ GG ++ EL F+ P+ TL
EGNLE----- PKKEQLVTCAQY INNAKKP I I LAGQGMKKAKREL LEFADKAAAP IWTLP

GLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVH
G P L LG GT A A++ DLL+ G F R + +
AKGVVPDKHPHFLGNLGQIGTKPAYEAMEECDLL IMLGTSFPYR--—--~- DYLPDDTPAIQ

IDIDSAEIGKNKQPHVS ICAD IKLALQGLNS ILESKEGKLKLD—----- FSAWRQELTVQK
+D D A+IGK + D LL+L +EKE + L+ W E+ +
LDSDPAKIGKRYPVTAGLVCDSALGLRELTEY IERKEDRRFLNACTEHMQHWWNE I EKDE

VKYPLNFKTFGDAIPPQYAIQVLDELTNGSAI I STGVGQHQMWAAQYYKYRKPRQWLTSG
+ K PQ + LE A++S VG +W A+++K  + ++ S
TEATTPLK-————-- PQQVVARLQEAAADDAVL SVDVGTVTVWMARHFKMNANQDF 1VSS

GLGAMGFGLPAAIGAAVGRPDEVVVD IDGDGSF IMNVQELAT IKVENLPVKIMLLNNQHL
L MG GLP Al A++ P+ + + GDG F M +Q+L T LP+ +++LNN++L
WLATMGCGLPGAIAASLSEPERQAIAVCGDGGFSMVMQDLPTAVKYKLP ITVVILNNENL

GMVVQWEDRFYKANRAHTYLGNPSNEAE I FPNMLKFAEACGVPAARVTHRDDLRAATQKM
GM +++E + TLN A FAE+CG VT ++L A +
GM-TEYEQQVKGNIDYVTKLQNVDYAA-——————— FAESCGAKGIKVTKAEELAPAFHEA

LDTPGPYLLDVIVPHQ 638
L + P ++DV++ ++
LHSDQPVVVDVMIGNE 532
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Gaps

213 bits(542) 9e-60 Compositional matrix adjust. 157/556(28%) 260/556(46%) 35/556(6%)

149
63

209
123
267
182
327
237
387
292
442
352
502
405
562
465
622
516
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Gene - associated gene details



https://www.ncbi.nlm.nih.gov/protein/84028421?report=genbank&log$=protalign&blast_rank=38&RID=E930UHE7016&from=5&to=551
https://www.ncbi.nlm.nih.gov/protein/84028421?report=graph&rid=E930UHE7016[84028421]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:578&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81345910
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81345910
https://www.ncbi.nlm.nih.gov/protein/81345910?report=genbank&log$=protalign&blast_rank=39&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/81345910?report=graph&rid=E930UHE7016[81345910]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:558&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_81345910
https://www.ncbi.nlm.nih.gov/protein/81345910?report=genbank&log$=protalign&blast_rank=39&RID=E930UHE7016&from=4&to=532
https://www.ncbi.nlm.nih.gov/protein/81345910?report=graph&rid=E930UHE7016[81345910]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:558&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/81345910?report=genbank&log$=protalign&blast_rank=39&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://www.ncbi.nlm.nih.gov/protein/84028421?report=ipg
https://www.ncbi.nlm.nih.gov/gene?term=81345910[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=39

NCBI Blast:Protein Sequence (664 letters)

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Pyruvate dehydrogenase [ubiquinone]; AltName: Full=Pyruvate oxidase; Short=POX; Contains: RecName:
Full=Alpha-peptide

Sequence ID: P07003.1 Length: 572 Number of Matches: 1
Related Information
Range 1: 9 to 535 GenPept Graphics

Score Expect Method Identities Positives Gaps
198 bits(504) 2e-54 Compositional matrix adjust. 160/548(29%) 255/548(46%) 22/548(4%)

Query 97 LVEALEREGVTDVFAYPGGASME IHQALTRSS I IRNVLPRHEQGGVFAAEGYARATGFPG 156
+ + LE GV ++ G + + +L R I + RHE+ FAA A+ +G
Sbjct 9 TAKTLESAGVKRIWGVTGDSLNGLSDSLNRMGT IEWMSTRHEEVAAFAAGAEAQLSGELA 68

Query 157 VCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEVTRSITKHN 216
VC + GPG +L++GL D + VP++Al +P 1G+ FQET E+ R + +
Shjct 69  VCAGSCGPGNLHLINGLFDCHRNHVPVLAIAAHIPSSE IGSGYFQETHPQELFRECSHYC 128

Query 217 YLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQQQLVIPDWDQPMRLPGYMSRLPK 276
LV E IP+V+ A A R G ++ +P D+ + Y+ P
Sbjct 129 ELVSSPEQIPQVLAIAMRKAVLNR- GVSVVVLPGDV-———ALKPAPEGATMHWYHAPQPV 183

Query 277 L-PNEMLLEQIVRLISESKKPVLYVGGGCSQSSEELRRFVELTGIPVASTLMGLGAFPTG 335
+PE L ++ +L+ S L G GC+ + +EL F P+
Sbjct 184 VTPEEEELRKLAQLLRYSSNIALMCGSGCAGAHKELVEFAGKIKAPIVHALRGKEHVEYD 243

Query 336 DELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAELI 395
+ + M G+ G + + ++D L+ G +F R + + AKI+ IDI+ A 1
Sbjct 244 NPYDVGMTGLIGFSSGFHTMMNADTLVLLGTQFPYRAF----- YPTDAKIIQIDINPASI 298

Query 396 GKNKQPHVSICADIKLALQGLNSILESKEGKLKLDFSAWRQELTVQKVKYPLNFKTFGDA 455
G+ + +++ DIK L+L ++E K + LD A +K L K A
Sbjct 299 GAHSKVDMALVGDIKSTLRALLPLVEEKADRKFLD-KALEDYRDARKGLDDLA-KPSEKA 356

Query 456 I1PPQYAIQVLDELTNGSAIISTGVGQHQMWAAQYYKYRKPRQWLTSGGLGAMGFGLPAAL 515
I PQY Q + Al + VG  +WAA+Y K R+ LS G+M +P A+
Sbjct 357 IHPQYLAQQISHFAADDAIFTCDVGTPTVWAARYLKMNGKRRLLGSFNHGSMANAMPQAL 416

Query 516 GAAVGRPDEVVVDIDGDGSFIMNVQELATIKVENLPVKIMLLNNQHLGMVVQWEDRFYKA 575
GA P+ VW + GDG F M + + ++ LPVKI++ NN LG V
Sbjct 417 GAQATEPERQVVAMCGDGGFSMLMGDFLSVVQMKLPVKIVVENNSVLGFVAM=———--- E 469

Query 576 NRAHTYLGNPSNEAEIFPNMLKFAEACGVPAARVTHRDDLRAAIQKMLDTPGPYLLDVIV 635
+A YL + +  + N+ AEACG+ RV ++  A+Q+ GP L+DV+V
Sbjct 470 MKAGGYLTDGTELHDT--NFARIAEACGITGIRVEKASEVDEALQRAFSIDGPVLVDVVV 527

Query 636 PHQEHVLP 643
+E +P
Sbjct 528 AKEELAIP 535

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=Acetolactate synthase; AltName: Full=ALS; AltName: Full=Acetohydroxy-acid synthase

Sequence ID: Q04789.3 Length: 570 Number of Matches: 1
Related Information

Range 1: 14 to 550 GenPept Graphics

= . - associated gene details
Score Expect Method Identities Positives Gaps Gene 9

185 bits(470) 1e-49 Compositional matrix adjust. 144/564(26%) 266/564(47%) 40/564(7%)

Query 91 RKGSDVLVEALEREGVTDVFAYPGGASME IHQALTRSS I IRNVLPRHEQGGVFAAEGYAR 150
+G++++V+ L +GVT VF PG + AL ++ RHEQ F A+ R
Sbjct 14  NRGAELVVDCLVEQGVTHVFGIPGAKIDAVFDALQDKGP-EI IVARHEQNAAFMAQAVGR 72

Query 151 ATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETP IVEVTR 210
TG PGV + TSGPGA+NL +GL A + P+VA+ G V R Q
Sbjct 73 LTGKPGVVLVTSGPGASNLATGLLTANTEGDPVVALAGNV1 RADRLKRTHQSLDNAALFQ 132

Query 211 SITKHNYLVNDVEDIPRVVREAFFLARSGRPGPVL IDVPKDIQQQLV IPDIDQPNRLPGY - 270
ITK++ V DV++IP V. AF +A +G+ G+ P+D+ ++ P
Sbjct 133 PITKYSVEVQDVKNIPEAVTNAFRI ASAGQAGAAFVSFPQDWNEVTNTKNVRAVAAP—— 190

Query 271 MSRLPKLPNEMLLEQIVRLISESKKPVLYVG--GGCSQSSEELRRFVELTGIPVASTLMG 328
+L ++ + I + 1 +K PV+ VG GG ++ + +R+ ++ +P T
Sbjct 191 --KLGPAADDAISAAIAK-I1QTAKLPVVLVGMKGGRPEAIKAVRKLLKKVQLPFVETYQA 247

Query 329 LGAFPTG-DELSLSMLGMHGTVYANYAVDSSDLLLAFG---VRFDDRVTGKLEAFASRAK 384
G ++ +G+ + ++ +D++L G+ 4D K
Sbjct 248 AGTLSRDLEDQYFGRIGLFRNQPGDLLLEQADVVLTIGYDPIEYDP----KFWNINGDRT 303

Query 385 IVHIDIDSAEIGKNKQPHVSICADIKLALQGLNSILESKEGKLKLDFSAWRQELTVQKVK 444

1+H+D A+l P+ + DI ++1 +  +K++F+ Q++
Sbjct 304 11HLDEINADIDHAYQPDLELIGDIP------ STINHIEHDAVKVEFAEREQK I LSDLKQ 357
Query 445 Y-----—-- PLNFKTFGDAI PPQYAIQVLDELTNGSAI I1STGVGQHQMWAAQYYKYRKPRQ 497

Y P++K+ D P ++ L ++ +G H +W ++Y++ +P
Shjct 358 YMHEGEQVPADWKS——DRAHPLEIVKELRNAVDDHVTVTCDIGSHAIWMSRYFRSYEPLT 415

Query 498 WLTSGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSF INNVQELAT IKVENLPVKIMLL 557
+S G+ +G LP AIGA++ +P E W + GDG F+ + EL T P+ o+t
Sbjct 416 LMISNGMQTLGVALPWAIGASLVKPGEKVVSVSGDGGFLFSAMELETAVRLKAPIVHIVW 475

NCBI Blast_Protein Sequence (664 letters) ALS.html[5/04/2017 4:24:37 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_130693
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_130693
https://www.ncbi.nlm.nih.gov/protein/130693?report=genbank&log$=protalign&blast_rank=40&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/130693?report=graph&rid=E930UHE7016[130693]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:561&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_130693
https://www.ncbi.nlm.nih.gov/protein/130693?report=genbank&log$=protalign&blast_rank=40&RID=E930UHE7016&from=9&to=535
https://www.ncbi.nlm.nih.gov/protein/130693?report=graph&rid=E930UHE7016[130693]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:561&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_239938889
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_239938889
https://www.ncbi.nlm.nih.gov/protein/239938889?report=genbank&log$=protalign&blast_rank=41&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/239938889?report=graph&rid=E930UHE7016[239938889]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:576&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_239938889
https://www.ncbi.nlm.nih.gov/protein/239938889?report=genbank&log$=protalign&blast_rank=41&RID=E930UHE7016&from=14&to=550
https://www.ncbi.nlm.nih.gov/protein/239938889?report=graph&rid=E930UHE7016[239938889]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:576&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/130693?report=genbank&log$=protalign&blast_rank=40&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/239938889?report=genbank&log$=protalign&blast_rank=41&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/gene?term=239938889[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=41

NCBI Blast:Protein Sequence (664 letters)

Query 558 NNQHLGMVVQWEDRFYKANRAHTYLGNPSNEAE IFPNMLKFAEACGVPAARVTHRDDLRA 617
N+ MV + + Y A + GN +++K+AE+ G RVv. DL
Sbjct 476 NDSTYDMVAFQQLKKYNRTSAVDF-GN-------- IDIVKYAESFGATGLRVESPDQLAD 526

Query 618 AIQKMLDTPGPYLLDVIVPHQEHV 641
+++ ++ GP ++DV V + +++
Sbjct 527 VLRQGMNAEGPVIIDVPVDYSDNI 550

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Sulfoacetaldehyde acetyltransferase
Sequence ID: Q93PS3.1 Length: 584 Number of Matches: 1

Related Information
Range 1: 9 to 534 GenPept Graphics
Score Expect Method Identities Positives Gaps

185 bits(470) 1e-49 Compositional matrix adjust. 155/551(28%) 253/551(45%) 46/551(8%)

Query 94  SDVLVEALEREGVTDVFAYPGGASMEIHQALTRSSI IRNVLPRHEQGGVFAAEGYARATG 153
S+ + EL EGVT V G A M++ L ++ 1 + RHEQ + Y RTG
Sbjct 9 SEAMTEVLVNEGVTHVTGILGSAFMDMLD-LWPTAGIEF IAVRHEQTAGHMQDAYCRITG 67

Query 154 FPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEVTRSIT 213
VCI +GPG TNLV+ +A A P+V + +G D FQE V + RSIT
Sbjct 68 KASVCIGQNGPGVTNLVTCVAAANQAHTPMVVLGPSAGTPTVGWDGFQECDQVSIFRSIT 127

Query 214 KHNYLVMDVEDIPRVVREAFFLARSGRPGPVL IDVPKD---—- 1QQQLVIPDWDQPMRLP 268
K Vv V+R AF +A + R GPV +D+P++ + ++++ PD + M +
Sbjct 128 KQVLQVPHPSRAGDVLRTAFRIAYAER-GPVYVDIPRNYFYGEVYEEILRPDQYRAMNVR 186

Query 269 GYMSRLPKLPNEMLLEQIVRL I SESKKPVLYVGGGC--SQSSEELRRFVELTGIPVASTL 326
+ L+ +++ +tK PV+ G G + + E++ + PVA +
Shjct 187 G ——————— AGDATELARATE ILAAAKNPV I 1 SGRGVVDADAFAEVKE IAHMLTAPVAMSY 239

Query 327 MGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKL-=---- EAFAS 381
+ +P DEL + +G G A Y++ +D++LA G R VGL F
Sbjct 240 LHNDTYPADDELWVGPIGYMGAKSAMYSLQDADVILAIGSRLS--VFGTLPQYDINYFPE 297

Query 382 RAKIVHIDIDSAEIGKNKQPHVSICADIKLALQGLNSILESKE---—-—--- GKLKLDFS 432
AKI+ T+++  +1G+ VI DKLA L +L++K K++ +
Sbjct 298 NAKIIQIEVNPKQIGRRHPVTVPIIGDAKLATAEL IKLLKAKGDVKPNAERLAKIQERRN 357

Query 433 AWRQELTVQKVKYPLNFKTFGDAIPPQYAIQVLDELTNGSAI ISTGVGQHQMWAAQYYKY — 492
W+E+ + P G+ I P+ + + +L  Al++T +G A Y+K+
Sbjct 358 DWFKEIE-EMAMMP--—-—- GNP INPRRVLFEVAKLMPEDAILTTD IGNVASTANSYFKF 410

Query 493 RKPRQWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKVENLPV 552
KP++ + + G GF A +GA + PD VV I GDG++ ++ E++T LPV
Sbjct 411 TKPKKHIAALTFGNTGFAYQAGLGAQMAEPDSPVVAIVGDGAWGQSLHEISTAVQYKLPV 470

Query 553 KI MLLNNQHLGMVVQWEDRFYKANRAHTYLGNPSNEAEI FPNMLKFAEACGVPAARVTHR 612
F T + NP + + AEA G RV
Shjct 471 IACVFRNMAWCAEKKNQ IDFYNNRFVGTEIPNPI-————-~ SFIPAAEAFGAKGIRVEKP 523

Query 613 DDLRAAIQKML 623
+D+ A ++ L
Sbjct 524 EDIADAFKQGL 534

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=Sulfoacetaldehyde acetyltransferase

Sequence ID: Q84H44.3 Length: 598 Number of Matches: 1
Related Information
Range 1: 18 to 557 GenPept Graphics

Score Expect Method Identities Positives Gaps

183 bits(464) 1e-48 Compositional matrix adjust. 150/563(27%) 257/563(45%) 54/563(9%)

Query 94  SDVLVEALEREGVTDVFAYPGGASMEIHQALTRSSIIRNVLPR-HEQGGVFAAEGYARAT 152
S+ VE + GVT++F G A M+ + 1 ++P  HEQG A+G+AR +
Sbjct 18  SEAFVETMVANGVTEIFGIMGSAFMDAMD IFAPAG I --KL IPVVHEQGAAHMADGFARVS 75

Query 153 GFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEVTRSI 212
G GV I +GPG +N V+ +A A P+V +T + 1G FQE + + +
Shjct 76  GRTGVVIGQNGPGISNCVTAIAAAYWAHTPVVIVTPEAGTTGIGLGGFQEARQLPMFQEF 135

Query 213 TKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKD----- 1QQQLVIPDWDQPM-R 266
TK+ V + F AR GP  +++P+D I+ ++ +P QP+ R
Sbjct 136 TKYQGHVTHPARMAEYTARCFARARD-EMGPAQLNIPRDYFYGKIKCEIPLP---QPLDR 191

Query 267 LPGYMSRLPKLPNEMLLEQIVRLISESKKPVLYVGGGC--SQSSEELRRFVELTGIPVAS 324
PG L+ RL++E+K PV+ GGG + EE + E G PV +
Sbjct 192 GPG--------- GAQSLDAAARLLAEAKFPV I I SGGGVVMGDAVEECKALAERLGAPVVN 242

Query 325 TLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVR---FDDRVTGKLEAFAS 381
++ +FP L LG G+ A + +D+LAGR F L+ +
Sbjct 243  SYLHNDSFPASHPLWCGPLGYQGSKAAMKLLADADVVLALGTRLGPFGTLPQHGLDYWPK 302

Query 382 RAKIVHIDIDSAEIGKNKQPHVSICADIKLA-----—- LQGLNSILES----KEGKLKLD 430
A+l+ +D DS +G K+ V +C D K + + G+ ++ + 4+ +
Sbjct 303 NARIIQVDADSKMLGLVKKITVGVCGDAKASAAE I SRRIDGMKLACDANKAERAARIQAE 362

Query 431 FSAWRQELTV---QKVKYPLNF----- KTFGDAIPPQYAIQVLDELTNGSAIISTGVGQH 482
AW QELT ++ + L+ K G+ + P+ ++ L++ ++ST +G

NCBI Blast_Protein Sequence (664 letters) ALS.html[5/04/2017 4:24:37 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_39932465
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_39932465
https://www.ncbi.nlm.nih.gov/protein/39932465?report=genbank&log$=protalign&blast_rank=42&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/39932465?report=graph&rid=E930UHE7016[39932465]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:560&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_39932465
https://www.ncbi.nlm.nih.gov/protein/39932465?report=genbank&log$=protalign&blast_rank=42&RID=E930UHE7016&from=9&to=534
https://www.ncbi.nlm.nih.gov/protein/39932465?report=graph&rid=E930UHE7016[39932465]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:560&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_39932462
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_39932462
https://www.ncbi.nlm.nih.gov/protein/39932462?report=genbank&log$=protalign&blast_rank=43&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/39932462?report=graph&rid=E930UHE7016[39932462]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:583&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_39932462
https://www.ncbi.nlm.nih.gov/protein/39932462?report=genbank&log$=protalign&blast_rank=43&RID=E930UHE7016&from=18&to=557
https://www.ncbi.nlm.nih.gov/protein/39932462?report=graph&rid=E930UHE7016[39932462]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:583&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/39932465?report=genbank&log$=protalign&blast_rank=42&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/39932462?report=genbank&log$=protalign&blast_rank=43&RID=E930UHE7016

NCBI Blast:Protein Sequence (664 letters)

Sbjct 363 KDAWEQELTDWTHERDPFSLDMIEEQSKEEGNWLHPRQVLRELEKAMPEDVMVSTDIGNI 422

Query 483 QMWAAQYYKYRKPRQWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQEL 542
A Y++ KPR+ + G G+ P IGAV P V.  GDG++ M++ E+
Sbjct 423 NSVANSYLRFEKPRSFFAAMSWGNCGYAFPT I IGAKVAAPHRPAVSYAGDGAWGMSMSEL 482

Query 543  ATIKVENLPVKIMLLNNQHLGMVVQWEDRFYKANRAHTYLGNPSNEAE I FPNMLKFAEAC 602
T +4PV_ ++ +N+ G+ + FY L E+EF ++ A
Sbjct 483 MTCVRHDIPVTAVVFHNRQWGAEKKNQVDFYNRRFVAGEL -—--- ESESFAGIARAMGAE 537

Query 603 GVPAARVTHRDDLRAAIQKMLDT 625
GV R+ 4D+ A++K 4D
Shjct 538 GVVVDRI---EDVGPALKKAIDA 557

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Acetolactate synthase, catabolic; Short=ALS

Sequence ID: P27696.1 Length: 559 Number of Matches: 1
Related Information
Range 1: 13 to 550 GenPept Graphics

Score Expect Method Identities Positives Gaps

178 bits(452) 3e-47 Compositional matrix adjust. 157/575(27%) 270/575(46%) 60/575(10%)

Query 93  GSDVLVEALEREGVTDVFAYPGGASMEIHQALTRSSIIRNVLPRHEQGGVFAAEGYARAT 152
G+D++V LE +GV VF PG ++ +L SSI R + RHE F A RT
Sbjct 13  GADLVVSQLEAQGVRQVFGIPGAKIDKVFDSLLDSSI-RIIPVRHEANAAFMAAAVGRIT 71

Query 153 GFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEVTRSI 212
G GV + TSGPG +NL++G+A A + P+VA+ G V R Q vV + o+
Shbjct 72  GKAGVALVTSGPGCSNLITGMATANSEGDPVVALGGAVKRADKAKQVHQSMDTVAMFSPV 131

Query 213 TKHNYLVMDVEDIPRVVREAFFLARSGRPGPVL IDVPKDIQQQLV IPDWDQPMR---LPG 269
TK+ V ++ W AF A GRPG + +P+D+ DP+ LP
Sbhjct 132 TKYAIEVTAPDALAEVVSNAFRAAEQGRPGSAFVSLPQDVV-=-—=-—— DGPVSGKVLPA 183

Query 270 YMSRLPKL---PNEMLLEQIVRLISESKKPVLYVGGGCSQ--SSEELRRFVELTGIPVAS 324
S P++ P++ ++Q+ +LI1+++K P+ +G SQ +S+ LRR +E + IPV S
Sbjct 184 --SGAPQMGAAPDDA-IDQVAKLIAQAKNP IFLLGLMASQPENSKALRRLLETSHIPVTS 240

Query 325 TLMGLGAFPTGDELSLSMLGMHGTVYANYAVDS----SDLLLAFG---VRFDDRVTGKLE 377

T GA ++ + S ++ N A D 4DL++ GV ++ +
Shjct 241 TYQAAGAV---NQDNFSRFAGRVGLFNNQAGDRLLQLADLVICIGYSPVEYEPAMAN--- 294
Query 378 AFASRAKIVHIDIDSAEIGKNKQPHVSICADIKLALQGLNS-——--- ILESKEGKLKLDF 431
+ A+VHID+ A +N PV + DI L L +L + ++ D

Sbjct 295 --SGNATLVHIDVLPAYEERNYTPDVELVGDIAGTLNKLAQNIDHRLVLSPQAAEILRDR 352

Query 432 SAWRQELTVQKVKYPLNFKTFGDAI PPQYAIQVLDELTNGSAI ISTGVGQHQMWAAQYYK 491
R+ + o+ A+ P ++ + ++ N ++ +G  +W A+Y
Shjct 353 QHQRELLDRRGAQ————LNQF——ALHPLRIVRAMQDIVNSDVTLTVDMGSFHIWIARYLY 406

Query 492 YRKPRQWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELAT-IKVENL 550
+RQ+SG MG LP AIGA + P+ VV + GDG F+ + EL T ++++
Sbjct 407 TFRARQVMISNGQQTMGVALPWAIGAWLVNPERKVVSVSGDGGFLQSSMELETAVRLKAN 466

Query 551 PVKIMLLNNQHLGMVVQWEDRFYKANRAHTYLGNPSNEAEIFPNMLK-FAEACGVPAARV 609
+ ++ ++N + + +Q E ++ + + E P K +AE+ G \%
Sbjct 467 VLHLIWVDNGYNMVAIQEEKKYQRL-----———--- SGVEFGPMDFKAYAESFGAKGFAV 515

Query 610 THRDDLRAAIQKMLDTPGPYLLDVIVPHQEHVLPM 644
+ L ++ 4D GP ++ + V ++++ L M
Sbjct 516 ESAEALEPTLRAAMDVDGPAVVAIPVDYRDNPLLM 550

Download GenPept Graphics Next Previous Descriptions

RecName: Full=2-hydroxyacyl-CoA lyase; AltName: Full=2-hydroxyphytanoyl-CoA lyase; Short=2-HPCL; AltName:
Full=Oxalyl-CoA decarboxylase
Sequence ID: Q9LF46.1 Length: 572 Number of Matches: 1

Related Information

Range 1: 14 to 557 GenPept Graphics . X
Gene - associated gene details

Score Expect Method Identities Positives Gaps

174 bits(442) 8e-46 Compositional matrix adjust. 161/576(28%) 261/576(45%) 65/576(11%)

Query 93  GSDVLVEALEREGVTDVFAYPGGASMEIHQALTRSSI--IRNVLPRHEQGGVFAAEGYAR 150
G+ ++ ++L  GVT +F G + + +R+ IR + +EQ +AA Y
Sbjct 14  GNVLVAKSLSHLGVTHMFGVVG---1PVTSLASRAMALG IRFIAFHNEQSAGYAASAYGY 70

Query 151 ATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEVTR 210
TG PG+ + SGPG + ++GL++A +++ P+V I1+G +R +G FQE +E  +
Sbjct 71  LTGKPGILLTVSGPGCVHGLAGLSNAWVNTWPMVMISGSCDQRDVGRGDFQELDQIEAVK 130

Query 211 SITKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQQQLVI PDWDQPMRLPGY 270
+ +K + DV +IP V A SGRPG  +D+P D+ +Q + +L
Sbjct 131 AFSKLSEKAKDVREIPDCVSRVLDRAVSGRPGGCYLDIPTDVLROQKI ——SESEADKLVDE 188

Query 271 MSRLPK-—-—-—- LPNEMLLEQIVRL 1SESKKPVLYVGGGC--SQSSEELRRFVELTGIP 321
+R K L +E +E V L+ ++++P++ G G  S++ +EL++ VE+TGIP
Sbjct 189 VERSRKEEPIRGSLRSE-- 1ESAVSLLRKAERPL IVFGKGAAYSRAEDELKKLVEITGIP 246

Query 322 VASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVT-GKLEAFA 380
TMGG P E S T + A+ D+ L GR+ + G+ +

NCBI Blast_Protein Sequence (664 letters) ALS.html[5/04/2017 4:24:37 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_124374
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_124374
https://www.ncbi.nlm.nih.gov/protein/124374?report=genbank&log$=protalign&blast_rank=44&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/124374?report=graph&rid=E930UHE7016[124374]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:576&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_124374
https://www.ncbi.nlm.nih.gov/protein/124374?report=genbank&log$=protalign&blast_rank=44&RID=E930UHE7016&from=13&to=550
https://www.ncbi.nlm.nih.gov/protein/124374?report=graph&rid=E930UHE7016[124374]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:576&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75174050
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75174050
https://www.ncbi.nlm.nih.gov/protein/75174050?report=genbank&log$=protalign&blast_rank=45&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/75174050?report=graph&rid=E930UHE7016[75174050]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:584&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_75174050
https://www.ncbi.nlm.nih.gov/protein/75174050?report=genbank&log$=protalign&blast_rank=45&RID=E930UHE7016&from=14&to=557
https://www.ncbi.nlm.nih.gov/protein/75174050?report=graph&rid=E930UHE7016[75174050]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:584&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/124374?report=genbank&log$=protalign&blast_rank=44&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/75174050?report=genbank&log$=protalign&blast_rank=45&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/gene?term=75174050[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=45

NCBI Blast:Protein Sequence (664 letters)

Shbjct 247 FLPTPMGKGLLPDTHEFS------- ATAARSLAIGKCDVALVVGARLNWLLHFGESPKWD 299
Query 381 SRAKIVHIDIDSAEIGKNKQPHVSICADIK-====———mmee— LALQGLNSILESKEGK 426
K + +D+ El + ++PH+ 1 D K L NS +ES K

Sbjct 300 KDVKFILVDVSEEEI-ELRKPHLGIVGDAKTVIGLLNREIKDDPFCLGKSNSWVESISKK 358

Query 427 LKLDFSAWRQELTVQKVKYPLNFKTFGDAIPPQYAIQVLDELTNGSAIISTGVGQHQMWA 486
K+ +E++K PNFET P I+ G + +

Shbjct 359 AKEN--GEKMEIQLAKDVVPFNFLT------ PMRIIRDAILAVEGPSPVVVSEGANTMDV 410

Query 487 AQYYKYRK-PRQWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATI 545
+ +K PR L +G G MG GL I AAV PD +VW ++GD F + E+ T+
Sbjct 411 GRSVLVQKEPRTRLDAGTWGTMGVGLGYCIAAAVASPDRLVVAVEGDSGFGFSAMEVETL 470

Query 546 KVENLPVKIMLLNNQHLGMVVQWEDRFYKANRAHTYLGNPSNE----AEIFPN--MLKFA 599
NL V I++ NN V. DR R + P E PN K
Shbjct 471 VRYNLAVVIIVFENNGG----VYGGDR----- RGPEEISGPHKEDPAPTSFVPNAGYHKLT 521

Query 600 EACGVPAARVTHRDDLRAAIQKMLDTPGPYLLDVIV 635
EA G V. D+L++A+ + P H++V I+
Sbjct 522 EAFGGKGYIVETPDELKSALAESFAARKPAVVNVII 557

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Sulfoacetaldehyde acetyltransferase

Sequence ID: Q84H41.3 Length: 603 Number of Matches: 1
Related Information
Range 1: 19 to 561 GenPept Graphics

Score Expect Method Identities Positives Gaps

172 bits(436) 8e-45 Compositional matrix adjust. 148/560(26%) 250/560(44%) 46/560(8%)

Query 94  SDVLVEALEREGVTDVFAYPGGASME IHQALTRSSI IRNVLPRHEQGGVFAAEGYARATG 153
S+ VE GV+++F G A M+ + 1 R+ HEQG A+GYAR +G
Shjct 19  SEAFVETCVANGVSEMFGIMGSAFMDAMD I FAPAGI-RLIPVVHEQGAAHMADGYARVSG 77

Query 154 FPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEVTRSIT 213
GV I +GPG +N V+G+A A P+V +T + +G FQE + + + T
Shjct 78  RHGVVIGQNGPGISNCVTGIAAAYWAHSPVV IVTPETGTMGMGLGGFQEANQLPMFQEFT 137

Query 214 KHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQQQLVIPDWDQPMRLP -GYMS 272
K+ V + + + F AS GP  +++P+D +PMR+ G+
Shjct 138 KYQGHVCNPKRMAEFTGRVFDRAMS- EMGPTQLNIPRDYFYGEIECEIPKPMRVDRGH—— 194

Query 273 RLPKLPNEMLLEQIVRLISESKKPVLYVGGGC--SQSSEELRRFVELTGIPVASTLMGLG 330
E L+ V L+ +K PV+ GGG + EE ++ E G PVA+ +
Sbjct 195 ----- GGEASLQAAVELLKTAKFPVILAGGGVVMGDAVEEAKQLAERLGAPVATGYLRND 249

Query 331 AFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVR---FDDRVTGKLEAFASRAKIVH 387
AFP L LG G+ A + +D+++A G R F ++ +  AKI+
Sbjct 250 AFPAKHPLWAGPLGYQGSKAAMKL IAQADVVIALGSRMGPFGTLPQHGMDYWPKAAKTIQ 309

Query 388 IDIDSAEIGKNKQPHVSICADIKLALQ-—————————— GLNSILESKEGKLKLDFSAWRQ 436
I+ D +G K+ VI DK G ++ ++ + + +AW +
Sbjct 310 1EADHTNLGLVKKIAVGINGDAKAVAAELSRRLADVTLGCDATKAARADTIATEKAAWEK 369

Query 437 EL---TVQKVKYPLNF-------—- KTFGDAIPPQYAIQVLDELTNGSAIISTGVGQHQM 484
EL T ++ Y L+ TG + P+ ++ L+ ++ST 4G
Sbjct 370 ELDGWTHERDPYSLDMIEEAKGERTPTGGSYLHPRQVLRELEKAMPARVMVSTDIGNINS 429

Query 485 WAAQYYKYRKPRQWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELAT 544
A Y ++ +PR + G G+ LP IGA PD  + GDG++ M++ E+ T
Sbjct 430 VANSYLRFDEPRSFFAPMSFGNCGYALPT I IGAKCAAPDRPAIAYAGDGAWGMSMMEIMT 489

Query 545 IKVENLPVKIMLLNNQHLGMVVQWEDRFYKANRAHTYLGNPSNEAEIFPNMLKFAEACGY 604
++PV_ 4+ N+ G+ + FY L E+E F ++ A+A G
Sbjct 490 AVRHDIPVTAVVFHNRQWGAEKKNQVDFYNRRFVAGEL ----- ESESFSDI---AKAMGA 541

Query 605 PAARVTHRDDLRAAIQKMLD 624
V H +D+ A+QK +D
Sbjct 542 EGIVVDHIEDVGPALQKAID 561

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Probable sulfoacetaldehyde acetyltransferase
Sequence ID: Q92UWS6.1 Length: 591 Number of Matches: 1

Related Information
Range 1: 7 to 544 GenPept Graphics
Score Expect Method Identities Positives Gaps

172 bits(435) 9e-45 Compositional matrix adjust. 146/556(26%) 243/556(43%) 44/556(7%)

Gene - associated gene details

Query 95  DVLVEALEREGVTDVFAYPGGASMEIHQALTRSSIIRNVLPRHEQGGVFAAEGYARATGF 154
+ V+ L+ G+ F GAM+ ++ 1 R HE A+G++RATG
Sbjct 7 EAFVKVLQMHGIEHAFG I IGSAMMPVSDLFPKAG I -RFWDCAHETNAGMMADGFSRATGT 65

Query 155 PGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEVTRSITK 214
+1 +4GPG T +++ A + P+++T Q + IG FQE + + +
Sbjct 66 MSMAIGQNGPGVTGF I TAMKTAYWNHTPLLMVTPQAANKT IGQGGFQEVDQMAMFEEMVC 125

Query 215 HNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQQQLVIPDWDQPMRLPGYMSRL 274
+ VD IPV+ A G P I+P+D Q++ D + +R
Sbjct 126 YQEEVRDPSRIPEVLNRVIEKAWRG- CAPAQINIPRDFWTQVIDVDLPRIVRF————ERP 180

NCBI Blast_Protein Sequence (664 letters) ALS.html[5/04/2017 4:24:37 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_39932461
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_39932461
https://www.ncbi.nlm.nih.gov/protein/39932461?report=genbank&log$=protalign&blast_rank=46&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/39932461?report=graph&rid=E930UHE7016[39932461]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:588&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_39932461
https://www.ncbi.nlm.nih.gov/protein/39932461?report=genbank&log$=protalign&blast_rank=46&RID=E930UHE7016&from=19&to=561
https://www.ncbi.nlm.nih.gov/protein/39932461?report=graph&rid=E930UHE7016[39932461]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:588&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_39932464
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_39932464
https://www.ncbi.nlm.nih.gov/protein/39932464?report=genbank&log$=protalign&blast_rank=47&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/39932464?report=graph&rid=E930UHE7016[39932464]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:570&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_39932464
https://www.ncbi.nlm.nih.gov/protein/39932464?report=genbank&log$=protalign&blast_rank=47&RID=E930UHE7016&from=7&to=544
https://www.ncbi.nlm.nih.gov/protein/39932464?report=graph&rid=E930UHE7016[39932464]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:570&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/39932461?report=genbank&log$=protalign&blast_rank=46&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/39932464?report=genbank&log$=protalign&blast_rank=47&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/gene?term=39932464[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=47

NCBI Blast:Protein Sequence (664 letters)

Query 275 PKLPNEMLLEQIVRLISESKKPVLYVGGGC--SQSSEELRRFVELTGIPVASTLMGLGAF 332
P + Q RL+SE+K PV+ G G + +E E PV AF
Sbjct 181 AGGP--AATAQAARLLSEAKFPVILNGAGVVIGNAIQESMALAEKLDAPVCCGYQHNDAF 238

Query 333 PTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVT---GKLEAFASRAKIVHID 389
P LS+ LG +G+ A + +D++LA G R + T ++ + A I+ +D
Sbjct 239 PGSHRLSVGPLGYNGSKAAMEL ISKADVVLALGTRLNPFSTLPGYGIDYWPKDAAIIQVD 298

Query 390 IDSAEIGKNKQPHVSICADIKLALQGL-——-————- NSILESKEGKLKLDFSAWRQELTV 440
I++ IG K+ VICDK Q + ++ E 4+ + SAW Q+L+
Sbjct 299  INADRIGLTKKVTVGICGDAKQVAQQILQQLAPAAGDASREERKALVHQTRSAWLQQLSS 358

Query 441 --QKVKYPLNFKTFG------ DAIPPQYAIQVLDELTNGSAIISTGVGQHQMWAAQYYKY 492
+ P G D+ P+ ++ + ATIST +G +
Sbjct 359 MDHEDDDPGTEWNVGARQREPDRMSPRQVWRAIQAVLPKEAIISTDIGNNCAIGNAYPSF 418

Query 493 RKPRQWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKVENLPYV 552
+ R++L G G G+G P+ +GA +G PD VV  GDG+F +++ E+ +I E P
Sbjct 419 EQGRKYLAPGMFGPCGYGFPSIVGAKIGCPDVPVVGFAGDGAFGISMNEMTSIGREGWPA 478

Query 553 KIMLLNNQHLGMVVQWEDRFYKANRAHTYLGNPSN--EAEIFPNM--LKFAEACGVPAAR 608
M++ + Qw A+ +T L +N E+ PN+ K A+ CG+
Sbjct 479 ITMVIFRNY----- QW=———- GAEKRNTTLWYDNNFVGTELNPNLSYAKVADGCGLKGVT 528

Query 609 VTHRDDLRAAIQKMLD 624
\ L A+ K ++
Sbjct 529 VDTPAALTEALAKAIE 544

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Putative acetolactate synthase large subunit lIlvB2; Short=ALS; AltName: Full=Acetohydroxy-acid synthase
large subunit; Short=AHAS
Sequence ID: 006335.1 Length: 552 Number of Matches: 1

Related Information

Range 1: 5 to 539 GenPept Graphics . X
Gene - associated gene details

Score Expect Method Identities Positives Gaps

169 bits(427) 6e-44 Compositional matrix adjust. 154/561(27%) 256/561(45%) 46/561(8%)

Query 95  DVLVEALEREGVTDVFAYPGGASMEIHQALTRSSIIRNVLPRHEQGGVFAAEGYARATGF 154
DLV + G++V P + L+R + + VL RHE G + A+G+ARA+G
Sbjct 5 DHLVARMRAAG I SVVCGLPTSRLDSLLVRLSRDAGFQIVLARHEGGAGYLADGFARASG- 63

Query 155 PGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETP----- IVEVT 209
+ +GPGATN++S +A+A ++ VP++ +TG+V G + Q+T
Shjct 64 KSAAVFVAGPGATNVISAVANASVNQVPMLILTGEVAVGEFGLHSQQDTSDDGLGLGATF 123

Query 210 RSITKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQQQLVIPD——WDQPMRL 267
R + 4+ + + + + AF S GPV | +P+D+ + +
Sbjct 124 RRFCRCSVSIESIANARSKIDSAFRALASIPRGPVHIALPRDLVDERLPAHQLGTAAAGL 183

Query 268 PGYMSRLPKLPNEMLLEQIVRLISESKKPVLYVGGGCSQS--SEELRRFVELTGIPVAST 325
G + P P+ + ++++ + S+ P+L +G GC E++ F E G+P A+T
Shjct 184 GGLRTLAPCGPD--VADEVIGRLDRSRAPMLVLGNGCRLDGIGEQIVAFCEKAGLPFATT 241

Query 326 LMGLGAFPTGDELSLSMLGMHGTVYAN-YAVDS-SDLLLAFGVRFDDRVTGKLEAFASR- 382
GG LSL +LG+ G A+ Y D+ DLL+A GV F VT +F+ R
Sbjct 242 PNGRGIVAETHPLSLGVLGIFGDGRADEYLFDTPCDLLIAVGVSFGGLVT---RSFSPRW 298

Query 383 ————AKIVHIDIDSAEIGKNKQPHVSICADIKLALQGLNSILESKEGKLKLDFSAWRQEL 438
A +VH+D D + +G+ 1 + LN + + + +
Sbjct 299 RGLKADVVHVDPDPSAVGRFVATSLGITTSGRAFVNALNCGRPPR —————————— FCRRV 348

Query 439 TVQ———KVKYPLNFKTFGDAIPPQYAIQVLDELTNGSAIISTGVGQHQMWAAQYYKYRKP 495
V+ P + G++1I P + LD +A 1 VG w R+P
Sbjct 349 GVRPPAPAALPGTPQARGESIHPLELMHELDRELAPNATICADVGTCISWTFRGIPVRRP 408

Query 496 RQWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKVENLPVKIM 555
++ o+ MG G+ AIG A+ RP+E V+ | GDG+F+M+ E++T + V
Sbjct 409 GRFFATVDFSPMGCGIAGAIGVALARPEEHVICIAGDGAFLMHGTEISTAVAHGIRVTWA 468

Query 556 LLNNQHLGMVVQWEDRFYKANRAHTYLGNPSNEAEIFPNML KFAEACGVPAARVTHRDD 614
+LN+  + ++PS Al NL AAG RV R +
Sbjct 469 VLNDGOMS--------- ASAGPVSGRM DPSPVARIGANDLAAMARALGAEGIRVDTRCE 518

Query 615 LRAAIQKMLDTPGPYLLDVIV 635
LRA +QK L GP +LD+ +
Sbjct 519 LRAGVQKALAATGPCVLDIAI 539

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=Cyclohexane-1,2-dione hydrolase

Sequence ID: POCH62.1 Length: 589 Number of Matches: 1
Related Information

Range 1: 4 to 567 GenPept Graphics

Score Expect Method Identities Positives Gaps

169 bits(428) 7e-44 Compositional matrix adjust. 149/584(26%) 258/584(44%) 36/584(6%)

Query 91 RKGSDVLVEALEREGVTDVFAYPGGASME IHQALTRSS I IRNVL-PRHEQGGVFAAEGYA 149
++G+D++VEALE G V +G S + A ++S+ + V+ P E GG + GY
Sbjct 4 KRGADL IVEALEEYGTEQVVGF IGHTSHFVADAFSKSHLGKRV INPATELGGAWMVNGYN 63

NCBI Blast_Protein Sequence (664 letters) ALS.html[5/04/2017 4:24:37 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81340863
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81340863
https://www.ncbi.nlm.nih.gov/protein/81340863?report=genbank&log$=protalign&blast_rank=48&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/81340863?report=graph&rid=E930UHE7016[81340863]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:565&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_81340863
https://www.ncbi.nlm.nih.gov/protein/81340863?report=genbank&log$=protalign&blast_rank=48&RID=E930UHE7016&from=5&to=539
https://www.ncbi.nlm.nih.gov/protein/81340863?report=graph&rid=E930UHE7016[81340863]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:565&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_306755656
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_306755656
https://www.ncbi.nlm.nih.gov/protein/306755656?report=genbank&log$=protalign&blast_rank=49&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/306755656?report=graph&rid=E930UHE7016[306755656]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:595&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_306755656
https://www.ncbi.nlm.nih.gov/protein/306755656?report=genbank&log$=protalign&blast_rank=49&RID=E930UHE7016&from=4&to=567
https://www.ncbi.nlm.nih.gov/protein/306755656?report=graph&rid=E930UHE7016[306755656]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:595&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/81340863?report=genbank&log$=protalign&blast_rank=48&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/306755656?report=genbank&log$=protalign&blast_rank=49&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/gene?term=81340863[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=48
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RATGFPGVC I ATSGPGATNLVSGLADALLDSVP 1VAI TGQVPRRMIG-TDAFQETP IVEV
A G L+++A  +P VI R+ G ++A Q+ P
YVKDRSAAVGAWHCVGNLLLHAAMQEARTGR I PAVH I GLNSDGRLAGRSEAAQQVPWQSF

TRSI TKHNYLVMDVEDI PRYVREAFFLARSGRPGRVL IDVPKDIQQQLYIPDHDQPMRLP
T 1+ V +++ + EAF +A GP +D+P D+ +P
T-PIARSTQRVERLDKVGEAIHEAFRVAEGHPAGPAYVD I PFDLTADQ |———DDKALVP

GYMSRLPKL---PNEMLLEQIVRL ISESKKPVLYVGGGCSQS--SEELRRFVELTGIPVA
+R o+ PNE + E  +L++ +K PV+ GGG ++S SE L + E+ G+PV
RGATRAKSVLHAPNEDVREAAAQLVA-AKNPV ILAGGGVARSGGSEALLKLAEMVGVPVV

STLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRA
+T G G FP L++ G G AN + ++D +L G R D G + + ++
TTSTGAGVFPETHALAMGSAGFCGWKSANDMMAAADFVLVLGSRLSD--WGITAQGY I TKM

-KIVHIDIDSAE IGKNKQPHVS ICAD IKLALQGLNS I LESKEGKLKLDFSAWRQELTVQK
K VH+D D A +G P +S+ AD K ++ L +L G + + +E Q
PKFVHVDTDPAVLGTFYFPLLSVVADAKTFMEQL IEVLPGTSGFKAVRYQ--ERENFRQA

VKYPLNFKTF-—---- GDAIPPQY-—AIQVLDELTNGSAIISTGVGQHQMWAAQYYKYRK
++ +  + GD +P A+ + ++ 11 T+G H +
TEFRAAWDGWVREQESGDGMPASMFRAMAEVRKVQRPEDIIVTDIGNHTLPMFGGAILQR

PRQWLTSGGLGAMGFGLPAATGAAVGRPDEVVVD IDGDGSF IMNVQELAT IKVENLPVKI
PR+ +TS G +G G P A+GA + P+ V GDG+ + E LPV
PRRLVTSMAEG I LGCGFPMALGAQLAEPNSRVFLGTGDGALYYHFNEFRVAVEHKLPVIT

MLLNNQHLGMVVQWEDRFYKANRAHTYLGNPSNEAEIFPNMLKFAEACGVPAARVTHRDD
M+ N+ G N ++ P+ + A+A G \ D
MVFTNESYGANWTLMNHQFGQNNWTEFMN ————————— PDWVGIAKAFGAYGESVRETGD

LRAAIQKMLDTPGPYLLDVIVPHQEHVLPMIPSGGAFKDVITEG 658
+ A+Q+ +D+ P L+++ V + L P GG +++ +G
TAGALQRAIDSGKPAL IEIPVSKTQG-LASDPVGGVGPNLLLKG 567
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DEPRKGSDVLVEALEREGVTDVFAYPGGASME IHQALTRSS I - IRNVLPRHEQGGVFAAE
+E G+ V+ +AL+ + V +F G El AL + I+ + R+EQ +AA
EEQVSGAKV IAQALKTQDVEYMFGVVGIPVTEI --ALAAQELG IKY IGMRNEQAACYAAS

GYARATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIV
TG PGVC+ SGPG + + G+A+A ++ P++ | G R AFQE P V
AVGYLTGRPGVCLVVSGPGL IHALGGMANANMNCWPL I'V1GGSSERNQEAMGAFQEFPQV

EVTRSITKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDI——QQQLVIPDWDQP
E R +K + ++ IP V+ +A + GRPG IDVP D+ Q+
EACRLYSKFSARPSSIQHIPFVIEKAVRSSIYGRPGACYIDVPADLVTLQESTTSIKYKE

MRLPGYMSRLPKLPNEMLLEQIVRL I SESKKPVLYVGGGCSQSSEE--LRRFVELTGIPV
+P  +S L + ++ +K+P+L +G G + S E +R+ VEL +P
CCMPPPLS----LAETSAVRAAASVLRSAKQPLL I IGKGAAYSHAEDS IRKLVELCNLPF

ASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKL-EAFAS
TMGG P + + A+ +D+++ FG R + + L + +
LPTPMGKGVVPDNHPNCVG---—--- AARSRALQFADV IVLFGARLNWILHFGLPPRYQA

RAKIVHIDIDSAE I GKNKQPHVS ICAD IKLALQGLNS I LESKEGKLKLDFSAWR-----—
K + IDI + E+G N +P V++ D+ + L + D W
DVKFIQIDICAEELGNNVRPSVTLLGDVNAVSKQLLEQFVKNPWQYPTDSKWWETLREKR

——————— QELTVQKVKYPLNFKTFGDAIPPQYAIQVLDELTNGSAIISTGVGQHQMWAAQ
+EL  +K P+N+ T Y + ++L 1+S G
KNNEAVSKELASKK-SLPMNYYTVF------ YHVQ——EQLPRNCFIVSEGANTMDIGRTV

YYKYRKPRQWLTSGGLGAMGFGLPAA I GAAV----GRPDEVVVD IDGDGSF IMNVQELAT
Y PR L +G G MG GL Al AAV P+ V+ ++GD +F + E+ T
LQNYL-PRHRLDAGSFGTMGVGLGFAIAAAVVAKERSPGQRV I CVEGDSAFGFSGMEVET

ITKVENLPVKIMLLNNQHLGMVVQWEDRFYKANRAHTY --LGNPSNEAE IFPNML - —————
1 NLP+ I+++NN + Y+ AT+ + N A PM
ICRYNLPITILVUNNNGl -==——————- YQGFDADTWGKILNFQGTATT IPPMCLLPNSH

--KFAEACGVPAARVTHRDDLRAAIQKML-DTPGPYLLDVIVPHQ 638
+ A G V ++L+ ++++ L DT P L+++++
YEQVMTAFGGKGYFVQTPEELQDSLRQALKDTSKPCLINIMIEPQ 565
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RecName: Full=2-hydroxyacyl-CoA lyase 1; AltName: Full=2-hydroxyphytanoyl-CoA lyase; Short=2-HPCL; AltName:
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RecName: Full=2-hydroxyacyl-CoA lyase 1; AltName: Full=2-hydroxyphytanoyl-CoA lyase; Short=2-HPCL; AltName:
Full=Phytanoyl-CoA 2-hydroxylase 2
Sequence ID: Q9QXEQ.2 Length: 581 Number of Matches: 1

Related Information



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81878121
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81878121
https://www.ncbi.nlm.nih.gov/protein/81878121?report=genbank&log$=protalign&blast_rank=50&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/81878121?report=graph&rid=E930UHE7016[81878121]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:592&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_81878121
https://www.ncbi.nlm.nih.gov/protein/81878121?report=genbank&log$=protalign&blast_rank=50&RID=E930UHE7016&from=14&to=565
https://www.ncbi.nlm.nih.gov/protein/81878121?report=graph&rid=E930UHE7016[81878121]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:592&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_20455016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_20455016
https://www.ncbi.nlm.nih.gov/protein/20455016?report=genbank&log$=protalign&blast_rank=51&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/20455016?report=graph&rid=E930UHE7016[20455016]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:592&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_20455016
https://www.ncbi.nlm.nih.gov/protein/81878121?report=genbank&log$=protalign&blast_rank=50&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/20455016?report=genbank&log$=protalign&blast_rank=51&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/gene?term=81878121[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=50
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DEPRKGSDVLVEALEREGVTDVFAYPGGASME IHQALTRSSI - IRNVLPRHEQGGVFAAE
+E G+ V+ +AL+ + V +F G El AL + I+ + R+EQ  +AA
EEQVSGAKVIAQALKTQDVEYMFGVVGIPVTEI--ALAAQELGIKY IGMRNEQAACYAAS

GYARATGFPGVCIATSGPGATNLVSGLADALLDSVP IVAITGQVPRRMIGTDAFQETP IV
TG PGVC+ SGPG + + G+A+A ++ P++ 1 G R AFQE P V
AVGYLTGRPGVCLVVSGPGL IHALGGMANANMNCWPL I'VIGGSSERNQEAMGAFQEFPQV

EVTRSITKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKD———IQQQLVIPDWDQ
E R TK + +E IP ++ +A + GRPG ID+P D +Q
EACRLYTKFSARPSTIELIPFIIEKAVRSSIYGRPGACYIDIPADFVTLQANVTSIKYKE

PMRLPGYMSRLPKLPNEMLLEQIVRLISESKKPVLYVGGGCSQSSEE——LRRFVELTGIP
+ ++ ++K+P+L +G G + S E +R+ VE +P
CCMPPPV ————— SMAETSAVCAAASVLRDAKQPLLIIGKGAAYSHAEDSIRKLVEQCSLP

VASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVT-GKLEAFA
TMGG P + + A+ S+D+++ FG R + + G +
FLPTPMGKGVVPDNHPNCVG -~~~ AARSRALQSADV IVLFGARLNWILHFGLPPRYQ

SRAKIVHIDIDSAE IGKNKQPHVS ICAD IKLALQGLNS I LESKEGKLKLDFSAWR----~
+ K+ IDI + E+G N +P V + DI + L + + D W+
ADVKFIQIDICAEELGNNVRPSVILLGD IDAVSKQLLEQFDKTPWQCPPDSQWWKTLREK

———————— QELTVQKVKYPLNFKTFGDAIPPQYAIQVLDELTNGSAIISTGVGQHQMWAA
+EL QK P+N+ T Y +Q ++L S I4S G
MKSNEAISKELASQK-SLPMNYYTVF------ YHVQ——EQLPRDSFIVSEGANTMDI -GR

QYYKYRKPRQWLTSGGLGAMGFGLPAAIGAAV----GRPDEVVVD IDGDGSF IMNVQELA
+ PR L +G G MG GL Al AA+ P + V+ ++GD +F + E+
TMLONCLPRHRLDAGSFGTMGVGLGFAIAAALVAKDRSPGQRV ICVEGDSAFGFSGMEVE

TIKVENLPVK IMLLNNQHLGMVVQ---WEDRFYKANRAHTYLGNPSNEAE I FPN--MLKF
TI NLP+ ++++NN  + WE + AT + PN+
TICRYNLP 1 ILLVVNNNG I YQGFDADTWEKMLHFQEAAT TV -~ - PPMCLLPNSHYEQV

AEACGVPAARVTHRDDLRAAIQKML-DTPGPYLLDVIVPHQ 638
A G V  ++L+ ++++ L DT P LL++++
MTAFGGKGYFVRTPEELQHSLRQALQDTSKPCLLNIMIEPQ 565
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RecName: Full=Pyruvate oxidase; AltName: Full=Pyruvic oxidase; Short=POX
Sequence ID: Q54970.2 Length: 591 Number of Matches: 1
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SDVLVEALEREGVTDVFAYPGGASME IHQALTRSS1 IRNVLPRHEQGGVFAAEGYARATG
S ++ L+ GV ++ PG + AL IR + RHE+ G AA A+ G
SAAMLNVLKTWGVDT I YGIPSGTLSSLMDALAEDKD I RFLQVRHEETGALAAVMQAKFGG

FPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEVTRSIT
GV + + GPGAT+L++G+ DA +D+ P +Al G P + DAFQE + 1
SIGVAVGSGGPGATHL INGVYDAAMDNTPFLA I LGSRPVNELNMDAFQELNQNPMYNGIA

KHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQQQLVIPDWDQPMRLPGYMSR
+N V. E +P+V+ EA A S + GP ++++P + G R
VYNKRVAYAEQLPKV IDEACRAAVS- KKGPAVVEIPVNFGFQEID———ENSYYGSGSYER

LPKLP--NEMLLEQIVRLISESKKPVLYVGGGCSQSSEELRRFVELTGIPVASTLMGLGA
P NE+ +++ V +++ +++PV+Y G G ++ E + P+ +T A
SFIAPALNEVE IDKAVE I LNNAERPV I YAGFGGVKAGEV ITELSRKIKAP I ITTGKNFEA

FPTGDELSLSMLGMHGTVY =————~ ANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKI
F E G+ G+ Y AN V +D +L G F EAF + K
FEWNYE------ GLTGSAYRVGWKPANEVVFEADTVLFLGSNFP--FAEVYEAFKNTEKF

VHIDIDSAE I GKNKQPHVS I CAD----IKLALQGLNS I LESKEGKLKL-DFSAWRQELTV
+ +DID ++GK SI D K L +N + + + o+ + WR +
1QVDIDPYKLGKRHALDAS I LGDAGQAAKA I LDKVNPVESTPWWRANVKNNQNWRDYMN-

QKVKYPLNFKTFGDAIPPQYAIQVLDELTNGSAIISTGVGQHQMWAAQYYKYRKPRQWLT
L KT G+ Q +++ + Al S VG + ++ W T

————— KLEGKTEGELQLYQ-VYNAINKHADQDAIYSIDVGNTTQTSTRHLHMTPKNMWRT

SGGLGAMGFGLPAAIGAAVGRPDEVVVD IDGDGSF IMNVQELAT IKVENLPVKIMLLNNQ
S MG LP 1 A PD V +1 GDG+F M ++ T +LPV  ++ +N
SPLFATMGIALPGG IAAKKDNPDRQVWN IMGDGAFNMCYPDV ITNVQYDLPV INLVFSNA

HLGMVVQWEDRFYKANRAHTYLGNPSNEAE I FPNMLKFAEACGVPAARVTHRDDLRAAI
G + ++++ N+ H + + +N + K AEA G \ +D+ A +
EYGFI---KNKYEDTNK-HLFGVDFTN----- ADYAKIAEAQGAVGFTVDRIED IDAVV
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https://www.ncbi.nlm.nih.gov/protein/20455016?report=genbank&log$=protalign&blast_rank=51&RID=E930UHE7016&from=14&to=565
https://www.ncbi.nlm.nih.gov/protein/20455016?report=graph&rid=E930UHE7016[20455016]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:592&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_18279292
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_18279292
https://www.ncbi.nlm.nih.gov/protein/18279292?report=genbank&log$=protalign&blast_rank=52&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/18279292?report=graph&rid=E930UHE7016[18279292]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:544&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_18279292
https://www.ncbi.nlm.nih.gov/protein/18279292?report=genbank&log$=protalign&blast_rank=52&RID=E930UHE7016&from=9&to=519
https://www.ncbi.nlm.nih.gov/protein/18279292?report=graph&rid=E930UHE7016[18279292]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:544&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_29337215
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_29337215
https://www.ncbi.nlm.nih.gov/protein/29337215?report=genbank&log$=protalign&blast_rank=53&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/29337215?report=graph&rid=E930UHE7016[29337215]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:570&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_29337215
https://www.ncbi.nlm.nih.gov/protein/18279292?report=genbank&log$=protalign&blast_rank=52&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/gene?term=20455016[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=51
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Sequence ID: P37063.3 Length: 603 Number of Matches: 1
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LVEALEREGVTDVFAYPGGASME IHQALT-RSS I IRNVLPRHEQGGVFAAEGYARATGFP
+++ LE GV ++ PGG+ I AL+ I + RHE+ G AA A+ TG
VIKVLEAWGVDHLYG IPGGS INS IMDALSAERDRIHY IQVRHEEVGAMAAAADAKLTGK 1

GVCIATSGPGATNLVSGLADALLDSVP IVAITGQVPRRMIGTDAFQETPIVEVTRSITKH
GVC ++GPG T+L++GL DA D VP++A+ GQ + D FQE + o+ o+
GVCFGSAGPGGTHLMNGLYDAREDHVPVLAL IGQFGTTGMNMDTFQEMNENP I YADVADY

NYLVMDVED I PRVVREAFFLARSGRPGPVL 1 DVPKD 1 -QQQLV I PDWDQPMRLPGYMSRL
N ++ +P V+EA A+ +G ++ +P D+ QQ+ DW Y + L
NVTAVNAATLPHV I DEAIRRAYAHQ-GVAVVQ I PVDLPWQQ I PAEDWYASAN--SYQTPL

PKLPNEMLLEQIVRL ISESKKPVLYVGGGCSQSSEELRRFVELTGIPVASTLMGLGAFPT
P+ + ++ + + +++P++Y G G ++ +EL + + 1P+ ST G

LPEPDVQAVTRLTQTLLAAERPL1YYGIGARKAGKELEQLSKTLKIPLMSTYPAKG IVAD

GDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAE
AN A+ +D++L G + K AF + + IDID A+
RYPAYLGSANRVAQKPANEALAQADVVLFVGNNYPFAEVSK——AFKNTRYFLQIDIDPAK

IGKNKQPHVSICADIKLALQGLNSILESKEGKLKLDFSAWRQELTVQKVKYPLNFKTFGD
+GK + +++ AD + L + + + +E +WQ D
LGKRHKTDIAVLADAQKTLAAILAQVSERES-----~ TPWWQANLANVKNWRAYLASLED

AIP-PQYAIQVL---DELTNGSAI ISTGVGQHQMWAAQYYKYRKPRQWLTSGGLGAMGFG
P A QVL  +++ Al S VG + A ++ K + +TS MG G
KQEGPLQAYQVLRAVNKIAEPDAIYSIDVGD INLNANRHLKLTPSNRHITSNLFATMGVG

LPAAIGAAVGRPDEVVVD IDGDGSF IMNVQELAT IKVENLPVKIMLLNNQHLGMVVQWED
+P Al A+ P+ V ++ GDG M +Q+LAT +LPV ++ N G + +D
IPGAIAAKLNYPERQVFNLAGDGGASMTMQDLATQVQYHLPV INVVFTNCQYGF 1 ---KD

RFYKANRAHTYLGNPSNEAE I FPNMLKFAEACGVPAARVTHRDDLRAATQ--KMLDTPGP
N+ + ++G N+ + KAt +ARV +L + K+ P
EQEDTNQ-NDF I GVEFND I D----FSK 1 ADGVHMQAFRVNK I EQLPDVFEQAKAI AQHEP

YLLDVIV 635
L+D ++
VLIDAVI 544

Gaps

160 bits(404) 1e-40 Compositional matrix adjust. 143/547(26%) 249/547(45%) 27/547(4%)
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274
193
334
253
394
311
454
365
510
425
570
482
628
537

Related Information

Gene - associated gene details
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Query
Sbjct
Query
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Query
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2
142
61
202
121
262
173
315
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GenPept Graphics

RecName: Full=Acetolactate synthase, catabolic; Short=ALS
Sequence ID: Q04524.1 Length: 559 Number of Matches: 1

Range 1: 2 to 550 GenPept Graphics

Expect Method Identities Positives

157 bits(397) 6e-40 Compositional matrix adjust. 154/581(27%) 257/581(44%)

DEPRK-—-—--~ GSDVLVEALEREGVTDVFAYPGGASME IHQALTRSS I IRNVLPRHEQGG
D+PR G+D++V LE +GV VF PG ++ +L SSI R + RHE
DKPRHERQWAHGADL 1 VSQLEAQGVRQVFG IPGAKIDKVFDSLLDSS I-R1 IPVRHEANA

VFAAEGYARATGFPGVCIATSGPGATNLVSGLADALLDSVP IVAITGQVPRRMIGTDAFQ
F A R TG GV + TSGPG +NL++G+A A + P+VA+ G V R Q
AFMAAAVGR I TGKAGVALVTSGPGCSNL I TGMATANSEGDPVVALGGAVKRADKAKLVHQ

ETPIVEVTRSITKHNYLVMDVED I PRVVREAFFLARSGRPGPVL IDVPKD 1QQQLV IPDW
V+ 47K+ V ++ VW AF A GRPG + +P+DI
SMDTVAMFSPVTKYAVEVTASDALAEVVSNAFRAAEQGRPGSAFVSLPQDIV---——-—--

DQPMR---LPGYMSRLPKLPN--EMLLEQIVRLISESKKPVLYVGGGCSQ--SSEELRRF
D P LP SR P++ + ++ + + I+ +K P+ +G SQ +S LR
DGPASGSTLPA--SRAPQMGAAPDGAVDSVAQA I AAAKNP I FLLGLMASQPENSRALHRH

VELTGIPVASTLMGLGAFPTGDELSLS-MLGMHGTVYANYAVDSSDLLLAFG---VRFDD
L G GA + +  +G+ + + +DL++ G V o ++
AGKKPYSGHQHLSGAGAVNQDNFARFAGRVGLFNNQAGDRLLRQADL I ICIGYSPVEYEP

RVTGKLEAFASRAKIVHID IDSAE IGKNKQPHVS ICAD IKLALQGLNS I LESKEGKLKL -
+ + A +VHID+ A +N P + + DI L+ L +E +L L
AMWN==-—-—-~ SGTATLVHIDVLPAYEERNYVPDIELVGD IAATLEKLAQRIEH---RLVLT

————DFSAWRQELTVQKVKYPLNFKTFGDAIPPQYAIQVLDELTNGSAIISTGVGQHQMW
RQ + A+ P ++ + ++ N ++ +G +W
PQAADILADRQRQRELLDRRGAQLNQF——ALHPLRIVRAMQDIVNSDVTLTVDMGSFHIW

AAQYYKYRKPRQWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVD IDGDGSF IMNVQELAT -
A+Y +RQ +S G MG LP AIGA + P W + GDG F+ + EL T
TARYLYSFRARQVM I SNGQQTMGVALPWA I GAWLVNPQRKVVSVSGDGGFLQSSMELETA

IKVENLPVK IMLLNNQHLGMVVQWEDRFYKANRAHTYLGNPSNEAE I FPNMLK-FAEACG
+++ + I+ ++N + + +Q + ++ + + E P K +AEA G
VRLHANTLHI TWVDNGYNMVAIQEQKKYQRL-—————————- SGVEFGPVDFKVYAEAFG

VPAARVTHRDDLRAAIQKMLDTPGPYLLDVIVPHQEHVLPM 644
Vv + L ++ +D GP ++ + V ++++ L M
ACGFAVESAEALEPTLRAAMDVDGPAVVAIPVDYRDNPLLM 550
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Gaps
56/581(9%)

141
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201
120
261
172
314
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370
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429
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485
400
544
460
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https://www.ncbi.nlm.nih.gov/protein/29337215?report=genbank&log$=protalign&blast_rank=53&RID=E930UHE7016&from=17&to=544
https://www.ncbi.nlm.nih.gov/protein/29337215?report=graph&rid=E930UHE7016[29337215]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:570&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_417186
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_417186
https://www.ncbi.nlm.nih.gov/protein/417186?report=genbank&log$=protalign&blast_rank=54&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/417186?report=graph&rid=E930UHE7016[417186]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:577&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_417186
https://www.ncbi.nlm.nih.gov/protein/417186?report=genbank&log$=protalign&blast_rank=54&RID=E930UHE7016&from=2&to=550
https://www.ncbi.nlm.nih.gov/protein/417186?report=graph&rid=E930UHE7016[417186]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:577&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/29337215?report=genbank&log$=protalign&blast_rank=53&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/417186?report=genbank&log$=protalign&blast_rank=54&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/gene?term=29337215[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=53

NCBI Blast:Protein Sequence (664 letters)

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Uncharacterized protein MJO663
Sequence ID: Q58077.1 Length: 494 Number of Matches: 1

Related Information

Range 1: 9 to 490 GenPept Graphics . )
Gene - associated gene details

Score Expect Method Identities Positives Gaps

155 bits(393) 9e-40 Compositional matrix adjust. 147/564(26%) 252/564(44%) 97/564(17%)

Query 95  DVLVEALEREGVTDVFAYPGGASMEIHQALTRSSIIRNVLPRHEQGGVFAAEGYARATGF 154
+ +V+ LER V +F+YPG + ++ + SSI +N++ R E+G F A+GYAR T +
Sbjct 9 EAMVDFLER-NVKT IFSYPGEQILPLYNEIEGSSI-KNIMVRDERGAGFMADGYARITNY 66

Query 155 PGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEVTRSITK 214
GVC+AT+GPGATNL + +A A D+ ++AITG+ R+ IG + FQE V +
Shjct 67 IGVCLATAGPGATNLTTPIATAYKDNSSVLAITGRCQRKY IGKNYFQE---VNMDFLNFY 123

Query 215 HNYLV--MDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQQQLVIPDWDQPMRLPGY-- 270

YV +V 1+ + F + PV +++P D+ ++ + + + Y
Sbjct 124 KGYFVDKAEVSY IAKAFADCLFNKK----- PVQLNIPVDLYKEEA----- KDINITTYTD 173
Query 271 MSRLPKLPNEMLLEQIVRLISESKKPVLYVGGGC--SQSSEE---LRRFVELTGIPVAST 325
++ +P+ +E V KKP+ +G G + S +E + + +E P+A+T
Sbjct 174 1YKDDETPSNNIKEIDV------ KKPLFLIGQGIFGTLSYKEIVKISKILEKINCPIATT 227
Query 326 LMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKI 385
G E + ++G G D LL A D++ + + +
Sbjct 228 FPARGVINEKLENCIGLVGRRG-------- DLKSLLEA------ DKIINIGSSLSYNTYV 273

Query 386 VHIDIDSAEIGKNKQPHVSICADIKLALQGLNSILESKEGKLKLDFSAWRQELTVQKVKY 445
+ ++ +S +I+L + + + E E L + S+W K

Sbjct 274 ESV-—-—-————- REKLLSKTENIQLKPKSIKELKEFFEN-LDVKNSSWIY ---—--- KN 315

Query 446 PLNFKTFGDAIPPQYAIQVLDELTN--GSAIISTGVGQHQMWAAQYYKYRKPRQWLTSGG 503
F+ GD Y+ ++ + + N Al T G+H ++ PR ++S

Sbjct 316 SNKFQPSGD----- YSNKIYEIIKNIPEDAIIVTDAGKHTVFTCLLKTCVIPRNIISSHS 370

Query 504 LGAMGFGLPAAIGAAVG----RPDEVVVDIDGDGSFIMNVQELAT IKVENLPVKIMLLNN 559
G MGFGLPA+IG G D VV I GDG F+MNV+EL + NL + ++++ N
Sbjct 371 FGTMGFGLPASIGVKFGTIDFNIDREVVLISGDGGFLMNVEELQVVAENNLKILMVVMKN 430

Query 560 QHLGMVVQWEDRFYKANRAHTYLGNPSNEAE IFPNMLKFAEACGVPAARVTHRDDLRAAL 619
L + ++ PN K A+A + + + D+ + |
Shjct 431 NSLAEFCKIKN-—-———m—mmmmmmm e PNFNKIADAFEIDNCY IENVDEIGSEI 468

Query 620 QKMLDTPGPYLLDVIVPHQEHVLP 643
+ L P L V+V + LP
Sbjct 469 KGYLKKNKPLL--VVVETENEPLP 490

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Probable 2-ketoarginine decarboxylase Arul; AltName: Full=2-oxo-5-guanidinopentanoate decarboxylase;
AltName: Full=5-guanidino-2-oxopentanoate decarboxylase
Sequence ID: Q9HUIB.1 Length: 559 Number of Matches: 1

Related Information

Range 1: 19 to 494 GenPept Graphics

- . Gene - associated gene details
Score Expect Method Identities Positives Gaps I 9

156 bits(395) 1e-39 Compositional matrix adjust. 147/496(30%) 222/496(44%) 33/496(6%)

Query 83  SRFAPDEPRK---GSDVLVEALEREGVTDVFAYPGGASMEIHQALTRSSIIRNVLPRHEQ 139
+R P +P+K LVv. L GV VF PG ++E+++ L S I R+VL RHEQ
Sbjct 19  TRILPMQPQKTLTAGQALVRLLANYGVDTVFGIPGVHTLELYRGLPGSGI-RHVLTRHEQ 77

Query 140 GGVFAAEGYARATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTD- 198
G F A+GYAR +G PGVC  +GPG TN+ + + A DSVP++ I+ +G
Sbjct 78  GAGFMADGYARVSGKPGVCFVITGPGVTNVATAIGQAYADSVPLLVISSVNHSASLGKGW 137

Query 199 -AFQETPIVE-VTRSITKHNYLVMDVED IPRVVREAFFLARSGRPGPVLIDVPKDIQQQL 256
T +T IT + L+ E+P ++ A+ + S RP PV I +P D+
Sbjct 138 GCLHETQDQRAMTAPITAFSALALSPEQLPEL IARAYAVFDSERPRPVHISIPLDVLAAP 197

Query 257 VIPDWDQPM-RLPGYMSRLPKLPNEMLLEQIVRLISESKKPVLYVGGGCSQSSEELRRFV 315
vV DW + R PG +P L ++ +++P+L GGG + EL
Sbjct 198 VAHDWSAAVARRPGR----- GVPCSEALRAAAERLAAARRPML IAGGGALAAGEALAALS 252

Query 316 ELTGIPVASTLMGLGAFPTGDELSLSMLGMHGTVYANYA-VDSSDLLLAFGVRFDDRVTG 374
E P+ +++ G G P L+ G \Y + + +DL+LA G D
Sbjct 253 ERLAAPLFTSVAGKGLLPPDAPLNA---GASLCVAPGWEMIAEADLVLAVGTEMADTDFW 309

Query 375 KLEAFASRAKIVHIDIDSAEIGKNKQPHVSICADIKLALQGLNSILESKEGKLKLDFSAW 434

+ E +++ +DID + V++ D + L+ L L +
Sbjct 310 R-ERLPLSGELIRVDIDPRKFNDFYPSAVALRGDARQTLEALLVRLPQEA-——--——--- 358
Query 435 RQELTVQKVKYPLNFKTFGDAIPPQYAIQ-VLDELTNG---SAIISTGVGQHQMWAAQYY 490
R L + P +LD + A +ST + +

Sbjct 359 RDSAPAAARVARLRAEIRAAHAPLQALHQAILDRIAAALPADAFVSTDMTQLAYTGNYAF 418

Query 491 KYRKPRQWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKVE-N 549
R PRWL G G +G+GLPA IGA +G P + + GDG F+ QELAT E +
Sbjct 419 ASRAPRSWLHPTGYGTLGYGLPAGIGAKLGAPQRPGLVLVGDGGFLYTAQELATASEELD 478

NCBI Blast_Protein Sequence (664 letters) ALS.html[5/04/2017 4:24:37 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_2501333
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_2501333
https://www.ncbi.nlm.nih.gov/protein/2501333?report=genbank&log$=protalign&blast_rank=55&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/2501333?report=graph&rid=E930UHE7016[2501333]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:514&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_2501333
https://www.ncbi.nlm.nih.gov/protein/2501333?report=genbank&log$=protalign&blast_rank=55&RID=E930UHE7016&from=9&to=490
https://www.ncbi.nlm.nih.gov/protein/2501333?report=graph&rid=E930UHE7016[2501333]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:514&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81539644
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81539644
https://www.ncbi.nlm.nih.gov/protein/81539644?report=genbank&log$=protalign&blast_rank=56&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/81539644?report=graph&rid=E930UHE7016[81539644]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:517&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_81539644
https://www.ncbi.nlm.nih.gov/protein/81539644?report=genbank&log$=protalign&blast_rank=56&RID=E930UHE7016&from=19&to=494
https://www.ncbi.nlm.nih.gov/protein/81539644?report=graph&rid=E930UHE7016[81539644]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:517&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/2501333?report=genbank&log$=protalign&blast_rank=55&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/81539644?report=genbank&log$=protalign&blast_rank=56&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/gene?term=2501333[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=55
https://www.ncbi.nlm.nih.gov/gene?term=81539644[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=56

NCBI Blast:Protein Sequence (664 letters)

Query 550 LPVKIMLLNNQHLGMV 565
P+ ++L NN LG +
Sbjct 479 SPLVVLLWNNDALGQI 494

Download GenPept Graphics Next Previous Descriptions

RecName: Full=2-hydroxyacyl-CoA lyase 1; AltName: Full=2-hydroxyphytanoyl-CoA lyase; Short=2-HPCL; AltName:
Full=Phytanoyl-CoA 2-hydroxylase 2
Sequence ID: Q9UJ83.2 Length: 578 Number of Matches: 1

Related Information

Range 1: 4 to 483 GenPept Graphics . .
Gene - associated gene details

Score Expect Method Identities Positives Gaps

155 bits(393) 3e-39 Compositional matrix adjust. 136/504(27%) 223/504(44%) 50/504(9%)

Query 83  SRFA--PDEPRKGSDVLVEALEREGVTDVFAYPGGASMEIHQALTRSSIIRNVLPRHEQG 140
SFA +E G+ V+ +AL+ + V +F G ElI A + 1 + + R+EQ
Shjct 4 SNFAERSEEQVSGAKV IAQALKTQDVEY IFGIVGIPVTEIAIAAQQLGI-KYIGMRNEQA 62

Query 141 GVFAAEGYARATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAF 200
+AA T PGVC+ SGPG + + G+A+A ++ P++ I G R AF
Sbjct 63  ACYAASAIGYLTSRPGVCLVVSGPGL IHALGGMANANMNCWPLLY IGGSSERNQETMGAF 122

Query 201 QETPIVEVTRSITKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDI QQQLVI PD 260
QEPVE R TK + +E IP V+ +A + GRPG +D+P D
Shjct 123 QEFPQVEACRLYTKFSARPSSIEAIPFVIEKAVRSSIYGRPGACYVDI PADFVNLQV——— 179

Query 261 WDQPMRLPGYMSRLPKLPNEMLLEQIV----RLISESKKPVLYVGGGC--SQSSEELRRF 314
+ YM R P M Vv +1  +K+P+L +G G+ + E +++
Sbjct 180 ---NVNSIKYMERCMSPPISMAETSAVCTAASVIRNAKQPLL I IGKGAAYAHAEESIKKL 236

Query 315 VELTGIPVASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTG 374
VE +P T MGG P + + A+ +D+++ FG R + +
Sbjct 237 VEQYKLPFLPTPMGKGVVPDNHPYCVG------- AARSRALQFADVIVLFGARLNWILHF 289

Query 375 KL- EAFASRAKIVHIDIDSAEIGKNKQPHVSICADIKLALQGLNSILESKEGKLKLDFSA 433
L + K + +DI + E+G N +P V++ +1 + L L+ +
Sbjct 290 GLPPRYQPDVKFIQVDICAEELGNNVKPAVTLLGNI HAVTKQLLEELDKTPWQYPPESKW 349

Query 434 WR-----—--————- QELTVQKVKYPLNFKTFGDAIPPQYAIQVLDELTNGSAIISTGVG 480
W+ +EL  +K P+N+ T Y +Q ++L ++S G
Sbjct 350 WKTLREKMKSNEAASKELASKK-SLPMNYYTVF------ YHVQ--EQLPRDCFVVSEGAN 400

Query 481 QHQMWAAQYYKYRKPRQWLTSGGLGAMGFGLPAA IGAAV----GRPDEVVVDIDGDGSFI 536
Y PR L +G G MG GL Al AAV P + ++ ++GD +F
Sbjct 401 TMDIGRTVLQNYL PRHRLDAGTFGTMGVGLGFAIAAAVVAKDRSPGQWI ICVEGDSAFG 459

Query 537 MNVQELATIKVENLPVKIMLLNNQ 560
+ E+ TI NLP+ ++++NN
Sbjct 460 FSGMEVETICRYNLPIILLVVNNN 483

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Sulfoacetaldehyde acetyltransferase

Sequence ID: D5AKX8.1 Length: 590 Number of Matches: 1
Related Information
Range 1: 7 to 543 GenPept Graphics

Score Expect Method Identities Positives Gaps

154 bits(388) 2e-38 Compositional matrix adjust. 138/552(25%) 238/552(43%) 38/552(6%)

Query 95 DVLVEALEREGVTDVFAYPGGASME IHQALTRSS I IRNVLPRHEQGGVFAAEGYARATGF 154
+ V+ L+R G+ F GAMI R+ 1 R HE G  A+G+ RA+G
Sbjct 7 EAFVKVLQRHGIDTAFGI IGSAFMP I SDLFPRAG I -RFFDCAHEGSGGMMADGFTRASGR 65

Query 155 PGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEVTRSITK 214
+ 1A +GPG TN V+ + A + P+++T Q R IG FQE + +R +
Shjct 66  MAMIIAQNGPGVTNFVTAVKTAYWNHTPMLVVTPQAANRT I GQGGFQEVEQMALFRDMVC 125

Query 215 HNYLVMDVEDIPRVVREAFFLARSGRPGPVL IDVPKDIQQQLYIPDWDQPMRLPGYMSRL 274
+D 1 V+ AR P 1++P+D+ +++ + Q + LP
Shjct 126 WQEELRDPARIAEVLDRVIRKARRAS-APAQINLPRDMFTKIIDIELPQGVDLP----—- 178

Query 275 PKLPNEMLLEQIVRLISESKKPVLYVGGGC--SQSSEELRRFVELTGIPVASTLMGLGAF 332
P+ L++ L+S ++ PV+ G G +++ + E PV <+ AF
Shjct 179 RPAPDAQALDRAAALLSSARFPVILNGAGVVLAEAIPDTVALAERLEAPVCTGYQHNDAF 238

Query 333 PTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVT---GKLEAFASRAKIVHID 389
P L LG+G+ A + +D++L GR + T ++ + A ++ +D
Shjct 239 PGSHPLFAGPLGYNGSKAAMQLMSQADVVLCLGTRLNPFSTLPGYGIDYWPKAAAVIQVD 298

Query 390 IDSAEIGKNKQPHVSICADIKLALQGLNSILESKEG--------- KLKLDFSAWRQELTV 440
1+ IG + + 1 AD +G+ + L ++ G ++ S W QEL
Sbjct 299 INPDRIGLTRPVTLGIAADAGAVARGILARLGAQAGDQDRAERAARIATTKSRWAQELAS 358
Query 441 QKVKYPLNFKTFGDA ———————— IPPQYAIQVLDELTNGSAI ISTGVGQHQMWAAQYYKY 492
++ + + P+ A + + Al+S+ +G +

Sbjct 359 MDHEEDDPGTSWNERARAAKPGWMSPRMAWRAITAALPPEAILSSDIGNNCAIGNAYPSF 418

Query 493 RKPRQWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKVENLP- 551
R++L G G G+GLPA IGA + P+ VV  GDG+F ++V EL I + P
Sbjct 419 AAGRKYLAPGLFGPCGYGLPAIIGAKIACPETPVVGFAGDGAFGISVTELTAIGRADWPA 478
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_20455027
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_20455027
https://www.ncbi.nlm.nih.gov/protein/20455027?report=genbank&log$=protalign&blast_rank=57&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/20455027?report=graph&rid=E930UHE7016[20455027]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:506&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_20455027
https://www.ncbi.nlm.nih.gov/protein/20455027?report=genbank&log$=protalign&blast_rank=57&RID=E930UHE7016&from=4&to=483
https://www.ncbi.nlm.nih.gov/protein/20455027?report=graph&rid=E930UHE7016[20455027]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:506&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_704044311
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_704044311
https://www.ncbi.nlm.nih.gov/protein/704044311?report=genbank&log$=protalign&blast_rank=58&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/704044311?report=graph&rid=E930UHE7016[704044311]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:569&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_704044311
https://www.ncbi.nlm.nih.gov/protein/704044311?report=genbank&log$=protalign&blast_rank=58&RID=E930UHE7016&from=7&to=543
https://www.ncbi.nlm.nih.gov/protein/704044311?report=graph&rid=E930UHE7016[704044311]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:569&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/20455027?report=genbank&log$=protalign&blast_rank=57&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/704044311?report=genbank&log$=protalign&blast_rank=58&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/gene?term=20455027[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=57

NCBI Blast:Protein Sequence (664 letters)

Query 552 VKIMLLNNQHLGMVVQWEDRFYKANRAHTYLGNPSNEAE IFPNMLKFAEACGVPAARVTH 611
++++ N G+ +Y N TL + Al A+ACG+
Sbjct 479 I1TMVVFRNYQWGAEKRNSTLWYDDNFVGTELDLQVSYAGI------- AQACGLQGVVART 531

Query 612 RDDLRAAIQKML 623
++L A++K L
Sbjct 532 MEELTEALRKAL 543

Download GenPept Graphics Next Previous Descriptions
RecName: Full=N(2)-(2-carboxyethyl)arginine synthase; Short=CEA synthetase; Short=CEAS

Sequence ID: QILCV9.1 Length: 573 Number of Matches: 1
Related Information

Range 1: 49 to 559 GenPept Graphics

Score Expect Method Identities Positives Gaps

149 bits(375) 6e-37 Compositional matrix adjust. 140/526(27%) 235/526(44%) 35/526(6%)

Query 130 IRNVLPRHEQGGVFAAEGYARATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQ 189
I VL RHE AA+ AR TG P C AT GPG TNL +G+A ++LD P++A+
Sbjct 49 IDFVLTRHEFTAGVAADVLARITGRPQACWATLGPGMTNLSTGIATSVLDRSPVIALAAQ 108

Query 190 VPRR-MIGTDAFQETPIVEVTRSITKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDYV 248
+ D Q V4 4Kt + 4l _+V A A+ GP I +
Sbjct 109 SESHDIFPNDTHQCLDSVAIVAPMSKYAVELQRPHE I TDLVDSAVNAAMTEPVGPSFISL 168

Query 249 PKDIQUQLYIPDHDQPHRLPGYMSRLPKLPNEMLLE--—-——- QIVRLISESKKPVLYVG 301
P D +P+ PP+ + Q  L++E+K PVL VG
Sbjct 169 PVDLLGSSEGID————TTVPNPPANTPAKPVGVVADGWQKAADQAAALLAEAKHPVLVVG 224

Query 302 GGCSQSSE--ELRRFVELTGIPVASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSS- 358
+S +R E IPV+T + G PG EL+ + + N+ o+
Sbjct 225 AAAIRSGAVPAIRALAERLNIPVITTY 1AKGVLPVGHELNYGAVTGYMDGILNFPALQTM 284

Query 359 ----DLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKQPHVSICADIKLALQ 414
DL+L G + + + + KV I I+ +PV + D+ ++
Sbjct 285 FAPVDLVLTVGYDYAEDLRPSMWQKGIEKKTVRISPTVNPIPRVYRPDVDVVTDVLAFVE 344

Query 415 GLNSI LESKEGKLKLDFSAWRQELTVQKVKYPLNFKTFGDA IPPQYAIQVLDELTN---- 470
+ S K+0D R ++ + +T+ D + I ++ +
Sbjct 345 HFETATASFGAKQRHDIEPLRAR IA————EFLADPETYEDGMRVHQV IDSMNTVMEEAAE 400

Query 471 -GSAIISTGVGQHQMWAAQYYKYRKPRQWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVDI 529
G I ++G ++ ++ +P +LTS G + G+G+PAAIGA + RPD+ 1
Sbjct 401 PGEGTIVSDIGFFRHYGVLFARADQPFGFLTSAGCSSFGYGIPAAIGAQMARPDQPTFLI 460

Query 530 DGDGSFIMNVQELAT IKVENLPVK IMLLNNQHLGMVVQWEDRFYKANRAHTYLGNPSNEA 589
GDG F N +L TI  NLP+ +++NN G+ ++ N H  +P+ +
Shjct 461 AGDGGFHSNSSDLETIARLNLPIVTVVVNNDTNGLIELYQ------ NIGHHRSHDPAVKF 514

Query 590 EIFPNMLKFAEACGVPAARVTHRDDLRAATIQKMLDTPGPYLLDVIV 635
+ + AEA GV A R T+R++L AA++K + P+L++V V
Sbjct 515 GGV-DFVALAEANGVDATRATNREELLAALRKGAELGRPFLIEVPV 559

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=Probable 2-hydroxyacyl-CoA lyase 1; AltName: Full=2-hydroxyphytanoyl-CoA lyase; Short=2-HPCL

Sequence ID: Q54DA9.1 Length: 580 Number of Matches: 1
Related Information
Range 1: 45 to 491 GenPept Graphics

Score Expect Method Identities Positives Gaps

144 bits(362) 4e-35 Compositional matrix adjust. 118/456(26%) 209/456(45%) 40/456(8%)

Query 136 RHEQGGVFAAEGYARATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMI 195
R+EQ +AA TG PG+C+ SGPG + ++G+ +A + P++ ++ + + ++
Sbjct 45  RNEQSCSYAASIVGYLTGLPGLCMTVSGPGVVHALAGVLNAQSNGWPMILLSSSIDQSLV 104

Query 196 GTDAFQETPIVEVTRSITKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQQQ 255
G FQE E K Y + +++ P ++++A + S RPGPV I +P D+ +
Sbjct 105 GKGGFQECKQFESAELYCKKCYYLTEIDHFPEILKDAIETSLSNRPGPVYIQIPADLIKS 164

Query 256 LVIPDWDQPMRLPGYMSRLPK——LPNEMLLEQIVRLISESKKPVLYVGGGCS——QSSEEL 311
GY + K +P+ L++ V+L+SE+K+P++ G G + +S EL
Shjct 165 KC- KESPNIREAAGYGTIAIKSWPDMKLIKDAVQLLSEAKRPLVIGGKGAAYCRSENEL 223

Query 312 RRFVELTGIPVASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDR 371
F+E T IP + MG G L + +YA+ ++D++L G R +
Sbjct 224 LEFIEATKIPFLPSPMGKGLLRDDHPLVVG--~--—- AARSYALKNADVVLVLGARLNWM 276

Query 372 VT-GKLEAFASRAKIVHIDIDSAEIGKNKQPHV----SICADIKLALQGLNSIL--ESKE 424
GK F++ K + +D+D + K K P+V +1 D +L++ + + E+ E
Sbjct 277 FNFGKAPTFSTDVKFI1VDVDENQASKTKNPNVVPEIAIVGDARLSIAEMRKLFIGETDE 336

Query 425 -—————————- GKLKLDFSAW---RQELTVQKVKYPLNFKTFGDAIPPQYAI--QVLDELT 469
+K++ S W Q++ V K K + +Y +V + L
Sbjct 337 QPQPPQDSLIKSMKMEESWWSNLNQD IQV-KTKSLATLMSEPQNNDQEYLTYHKVFNALR 395

Query 470 NGSAI————ISTGVGQHQMWAAQYYKYRK PRQWLTSGGLGAMGFGLPAAIGAAVGRPDE 524
G | + M + PR L+G L MG G+ ++ A+ PD
Sbjct 396 VGGLFQEDTI FVNEGANTMD 1 GRLCI PQTLPRSRLDAGTLATMGVGVGYSVAAQICFPDR 455

Query 525 VVVDIDGDGSFIMNVQELATIKVENLPVKIMLLNNQ 560
W I GD +F + E+ LP+ ++LNN

NCBI Blast_Protein Sequence (664 letters) ALS.html[5/04/2017 4:24:37 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75488972
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75488972
https://www.ncbi.nlm.nih.gov/protein/75488972?report=genbank&log$=protalign&blast_rank=59&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/75488972?report=graph&rid=E930UHE7016[75488972]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=24:584&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_75488972
https://www.ncbi.nlm.nih.gov/protein/75488972?report=genbank&log$=protalign&blast_rank=59&RID=E930UHE7016&from=49&to=559
https://www.ncbi.nlm.nih.gov/protein/75488972?report=graph&rid=E930UHE7016[75488972]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=24:584&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_74851053
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_74851053
https://www.ncbi.nlm.nih.gov/protein/74851053?report=genbank&log$=protalign&blast_rank=60&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/74851053?report=graph&rid=E930UHE7016[74851053]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=23:513&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_74851053
https://www.ncbi.nlm.nih.gov/protein/74851053?report=genbank&log$=protalign&blast_rank=60&RID=E930UHE7016&from=45&to=491
https://www.ncbi.nlm.nih.gov/protein/74851053?report=graph&rid=E930UHE7016[74851053]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=23:513&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/75488972?report=genbank&log$=protalign&blast_rank=59&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/74851053?report=genbank&log$=protalign&blast_rank=60&RID=E930UHE7016

NCBI Blast:Protein Sequence (664 letters)

Sbjct 456 SVVCIQGDSAFGFSAMEMEVAVRYKLPIVFIVLNNN 491

Download GenPept Graphics sort py: ||;\,a|ue | Next  Previous Descriptions

PUTATIVE PSEUDOGENE: RecName: Full=Putative uncharacterized protein HI_0737
Sequence ID: 005031.1 Length: 265 Number of Matches: 2

Related Information

Range 1: 3 to 128 GenPept Graphics Next Match G d d |
ene - associated gene detai
Score Expect Method Identities Positives Gaps {2ene - associa 9 alls

134 bits(337) 3e-34 Compositional matrix adjust. 66/127(52%) 92/127(72%) 1/127(0%)

Query 93  GSDVLVEALEREGVTDVFAYPGGASMEIHQALTRSSIIRNVLPRHEQGGVFAAEGYARAT 152
G+ +++ L+ VT +F YPGGA M + AL + + ++L R+EQG  AA GYAR+T
Sbjct 3 GAQL IMACLKAHHVTTLFGYPGGAIMPTYDALYDAGL-DHLLCRNEQGTAMAAIGYARST 61

Query 153 GFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEVTRSI 212
G GVCIATSGPGATNLV GL DA++DS+P+V ITGQV ~ +IGTDAFQE ++ ++ +
Sbjct 62 GKVGVCIATSGPGATNLV IGLGDAMMDS IPVVT ITGQVASPLIGTDAFQEADVLGLSLAC 121

Query 213 TKHNYLV 219
TKH+++V
Sbjct 122 TKHSFIV 128

Range 2: 113 to 212 GenPept Graphics Previous Match First Match
Score Expect Method Identities Positives Gaps

42.0 bits(97) 0.009 Compositional matrix adjust. 31/108(29%) 47/108(43%) 15/108(13%)

Query 389 DIDSAEIGKNKQPHVSICADIKLA---LQGLNSILESKEGKLKLDFSAWRQELTVQKVKY 445
D+ + K + AD+ L +Q LN++ K LD WR++  ++
Sbjct 113 DVLGLSLACTKHSFIVQSADVALQGDLIQALNAL------ KQDLDIEPWREQ--IRNFKA 164

Query 446 PLNFKTFGDA————IPPQYAIQVLDELTNGSAIISTGVGQHQMWAAQY 489
L+F  + 1 L +AIL T VGOHOMW  Q+
Shjct 165 KLDFTYVENQGNRPIDPWALLNSLSNRKPNNAIICTDVGQHQMWLVQH 212

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=2-hydroxyacyl-CoA lyase; AltName: Full=2-hydroxyphytanoyl-CoA lyase; Short=2-HPCL; AltName:
Full=Oxalyl-CoA decarboxylase

Sequence ID: QOJMHO0.3 Length: 577 Number of Matches: 1
Related Information

Range 1: 51 to 562 GenPept Graphics

Score Expect Method Identities Positives Gaps

140 bits(353) 5e-34 Compositional matrix adjust. 137/531(26%) 232/531(43%) 44/531(8%)

Query 130 IRNVLPRHEQGGVFAAEGYARATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQ 189
+R + R+EQ +AA Y TG PG+ + SGPG + ++GL+ A ++ P++ +4G
Sbjct 51  VRFLAFRNEQSAGYAAAAYGFLTGSPGLLLTVSGPGCVHGLAGLSHATANAWPLLMVSGS 110

Query 190 VPRRMIGTDAFQETPIVEVTRSITKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVP 249
+ G FQE + T+ K + DIPR+V +A SGRPG ~ +D+P
Sbjct 111 CSQPDAGRGDFQELDQIAATKPFIKIAVKATTIADIPRLVFQALAATVSGRPGGCYLDIP 170

Query 250 KDIQQQLVIPDWDQPMRLPGYMSRL------ PKLPN-EMLLEQIVRLISESKKPVLYVGG 302
D+ + + + + +E+ L+ +++P++ G
Sbjct 171 SDVLHQTLTESEAAAL IDAAAADSAKSDSSPPKHKSLDEGIEKAAELLRRAERPLVVFGK 230

Query 303 GCSQSSEE--LRRFVELTGIPVASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDL 360
G+S E ++V+TGIP TMGG P LS T + A+ D+
Sbjct 231 GAAYSRAEDAIWKLVDTTGIPFLPTPMGKGVVPDTHPLS-——-—-- ATAARSLAIGQCDV 283

Query 361 LLAFGVRFDDRVT-GKLEAFASRAKIVHIDIDSAE IGKNKQPHVSICADIKLALQGLNSI 419
L GR+ + Gt ++ K+ +D+ EI + ++PHV I D K ++ +N
Sbjct 284 ALVVGARLNWLLHFGEPPKWSKDVKF ILVDVCEEE I -ELRKPHVG IVGDAKRVVEL INRE 342

Query 420 LESKEGKL-------——-—- KLDFSAWRQELTVQKVKYPLNFKTFGDAIPPQYAIQ--VL 465
++ o+ L K + +E +K PNFT P I+ +L
Sbjct 343  IKDQPFCLAPSHPWVEAITKKARDNVLKMEAQLAKDVVPFNFLT-——-—- PLRIIRDAIL 396

Query 466 DELTNGSAI ISTGVGQHQMWAAQYYKYRKPRQWLTSGGLGAMGFGLPAAIGAAVGRPDEV 525
E ++S A + +PR L +G G MG GL + AAV PD +
Sbjct 397 AEGNPAPVVVSEGANTMDVGRAVLVQ NEPRTRLDAGTWGTMGVGLGFCVAAAVAEPDRL 455

Query 526 VVDIDGDGSFIMNVQELAT IKVENLPVKIMLLNNQHLGMVVQWEDRFYKANRAHTYLGNP 585
W ++GD F + E+ T+ LPV +++ NN V. DR Y +P
Sbjct 456 VVAVEGDSGFGFSAMEVETLVRYQLPVVVIVFNNNG----VYGGDRRSPDEITGPYKDDP 511

Query 586 SNEAEI-FPNMLKFAEACGVPAARVTHRDDLRAAIQKMLDTPGPYLLDVIV 635
+ o+ 4+ K EA G V  D+L++A+ + P +++VI+

Sbjct 512 APTSFVPAAGYHKMMEAFGGKGYLVETPDELKSALSESFRARKPAVINVII 562

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=3D-(3,5/4)-trihydroxycyclohexane-1,2-dione hydrolase; Short=THcHDO hydrolase
Sequence ID: Q810QB5.1 Length: 644 Number of Matches: 1
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_12230661
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_12230661
https://www.ncbi.nlm.nih.gov/protein/12230661?report=genbank&log$=protalign&blast_rank=61&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/12230661?report=graph&rid=E930UHE7016[12230661]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:222&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_12230661
https://www.ncbi.nlm.nih.gov/protein/12230661?report=genbank&log$=protalign&blast_rank=61&RID=E930UHE7016&from=3&to=128
https://www.ncbi.nlm.nih.gov/protein/12230661?report=graph&rid=E930UHE7016[12230661]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:134&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/12230661?report=genbank&log$=protalign&blast_rank=61&RID=E930UHE7016&from=113&to=212
https://www.ncbi.nlm.nih.gov/protein/12230661?report=graph&rid=E930UHE7016[12230661]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=109:216&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#hsp12230661_1
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_122222548
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_122222548
https://www.ncbi.nlm.nih.gov/protein/122222548?report=genbank&log$=protalign&blast_rank=62&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/122222548?report=graph&rid=E930UHE7016[122222548]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=26:587&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_122222548
https://www.ncbi.nlm.nih.gov/protein/122222548?report=genbank&log$=protalign&blast_rank=62&RID=E930UHE7016&from=51&to=562
https://www.ncbi.nlm.nih.gov/protein/122222548?report=graph&rid=E930UHE7016[122222548]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=26:587&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81582222
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81582222
https://www.ncbi.nlm.nih.gov/protein/81582222?report=genbank&log$=protalign&blast_rank=63&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/81582222?report=graph&rid=E930UHE7016[81582222]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=40:549&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_81582222
https://www.ncbi.nlm.nih.gov/protein/12230661?report=genbank&log$=protalign&blast_rank=61&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/122222548?report=genbank&log$=protalign&blast_rank=62&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/81582222?report=genbank&log$=protalign&blast_rank=63&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/gene?term=12230661[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=61
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#

NCBI Blast:Protein Sequence (664 letters)

See 2 more title(s)

Range 1: 63 to 526 GenPept Graphics

Related Information

Identical Proteins - Identical

Score Expect Method Identities Positives Gaps ‘

140 bits(352) 1e-33 Compositional matrix adjust. 127/489(26%) 211/489(43%) 84/489(17%) proteins to Q81QB5.1
Query 136 RHEQGGVFAAEGYARATGFPGV--CIATSGPGATNLVSGLADALLDSVPIVAITGQVPRR 193

R+EQG  AA +A+ + C ++ GPG+ N+++ A A +++P++ + G
Sbjct 63 RNEQGMANAAMAFAKQKHRKQ IMACTSSVGPGSANMITSAATASANNIPVLLLPG----- 117
Query 194 MIGTDAFQETPIVEVTRSITKHNYLVMDVEDIPRVVREAFFLARSGRP ———————————— 241
+ 1 + + L + D RV+ + R R
Sbjct 118 ————DVFATRQPDPVLQQIEQTHDLSISTNDAFRAVSK——YWDRINRPEQLMTAMIQAMR 171
Query 242 -———————- GPVLIDVPKDIQQQLVIPDWDQPMRLPGYMSRL————PKLPNEMLLEQIVRL 289
G V 1 +P+D+Q + + R+ P+ LV +

Sbjct 172 VLTNPADTGAVTICLPQDVQGEA————WDFPSYF——FQKRVHRIERRLPTKASLADAVEM 225

Query 290 ISESKKPVLYVGGGC--SQSSEELRRFVELTGIPVASTLMGLGAFPTGDELSLSMLGMHG 347
1 KKPV+ GGG ++++EEL++F E 1P T G A + +L  +G+ G
Sbjct 226 1KRKKKPVMICGGGVRYAEAAEELKQFAETFHIPFGETQAGKSAIESSHPYNLGGIGVTG 285

Query 348 TVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKQPHVSICA 407
VvV AN +DL++ GRFD T + F + ++ ++I+ +E NK + + A
Sbjct 286 NVAANTIAKEADLVIGIGTRFTDFTTASKQLFQNE-EVEFLNINISEFHANKLDALKVIA 344

Query 408 DIKLALQGLNSILESKEGKLKLDFS-------~ AWRQELT-VQKVKYPL-=====—=———- 447
DKAL L 1 E+E + ++ AW EL+ + +++
Sbjct 345 DAKEALLAL--IDELQEIDYQSSYTVEIADAKDAWETELSRLHNIRFTCQDFTPEVEGHF 402
Query 448 --NFKTFGDAIPPQYA----1QVLDELTNGSAIISTGVGQ----- HQMWAAQYYKYRKPR 496
N + DA+ Q I+ L+ All G +MWA+ RKP
Sbjct 403 NENLNEYVDALGTQLTQTAVIGQINTLLDKDAI IVGAAGSLPGDLQRMWAS---—-- RKPN 457

Query 497 QWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKVENLPVKIML 556
+ G MG+ + A+GA + P + V + GDGS+ M EL T EN + ++L
Sbjct 458 TYHMEYGYSCMGYEVAGALGAKLAEPSKEVYAMVGDGSYQMLHSELVTSLQENKKINVLL 517

Query 557 LNNQHLGMV 565
N G +
Sbjct 518 FDNSGFGCI 526

Download GenPept Graphics Next Previous Descriptions
RecName: Full=3D-(3,5/4)-trihydroxycyclohexane-1,2-dione hydrolase; Short=THcHDO hydrolase

Sequence ID: B7JPM3.1 Length: 644 Number of Matches: 1
Related Information

Range 1: 63 to 526 GenPept Graphics

Score Expect Method Identities Positives Gaps

139 bits(351) 2e-33 Compositional matrix adjust. 127/489(26%) 211/489(43%) 84/489(17%)
Query 136 RHEQGGVFAAEGYARATGFPGV--CIATSGPGATNLVSGLADALLDSVPIVAITGQVPRR 193

R+EQG  AA +A+ + C ++ GPG+ N+++ A A +++P++ + G
Sbjct 63 RNEQGMANAAMAFAKQKHRKQ IMACTSSVGPGSANMI TSAATASANNIPVLLLPG----- 117
Query 194 MIGTDAFQETPIVEVTRSITKHNYLVMDVED IPRVVREAFFLARSGRP---==—-—-———-- 241
DF V+1++L+ D RV+ + R R
Sbjct 118 ----DVFATRQPDPVLQQIEQTHDLSISTNDAFRAVSK--YWDRINRPEQLMTAMIQAMR 171
Query 242 --—-——--- GPVLIDVPKDIQQQLVIPDWDQPMRLPGYMSRL————PKLPNEMLLEQIVRL 289
G V I +P+D+Q + ) + R+ +P+ L V+

Sbjct 172 VLTNPADTGAVTICLPQDVQGEA————WDFPSYF——FQKRVHRIERRLPTKASLADAVEM 225

Query 290 ISESKKPVLYVGGGC--SQSSEELRRFVELTGIPVASTLMGLGAFPTGDELSLSMLGMHG 347
1 KKPV+ GGG  ++++EEL++F E IP T G A + +L +G+ G
Sbjct 226 I1KRKKKPVMICGGGVRYAEAAEELKQFAETFHIPFGETQAGKSAIESSHPYNLGGIGVTG 285

Query 348 TVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKQPHVSICA 407
V AN +DL++ GRFD T +F + ++ ++l+ +E NK + + A
Sbjct 286 NVAANTIAKEADLVIGIGTRFTDFTTASKQLFQNE-EVEFLNINISEFHANKLDALKVIA 344

Query 408 DIKLALQGLNSILESKEGKLKLDFS—=-==--- AWRQELT-VQKVKYPL--===————-- 447
DKAL L 1 E+E + ++ AW EL+ + +++
Sbjct 345 DAKEALLAL--IDELQEIDYQSSYTVEIADAKDAWETELSRLHNIRFTCQDFTPEVEGHF 402
Query 448 --NFKTFGDAIPPQYA----IQVLDELTNGSAIISTGVGQ----- HQMWAAQYYKYRKPR 496
N + DA+ Q I+ L+ All G +MWA+ RKP
Sbjct 403 DENLNEYVDALGTQLTQTAVIGQINTLLDEDAI IVGAAGSLPGDLQRMWAS----— RKPN 457

Query 497 QWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKVENLPVKIML 556
+ G MG+ + A+GA + P + V + GDGS+ M EL T EN + ++L
Sbjct 458 TYHMEYGYSCMGYEVAGALGAKLAEPSKEVYAMVGDGSYQMLHSELVTSLQENKKINVLL 517

Query 557 LNNQHLGMV 565
+N G+
Sbjct 518 FDNSGFGCI 526

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=3D-(3,5/4)-trihydroxycyclohexane-1,2-dione hydrolase; Short=THcHDO hydrolase

Sequence ID: Q6HIK2.1 Length: 644 Number of Matches: 1

NCBI Blast_Protein Sequence (664 letters) ALS.html[5/04/2017 4:24:37 PM]



https://www.ncbi.nlm.nih.gov/protein/81582222?report=genbank&log$=protalign&blast_rank=63&RID=E930UHE7016&from=63&to=526
https://www.ncbi.nlm.nih.gov/protein/81582222?report=graph&rid=E930UHE7016[81582222]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=40:549&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_254806018
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_254806018
https://www.ncbi.nlm.nih.gov/protein/254806018?report=genbank&log$=protalign&blast_rank=64&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/254806018?report=graph&rid=E930UHE7016[254806018]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=40:549&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_254806018
https://www.ncbi.nlm.nih.gov/protein/254806018?report=genbank&log$=protalign&blast_rank=64&RID=E930UHE7016&from=63&to=526
https://www.ncbi.nlm.nih.gov/protein/254806018?report=graph&rid=E930UHE7016[254806018]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=40:549&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81396027
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81396027
https://www.ncbi.nlm.nih.gov/protein/81396027?report=genbank&log$=protalign&blast_rank=65&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/81396027?report=graph&rid=E930UHE7016[81396027]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=40:549&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_81396027
https://www.ncbi.nlm.nih.gov/protein/254806018?report=genbank&log$=protalign&blast_rank=64&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/81396027?report=genbank&log$=protalign&blast_rank=65&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://www.ncbi.nlm.nih.gov/protein/81582222?report=ipg

NCBI Blast:Protein Sequence (664 letters)

Score
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Shjct
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Shjct
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Range 1: 63 to 526 GenPept Graphics

Expect Method Identities Positives

RHEQGGVFAAEGYARATGFPGV--CIATSGPGATNLVSGLADALLDSVPIVAITGQVPRR
R+EQG AA +A+ + C ++ GPG+ N+++ A A +++P++ + G
RNEQGMANAAMAFAKQKHRKQ IMACTSSVGPGSANMI TSAATASANNIPVLLLPG-----

MIGTDAFQETPIVEVTRSITKHNYLVMDVEDIPRVVREAFFLARSGRP ————————————
D V+1++L+ D RV+ + R RP
———-DVFATRQPDPVLQQIEQTHDLSISTNDAFRAVSK——YWDRINRPEQLMTAMIQAMR

-------- GPVLIDVPKDIQQQLV IPDWDQPHRLPGYHSRL-—--PKLPNEMLLEQIVRL
G VI +P+D+Q + ) + R+ +P+ LV +
VLTNPADTGAVTI CLPQDVQGEA--——WDFPSYF——FQKRVHR IERRLPTKASLADAVEM

I1SESKKPVLYVGGGC--SQSSEELRRFVELTGIPVASTLMGLGAFPTGDELSLSMLGMHG
1 KKPV+ GGG  ++++EEL++F E IP T G A + +L +G+ G
IKRKKKPVMICGGGVRYAEAAEELKQFAETFHIPFGETQAGKSAIESSHPYNLGGIGVTG

TVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHID IDSAE I GKNKQPHVSICA
V AN +DL++ G RF D T + F + ++ ++1+ +E NK + + A
NVAANT IAKEADLVIGIGTRFTDFTTASKQLFQNE-EVEFLNINISEFHANKLDALKVIA

DIKLALQGLNSILESKEGKLKLDFS—------— AWRQELT-VQKVKYPL-——————————
DKAL L 1 E +E +  ++ AW  EL+ + +++
DAKEALLAL--I1DELQEIDYQSSYTVE IADAKDAWETELSRLHNIRFTCQDFTPEVEGHF

--NFKTFGDAIPPQYA----1QVLDELTNGSAI ISTGVGQ----- HQMWAAQYYKYRKPR
N + DA+ Q I ++ L + All G +MWA+ RKP
NENLNEYVDALGTQLTQTAVIGQINTLLDKDAI IVGAAGSLPGDLQRMWAS----— RKPN

QWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVD IDGDGSF IMNVQELAT IKVENLPVK IML
+ G MG+ + A+GA + P + V + GDGS+ M EL T EN + ++L
TYHMEYGYSCMGYEVAGALGAKLAEPSKEVYAMVGDGSYQMLHSELVTSLQENKKINVLL

LNNQHLGMV 565
+N G +
FDNSGFGC1 526

Related Information

Gene - associated gene details

Gaps

139 bits(351) 2e-33 Compositional matrix adjust. 127/489(26%) 211/489(43%) 84/489(17%)

193
117
241
171
289
225
347
285
407
344
447
402
496
457
556
517

Score

Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct

Download

90

40
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210
159
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219
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279
354
328
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386
463
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GenPept Graphics

Range 1: 40 to 537 GenPept Graphics

Expect Method Identities Positives

PRKGSDVLVEALEREGVTDVFAYPGGASME IHQALTRSS I IRNVLPRHEQGGVFAAEGYA
PRG++EL GV VF GG I A + IRV RHE VFAA+ A
PRHGGESVAEVLRSHGVKFVFTLVGGHISP ILVACEKLGI-RIVDTRHEATAVFAADAVA

RATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEVT
R +G GV T+GPG TN V+ + +A + P++ I G + G A Q+ + +
RLSGTVGVAAVTAGPGLTNTVTAVKNAQMAESPLLL IGGAAATLLQGRGALQD IDQMSLF

RSITKHNYLVMDVED IPRVVREAFFLARSGRPGPVL IDVPKD- IQQQLVIPDWDQPMRLP
+ + K vV VvV +1 VR+A +A+SG PGPV I+ P D + V+ P
KPLCKFCASVRTVREIVPTVRKALAIAQSGTPGPVFIEFPIDTLYPYHVVEKEFAPKNTP

1 — LPKLP--———- NEMLLEQIVRLISESKKPVLY
G M + L LpP + +++ V L+S +KKPV+
KGLMGK I I AWYLKNHLSNLFAGAWESRDLSPLPVHIPHATDDQVQRCVELVSRAKKPV I L

VGGGCS---QSSEELRRFVELTGIPVASTLMGLGAFPTGDELSLSMLGMHGTVYANY —--
+G + ++++R+ +E GIP F G +S +LG + ++
LGSQATLPPTPADDIRKALESLGIP-———————- CFLGG--MSRGLLGKNSPLHIRQNRR

-AVDSSDLLLAFGVRFDDRVT-GKLEAFASRAKIVHID IDSAE IGKNK----QPHVSICA
A+ +DL+L G D R+ G+ R+KI+ ++ D +++ KN +P V1
DALKDADLVLLAGTVCDFRLSYGRV--LNRRSKI IAVNRDKSQLLKNSDMFWKPTVAIQG

DIKLALQGLNSILESKEGKLKLDFSAWRQELTV-QKVKYPLNFKTFGDA----1PPQYAI
D L L+ L+ W L VK N + + P+
DAGSFLLNLSKALKGHRCP----- EEWPQSLKEGDNVKEKANRAKADEKTERHLNPLSVL

QVLDELTNGSAIISTGVGQHQMWAAQYYKYRKPRQWLTSGGLGAMGFGLPAAIGAAVGRP
+DEL +11 RP W G G +G G A+GA + RP
HRVDELLAEDSIIVADGGDFVGSAAYIMRPRGPLCWLDPGAFGTLGVGGGFALGAKLCRP

DEVVVDIDGDGSF IMNVQELAT IKVENLPVKIMLLNN 559
+ V + GDGS VE T PV ++ N+
ESEVWIVYGDGSLGYTVAEFDTFTRHKTPVIALVGND 537

Next  Previous Descriptions

RecName: Full=Acetolactate synthase-like protein; AltName: Full=IlvB-like protein
Sequence ID: Q6NV04.1 Length: 621 Number of Matches: 1

Related Information

Gaps Gene - associated gene details

138 bits(347) 5e-33 Compositional matrix adjust. 145/517(28%) 223/517(43%) 66/517(12%)
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NCBI Blast_Protein Sequence (664 letters) ALS.html[5/04/2017 4:24:37 PM]

Next Previous Descriptions

RecName: Full=3D-(3,5/4)-trihydroxycyclohexane-1,2-dione hydrolase 2; Short=THcHDO hydrolase 2
Sequence ID: Q4V1F5.1 Length: 644 Number of Matches: 1

Related Information



https://www.ncbi.nlm.nih.gov/protein/81396027?report=genbank&log$=protalign&blast_rank=65&RID=E930UHE7016&from=63&to=526
https://www.ncbi.nlm.nih.gov/protein/81396027?report=graph&rid=E930UHE7016[81396027]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=40:549&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_82185629
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_82185629
https://www.ncbi.nlm.nih.gov/protein/82185629?report=genbank&log$=protalign&blast_rank=66&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/82185629?report=graph&rid=E930UHE7016[82185629]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=16:561&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_82185629
https://www.ncbi.nlm.nih.gov/protein/82185629?report=genbank&log$=protalign&blast_rank=66&RID=E930UHE7016&from=40&to=537
https://www.ncbi.nlm.nih.gov/protein/82185629?report=graph&rid=E930UHE7016[82185629]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=16:561&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75537358
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75537358
https://www.ncbi.nlm.nih.gov/protein/75537358?report=genbank&log$=protalign&blast_rank=67&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/75537358?report=graph&rid=E930UHE7016[75537358]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=36:636&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_75537358
https://www.ncbi.nlm.nih.gov/protein/82185629?report=genbank&log$=protalign&blast_rank=66&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/75537358?report=genbank&log$=protalign&blast_rank=67&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/gene?term=81396027[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=65
https://www.ncbi.nlm.nih.gov/gene?term=82185629[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=66

NCBI Blast:Protein Sequence (664 letters)

Score

Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct

136
63

194
118
242
172
292
228
350
288
410
347
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407
501
462
561
522
616
582

Range 1: 63 to 609 GenPept Graphics

Expect Method Identities Positives

RHEQGGVFAAEGYARATGFPGV--CIATSGPGATNLVSGLADALLDSVPIVAITGQVPRR
R+EQG  AA +A+ + C ++ GPG+ N+++ A A +++P++ + G
RNEQGMANAAMAFAKQKHRKQ IMACTSSVGPGSANMITSAATASANNIPVLLLPG----—

MIGTDAFQETPIVEVTRSITKHNYLVMDVED I PRVVREAFFLARSGRP———————————-—
D F V+1++L+ D RV+ + R R
----DVFATRQPDPVLQQIEQTHDLS ISTNDAFRAVSK--YWDR INRPEQLMTAMIQAMR

———————— GPVLIDVPKDIQQQLVIPDWDQPMRL PGYMSRLPK-LPNEMLLEQIVRLIS
G V 1 +P+D+Q + WD + R+ + LP L VvV +Il
VLTNPADTGAVTICLPQDVQGEA————WDFPSYFFQKCVHRIERRLPTRASLADAVEMIK

ESKKPVLYVGGGC--SQSSEELRRFVELTG IPVASTLMGLGAFPTGDELSLSMLGMHGTV
KKPV+ GGG  ++++EEL++F E P T G A + +L +G+ G +
RKKKPVMICGGGVRYAEAAEELKQFAEAFRIPFGETQAGKSAIESSHPYNLGGIGVTGNL

YANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAK IVHIDIDSAE I GKNKQPHVS I CAD
AN +DL++ GRFD T +F + ++ ++l+ +E  NK + + AD
AANT IAKEADLV 1G1GTRFTDFTTASKQLFQNE-EVEFVN INISEFHANKLDALKV I ADA

KLALQGLNS ILESKEGK--LKLDFSA----WRQEL-—------ TVQKVK-==--= YPLNF
KAL L + L++ E + ++ +A W EL TQ K + N
KEALLALINELQAIEYRSSYTVEIAAAKEFWETELARLHN IRFTGQDFKPEVEGHFDDNL

KTFGDAIPPQYA————IQVLDELTNGSAIISTGVGQ ————— HQMWAAQYYKYRKPRQWLT
+ DA+ Q I ++ L+ All +MW RKP
NEYVDALGTQLTQTAVIGEMNTLLDEDAIIVGAAGSLPGDLQRMWTS ————— RKPNTYHM

SGGLGAMGFGLPAAIGAAVGRPDEVVVD IDGDGSF IMNVQELAT IKVENLPVKIMLLNNQ
G MG+ + A+GA + P + V + GDGS+ M EL T EN + ++L +N
EYGYSCMGYEVAGALGAKLAEPSKEVYAMVGDGSYQMLHSELVTSLQENKKINVLLFDNS

HLGMVVQWE----- DRFYKANRAHTYLGNPSNEAE I FPNMLKFAEACGVPAARVTHRDDL
G+ + F R A+ + A GY RVT + L
GFGC INNLQMGNGMGSFGTEFRYRNEETRKLNGA IMKIDFAASAAGYGVKTYRVTSVEQL

RAAIQKMLDTPGPYLLDV IVPHQEHVLPMIPSGG 649
+ A+t L+D+ VLP  + G
QEALKDAKKQTVSTLIDI---—--- KVLPKTMTNG 609

Gaps

137 bits(345) 9e-33 Compositional matrix adjust. 145/574(25%) 238/574(41%) 87/574(15%)

193
117
241
171
291
227
349
287
409
346
449
406
500
461
560
521
615
581

Score

Query
Shjct
Query
Shjct
Query
Shjct
Query
Sbjct
Query
Sbjct
Query
Sbhjct
Query
Sbjct
Query
Sbjct
Query
Sbhjct

Download
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194
118
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290
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348
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460
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520
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Sequence ID: Q63B73.1 Length: 644 Number of Matches: 1

Range 1: 63 to 526 GenPept Graphics

Expect Method Identities Positives

137 bits(344) 1e-32 Compositional matrix adjust. 125/487(26%) 209/487(42%)

RHEQGGVFAAEGYARATGFPGV--CIATSGPGATNLVSGLADALLDSVPIVAITGQVPRR
R+EQG AA  +A+ + C ++ GPG+ N+++ A A +++P++ + G
RNEQGMANAAMAFAKQKHRKQ IMACTSSVGPGSANMITSAATASANNIPVLLLPG-----

MIGTDAFQETPIVEVTRSITKHNYLVMDVEDIPRVVREAFFLARSGRP ————————————
D V+I1++L+ D RV+ + R R
———-DVFATRQPDPVLQQIEQTHDLSISTNDAFRAVSK——YWDRINRPEQLMTAMIQAMR

———————— GPVLIDVPKDIQQQLVIPDWDQPMRLPGYMSRL————PKLPNEMLLEQIVRL
G V I +P+D+Q + WD + R+ P+ LV +
VLTNPADTGAVTICLPQDVQGEA-———WDFPSYF——FQKRVHRIERRLPTKASLADAVEM

1SESKKPVLYVGGGC--SQSSEELRRFVELTGIPVASTLMGLGAFPTGDELSLSMLGMHG
1 KKPV+ GGG ++++EEL++F E 1P T G A + +L  +G+ G
1KRKKKPVMICGGGVRYAEAAEELKQFAETFHIPFGETQAGKSAIESSHPYNLGGIGVTG

TVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHID IDSAE I GKNKQPHVSICA
+ AN +DL++ GRFD T +F+ ++ ++I+ +E NK + + A
NIAANTIAKEADLVIGIGTRFTDFTTASKQLFQNE-EVEFVNINISEFHANKLDALKVIA

DIKLALQGLNSILE--—--- SKEGKLKLDFSAWRQELT VOKVKYPL-==——— == ——
D KAL L L+ S AW EL+ + +++
DAKEALLTLIDELQVIDYRSSYTVEIADAKEAWETELSRLHNIRFTGQDFTPEVEGHFDG

NFKTFGDAIPPQYA----1QVLDELTNGSAI ISTGVGQ----- HQMWAAQYYKYRKPRQW
N + DA+ Q I ++ L+ All G +MWA+ RKP  +
NLNEYVDALGSQLTQTAVIGQINTLLDEDAI IVGAAGSLPGDLQRMWAS ——--~ RKPNTY

LTSGGLGAMGFGLPAAIGAAVGRPDEVVVD IDGDGSFIMNVQELAT IKVENLPVK IMLLN
G MG+ + A+GA + P + V + GDGS+ M EL T EN + ++L +
HMEYGYSCMGYEVAGALGAKIAEPSKEVYAMVGDGSYQMLHSELVTSLQENKKINVLLFD

NQHLGMV 565
N G+
NSGFGCI 526

Gaps
80/487(16%)

193
117
241
171
289
225
347
285
407
344
447
404
498
459
558
519
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RecName: Full=3D-(3,5/4)-trihydroxycyclohexane-1,2-dione hydrolase 1; Short=THcHDO hydrolase 1

Related Information
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RecName: Full=3D-(3,5/4)-trihydroxycyclohexane-1,2-dione hydrolase; Short=THcHDO hydrolase



https://www.ncbi.nlm.nih.gov/protein/75537358?report=genbank&log$=protalign&blast_rank=67&RID=E930UHE7016&from=63&to=609
https://www.ncbi.nlm.nih.gov/protein/75537358?report=graph&rid=E930UHE7016[75537358]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=36:636&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81687921
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81687921
https://www.ncbi.nlm.nih.gov/protein/81687921?report=genbank&log$=protalign&blast_rank=68&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/81687921?report=graph&rid=E930UHE7016[81687921]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=40:549&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_81687921
https://www.ncbi.nlm.nih.gov/protein/81687921?report=genbank&log$=protalign&blast_rank=68&RID=E930UHE7016&from=63&to=526
https://www.ncbi.nlm.nih.gov/protein/81687921?report=graph&rid=E930UHE7016[81687921]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=40:549&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_209572914
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_209572914
https://www.ncbi.nlm.nih.gov/protein/209572914?report=genbank&log$=protalign&blast_rank=69&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/209572914?report=graph&rid=E930UHE7016[209572914]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=37:622&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_209572914
https://www.ncbi.nlm.nih.gov/protein/81687921?report=genbank&log$=protalign&blast_rank=68&RID=E930UHE7016
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576

Sequence ID: A4IPB6.1 Length: 639 Number of Matches: 1

Range 1: 63 to 596 GenPept Graphics

Expect Method Identities Positives

RHEQGGVFAAEGYARATGFPGVCIATS--GPGATNLVSGLADALLDSVPIVAITGQVPRR
R+EQG  AA +A+ + ATS GPGA N+V+ A A +++P++ + G V
RNEQGMANAATAFAKQKNRKQ IMAATSSVGPGAANMVTSAATATANNIPVLLLPGDVFAT

MIGTDAFQET———--—-- PIVEVTRSITKHNYLVMDVED IPRVVREAF-FLARSGRPGPV
Q+ +  R+++K+ \Y E + + A L GV
RQPDPVLQQIEHTHDLS I STNDAFRAVSKYWDRVCRPEQLMSAMLNAMRVLTNPADTGAV

LIDVPKDIQQQLV IPDWDQP----- MRLPGYMSRLPKLPNEMLLEQIVRLISESKKPVLY
I +P+D+Q + WD P R+ RPL+ + V+LI KKP+L
TIALPQDVQGEA----WDFPESFFAKRVHR IERRQPSLES---VRDAVKL IRSKKKPLLV

VGGGC--SQSSEELRRFVELTGIPVASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDS
+GGG S++++ +F E IPAT GG + L+L +G+ G + AN
LGGGVRYSEAADAFVKFAEKFN IPFAETQAGKGT IESSHPLNLGGIGVTGNLAANT IAKQ

SDLLLAFGVRFDDRVTGKLEAFASRAKIVHID IDSAE IGKNKQPHVSICAD IKLALQGL -
+DL++ G RF D T + F+S A+l+ I++ +E +K V + AD K L+ +
ADLIIGVGTRFTDFTTASKQLFSS-AEILT INV--SEFHASKLDAVKVVADAKAGLEAITA

----------- NS I LESKEGKLKLDFSAWRQEL T-VQKVKYPLNF——=———=————————
N I E+K+ AW +EL + V Y NF
EALGDYVSAYGNE I SEAKQ---—--—--~- AWNRELERLCSVAYGENFTPE IAGHLDEKLPEY

-KTFGDAIPPQYAIQVLDELTNGSAIISTGVGQ---~-~ HQMWAAQYYKYRKPRQWLTSGG
+ FG + I ++EL + A+l G +MW + + G
REAFGSELTQTGVIGKVNEL IDDDAV IVGASGSLPGDLQRMWVC----~— KDRNTYHMEYG

LGAMGFGLPAAIGAAVGRPDEVVVD IDGDGSF IMNVQELAT IKVENLPVKIMLLNNQHLG
MG+ + A G + PD+ V + GDGSF+M ELT E + I+L +N G
YSCMGYEIAGAFGVKLAEPDKEVYAMVGDGSFLMLHSELVTSLQEGQKINI ILFDNSGFG

MV - -VQWED------- RFYKANRAHTYLGNPSNEAE I FPNMLKFAEACGVPAARVTHRDD
+ +Q E+ F KN L P + + KAE G+ V. ++
CINNLQMENGMGSFVTEFRKRNLETGQLDGP I --~-MT I DYAKVAEGYGLKTYSVRTMEE

LRAAIQKMLDTPGPYLLDVIV 635
L A+ L+D+ V
LETALIDSKKQSISTLIDIKV 596

Gaps

135 bits(341) 3e-32 Compositional matrix adjust. 146/561(26%) 233/561(41%) 88/561(15%)

193
122
244
182
299
235
357
295
416
352
449
404
503
459
563
519
614
575

Related Information

Score

Query
Shjct
Query
Sbjct
Query
Sbhjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Shjct
Query
Shjct

Download

136
63

194
118
242
172
292
228
350
288
410
347
450
407
501
462
561
522
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See 1 more title(s)

Range 1: 63 to 526 GenPept Graphics

Expect Method Identities Positives

135 bits(339) 6e-32 Compositional matrix adjust. 124/485(26%) 208/485(42%)

RHEQGGVFAAEGYARATGFPGV--CIATSGPGATNLVSGLADALLDSVPIVAITGQVPRR
R+EQG AA  +A+ + C ++ GPG+ N+++ A A +++P++ + G
RNEQGMANAAMAFAKQKHRKQ IMACTSSVGPGSANMITSAATASANNIPVLLLPG-----

MIGTDAFQETPIVEVTRSITKHNYLVMDVEDIPRVVREAFFLARSGRP ————————————
D V+I1++L+ D RV+ + R R
———-DVFATRQSDPVLQQIEQTHDLSISTNDAFRAVSK——YWDRINRPEQLMTAMIQAMR

———————— GPVLIDVPKDIQQQLVIPDWDQP MRLPGYMSRLPK-LPNEMLLEQIVRLIS
G V 1 +P+D+Q + WD P + R+ + LP+ L V +1
VLTNPADTGAVT ICLPQDVQGEA----WDFPDYFFQKRVHR IERRLPTKASLADAVEMIK

ESKKPVLYVGGGC--SQSSEELRRFVELTG IPVASTLMGLGAFPTGDELSLSMLGMHGTV
KKPV+ GGG ++++EEL++F E 1P T G A + +L +G+ G +
RKKKPVMICGGGVRYAEAAEELKQFAETFHIPFGETQAGKSAIESSHPYNLGGIGVTGNI

YANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHID IDSAE IGKNKQPHVSICADI
AN +DL++ GRFD T + F+ ++ ++I+ +E NK + + AD
AANT IAKEADLVIGIGTRFTDFTTASKQLFQNE-EVEFLNINISEFHANKLDALKV IADA

KLALQGLNSILESKEGKLKLDFS------ AWRQELT-VQKVKYPL--——————————— NF
K AL L L+ + + AW  EL+ + +++ N
KEALLVL IDELQVMDYRSSYTVE IADAKEAWETELSRLHNIRFTGQDFTPEVEGHFDGNL

KTFGDAIPPQYA----1QVLDELTNGSAIISTGVGQ----- HQMWAAQYYKYRKPRQWLT
+ DA+ Q I ++ L+ All G +MWA+ RKP  +
NEYVDALGSQLTQTAVIGQINTLLDEDAT IVGAAGSLPGDLQRMWAS -—--- RKPNTYHM
SGGLGAMGFGLPAAIGAAVGRPDEVVVD IDGDGSF IMNVQELAT IKVENLPVKIMLLNNQ
G MG+ + A+GA + P + V + GDGS+ M EL T EN + ++L +N
EYGYSCMGYEVAGALGAKLAEPSKEVYAMVGDGSYQMLHSELVTSLQENKKINVLLFDNS

HLGMV 565

G +
GFGCI 526

Gaps
76/485(15%)

193
117
241
171
291
227
349
287
409
346
449
406
500
461
560
521
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RecName: Full=3D-(3,5/4)-trihydroxycyclohexane-1,2-dione hydrolase; Short=THcHDO hydrolase
Sequence ID: AOREBG6.1 Length: 644 Number of Matches: 1

Related Information

Identical Proteins - Identica
proteins to AOREB6.1
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https://www.ncbi.nlm.nih.gov/protein/209572914?report=genbank&log$=protalign&blast_rank=69&RID=E930UHE7016&from=63&to=596
https://www.ncbi.nlm.nih.gov/protein/209572914?report=graph&rid=E930UHE7016[209572914]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=37:622&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_209572909
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_209572909
https://www.ncbi.nlm.nih.gov/protein/209572909?report=genbank&log$=protalign&blast_rank=70&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/209572909?report=graph&rid=E930UHE7016[209572909]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=40:549&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_209572909
https://www.ncbi.nlm.nih.gov/protein/209572909?report=genbank&log$=protalign&blast_rank=70&RID=E930UHE7016&from=63&to=526
https://www.ncbi.nlm.nih.gov/protein/209572909?report=graph&rid=E930UHE7016[209572909]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=40:549&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_54037424
https://www.ncbi.nlm.nih.gov/protein/209572914?report=genbank&log$=protalign&blast_rank=69&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/209572909?report=genbank&log$=protalign&blast_rank=70&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://www.ncbi.nlm.nih.gov/protein/209572909?report=ipg

NCBI Blast:Protein Sequence (664 letters)

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Probable acetolactate synthase; AltName: Full=ALS; AltName: Full=Acetohydroxy-acid synthase
Sequence ID: P66947.1 Length: 547 Number of Matches: 1

See 2 more title(s)

Related Information

Range 1: 6 to 471 GenPept Graphics

- . Gene - associated gene details
Score Expect Method Identities Positives Gaps - 9

133 bits(334) 1e-31 Compositional matrix adjust. 130/488(27%) 199/488(40%) 31/488(6%) Identical Proteins - Identica
proteins to P66947.1
Query 86 APDEPRKGSDVLVEALEREGVTDVFAYPGGASME IHQALTRSS I IRNVLPRHEQGGVFAA 145
AP + ++ L+ G+ VF GG 1+ R IR + RHEQ FAA
Sbjct 6 APAQTMHAGRLIARRLKASGIDTVFTLSGGHLFSIYDG-CREEGIRLIDTRHEQTAAFAA 64

Query 146 EGYARATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPI 205
EG+++ T PGV  T+GPG TN +S +A A + P+V + G+ P G + QE
Sbhjct 65  EGWSKVTRVPGVAALTAGPGITNGMSAMAAAQQNQSPLVVLGGRAPALRWGMGSLQEIDH 124

Query 206 VEVTRSITKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDI QQQLVI PDWDQPM 265
Vv + + E+ +V +A A'S G +D P D
Sbjct 125 VPFVAPVARFAATAQSAENAGLLVDQALQAAVSAPSGVAFVDFPMDHAFSM ————— SSDN 179

Query 266 RLPGYMSRLPKLPNEM--LLEQIVRLISESKKPVLYVGGGCSQSSEE--LRRFVELTGIP 321
PG ++ LP P L++ L+S +++PV+ G E LRVE 1P
Sbjct 180 GRPGALTELPAGPTPAGDALDRAAGLLSTAQRPVIMAGTNVWWGHAEAALLRLVEERHIP 239

Query 322 VASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFAS 381
\Y M G P L+ S + A+ +D+ L GV D R+ G F S
Sbjct 240 VLMNGMARGVVPADHRLAFSR------- ARSKALGEADVAL IVGVPMDFRL-GFGGVFGS 291

Query 382 RAKIVHIDIDSAEIGKNKQPHVSICADIKLALQG-LNSILESKEGKLKLDFSAWRQEL-T 439
+++ + +P + LGL+L+ G D WH+EL T
Sbjct 292 TTQLI-------- VADRVEPAREHPRPVAAGLYGDLTATLSALAGSGGTDHQGWIEELAT 343

Query 440 VQKVKYPLNFKTFGDAI PPQYAIQVLDELT---NGSAI ISTGVGQHQMWAAQYYKYRKPR 496
L D P + ++V EL A++ G +A + P
Sbjct 344 AETMARDLEKAELVDDR IPLHPMRVYAELAALLERDALVVIDAGDFGSYAGRMIDSYLPG 403

Query 497 QWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKVENLPVKIML 556
WL SG G +G G A+ A + RP VW + GDG+F + E T+ N+ V. ++
Sbjct 404 CWLDSGPFGCLGSGPGYALAAKLARPQRQVVLLQGDGAFGFSGMEWDTLVRHNVAVVSVI 463

Query 557 LNNQHLGM 564
NN~ G+
Shjct 464 GNNGIWGL 471

Download GenPept Graphics Next Previous Descriptions
RecName: Full=Acetolactate synthase-like protein; AltName: Full=IlvB-like protein

Sequence ID: 061856.2 Length: 640 Number of Matches: 1
Related Information

Range 1: 48 to 548 GenPept Graphics

. . - associated gene details
Score Expect Method Identities Positives Gaps Gene 9

132 bits(333) 3e-31 Compositional matrix adjust. 144/527(27%) 228/527(43%) 85/527(16%)

Query 85 FAPDEP--RKGSDVLVEALEREGVTDVFAYPGGASME IHQALTRSS I IRNVLPRHEQGGY 142
F DE R G +++ L+ V ++F GG I A+ 1 +V RHE V
Sbjct 48 FQVDEKSKRHGGELVASVLKAHDVEE IFVLCGGHISPILVAAEKLGI-KIVDTRHEVTAV 106

Query 143 FAAEGYARATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQE 202
FAA+ AR GV T+GPG TN ++ + +A + P++ 1 G P + G A Qf
Shjct 107 FAADAVARLRQSIGVAAVTAGPGLTNT ITAVKNAQMAESPLLL IGGAAPTLLKGRGALQD 166

Query 203 TPIVEVTRSITKHNYLVMDVED IPRVVREAFFLARSGRPGPVLIDVPKDIQ--QQLVIPD 260
++ R+ K+ V + DI VREA  A+SG PGPV ++ P D+ +LV+ +
Sbjct 167 1DQMVLFRPLCKYVARVERLRDIVPTVREAIKAAKSGCPGPVFVEFPVDVLYPYELVVKE 226

Query 261 WDQPMRLPGYMSR----------——————————————— LPK---LPNEMLLEQIVRLISE 292
G++ R LP +P VL
Sbjct 227 1GFNPNAKGFIQRALNFYLRCHVSRQFGNAWAPQTITPLPTNIPMPKSEKIQEIVQLVKS 286
Query 293 SKKPVLYVGGGCSQSS------ EELRRFVELTGIPVASTLMGLGAFPTGDELSLSMLGMH 346
+K+PVL +G SQ++ +L + VE G PV L G+ G+ LM +
Sbjct 287 AKRPVLLIG---SQATLPPVKPADLVKAVEALGCPV--FLGGMARGLLGKDHPLQMRQVR 341
Query 347 GTVYANYAVDSSDLLLAFGVRFDDRVT-GKLEAFASRAKIVHIDIDSAEIGKNKQP---- 401
A+ +DL + G D R++ G+ + ++KIV ++ +S+++ KN++
Sbjct 342 ----—- RDALKDADLTILAGTVCDFRLSYGR--TLSKKSKIVALNRNSSQLTKNEKAFWNS 394
Query 402 HVSICADIKLAL---———---——————- QGLNSILESKEGKLKLDFSAWRQELTVQKVKY 445
VS+ AD+ +L ++ S+ E + K + Q+LT

Sbjct 395 DVSVQADVATSLVQVANALGANHTTTPTEWVKSLREKDDEKESANAKKMEQKLT-NGFLN 453

Query 446 PLNFKTFGDAIPPQYAIQVLDELTNGSAI ISTGVGQHQMWAAQYYKYRKPRQWLTSGGLG 505
PLNF ++ LD+ Al+ AA + RPQW G G
Sbjct 454 PLNF-—--———————- LRTLDQSLPDDAI LVADGGDFVGSAAY IVRPRGPLQWLDPGAFG 501

Query 506 AMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKVENLPYV 552
+G G A+GA P V 1 GDGS ++ E T LPV
Sbjct 502 TLGVGGGFALGAKTVYPKRPVY I IWGDGSCGYSLMEYDTFARHKLPYV 548

NCBI Blast_Protein Sequence (664 letters) ALS.html[5/04/2017 4:24:37 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_54037424
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_54037424
https://www.ncbi.nlm.nih.gov/protein/54037424?report=genbank&log$=protalign&blast_rank=71&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/54037424?report=graph&rid=E930UHE7016[54037424]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:494&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_54037424
https://www.ncbi.nlm.nih.gov/protein/54037424?report=genbank&log$=protalign&blast_rank=71&RID=E930UHE7016&from=6&to=471
https://www.ncbi.nlm.nih.gov/protein/54037424?report=graph&rid=E930UHE7016[54037424]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:494&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_74959965
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_74959965
https://www.ncbi.nlm.nih.gov/protein/74959965?report=genbank&log$=protalign&blast_rank=72&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/74959965?report=graph&rid=E930UHE7016[74959965]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=23:573&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_74959965
https://www.ncbi.nlm.nih.gov/protein/74959965?report=genbank&log$=protalign&blast_rank=72&RID=E930UHE7016&from=48&to=548
https://www.ncbi.nlm.nih.gov/protein/74959965?report=graph&rid=E930UHE7016[74959965]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=23:573&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_84028836
https://www.ncbi.nlm.nih.gov/protein/54037424?report=genbank&log$=protalign&blast_rank=71&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/74959965?report=genbank&log$=protalign&blast_rank=72&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://www.ncbi.nlm.nih.gov/gene?term=54037424[PUID]%20OR%20614084717[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=71
https://www.ncbi.nlm.nih.gov/protein/54037424?report=ipg
https://www.ncbi.nlm.nih.gov/gene?term=74959965[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=72
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RecName: Full=Oxalyl-CoA decarboxylase
Sequence ID: POAFI1.1 Length: 564 Number of Matches: 1

See 1 more title(s)

Range 1: 10 to 474 GenPept Graphics
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GSDVLVEALEREGVTDVFAYPGGASME IHQALTRSS 1 IRNVLPRHEQGGVFAAEGYARAT
G ++VEAL++ + ++ G ++ + ++ IR + RHEQ +AA T
GMHI IVEALKQNNIDT I'YGVVG IPVTDMARH-AQAEG IRY IGFRHEQSAGYAAAASGFLT

GFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDA——FQETPIVEVTR
PG+C+ S PG N ++ LA+A ++ P++ 1+G R ++ ++E +
QKPGICLTVSAPGFLNGLTALANATVNGFPMIMISGSSDRAIVDLQQGDYEELDQMNAAK

SITKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQQQLVIPDWDQPMRLPGY
+ V +D+ + A ++ SGRPG V +D+P ++ + D
PYAKAAFRVNQPQDLGIALARAIRVSVSGRPGGVYLDLPANVLAATMEKDEALTTIVKVE

MSRLPKLPNEMLLEQIVRLISESKKPVLYVGGGC--SQSSEELRRFVELTGIPVASTLMG
LP + + L++++++P++ +G G SQ+ E+LR F+E 1P M
NPSPALLPCPKSVTSAISLLAKAERPL I ILGKGAAYSQADEQLREFIESAQIPFLPMSMA

LGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHI
G D LS N +D+++ G R + + + +A+  + + 4+
KGILE--DTHPLSAAAARSFALAN----- ADVVMLVGARLNWLLAHGKKGWAADTQF IQL

DIDSAE IGKNKQPHVS ICAD IKLALQGLNS I LESKEGKLKLDFSAWRQELTVQKVK--YP
DI+ EI N+ V + DI ++QG+ + L+ L WR L + K +
DIEPQEIDSNRP IAVPVVGD IASSMQGMLAELKQNTFTTPL---VWRD I LN ITHKQQNAQK

LNFKTFGDAIPPQY———AIQVLDELTNGSAIISTGVGQHQMWAAQ YYKYRKPRQWLTSG
++ K D P Y VDL 1 G + A+ KPR+ L G
MHEKLSTDTQPLNYFNALSAVRDVLRENQDIYLVNEGANTLDNARNIIDMYKPRRRLDCG

GLGAMGFGLPAAIGAAV--GRPDEVVVD IDGDGSF IMNVQELAT IKVENLPVKIMLLNN
G MG G+ AIGA+V G P VW I+GD +F + E+ TI NLPV I++ NN
TWGVMG IGMGYAIGASVTSGSP---VVAIEGDSAFGFSGMEIETICRYNLPVTIVIFNN
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RecName: Full=Oxalyl-CoA decarboxylase
Sequence ID: P40149.1 Length: 568 Number of Matches: 1

Range 1: 54 to 545 GenPept Graphics

Expect Method Identities Positives

RHEQGGVFAAEGYARATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMI
RHEQ  +AA G PGVC+ S PG N V+ LA A + P++ +4G R ++
RHEQHAGYAASIAGY IEGKPGVCLTVSAPGFLNGVTSLAHATTNCFPMILLSGSSEREIV

GTDA--FQETP IVEVTRS I TKHNYLVMDVED I PRVREAFFLARSGRPGPVL 1DVPKDIQ
++E  + VR K ++ + ++DIP + A A SGRPG V +D+P +
DLQQGDYEEMDQMNVARPHCKASFR INSIKDIP 1G 1 ARAVRTAVSGRPGGVYVDLPAKLF

QQLVIPDWDQPMRLPGYMSRLPKLPNEMLLEQIVRLISESKKPVLYVGGGC——SQSSEEL
Q + + ++P E + + L1 +K+PV+ +G G +Q +E+
GQTISVEEANKLLFKPIDPAPAQIPAEDAIARAADLIKNAKRPVIMLGKGAAYAQCDDEI

RRFVELTGIPVASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDR
R VE TGIP M G P S +A+ D+ + G R +
RALVEETGIPFLPMGMAKGLLPDNHPQSA----~-~- AATRAFALAQCDVCVL IGARLNWL

VT-GKLEAFASR-AKIVHID IDSAE IGKNKQPHVS ICAD IKLALQGLNS ILESK------
+ GK + + KV IDI + E+ N+ + DIK A+ L L+
MQHGKGKTWGDELKKYVQID IQANEMDSNQP IAAPVVGD IKSAVSLLRKALKGAPKADAE

—EGKLKLDFSAWRQELTVQ ———————— KVKYPLNFKTFGDAIPPQYAIQVLDELTNGSAI
LK + +L  + +Y + D + I +++E N A+
WTGALKAKVDGNKAKLAGKMTAETPSGMMNYSNSLGVVRDFMLANPDISLVNEGAN——AL

ISTGVGQHQMWAAQYYKYRKPRQWLTSGGLGAMGFGLPAAIGAA——VGRPDEVVVDIDGD
KPR+ L SG G MG G+ + AA G+P  V+ ++GD
DNT ————————— RM1VDMLKPRKRLDSGTWGVMG IGMGYCVAAAAVTGKP---VIAVEGD

GSFIMNVQELAT IKVENLPVKIMLLNNQHLGMVVQWEDRFYKANRAHTYLGNPSNEAE I F
+F + EL TI NLPV ++++NN  + YK N A G S
SAFGFSGMELET ICRYNLPVTVIIMNNGGl -====——---- YKGNEADPQPGVISCTRLTR

PNMLKFAEACGVPAARVTHRDDLRAAIQKMLDTPGPYLLDVIV 635
EA G +L+AA+++ + + P L++ ++
GRYDMMMEAFGGKGYVANTPAELKAALEEAVASGKPCLINAMI 545
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RecName: Full=Acetolactate synthase-like protein; AltName: Full=IlvB-like protein

Next Previous Descriptions



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_84028836
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_84028836
https://www.ncbi.nlm.nih.gov/protein/84028836?report=genbank&log$=protalign&blast_rank=73&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/84028836?report=graph&rid=E930UHE7016[84028836]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:497&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_84028836
https://www.ncbi.nlm.nih.gov/protein/84028836?report=genbank&log$=protalign&blast_rank=73&RID=E930UHE7016&from=10&to=474
https://www.ncbi.nlm.nih.gov/protein/84028836?report=graph&rid=E930UHE7016[84028836]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:497&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_730220
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_730220
https://www.ncbi.nlm.nih.gov/protein/730220?report=genbank&log$=protalign&blast_rank=74&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/730220?report=graph&rid=E930UHE7016[730220]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=30:569&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_730220
https://www.ncbi.nlm.nih.gov/protein/730220?report=genbank&log$=protalign&blast_rank=74&RID=E930UHE7016&from=54&to=545
https://www.ncbi.nlm.nih.gov/protein/730220?report=graph&rid=E930UHE7016[730220]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=30:569&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_82182461
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_82182461
https://www.ncbi.nlm.nih.gov/protein/82182461?report=genbank&log$=protalign&blast_rank=75&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/82182461?report=graph&rid=E930UHE7016[82182461]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=3:598&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_82182461
https://www.ncbi.nlm.nih.gov/protein/84028836?report=genbank&log$=protalign&blast_rank=73&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/730220?report=genbank&log$=protalign&blast_rank=74&RID=E930UHE7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://www.ncbi.nlm.nih.gov/protein/84028836?report=ipg
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Sequence ID: Q6DDK5.1 Length: 649 Number of Matches: 1

Range 1: 30 to 571 GenPept Graphics

Expect Method Identities Positives

FAPDEPRK--GSDVLVEALEREGVTDVFAYPGGASME IHQALTRSS I IRNVLPRHEQGGV
F D+ K G +++ + L+ V +F GG I A R+l R+ RHE V
FELDQNSKHFGGELVADVLKAHDVRFLFTLCGGHISPILVAAERQNI-RVIDVRHEASAV

FAAEGYARATGFPGVC I ATSGPGATNLVSGLADALLDSVP IVAI TGQVPRRM I GTDAFQE
FAA+ +R +G GV T+GPG TN V+ + +A + PIV + G + G + Q+
FAADAVSRLSGTVGVAAVTAGPGL TNTVTAVKNAQMAESP I VLLAGAAAGLLRGRGSLQD

TPIVEVTRS I TKHNYLVMDVED I PRVVREAFFLARSGRPGPVL I DVPKD- -~~~ 1QQQ
+ + R+ K+ V V+DI ++ +AF+LARSG PGPVL++ P D ++Q
1DQLSLFRPLCKWSGRVNCVKD IVPMLCKAFYLARSGTPGPVLVEFP IDTLYPYSLVRQH

LV IPDWDQPMR—-—————~— LPGYMSRL-=--—-—~— PKLPNEM-—=——= = m——m e e e LL
LID Q R L Y+ RL P LP ++ +
LR ISDNPQSWRQRFTNWYLRFYLFRLFANGFRIQPCLPGQVPTQIPVE IPSIPWPSTKSI

EQIVRLISESKKPVLYVGGG------- CSQSSEELRRFVELTGIPVASTLMGLGAFPTGD
+Q+V L+S++K+PV+ V +Q++E ++ IPV TM G
DQLVWLLSQAKRPV IVVSSQALLPPVPATQTAEHVKSL - ---RIPVYLTGMARG-~----

ELSLSMLGMHGTVYANY ----AVDSSDLLLAFGVRFDDRVT-GKLEAFASRAKIVHIDID
+LG H + A+ +DL++ G D R+ G++ +AKIV 1+ D
————— LLGRHHPCVFRHARRAALRVADL I I LAGSVCDFRMDYGRV--LNRKAKIV I INRD

SAEIGKNK----QPHVS I CAD I KLALQGLNS I LESKEGKLKLDF---SAWRQELTVQKVK
++ N +P+++] D+ AL+ L+ L + L DF + W EL ++
KKQLYLNSD IFWRPYLAIRGDVGTALKELS I SLNDRFPCLS-DFRCPTEWVGELLAREHH

YPLNFKTF-=--~ GDAIPPQYAIQVLDE——LTNGSAIISTGVGQHQMWAAQYYKYRKPRQ
+ 1P + L+ LT+ +11 R P
RDEEIRQSSLTQPAERINPLSVLWQLEHNGLTDQESIIVADGGDFVGSAAYILRPRGPLS

WLTSGGLGAMGFGLPAAIGAAVGRPDEVVVD IDGDGSF IMNVQELAT IKVENLPVKIMLL
W G G+G G A+GA+RP V + GDGS ++ E T+ P ++
WLDPGPFGTLGVGGGFALGAKLCRPQAHVWVVYGDGSAGYSLAEWDTMARHKAPAIGVIG

NNQHLGMVVQWEDRFYKANRA 578
N+ +++ + +N A

NDACWSQIARDQLGLFGSNVA 571
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126 bits(317) 3e-29 Compositional matrix adjust. 140/583(24%) 242/583(41%)

EGVTDVFAYPGGASME IHQALTRSS I IRNVLP-RHEQGGVFAAEGYARATGFPGVCIATS
EG+ +F + G + I QAL + + NV ++EQG AA  +++ + T+
EGIFTIFGH--GNVLG IGQALEQDAGRLNVWQGKNEQGMAHAAMAFSKQMLRKK I YAVTT

—-GPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAF---QETPIV----- EVTRSI
GPGA NLV+ AL +++P++ ++ D F Q P++ E ++++
SVGPGAANLVAAAGTALANNIPVL--——-———- LLPADTFATRQPDPVLQQFEQEYSQAV

TKHNYLVMDVED IPRVVR-———————- EAF- FLARSGRPGPVLIDVPKDIQQQLVIPDWD
T ++ L R+ R AF + G+ GP 1 + +D++ +
TTNDALKPVSRYWDRITRPEQLMSSLIRAFEVMTDPGKAGPATICIAQDVEGEAYEYPEE

QPMRLPGYMSRLPKLPNEMLLEQIVRL I SESKKPVLYVGGGC--SQSSEELRRFVELTGI
+ Y+ R + PE +E+ + 1 SK+P+L VGGG S++ EEL E Gl
FFRKRIHYLER--RKPTEREIEEALER IRRSKRPLLVVGGGAKYSEAKEELVALSEQCGI

PVASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFA
P+ T G +L LG+ GT+ AN A  +DL++ G R+ D T AF
PLVETQAGKATVAADFANNLGGLGVTGTLAANKAAREADLV IGVGTRYTDFATSSKTAF-

SRAKIVHID IDSAE IGKNKQPHVS I CAD IKLALQGLNS I LESKEGKLKLDFSAWRQELTV
++I1+ + + K + AD K L LS L++ +A ++E
DFEHTTFLNINVSRMQTYKLDAYQVVADAKETLSLL ISRLKTYRSAFGDRIAALKEEWLA

QKVKYP---LNFKTF-———————————m e ———— GDAIPPQYAIQVLDELTNGSAIIST
++ + N KTF G +P A+ ++E + + 1
ERNRLKSVVFNRKTFVPEVKEHFSQEKLNEYADALGTELPQTTALLAINETIDEDSTIIC

GVGQ----- HQMWAAQYYKYRKPRQWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGD
G G MG+ + A+G + P+ V I GD
SSGSLPGDLQRLWHAN ————— EPNTYHLEYGYSCMGYEISGALGIKLAEPEREVYSIVGD

GSF IMNVQELAT IKVENLPVK IMLLNNQHLGMVVQWEDRFYKANRAHTYLGNPSNEAE I F
GSF+M EL T N + I+L +N G + + + 4L+ 1
GSFLMLHSEL I TAIQYNKKINILLFDNAGFGC I SNLQMDHGGGSYYCEFLTADNQVMN I -

PNMLKFAEACGVPAARVTHRDDLRAAIQKMLDTPGPYLLDVIV 635
+ KAE G R + L+AA++ L+++ V
-DYAKVAEGYGAKTYRANTVEQLKAALKDAKKQETSTLIEMKYV 594
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RecName: Full=3D-(3,5/4)-trihydroxycyclohexane-1,2-dione hydrolase; Short=THcHDO hydrolase
Sequence ID: QSWKY8.1 Length: 637 Number of Matches: 1

Related Information



https://www.ncbi.nlm.nih.gov/protein/82182461?report=genbank&log$=protalign&blast_rank=75&RID=E930UHE7016&from=30&to=571
https://www.ncbi.nlm.nih.gov/protein/82182461?report=graph&rid=E930UHE7016[82182461]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=3:598&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81367282
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81367282
https://www.ncbi.nlm.nih.gov/protein/81367282?report=genbank&log$=protalign&blast_rank=76&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/81367282?report=graph&rid=E930UHE7016[81367282]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=5:622&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_81367282
https://www.ncbi.nlm.nih.gov/protein/81367282?report=genbank&log$=protalign&blast_rank=76&RID=E930UHE7016&from=33&to=594
https://www.ncbi.nlm.nih.gov/protein/81367282?report=graph&rid=E930UHE7016[81367282]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=5:622&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/82182461?report=genbank&log$=protalign&blast_rank=75&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/81367282?report=genbank&log$=protalign&blast_rank=76&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/gene?term=82182461[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=75
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RecName: Full=Acetolactate synthase-like protein; AltName: Full=IlvB-like protein
Sequence ID: ABQQT9.2 Length: 632 Number of Matches: 1

Related Information

Range 1: 52 to 548 GenPept Graphics . )
Gene - associated gene details

Score Expect Method Identities Positives Gaps

126 bits(316) 5e-29 Compositional matrix adjust. 133/518(26%) 223/518(43%) 70/518(13%)

Query 91 RKGSDVLVEALEREGVTDVFAYPGGASME IHQALTRSS I IRNVLPRHEQGGVFAAEGYAR 150
RG+ + L+ GV +F GG + A + I RV RHE VFAA+ AR
Sbjct 52 RHGGENVAAVLKAHGVRFLFTLVGGHISPLLVACEKLGI-RVVDTRHEVTAVFAADAVAR 110

Query 151 ATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEVTR 210
TG GV  T+GPG TN V+ + +A + P++ + G + A Q + + R
Sbjct 111 LTGTVGVAAVTAGPGLTNTVTAVKNAQIAQSPVLLLGGAASTLLQNRGALQAIDQIALFR 170

Query 211 SITKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKD--~---~ 10QQLVIPDWDQ 263
+ K VvV VvV DI +R A A+SG PGPV +++P D +Q+++V

Sbjct 171 PLCKFCASVRRVRDIIPTLRAAMAAAQSGTPGPVFVELPLDVLYPYFMVQKEMV--~--~ 224

Query 264 PMRLP-GYMSRLPK--LPNEML-====—-————m e LEQIVRLISESK 294
P + P G MSR LN+ +++ V ++S +K

Sbjct 225 PAKPPKGLMSRAVHWYLANSLANLFAGAWEPQPEGPLPLDIPQASPQQVQRCVEILSRAK 284

Query 295 KPVLYVGGGC---SQSSEELRRFVELTGIPVASTLMGLGAFPTGDELSLSMLGMHGTVYA 351
KP++ +G SS++LR VE GIP M G L H
Sbjct 285 KPLMLIGSQALLPPTSSDKLRVAVETLGIPCFLAGMARGLLGRNHPL-=------ HFRONR 337

Query 352 NYAVDSSDLLLAFGVRFDDRVT-GKLEAFASRAKIVHIDIDSAEIGKNK----QPHVSIC 406
A+ +D+++ G D R++ G++ + +KI+ ++ D E+ N +P ++
Sbjct 338 RAALKKADVVVLAGAVCDFRLSYGRV--LSRSSKII1VVNRDRKEMLINSDIFWKPQEAVQ 395

Query 407 ADIKLALQGLNSILESKEGKLKLDFSAWRQELTVQKVKYPLNFKT-—---- FGDAIPPQYA 461
D+ + ++E G++ S W +EL + F+ + P
Sbjct 396 GDVG---SFVVKLVEGLRGQMWA--SDWAEELRQADQQKEQAFREKALMPVAQHLNPVRV 450

Query 462 1QVLDELTNGSAI ISTGVGQHQMWAAQYYKYRKPRQWLTSGGLGAMGFGLPAAIGAAVGR 521
+Q++++ ++1+ G +RP+WL G G +G G A+GA + R
Shjct 451 LQLVEDTLPDNSI LVVDGGDFVGTAAYLVQPRGPLRWLDPGAFGTLGVGAG FALGAKLCR 510

Query 522 PDEVVVDIDGDGSFIMNVQELATIKVENLPVKIMLLNN 559
PD V + GDG+F ++E T +PV  ++ N+
Shjct 511 PDAEVWCLFGDGAFGYSLIEFDTFVRHKIPVMALIGND 548

Download GenPept Graphics Next Previous Descriptions
RecName: Full=3D-(3,5/4)-trihydroxycyclohexane-1,2-dione hydrolase; Short=THcHDO hydrolase

Sequence ID: P42415.2 Length: 637 Number of Matches: 1
Related Information

Range 1: 33 to 579 GenPept Graphics

Score Expect Method Identities Positives Gaps

125 bits(315) 5e-29 Compositional matrix adjust. 143/570(25%) 244/570(42%) 76/570(13%)

Gene - associated gene details

Query 104 EGVTDVFAYPGGASMEIHQALTRSSIIRNVLP-RHEQGGVFAAEGYARATGFPGV-CIAT 161
EG+ +F + G + 1 QAL + + V  ++EQG AA Y++ + T
Sbjct 33  EGIFTIFGH--GNVLGIGQALEQDAGHLKVYQGKNEQGMAHAAMAYSKQMLRRKIYAVST 90

Query 162 S-GPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAF---QETPIV----- EVTRSI 212
S GPGA NLV+ AL +++P++ +1 DF Q P++ E + +I

Sbjct 91  SVGPGAANLVAAAGTALANNIPVL------—-- LIPADTFATRQPDPVLQQMEQEYSAAL 141

Query 213 TKHNYLVMDVEDIPRVVR--------- EAF-FLARSGRPGPVL IDVPKDIQQQLVIPDWD 262
T ++ L R+ R AF + +GP I ++D+++ D

Sbjct 142 TTNDALKPVSRYWDRITRPEQLMSSLLRAFEVMTDPAKAGPAT ICISQDVEGEAYDFDES 201

Query 263 QPMRLPGYMSRLPKLPNEMLLEQIVRLISESKKPVLYVGGGCSQSS--EELRRFVELTGI 320
++ Y+ R+ P+E L+ L1 SKKPV+ VGGG S  +EL E 1
Sbjct 202 FFVKRVHYIDRMQ--PSERELQGAAEL IKSSKKPVILVGGGAKYSGARDELVAISEAYNI 259

Query 321 PVASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFA 380
P+ T G +L +G+ GT+ ANA +DL++ G R+ D T AF
Sbjct 260 PLVETQAGKSTVEADFANNLGGMGITGTLAANKAARQADLIIGIGTRYTDFATSSKTAFD 319

Query 381 -SRAKIVHIDIDSAEIGKNKQPHVSICADIKLALQGLNSILESKEGK------- LKLDFS 432
+AK ++1++ + + K + AD K+ L L+ +LE E + LK ++
Sbjct 320 FDKAKFLNINV--SRMQAYKLDAFQVVADAKVTLGKLHGLLEGYESEFGTTIRELKDEWL 377

Query 433 AWRQEL---TVQKVKYPLNFKT-—--—--—- FGDAI----PPQYAIQVLDELTNGSAIIS 476
ARFL T+t + K + DA+ P A+ ++E ++1
Sbjct 378 AERERLSKVTFKREAFDPEIKNHFSQEVLNEYADALNTELPQTTALLTINETIPEDSVII 437

Query 477 TGVGQ----- HQMWAAQYYKYRKPRQWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVDIDG 531
G ++W + P+ G MG++ +G + PD V 1G
Sbjct 438 CSAGSLPGDLQRLWHSNV----- PNTYHLEYGYSCMGYEVSGTLGLKLAHPDREVYSIVG 492

Query 532 DGSFIMNVQELATIKVENLPVKIMLLNNQHLGMVVQWEDRFYKANRAHTYLGNPSNEAEI 591
DGSF+M EL T N + ++L +N G + + Y +++ +1
Sbjct 493 DGSFLMLHSELITAIQYNKKINVLLFDNSGFGCINNLQ---MDHGSGSYYCEFRTDDNQI 549

Query 592 FP-NMLKFAEACGVPAARVTHRDDLRAAIQ 620
+ KAE G R ++L+AA++

NCBI Blast_Protein Sequence (664 letters) ALS.html[5/04/2017 4:24:37 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_166233819
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_166233819
https://www.ncbi.nlm.nih.gov/protein/166233819?report=genbank&log$=protalign&blast_rank=77&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/166233819?report=graph&rid=E930UHE7016[166233819]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=28:572&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_166233819
https://www.ncbi.nlm.nih.gov/protein/166233819?report=genbank&log$=protalign&blast_rank=77&RID=E930UHE7016&from=52&to=548
https://www.ncbi.nlm.nih.gov/protein/166233819?report=graph&rid=E930UHE7016[166233819]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=28:572&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_209572632
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_209572632
https://www.ncbi.nlm.nih.gov/protein/209572632?report=genbank&log$=protalign&blast_rank=78&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/209572632?report=graph&rid=E930UHE7016[209572632]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=6:606&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_209572632
https://www.ncbi.nlm.nih.gov/protein/209572632?report=genbank&log$=protalign&blast_rank=78&RID=E930UHE7016&from=33&to=579
https://www.ncbi.nlm.nih.gov/protein/209572632?report=graph&rid=E930UHE7016[209572632]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=6:606&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/166233819?report=genbank&log$=protalign&blast_rank=77&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/209572632?report=genbank&log$=protalign&blast_rank=78&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/gene?term=166233819[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=77
https://www.ncbi.nlm.nih.gov/gene?term=209572632[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=78

NCBI Blast:Protein Sequence (664 letters)

Sbjct 550 LNVDYAKVAEGYGAKTYRANTVEELKAALE 579

Download GenPept Graphics Next Previous Descriptions

RecName: Full=3D-(3,5/4)-trihydroxycyclohexane-1,2-dione hydrolase; Short=THcHDO hydrolase
Sequence ID: QO0TUZ2.1 Length: 639 Number of Matches: 1

Related Information
Range 1: 60 to 522 GenPept Graphics
Score Expect Method Identities Positives Gaps

123 bits(309) 3e-28 Compositional matrix adjust. 115/481(24%) 206/481(42%) 69/481(14%)

Query 136 RHEQGGVFAAEGYARATGFPGV--CIATSGPGATNLVSGLADALLDSVPIVAITG----- 188
R+EQG + +A+ + C ++ GPGA N+V+ A A ++++P++ + G
Sbjct 60 RNEQGMAHVSTAFAKQNNRRK I IACSSSVGPGAANMVTAAATATVNNIPLLLLPGDSFAT 119
Query 189 ----——--—- QVPRR----MIGTDAFQETPIVEVTRSITKHNYLVMDVED IPRVVREAFFLA 236
Q+ + +  DAF+ P+ + 1+ L+ ++ RV L
Sbjct 120 RQPDPVLQQIEQSYNLGITTNDAFK--PVCKYWDRINRPEQLMSAMINAMRY-----— LT 171

Query 237 RSGRPGPVLIDVPKDIQQQLV-1PDWDQPMRLPGYMSRLPK-LPNEMLLEQIVRLISESK 294
GV I +P+D+Q + P++ R+ R+ + L + E++ +1 K
Sbjct 172 DPAETGAVCIALPQDVQGEAYDFPEYFFKKRV----HRITRPLAVQEEFEEALDIIMNKK 227

Query 295 KPVLYVGGGC--SQSSEELRRFVELTGIPVASTLMGLGAFPTGDELSLSMLGMHGTVYAN 352
KP++ GGG S++ EL FE IP+ T G A + L+L +G+ G + AN
Sbjct 228 KPII1CGGGVRYSEAGEALVDFAEEFNIPICETQAGKSAIKSSHPLNLGGIGVTGNLAAN 287

Query 353 YAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAE IGKNKQPHVSICADIKLA 412
+DL++ G RFD T F+ ++ 1 ++++ K 1 D K+
Sbjct 288 MIAKDADLVIGVGTRFSDFTTSSKSLFKN-PEVDF I TVNVSKFHGEKMDAHKI IGDAKVC 346

Query 413 LQGLNSILE------ SKEGKLKLDFSAWRQELT-VQKVKYPLNFKTF-———————————— 452
++ L ++LE S E ++ AW++E+ + +KY NF+
Sbjct 347 1EELQAMLEANNYESSYEDE IVNAKKAWKEEMKRLTNIKYDENFEAL IKPKREGCIEEFS 406
Query 453 ---GDAIPPQYAIQVLDELTNGSAI ISTGVGQ----- HQMWAAQYYKYRKPRQWLTSGGL 504
G 1 A+ V+ E + Al+ G +MW + G
Sbjct 407 VLTGGLITQTAALGVIRET IDDDAIVVGAAGSLPGDLQRMWETDVRD -~~~ SYHMEYGY 461

Query 505 GAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKVENLPVKIMLLNNQHLGM 564
MG+ + A +GA + P+ V + GDGS++M E+ T E + I+L +N G
Sbjct 462 SCMGYEIAATLGAKLAEPEREVYSMVGDGSYLMLHSEMVTAMQEQKKINILLFDNCGFGC 521

Query 565 V 565
+

Sbhjct 522 1 522

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=3D-(3,5/4)-trihydroxycyclohexane-1,2-dione hydrolase; Short=THcHDO hydrolase
Sequence ID: Q8XP76.1 Length: 639 Number of Matches: 1

Related Information

Range 1: 60 to 522 GenPept Graphics G iated detail
T T ene - associate ene detalls
Score Expect Method Identities Positives Gaps I 9

123 bits(309) 3e-28 Compositional matrix adjust. 115/481(24%) 206/481(42%) 69/481(14%)

Query 136 RHEQGGVFAAEGYARATGFPGV--CIATSGPGATNLVSGLADALLDSVPIVAITG----- 188
R+EQG +  +A+ + C ++ GPGA N+V+ A A ++++P++ + G
Sbjct 60  RNEQGMAHVSTAFAKQNNRRKIIACSSSVGPGAANMVTAAATATVNNIPLLLLPGDSFAT 119
Query 189 ---——--—-—- QVPRR----MIGTDAFQETPIVEVTRSITKHNYLVMDVED IPRVVREAFFLA 236
Q+ + + DAF+ P+ + 1+ L+ + + RV L
Sbjct 120 RQPDPVLQQIEQSYNLGITTNDAFK--PVCKYWDRINRPEQLMSAMINAMRY--—-—-- LT 171

Query 237 RSGRPGPVLIDVPKDIQQQLV-1PDWDQPMRLPGYMSRLPK-LPNEMLLEQIVRLISESK 294
G V I +P+D+Q + P++ R+ R+ + L + E+ + +1 K
Shjct 172 DPAETGAVCIALPQDVQGEAYDFPEYFFKKRV----HRITRPLAVQEEFEEALDIIMNKK 227

Query 295 KPVLYVGGGC--SQSSEELRRFVELTGIPVASTLMGLGAFPTGDELSLSMLGMHGTVYAN 352
KP++ GGG S++ EL FE IP+ T G A + L+L +G+ G + AN
Sbjct 228 KPINICGGGVRYSEAGEALVDFAEEFNIPICETQAGKSAIKSSHPLNLGGIGVTGNLAAN 287

Query 353 YAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKQPHVSICADIKLA 412
+DL++ G RF D T F+ ++ 1 ++ ++ K I D K+
Sbjct 288 MIAKDTDLVIGVGTRFSDFTTSSKSLFKN-PEVDFITVNVSKFHGGKMDAHKIIGDAKVC 346

Query 413 LQGLNSILE------ SKEGKLKLDFSAWRQELT-VQKVKYPLNFKTF-=———=——————~ 452
++ L ++LE S E ++ AW++E+ +  +KY NF+
Shjct 347 1EELQAMLEANNYESSYEDEIVNAKKAWKEEMKRLTNIKYDENFEALIKPKREGCIEEFS 406

Query 453 ---GDAIPPQYAIQVLDELTNGSAIISTGVGQ----- HQMWAAQYYKYRKPRQWLTSGGL 504
G 1 A+ V+ E + Al+ G +MW + G
Sbjct 407 VLTGGLITQTAALGVIRETIDDDAIVVGAAGSLPGDLQRMWETD---~-- ARDSYHMEYGY 461

Query 505 GAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKVENLPVKIMLLNNQHLGM 564
MG+ + A +GA + P+ V + GDGS++M E+ T E + I+L +N G
Sbjct 462 SCMGYEIAATLGAKLAEPEREVYSMVGDGSYLMLHSEMVTAMQEQKKINILLFDNCGFGC 521

Query 565 V 565
+

Sbjct 522 1 522

NCBI Blast_Protein Sequence (664 letters) ALS.html[5/04/2017 4:24:37 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_122959135
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_122959135
https://www.ncbi.nlm.nih.gov/protein/122959135?report=genbank&log$=protalign&blast_rank=79&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/122959135?report=graph&rid=E930UHE7016[122959135]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=37:545&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_122959135
https://www.ncbi.nlm.nih.gov/protein/122959135?report=genbank&log$=protalign&blast_rank=79&RID=E930UHE7016&from=60&to=522
https://www.ncbi.nlm.nih.gov/protein/122959135?report=graph&rid=E930UHE7016[122959135]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=37:545&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81768294
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81768294
https://www.ncbi.nlm.nih.gov/protein/81768294?report=genbank&log$=protalign&blast_rank=80&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/81768294?report=graph&rid=E930UHE7016[81768294]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=37:545&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_81768294
https://www.ncbi.nlm.nih.gov/protein/81768294?report=genbank&log$=protalign&blast_rank=80&RID=E930UHE7016&from=60&to=522
https://www.ncbi.nlm.nih.gov/protein/81768294?report=graph&rid=E930UHE7016[81768294]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=37:545&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/122959135?report=genbank&log$=protalign&blast_rank=79&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/81768294?report=genbank&log$=protalign&blast_rank=80&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/gene?term=81768294[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=80

NCBI Blast:Protein Sequence (664 letters)

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=Acetolactate synthase-like protein; AltName: Full=IlvB-like protein

Sequence ID: A1LOTO0.2 Length: 632 Number of Matches: 1
Related Information

Range 1: 52 to 548 GenPept Graphics . X
Gene - associated gene details

Score Expect Method Identities Positives Gaps

123 bits(308) 4e-28 Compositional matrix adjust. 131/521(25%) 229/521(43%) 76/521(14%)

Query 91 RKGSDVLVEALEREGVTDVFAYPGGASME IHQALTRSS I IRNVLPRHEQGGVFAAEGYAR 150
RG+ + L GV +F GG + A + I RV RHE VFAA+ AR
Sbjct 52 RHGGENVAAVLRAHGVRFIFTLVGGHISPLLVACEKLGI-RVVDTRHEVTAVFAADAMAR 110

Query 151 ATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEVTR 210
+G GV  T+GPG TN V+ + +A + PlI+ + G AQ + + R
Shjct 111 LSGTVGVAAVTAGPGLTNTVTAVKNAQMAQSPILLLGGAASTLLQNRGALQAVDQLSLFR 170

Query 211 SITKHNYLVMDVED IPRVVREAFFLARSGRPGPVLIDVPKD------- 1QQQLV--———- 257
+ K vV VvV DI +R A A+SG PGPV +++P D +Q+++V
Sbjct 171 PLCKFCVSVRRVRDIVPTLRAAMAAAQSGTPGPVFVELPVDVLYPYFMVQKEMVPAKPPK 230

Query 258 ----—- 1PDWDQPMRLPGYMSRL-———--—— PKLP-—————-- NEMLLEQIVRLISESKKP 296
+ W L Y++ L P+ P + +++ V ++S +K+P
Sbjct 231 GLVGRVVSW----YLENYLANLFAGAWEPQPEGPLPLDIPQASPQQVQRCVEILSRAKRP 286

Query 297 VLYVGGGC---SQSSEELRRFVELTGIPVASTLMGLGAFPTGDELSLSMLG----MHGTV 349
++ +G S+++LR VE G+P LG G +LG +H
Sbjct 287 LMVLGSQALLTPTSADKLRAAVETLGVPCF----- LGGMARG------ LLGRNHPLHIRE 335

Query 350 YANYAVDSSDLLLAFGVRFDDRVT-GKLEAFASRAKIVHIDIDSAEIGKNK----QPHVS 404
+ A+ +D+++ G D R++ G++ + +S KI+ ++ + E+ N +P o+
Sbjct 336 NRSAALKKADVIVLAGTVCDFRLSYGRVLSHSS--KI11VNRNREEMLLNSDIFWKPQEA 393

Query 405 I1CADIKLALQGLNSILESKEGKLKLDFSA-WRQELTVQKVKYPLNFKT-~---- FGDAIPP 458
+ D+ + +L+ EG ++ W +EL + F+ + P
Sbjct 394 VQGDVG------ SFVLKLVEGLQGQTWAPDWVEELREADRQKEQTFREKAAMPVAQHLNP 447

Query 459 QYAIQVLDELTNGSAI ISTGVGQHQMWAAQYYKYRKPRQWLTSGGLGAMGFGLPAAIGAA 518
+Q+++E ++1+ G AM +RPHWL G G +G G A+GA
Shjct 448 VQVLQLVEETLPDNSILVVDGGDFVGTAAHLVQPRGPLRWLDPGAFGTLGVGAGFALGAK 507

Query 519 VGRPDEVVVDIDGDGSFIMNVQELATIKVENLPVKIMLLNN 559
+ RPD V + GDG+F ++ E T +PV  ++ N+
Sbjct 508 LCRPDAEVWCLFGDGAFGYSLIEFDTFVRHKIPVMALVGND 548

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=3D-(3,5/4)-trihydroxycyclohexane-1,2-dione hydrolase; Short=THcHDO hydrolase

Sequence ID: QIKAG9.1 Length: 637 Number of Matches: 1
Related Information

Range 1: 32 to 593 GenPept Graphics

Score Expect Method Identities Positives Gaps

122 bits(306) 7e-28 Compositional matrix adjust. 138/578(24%) 254/578(43%) 62/578(10%)

Query 104 EGVTDVFAYPGGASMEIHQALTRS-SIIRNVLPRHEQGGVFAAEGYARATGFPGVCIAT- 161
EG+ ++F + G + I AL + ++ ++EQG A Y4+ + T
Sbjct 32 EGIFNIFGH--GNVLG IGHALEQDPGHLKVYQGKNEQGMAHTATAYSKQMLRKKIYAITT 89

Query 162 -SGPGATNLVSGLADALLDSVPIVAITGQVPRRMI GT ------- DAFQETPIVEVTRS-- 211
SGPG+ NLV+ A AL + +PI+ + P Fre o+ +T +
Shjct 90  SSGPGSANLVTAAATALANQIPI LLL————PADTYATRQPDPVLQQFEQEQSIAITTNDA 145
Query 212 ---ITKHNYLVMDVEDIPRVVREAF-FLARSGRPGPVLIDVPKDIQQQLVIPDIDQPNRL 267
++++ + E+ + AF + + GP I + +D++ +

Sbjct 146 LQPVSRYWDRITRPEQLMSSLIRAFEVMTDPAKAGPATICISQDVEGEAFDYDVRFFEKR 205

Query 268 PGYMSRLPKLPNEMLLEQIVRLISESKKPVLYVGGGC--SQSSEELRRFVELTGIPVAST 325
Y+ R KLP+E L+ L1 +SK+P+L VGGG S++ EL FE +P+ T
Sbjct 206 VHYIDR--KLPSERELKGAADL IKKSKRPLLVVGGGAKYSEAREALIAFSETFNVPLTET 263

Query 326 LMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKI 385
G A + +L LG+ GT+ AN A +DL++ GRFD T F K+
Sbjct 264 QAGKSAVEASFKNNLGGLGITGTLAANKAAQQADLVIGIGTRFTDFATSSKTLF-DFEKV 322

Query 386 VHIDIDSAEIGKNKQPHVSICADIKLALQGLNSILESKE------- GKLKLDFSAWRQEL 438
++1+ + + K + AD K L+ L +LE + G+LK ++ R+ L
Sbjct 323 KFVNINVSRMQAYKLDAFPVVADAKRTLEALVPMLEGYKSEYGDD IGQLKAEWLKERERL 382

Query 439 ---TVQKVKYPLNFK--------- TFGDAIPPQY----AIQVLDELTNGSAI ISTGVGQ— 481
T + ++ K + DA+ ++ A+ ++E  +  ++1
Sbjct 383 GKVTFDRERFEPEIKGHFTQEVMNEYADALQTEFAQTTALLTINETIDPDSVI ICAAGSL 442

Query 482 ————HQMWAAQYYKYRKPRQWLTSGGLGAMGFGLPAA IGAAVGRPDEVVVDIDGDGSFIM 537
++W A+ P+ MG+ + +G + P++ V I GDGSF+M
Sbjct 443 PGDLQRLWHAEV----- PNTYHLEYGYSCMGYEVSGTLGLKLAEPNKEVYAIVGDGSFLM 497

Query 538 NVQELATIKVENLPVKIMLLNNQHLGMVVQWEDRFYKANRAHTYLGNPSNEAEIFPNMLK 597
EL T + +++L N G+ + F + + ++E + + K

Sbjct 498 LHSELVTAIQYHKKINVLLFDNSGYGCINNLQMDFGGGSYFCEF--RTADEKILHVDYAK 555

Query 598 FAEACGVPAARVTHRDDLRAAIQKMLDTPGPYLLDVIV 635
AE G + RV+ ++L+AA++ L+D+ V

NCBI Blast_Protein Sequence (664 letters) ALS.html[5/04/2017 4:24:37 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_166233818
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_166233818
https://www.ncbi.nlm.nih.gov/protein/166233818?report=genbank&log$=protalign&blast_rank=81&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/166233818?report=graph&rid=E930UHE7016[166233818]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=28:572&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_166233818
https://www.ncbi.nlm.nih.gov/protein/166233818?report=genbank&log$=protalign&blast_rank=81&RID=E930UHE7016&from=52&to=548
https://www.ncbi.nlm.nih.gov/protein/166233818?report=graph&rid=E930UHE7016[166233818]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=28:572&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81786564
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81786564
https://www.ncbi.nlm.nih.gov/protein/81786564?report=genbank&log$=protalign&blast_rank=82&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/81786564?report=graph&rid=E930UHE7016[81786564]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=4:621&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_81786564
https://www.ncbi.nlm.nih.gov/protein/81786564?report=genbank&log$=protalign&blast_rank=82&RID=E930UHE7016&from=32&to=593
https://www.ncbi.nlm.nih.gov/protein/81786564?report=graph&rid=E930UHE7016[81786564]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=4:621&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/166233818?report=genbank&log$=protalign&blast_rank=81&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/81786564?report=genbank&log$=protalign&blast_rank=82&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/gene?term=166233818[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=81

NCBI Blast:Protein Sequence (664 letters)

Shjct 556 VAEGYGAKSYRVSTVEELKAALEDAKKQECSTLIDIKV 593

Score

Query
Sbhjct
Query
Sbjct
Query
Sbhjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct

Download
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34
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202
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260
380
320
436
378
477
438
531
493
589
549
649
603

GenPept Graphics

Range 1: 34 to 603 GenPept Graphics

Expect Method Identities Positives

119 bits(298) 7e-27 Compositional matrix adjust. 149/601(25%) 248/601(41%)

EGVTDVFAYPGGASME IHQALTRSS I IRNVLP-RHEQGGVFAAEGYARATGFPGV--CIA
+G+ VF + G + I QAL NV ++EQG  AA YA+ + CA
DGIFTVFGH--GNVVG IGQALEEDPGHLNVYQGKNEQGMAHAATAYAKQKNRKR I'YACSA

TSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIV-—--- EVTRSITKH
++GPG+ NL++ + AL +++P++ + P T P++ E + +IT +
SAGPGSANL I TAASTALANNLPVLFL----PADTFATR--QPDPVLQQLEHESSAAITTN

NYLVMDVEDIPRVVR ————————— EAF-FLARSGRPGPVL IDVPKD 1QQQLV IPDWDQPM
RV R AF  + GP 1 + +D + + +D P+
DGFQAVSRYFDRVQRPEQLMSALIRAFEVMTNPASAGPATICIAQDTEGEA————FDYPV

RL----PGYMSRLPKLPNEMLLEQIVRLISESKKPVLYVGGGC--SQSSEELRRFVELTG
Y++R ++P + L + RLI SK PV+ VGGG S + EEL E +
EFFQKRIHYLNR--QIPTKRELTEAARL IQASKTPV I IVGGGARYSDAREEL IALSEQSN

IPVASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAF
IP+ T G + +L G+ GT+ AN A+ +DL++ G R+ D T AF
IPLVETHAGKSTVEFDFKNNLGGTGILGTLAANKAIRDADLV IGIGTRYTDFTTSSKTAF

ASRAKIVHIDIDSAEIGKNKQPHVSICADIKLALQGLNSILESKE————GKLKLDFSAWR
K ++1++ + + + DK L L +L+ + ++ + + W
GPATKFININV——SRMQTYKLDAFQVVGDAKATLAELAPLLKGYQTQFGDRIAVYKAEWL

QELT-VQKVKY—------ PLNFKTFGDAIPPQYAIQVLDELTNGSAIIS ————————————
ET+Q K+ P A +YA + ET A+l+
AERTRLQNTKFNREAFTPEIKDQFDQATLNEYADSLQTEFTQTEALITINDTVAPDSIVV

TGVGQ----- HQMWAAQYYKYRKPRQWLTSGGLGAMGFGLPAAIGAAVGRP DEVVVDID
G G MG+ + A+GA + ++ V 1
CSAGSLPGDLQRLWNPAV ————— PNTYHLEYGYSCMGYEINGALGAKMAAANNQEVYSIV

GDGSFIMNVQELAT IKVENLPVK IMLLNNQHLGMVVQWEDRFYKANRAHTYLGN--PSNE
GDGSF M+ EL T + IML +N G + + AN + ++ S+
GDGSFCMSHSELLTSLQYGKKINIMLFDNSGFGC I ----NNLQMANGSDSFFCEFRDSDN

AEIFPNMLKFAEACGVPAARVTHRDDLRAAIQKMLDTPGPYLLDV IVPHQEHVLPMIPSG
+ + KAE G R ++DL +A++ L+D+ VLP S
QIMQVDYAKIAEGYGAKVYRANTKEDL ISALEDAKKQTKTTL IDM==~~~~ KVLPKTMSE

G 649
G
G 603

Gaps
86/601(14%)
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91
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319
259
379
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377
476
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530
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588
548
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Next  Previous Descriptions

RecName: Full=3D-(3,5/4)-trihydroxycyclohexane-1,2-dione hydrolase; Short=THcHDO hydrolase
Sequence ID: Q8Y9Y1.1 Length: 638 Number of Matches: 1

Related Information

Gene - associated gene details

Score

Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct

Download

206
119
260
179
318
231
375
288
434
348
494
408
552
468

GenPept Graphics

Range 1: 119 to 544 GenPept Graphics

Expect Method Identities Positives

118 bits(296) 8e-27 Compositional matrix adjust. 115/445(26%) 203/445(45%)

VEVTRSITKHNYLVMDVED IPRVVREAFFLARSGRPGPVLIDVPKD I - ——--- QQQLVIP
V o+ ITK + VM E IPR+V +A A S GPVL+D+P DI + ++IP
VAMAAP I TKWAHRVMATEH IPRLVMQA IRAALSAPRGPVLLDLPWD ILMNQIDEDSVI IP

DWDQPMRLPGYMSRLPKLPNEMLLEQIVRLISESKKPVLYVGGGCSQSSEE--LRRFVEL
D + L + +R P+ L+Q + L+ ++++PV+ +G  S+++ + L FV
D----LVLSAHGAR----PDPADLDQALALLRKAERPV IVLGSEASRTARKTALSAFVAA

TGIPVASTLMGLGAFPTGDELSLSML-GMHGTVYANYAVDSS-DLLLAFGVRFD-DRVTG
TG+PV +  GL L +M G+ +Y+ D++ DL+L G RF + G
TGVPVFADYEGLSML---SGLPDAMRGGLVQNLYSFAKADAAPDLVLMLGARFGLNTGHG

KLEAFASRAKIVHID IDSAE I GKNKQPHVS I CAD IKLALQGL-NSILESKEGKLKLDFSA
+ A+++ +D D+ E+G+ + + I AD+ ++ L + + + D+ A
SGQL IPHSAQV1QVDPDACELGRLQGIALGIVADVGGT IEALAQATAQDAAWPDRGDWCA

WRQELTVQKVKYPLNFKTFGDAIPPQYAIQVLDELTNGSAIISTGVGQHQMWAAQYYKYR
+L ++ + A+ P +A QV+ + + +HWo++
KVTDLAQERYASIAAKSSSEHALHPFHASQVIAKHVDAGVTVVADGALTYLWLSEVMSRV

KPRQWLTSGGLGAMGFGLPAAIGAAVG--RPDEVVVD IDGDGSF IMNVQELAT IKVENLP
KP +L G LG+MG G A+GA V + + GDGS ++ E T+ + LP
KPGGFLCHGYLGSMGVGFGTALGAQVADLEAGRRT ILVTGDGSVGYSIGEFDTLVRKQLP

VKIMLLNNQHLGMVVQWEDRFYKANR-AHTYLGNPSNEAE I FPNMLKFAEACGVPAARVT
+ ++++NNQ G + ++ NR  TLNS AAG \
LIVIIMNNQSWGATLHFQQLAVGPNRVTGTRLENGSYHG--~—---- VAAAFGADGYHVD

NCBI Blast_Protein Sequence (664 letters) ALS.html[5/04/2017 4:24:37 PM]

RecName: Full=Benzaldehyde lyase; AltName: Full=Benzoin aldolase; Short=BL; Short=BZL
Sequence ID: P51853.1 Length: 563 Number of Matches: 1

Gaps
34/445(7%)

259
178
317
230
374
287
433
347
493
407
551
467
610
519

Next Previous Descriptions

Related Information



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81510886
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81510886
https://www.ncbi.nlm.nih.gov/protein/81510886?report=genbank&log$=protalign&blast_rank=83&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/81510886?report=graph&rid=E930UHE7016[81510886]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=6:631&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_81510886
https://www.ncbi.nlm.nih.gov/protein/81510886?report=genbank&log$=protalign&blast_rank=83&RID=E930UHE7016&from=34&to=603
https://www.ncbi.nlm.nih.gov/protein/81510886?report=graph&rid=E930UHE7016[81510886]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=6:631&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1705519
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1705519
https://www.ncbi.nlm.nih.gov/protein/1705519?report=genbank&log$=protalign&blast_rank=84&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/1705519?report=graph&rid=E930UHE7016[1705519]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=98:565&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_1705519
https://www.ncbi.nlm.nih.gov/protein/1705519?report=genbank&log$=protalign&blast_rank=84&RID=E930UHE7016&from=119&to=544
https://www.ncbi.nlm.nih.gov/protein/1705519?report=graph&rid=E930UHE7016[1705519]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=98:565&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/81510886?report=genbank&log$=protalign&blast_rank=83&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/1705519?report=genbank&log$=protalign&blast_rank=84&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/gene?term=81510886[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=83

NCBI Blast:Protein Sequence (664 letters)

Query 611 HRDDLRAAIQKMLDTPGPYLLDVIV 635
AA+ + L P ++V V
Sbjct 520 SVESFSAALAQALAHNRPAC INVAV 544

Download GenPept Graphics Next Previous Descriptions
RecName: Full=3D-(3,5/4)-trihydroxycyclohexane-1,2-dione hydrolase; Short=THcHDO hydrolase

Sequence ID: Q723S8.2 Length: 638 Number of Matches: 1
Related Information

Range 1: 65 to 603 GenPept Graphics

Score Expect Method Identities Positives Gaps

118 bits(296) 1e-26 Compositional matrix adjust. 139/569(24%) 235/569(41%) 85/569(14%)

Query 136 RHEQGGVFAAEGYARATGFPGV--CIATSGPGATNLVSGLADALLDSVPIVAITGQVPRR 193
++EQG  AA YA+ + C  ++GPG+ NL++ AL +++P++ + P
Sbjct 65  KNEQGMAHAAIAYAKQKNRQRIYACSTSAGPGSANL I TAAGTALANNLPVLFL----PAD 120

Query 194 MIGTDAFQETPIV-———- EVTRS I TKHNYLVMDVED IPRVVR--——————- EAF-FLARS 238
T P++ E + +IT ++ RV R AF +

Sbjct 121 TFATR--QPDPVLQQLEHESSTAITTNDGFQAVSRYFDRVQRPEQLMSALIRAFEVMTNP 178

Query 239 GRPGPVLIDVPKDIQQQLVIPDWDQPMRL----PGYMSRLPKLPNEMLLEQIVRLISESK 294
GP I + +D + + +D P+ Y++R ++P + L + RLI SK
Sbjct 179 ASAGPATICIAQDTEGEA----FDYPVEFFQKRIHYLNR--QIPTKRELTEAARLIKASK 232

Query 295 KPVLYVGGGC--SQSSEELRRFVELTGIPVASTLMGLGAFPTGDELSLSMLGMHGTVYAN 352
PV+ VGGG S++ EEL ETIP+ T G + +L G+ GT+ AN
Sbjct 233 TPVIIVGGGARYSRAREEL IALSEQTNIPLVETHAGKSTLEFDFKNNLGGTGILGTLAAN 292

Query 353 YAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAE IGKNKQPHVSICADIKLA 412
A+ +DL++ GR+ D T AF K ++l++ + + K + DK
Sbjct 293 KAIRDADLVIGIGTRYTDFTTSSKTAFDPTTKFININV--SRMQTYKLDAFQVVGDAKAT 350

Query 413 LQGLNSILESKEGKLKLDFSAWRQELTVQKVKY---PLNFKT-=-----~- FGDAIPPQYA 461
Lo L +L+ + + +A++ B+ + N +T F Al +YA

Shjct 351 LAELAPLLKGYQTQFGNKIAAYKTEWLDERARLQTTKFNRETFTPEIKDQFDQAILNEYA 410

Query 462 IQVLDELTNGSAIIS-——————————- TGVGQ----- HQMWAAQYYKYRKPRQWLTSGGL 504
++ E T A+l+ G +HW P + G

Sbhjct 411 DRLQTEFTQTEALITINDNVAPDSIVVCSAGSLPGDLQRLWNPAY-—-——- PDTYHLEYGY 465

Query 505 GAMGFGLPAAIGA--AVGRPDEVVVDIDGDGSFIMNVQELATIKVENLPVKIMLLNNQHL 562
MG+ + A+GA A + EV 1 GDGSF M+ EL T + IML +N
Sbjct 466 SCMGYEINGALGAKMAAAKKQEVYA-1VGDGSFCMSHSELLTSLQYGKKINIMLFDNSGF 524

Query 563 GMWQWEDRFYKANRAHTYLGN——PSNEAEIFPNMLKFAEACGVPAARVTHRDDLRAAIQ 620
G +

+ AN + ++ S+ + + KAE G R ++DL +A++
Sbjct 525 GCI----NNLQMANGSDSFFCEFRDSDNQIMQVDYAKIAEGYGAKVYRANTKEDLISALE 580
Query 621 KMLDTPGPYLLDVIVPHQEHVLPMIPSGG 649
L+++ VLP S G
Sbjct 581 DAKTQSKTTLIEM------ KVLPKTMSEG 603

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=3D-(3,5/4)-trihydroxycyclohexane-1,2-dione hydrolase; Short=THcHDO hydrolase
Sequence ID: Q898E8.2 Length: 644 Number of Matches: 1

Related Information

Range 1: 32 to 603 GenPept Graphics . X
Gene - associated gene details

Score Expect Method Identities Positives Gaps
118 bits(295) 2e-26 Compositional matrix adjust. 142/594(24%) 247/594(41%) 83/594(13%)
Query 104 EGVTDVFAYPGGASMEIHQALTRSSIIRNVLPRH-EQGGVFAAEGYARATGFPGV--CIA 160
+G+ +F + G + 1 QAL Vv H EQG +A  +A+ + + C +
Sbjct 32 QGIFTIFGH--GNVLGIGQALEEDPGHLEVYQGHNEQGMAQSATAFAKQSNRKQIYACTS 89

Query 161 TSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEVTRSITKHNYLVM 220

+ GPGA N+V+ A A +++P++ + G DF V + + + L +
Sbjct 90  SVGPGAANMVTAAATATANNIPVLLLPG--------- DTFSTRQPDPVLQQVEQTYNLSI 140
Query 221 DVEDIPRVVREAFFLARSGRP--—————————————————— GPVLIDVPKDIQQQLV-IP 259
D +V+ + R RP G V 1 +P+D+Q ++ P

Sbjct 141 TTNDAFKAVSK--YWDRVNRPEQLMTAMINAMRVLTDPANTGAVTIALPQDVQGEIYDFP 198

Query 260 DWDQPMRLPGYMSRLPKLPNEMLLEQIVRLISESKKPVLYVGGGC--SQSSEELRRFVEL 317
++ R+ + RP P++ +E V LI KKP++ GGG  S+++E L+RF E
Sbjct 199 EYFFKKRVH-RIERTP--PSKQAIEDAVEL IKRKKKPLIICGGGVRYSEAAESLKRFSEK 255

Query 318 TGIPVASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLE 377
IP T G A L+L +G+ G AN +DL++ G RF D T
Sbjct 256 FNIPFGETQAGKSAIEWSYGLNLGGIGVTGNSAANSIAKDADLIIGVGTRFTDFTTCSKF 315

Query 378 AFASRAKIVHIDIDSAEIGKNKQPHVSICADIKLALQGLNSILESK--—--- EGKLKLDF 431
F + + o+ I+ + NK + + +D K+ L + + LE + E ++K
Sbjct 316 LFQND-DVEFLTINISSFHANKLDALKYV ISDAKVGLDTIANELERQGYSSDYEDEIKKAK 374

Query 432 SAWRQELT-VQKVKYPLN---=---—--—o—ee— FKTFGDAI PPQYAIQVLDELTNGSA 473
+ W +EL  +  ++Y + + L+EL + A
Sbjct 375 NEWEKELNRLFNIEYTEKEFVPEI AGHCDKWEEFYKEFDSCLTQTKVLGELNELLDDDA 434

Query 474 11STGVGQ----- HQMWAAQYYKYRKPRQWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVD 528
1+ G H++W ++ + G MG+ + AA+G + D+ V

NCBI Blast_Protein Sequence (664 letters) ALS.html[5/04/2017 4:24:37 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_209572953
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_209572953
https://www.ncbi.nlm.nih.gov/protein/209572953?report=genbank&log$=protalign&blast_rank=85&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/209572953?report=graph&rid=E930UHE7016[209572953]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=39:629&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_209572953
https://www.ncbi.nlm.nih.gov/protein/209572953?report=genbank&log$=protalign&blast_rank=85&RID=E930UHE7016&from=65&to=603
https://www.ncbi.nlm.nih.gov/protein/209572953?report=graph&rid=E930UHE7016[209572953]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=39:629&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_209572960
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_209572960
https://www.ncbi.nlm.nih.gov/protein/209572960?report=genbank&log$=protalign&blast_rank=86&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/209572960?report=graph&rid=E930UHE7016[209572960]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=4:631&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_209572960
https://www.ncbi.nlm.nih.gov/protein/209572960?report=genbank&log$=protalign&blast_rank=86&RID=E930UHE7016&from=32&to=603
https://www.ncbi.nlm.nih.gov/protein/209572960?report=graph&rid=E930UHE7016[209572960]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=4:631&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/209572953?report=genbank&log$=protalign&blast_rank=85&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/209572960?report=genbank&log$=protalign&blast_rank=86&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/gene?term=209572960[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=86

NCBI Blast:Protein Sequence (664 letters)

Sbjct 435 1VIGASGSLPGDLHKVWCP----- KRSNTYHMEYGYSCMGYEVSAALGVKLAEEDKEVYS 489

Query 529 IDGDGSFIMNVQELAT IKVENLPVKIMLLNNQHLGMVVQWEDRFYKANRAHTYLGNPSNE 588
+ GDG+++M ELT E + I+L +N G+ + + A+ S
Sbjct 490 LVGDGAYLMLHSELITSIKEGKKINILLFDNAGFGCINNLQMSNGMGSFATEFRHRNSET 549

Query 589 AEIFPNMLKF----- AEACGVPAARVTHRDDLRAAIQKMLDTPGPYLLDV-IVP 636
++ +LK AE GV +V D LR Al+ L+D+ I+P
Sbjct 550 GKLDGKLLKIDFAKSAEGYGVKTYKVNTIDKLRYAIEDSKKQKISTLIDIKILP 603

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=3D-(3,5/4)-trihydroxycyclohexane-1,2-dione hydrolase; Short=THcHDO hydrolase

Sequence ID: Q65D03.1 Length: 637 Number of Matches: 1
Related Information

Range 1: 33 to 579 GenPept Graphics . .
Gene - associated gene details

Score Expect Method Identities Positives Gaps

117 bits(292) 5e-26 Compositional matrix adjust. 143/580(25%) 242/580(41%) 96/580(16%)

Query 104 EGVTDVFAYPGGASMEIHQALTRSSIIRNVLP-RHEQGGVFAAEGYARATGFPGV-CIAT 161
EG+ +F + G + 1 QAL + + Vv ++EQG AA  Y++ +  ++T
Sbjct 33 EGIFTIFGH--GNVVG 1 GQALEQDAGHLKVFQGKNEQGMAHAAMAY SKQMLRRKITYAVST 90

Query 162 S-GPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAF---QETPIV----- EVTRSI 212
S GPGA NLV+ AL +++P++ +1 DF Q P++ E + +1

Sbjct 91 SVGPGAANLVAAAGTALANNIPVL-==———-—-- LIPADTFATRQPDPVLQQVEQEYSAAL 141

Query 213 TKHNYLVMDVEDIPRVVR-----——-- EAF-FLARSGRPGPVL IDVPKDIQQQLVIPDWD 262
T ++ L R+ R AF + + GP 1 + +D++ + D+D

Sbjct 142 TTNDALKPVSRYWDRITRPEQLMSSL IRAFEVMTDPAKAGPAT ICISQDVEGEAY--DFD 199

Query 263 QPM--RLPGYMSRLPKLPNEMLLEQIVRLISESKKPVLYVGGGCSQSS--EELRRFVELT 318
+ + Y+ R KP+E L+ L1 SKKP++ VGGG S +EL E
Sbjct 200 ESFFEKRVHYVDR--KEPSERELKGAAEL IKSSKKPLILVGGGAKYSGARDELIAMSEAY 257

Query 319 GIPVASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEA 378
IP+ T G +L +G+ GT+ AN A +DL++ G R+ D T A
Sbjct 258 NIPLVETQAGKSTVEADFANNLGGMGITGTLAANKAARGADLIIGIGTRYTDFATSSKTA 317

Query 379 FA-SRAKIVHIDIDSAEIGKNKQPHVSICAD IKLALQGLNSILESKEGK--~~-~-~ LKLD 430
F AK ++1++ + + K + AD K+ L L+ +LE + + LK +
Sbjct 318 FDFDNAKFLNINV--SRMQAYKLDAFQVVADAKVTLGKLHGLLEGYKSEFGSTIKELKDE 375

Query 431 FSAWRQELTVQKVKYPLNF--=-—————————- KTFGDAI----PPQYAIQVLDELTNGSA 473
+ AR L+ K NF + D + P A+ ++E + +
Sbjct 376 WLAERDRLSKVTFKRE-NFTPEIKDHFSQDILNEYADVLQTELPQTTALLAINETVDPDS 434

Query 474 11STGVGQ----- HQMWAAQYYKYRKPRQWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVD 528
++ G + G MG+ + +G + PD V
Sbjct 435 WI CSAGSLPGDLQRLWHSNV ————— PNTYHLEYGYSCMGYEVSGTLGLKLAHPDREVYS 489

Query 529 IDGDGSFIMNVQELAT IKVENLPVKIMLLNNQHLGMVVQWEDRFYKANRAHTYLGNPSNE 588
+ GDGSF+M EL T N+ ++L +N G + N GN S
Sbjct 490 LVGDGSFLMLHSELITAIQYNKKINVLLFDNSGFGCl--=---—--- NNLQMDHGNGSYY 539

Query 589 AE---—————- IFPNMLKFAEACGVPAARVTHRDDLRAAIQ 620
E + + KAE G + ++L+AA++
Sbjct 540 CEFRTADNQILNVDYAKVAEGYGAKTYKANTIEELKAALE 579

Download GenPept Graphics Next Previous Descriptions
RecName: Full=3D-(3,5/4)-trihydroxycyclohexane-1,2-dione hydrolase; Short=THcHDO hydrolase

Sequence ID: Q5KYRO0.1 Length: 644 Number of Matches: 1
Related Information

Range 1: 63 to 526 GenPept Graphics

Score Expect Method Identities Positives Gaps

115 bits(288) 1e-25 Compositional matrix adjust. 123/487(25%) 203/487(41%) 80/487(16%)

Gene - associated gene details

Query 136 RHEQGGVFAAEGYARATGFPGV--CIATSGPGATNLVSGLADALLDSVPIVAITGQVPRR 193

R+EQG  AA  +A+ + C ++ GPGA N+V+ A A + +P++ + G
Shjct 63  RNEQGMAHAAIAFAKQKHRRQIMACTSSVGPGAANMVTAAATASANHIPVLLLPG-——-- 117
Query 194 Ml GTDAFQETP IVEVTRS I TKHNYLVMDVED I PRVVREAFFLARSGRP—~— == —=—=—- 241
D V+l +L+ D RV+ + R RP
Shjct 118 ————DTFATRQPDPVLQQ I EHWHDL TVSTNDAFRAVSK--YWDRISRPEQLMSAMIQAMR ~ 171
Query 242 —-—-———- GPVLIDVPKDIQQQLVIPDWDQPMRLPGYMSRLPKL————PNEMLLEQIVRL 289
GV I +P+D+Q + DP + R+ ++ P+ ++ VL

Sbjct 172 VLTDPANTGAVTIALPQDVQGEA————YDFPESF——FQKRIHRIERRVPAKAAIHEAVEL 225

Query 290 ISESKKPVLYVGGGC--SQSSEELRRFVELTGIPVASTLMGLGAFPTGDELSLSMLGMHG 347
1 KKP++ GGG  S+++EEL++F E IP T G A + +L +G+ G
Sbjct 226 IRRKKKPI1ICGGGVRYSEAAEELKQFAEKFHIPYGETQAGKSAVESAHPYNLGGIGVTG 285

Query 348 TVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKQPHVSICA 407
+ AN +DL++ G R+ D TG + F  ++ + I+ + K V+ A
Sbjct 286 NLAANIIAKEADLVIGIGTRYTDFTTGSKQLF-QHPEVEFLT INVSVFDACKLDAVRWA — 344

Query 408 DIKLALQGLNSIL------ ESKEGKLKLDFSAWRQELT-VQKVKYP--———————————- 446
D KLAL L L ++ + AW +EL  + V+Y
Sbjct 345 DAKLALLALTEELEKIGYRSGYTNEIDIAKKAWEEELNRLHHVRYRQSGFQPEVAGHLDE 404

NCBI Blast_Protein Sequence (664 letters) ALS.html[5/04/2017 4:24:37 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81384131
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81384131
https://www.ncbi.nlm.nih.gov/protein/81384131?report=genbank&log$=protalign&blast_rank=87&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/81384131?report=graph&rid=E930UHE7016[81384131]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=6:606&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_81384131
https://www.ncbi.nlm.nih.gov/protein/81384131?report=genbank&log$=protalign&blast_rank=87&RID=E930UHE7016&from=33&to=579
https://www.ncbi.nlm.nih.gov/protein/81384131?report=graph&rid=E930UHE7016[81384131]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=6:606&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81347196
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81347196
https://www.ncbi.nlm.nih.gov/protein/81347196?report=genbank&log$=protalign&blast_rank=88&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/81347196?report=graph&rid=E930UHE7016[81347196]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=40:549&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_81347196
https://www.ncbi.nlm.nih.gov/protein/81347196?report=genbank&log$=protalign&blast_rank=88&RID=E930UHE7016&from=63&to=526
https://www.ncbi.nlm.nih.gov/protein/81347196?report=graph&rid=E930UHE7016[81347196]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=40:549&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/81384131?report=genbank&log$=protalign&blast_rank=87&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/81347196?report=genbank&log$=protalign&blast_rank=88&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/gene?term=81384131[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=87
https://www.ncbi.nlm.nih.gov/gene?term=81347196[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=88

NCBI Blast:Protein Sequence (664 letters)

Query 447 --LNFKTFGDAIPPQY-AIQVLDELTNGSAIISTGVGQ----- HQMWAAQYYKYRKPRQW 498
+ F D+ I ++E + All G +MW A R+P +
Sbjct 405 VLTEYSEFFDSSLTQTEVIGAINEWIDDDAI I IGAAGSLPGDLQRMWVA--—--- RRPNTY 459

Query 499 LTSGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKVENLPVKIMLLN 558
G MG+ + A+G + PD+ V + GDGS++M ELT E + ++L +
Sbjct 460 HMEYGYSCMGYEIAGALGVKMAEPDKEVYAMVGDGSYLMLHSELVTSIQEKKKINVLLFD 519

Query 559 NQHLGMV 565
N G+
Sbjct 520 NGGFGCI 526

Download GenPept Graphics Next Previous Descriptions
RecName: Full=3D-(3,5/4)-trihydroxycyclohexane-1,2-dione hydrolase; Short=THcHDO hydrolase

Sequence ID: A5YBJ6.2 Length: 642 Number of Matches: 1
Related Information

Range 1: 70 to 598 GenPept Graphics

Score Expect Method Identities Positives Gaps

115 bits(287) 2e-25 Compositional matrix adjust. 129/539(24%) 224/539(41%) 50/539(9%)

Query 137 HEQGGVFAAEGYARATGFPGV--CIATSGPGATNLVSGLADALLDSVPIVAITGQV---- 190
+EQG A Y+R +  A+GPG+ N V+  +A ++S+Pl+ +
Sbjct 70  NEQGMASTAIAYSRQLYRHKIFAVTASAGPGSANFVTAAGNAYVNSIPILFLPADTFATR 129

Query 191 ----PRRMIGTDAFQETPIVEVTRSITKHNYLVMDVEDIPRVVREAF-FLARSGRPGPVL 245
+ 1 D +T  +V + ++K+ + E + + +AF L GPV
Sbjct 130 QPDPVLQQIEVDYSADTTTNDVLKPVSKYWDRIERPEQLMSALLKAFEVLTNPATAGPVT 189

Query 246 1DVPKDIQQQLVI PDWDQPMRLPGYMSRLPK——LPNEMLLEQIVRL ISESKKPVLYVGGG 303
1 +P+D++ Q K P+ L VLI S+ PVL VGGG
Sbjct 190 IALPQDVEGQA————YDYPLSFFKKRVHVVKRVQPSSAELAGAVEL IQASQTPVLIVGGG 245

Query 304 C--SQSSEELRRFVELTGIPVASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLL 361
S+ + FE IP+ T G A +  ++ G+ GT AN + +DL+
Sbjct 246 AKFSDAGAAIETFSERFNIPIVETPTGKSAISSDFPNNMGGTGILGTAAANAVITKADLI 305

Query 362 LAFGVRFDDRVTGKLEAFA-SRAKIVHIDIDSAEIGKNKQPHVSICADIKLALQGLNSIL 420
+ GR+D T A+ +t+il+++ + K LAD++ L L L
Sbjct 306 IGAGTRYTDFTTASKTAIHPGKTQLININLNRMQ--SYKFDAFPIVADVRDTLSQLTESL 363

Query 421 ---ESKEGKLKLDFSAWRQE------------ LTVQKVKYPLNFKTFG--—-——- DAIPP 458
s+ L AWHE V4HVK  + KT +
Sbjct 364 SDYRSQFTDLATIKEAWQKERQRLAHTNYDAPAYVPEVKNQFDAKTMAAYAEKLQTHLTQ 423

Query 459 QYAIQULDELTNGSAIISTGVGQHQUIAAQYYKYRKPRQILTSGOLGAVGFGLPAAIGAA 518
A+ ++  + ++ll G P '+ G NG+ +PAA+G
Sbjct 424 TEAVIAVNNTIDPTSIIVAAAGSLPGDVQRIWDPVVPNTYHMEYGYSMMGYEVPAALGIK 483

Query 519 VGRPDEVVVDIDGDGSFINNVQELAT IKVENLPVKIMLLNNQHLGHVVQUEDRFYKANRA - 578
+ +PD+  + GDGSF+M EL T + + I++ +N A
Sbjct 484 LAQPDQESYALVGDGSFMMLHSELVTALQYHKKINILVFDNSGFASI————NNLQMAQGS 539

Query 579 HTYLGN--PSNEAEIFPNMLKFAEACGVPAARVTHRDDLRAAIQKMLDTPGPYLLDVIV 635
++YL S+ + + KAE G AR R L AAl+ L+D+ V
Sbjct 540 NSYLTEFRTSDNDIMKTDFAKIAEGYGAKAYRANDRKSLIAAIEDAKKQTVSTLIDIKV 598

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=Acetolactate synthase-like protein; AltName: Full=IlvB-like protein

Sequence ID: Q8BU33.1 Length: 632 Number of Matches: 1
Related Information

Range 1: 52 to 548 GenPept Graphics . X
Gene - associated gene details

Score Expect Method Identities Positives Gaps

114 bits(286) 2e-25 Compositional matrix adjust. 130/517(25%) 228/517(44%) 68/517(13%)

Query 91 RKGSDVLVEALEREGVTDVFAYPGGASME IHQALTRSS I IRNVLPRHEQGGVFAAEGYAR 150
RG + + L GV VF GG + A + I RV RHE VFAA+ AR
Sbjct 52 RHGGESVAAVLRAHGVRFVFTLVGGHISPLLVACEKLGI-RVVDTRHEVTAVFAADAVAR 110

Query 151 ATGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEVTR 210
TG GV  T+GPG TN V+ + +A + P++ + G + A Q + + R
Sbjct 111 LTGTVGVAAVTAGPGLTNTVTAVKNAQVAQSPVLLLGGAASTLLQKRGALQAIDQMSLFR 170

Query 211 SITKHNYLVMDVEDIPRVVREAFFLARSGRPGPVL IDVPKDIQQQLVIPDWDQ-PMRLPG 269
+ K VvV Vv DI +R A A+SG PGPV +++P D+ + + + P +LP
Sbjct 171 PLCKFCASVRRVRDIVPTLRTAIAAAQSGTPGPVFVELPLDVLYPYFMVEKEMIPTKLPN 230

Query 270 -YMSRL---——————————————- PK-—--LPNEM------ LLEQIVRLISESKKPVLYV 300
M R+ P+ LP ++ +++ V ++S +K+P+L +
Sbjct 231 SLMGRVVVWYLQNCLANLFVGAWEPRPEGPLPLDIPQASPQQVQRCVEILSRAKRPLLVL 290
Query 301 GGGCSQS------ SEELRRFVELTGIPVASTLMGLGAFPTGDELSLSMLG----MHGTVY 350
G SQ+ + +LR VE G+P F G +S +LG +H
Sbjct 291 G---SQALLPPTPANKLRAAVETLGVP---—-—--- CFLGG--MSRGLLGRNHPLHIRQN 336

Query 351 ANYAVDSSDLLLAFGVRFDDRVT-GKLEAFASRAKIVHIDIDSAEIGKN--KQPHVSICA 407
+ A+ +D+++ G D R++ G++ S IV+ + D + o+ +P 4+
Sbjct 337 RSAALKKADVVVLAGAVCDFRLSYGRVLNRKSSIIIVNRNRDDLLLNSDIFWKPQEAVQG 396

Query 408 DIKLALQGLNSILESKEGKLKLDFSAWRQELTVQKVKYPLNFKTFG----- DAIPPQYAI 462
D+ + ++E  +G++ S W +EL + ++ + P + +

NCBI Blast_Protein Sequence (664 letters) ALS.html[5/04/2017 4:24:37 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_209572957
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_209572957
https://www.ncbi.nlm.nih.gov/protein/209572957?report=genbank&log$=protalign&blast_rank=89&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/209572957?report=graph&rid=E930UHE7016[209572957]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=44:624&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_209572957
https://www.ncbi.nlm.nih.gov/protein/209572957?report=genbank&log$=protalign&blast_rank=89&RID=E930UHE7016&from=70&to=598
https://www.ncbi.nlm.nih.gov/protein/209572957?report=graph&rid=E930UHE7016[209572957]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=44:624&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81875219
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81875219
https://www.ncbi.nlm.nih.gov/protein/81875219?report=genbank&log$=protalign&blast_rank=90&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/81875219?report=graph&rid=E930UHE7016[81875219]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=28:572&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_81875219
https://www.ncbi.nlm.nih.gov/protein/81875219?report=genbank&log$=protalign&blast_rank=90&RID=E930UHE7016&from=52&to=548
https://www.ncbi.nlm.nih.gov/protein/81875219?report=graph&rid=E930UHE7016[81875219]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=28:572&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/209572957?report=genbank&log$=protalign&blast_rank=89&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/81875219?report=genbank&log$=protalign&blast_rank=90&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/gene?term=81875219[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=90

NCBI Blast:Protein Sequence (664 letters)

Shbjct 397 DVG---SFMIKLVEGLQGQMW--SSDWAEELRKADQQKEQTYRDKALMPVLQHLNPVWVL 451

Query 463  QULDELTNGSAIISTGVGQHQMWAAQYYKYRKPROWLTSCGLGANGFELPAAIGAAVGRD 522
+E_ +A++ AA" + RP +WL G G +G G A+GA + +P
Shjct 452 QQVEETLPDNALLVVDGGDFVATAAYLVQPRGPLRWLDPGAFGTLGVGAGFALGAKLCQP 511

Query 523 DEVVVDIDGDGSFIMNVQELAT IKVENLPVKIMLLNN 559
+ V + GDG+F ++ E T +PV  ++ N+
Sbjct 512 EAEVWCLFGDGAFGYSLIEFDTFVRHKVPVIALVGND 548

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=3D-(3,5/4)-trihydroxycyclohexane-1,2-dione hydrolase; Short=THcHDO hydrolase

Sequence ID: B2TJ86.1 Length: 643 Number of Matches: 1
Related Information

Range 1: 63 to 525 GenPept Graphics . .
Gene - associated gene details

Score Expect Method Identities Positives Gaps

114 bits(286) 3e-25 Compositional matrix adjust. 115/485(24%) 206/485(42%) 77/485(15%)

Query 136 RHEQGGVFAAEGYARATGFPGV--CIATSGPGATNLVSGLADALLDSVPIVAITG----— 188
R+EQG  AA +A+ + C ++ GPGA N+V+ A A ++++P++ + G

Shjct 63  RNEQGMAHAATAFAKQNNRRKIIACSSSIGPGAANMVTAAATATVNNIPLLLLPGDSFAT 122

Query 189 -——-——--—-- QVPRR----MIGTDAFQETPIVEVTRSITKHNYLVMDVED IPRVVREAFFLA 236
Q+ + + D F+ P+ + + + L+ + + RV L

Shjct 123 RQPDPVLQQIEQSYNLGITTNDVFK--PVCKYWDRVNRPEQLMSAMINAMRY--—---- LT 174

Query 237 RSGRPGPVLIDVPKDIQQQLVIPDWDQPMRLPGYM——SRLPKLPNEMLLEQ————IVRLI 290
G V I +P+D+Q PY R+ K+  + +E+ + +1

Shjct 175 DPAETGAVCIALPQDVQ-------- GESFEFPEYFFKKRVHKITRPLAVEEEFYECLNII 226

Query 291 SESKKPVLYVGGGC--SQSSEELRRFVELTGIPVASTLMGLGAFPTGDELSLSMLGMHGT 348
KKP++ GGG  S++ + L +F IP+ T G + + D ++L +G+ G
Sbjct 227 KNKKKPI1ICGGGVRYSEAGDTLSKFANRFNIPIGETQAGKSSIKSSDLMNLGGIGVTGN 286

Query 349 VYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAEIGKNKQPHVSICAD 408
+ AN +DL++ G RF D T F+ + + 1+ ++ <K + D
Sbjct 287 LAANIIAKDADLVIGVGTRFSDFTTASKSLFEN-PDVEFVTINLSKFHASKLDSCKMVGD 345

Query 409 IKLALQGLNSILE------ SKEGKLKLDFSAWRQELT-VQKVKYPLNF--—-———————— 449
+K L+ L +LE S + ++K AW++E+ + +KY NF

Sbjct 346 VKECLEYLYKLLEKENYISSYKDEIKDAKMAWKEEMKKLTNIKYEENFDP I IKFRNKESL 405

Query 450 ————KTFGDAIPPQYAIQVLDELTNGSAIISTGVGQ ————— HQMWAAQYYKYRKPRQWLT 500
| A+ ++ E + All G +MW +

Sbjct 406 EEFKKLTDTTITQTSALGLIRECIDNDAIIVGASGSLPGDLQRMWETE ————— SLNSYHM 460

Query 501 SGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKVENLPVKIMLLNNQ 560
G MG+ + A GA + P++ V 1 GDGS++M EL T EN V ++L +N
Sbjct 461 EYGYSCMGYEIAAGFGAKLAEPEKEVYSILGDGSYLMLHSEL ITSIQENKKVNVLLFDNC 520

Query 561 HLGMV 565
G +
Sbjct 521 GFGCI 525

Download GenPept Graphics Next Previous Descriptions
RecName: Full=3D-(3,5/4)-trihydroxycyclohexane-1,2-dione hydrolase; Short=THcHDO hydrolase

Sequence ID: B2V4K0.1 Length: 643 Number of Matches: 1
Related Information

Range 1: 33 to 600 GenPept Graphics

Score Expect Method Identities Positives Gaps

112 bits(280) 1e-24 Compositional matrix adjust. 133/592(22%) 249/592(42%) 85/592(14%)

Query 105 GVTDVFAYPGGASMEIHQALTRSSIIRNVLP-RHEQGGVFAAEGYARATGFPGV--CIAT 161
G+ +F + G + + QAL ++ V R+EQG AA +A+ + C ++
Sbjct 33  GIFTIFGH--GIVVGLGQALDENTRDLKVYQGRNEQGMAHAATAFAKQNNRRKIIACSSS 90

Query 162 SGPGATNLVSGLADALLDSVPIVAITG-——--—--—-———- QVPRR----MIGTDAFQETP 204
GPGA N+V+ A A ++++P++ + G Q+ + + DF+ P
Sbjct 91  IGPGAANMVTAAATATVNNIPLLLLPGDSFATRQPDPVLQQIEQSYNLGITTNDVFK--P 148

Query 205 1VEVTRSITKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQQQLVI PDWDQP 264
o+ ++ L+ ++ RV L G V I +P+D+Q
Sbjct 149 VCKYWDRVNRPEQLMSAMINAMRV------ LTDPAETGAVCISLPQDVQ-—---——- GES 194

Query 265 MRLPGYM--SRLPKLPNEMLLEQ----1VRLISESKKPVLYVGGGC--SQSSEELRRFVE 316
PY Rt Kt + +E+ + +1  KKP++ GGG  S++ + L +F
Shjct 195 FEFPEYFFKKRVHKITRPLAVEEEFYECLNIIKNKKKPI11CGGGVRYSEAGDALSKFAN 254

Query 317 LTGIPVASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKL 376
IP+ T G + +D ++L +G+ G + +N +DL++ GRFD T
Shjct 255 KFNIPIGETQAGKSSIKSSDPMNLGGIGVTGNLASNIIAKDADLY IGVGTRFSDFTTASK 314

Query 377 EAFASRAKIVHIDIDSAEIGKNKQPHVSICADIKLALQGLNSILE------ SKEGKLKLD 430
F+ + + 1+ ++ +K + D K L+ L+ +LE S + ++K
Sbjct 315 SLFKN-PDVEFVTINLSKFHASKLDSCKMVGDAKECLEYLHKLLEKENY ISSYKDEIKDA 373

Query 431 FSAWRQELT-VQKVKYPLNF—--=-—mmmmmmmmmm KTFGDAIPPQYAIQVLDELTNGSA 473
AWHE+ +  +KY NF K I A+ ++E + +
Sbjct 374 KIAWKEEMKRLTNIKYEENFEPIIKFRNKESLEEFKKLTDTTITQTSALGLIRECIDDDS 433

NCBI Blast_Protein Sequence (664 letters) ALS.html[5/04/2017 4:24:37 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_209572911
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_209572911
https://www.ncbi.nlm.nih.gov/protein/209572911?report=genbank&log$=protalign&blast_rank=91&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/209572911?report=graph&rid=E930UHE7016[209572911]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=40:548&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_209572911
https://www.ncbi.nlm.nih.gov/protein/209572911?report=genbank&log$=protalign&blast_rank=91&RID=E930UHE7016&from=63&to=525
https://www.ncbi.nlm.nih.gov/protein/209572911?report=graph&rid=E930UHE7016[209572911]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=40:548&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_209572910
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_209572910
https://www.ncbi.nlm.nih.gov/protein/209572910?report=genbank&log$=protalign&blast_rank=92&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/209572910?report=graph&rid=E930UHE7016[209572910]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=5:628&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_209572910
https://www.ncbi.nlm.nih.gov/protein/209572910?report=genbank&log$=protalign&blast_rank=92&RID=E930UHE7016&from=33&to=600
https://www.ncbi.nlm.nih.gov/protein/209572910?report=graph&rid=E930UHE7016[209572910]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=5:628&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/209572911?report=genbank&log$=protalign&blast_rank=91&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/209572910?report=genbank&log$=protalign&blast_rank=92&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/gene?term=209572911[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=91

NCBI Blast:Protein Sequence (664 letters)

Query 474 11STGVGQ----- HQMWAAQYYKYRKPRQWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVD 528
11 G +MW + G MG+ + A GA + P++ V
Sbjct 434 1 IVGASGSLPGDLQRMWETE ————— SLNSYHMEYGYSCMGYE IAAGFGAKLADPEKEVYS 488

Query 529 IDGDGSFIMNVQELAT IKVENLPVKIMLLNNQHLGMV--VQWEDRFYKANRAHTYLGNPS 586
I GDGS++M EL T EN V ++L +N G+ +Q + Y + +
Sbjct 489 ILGDGSYLMLHSELITSIQENKKVNVLLFDNCGFGCINNLQMSNGIGNLATEFRYRNSET 548

Query 587 NE--AEIFP-NMLKFAEACGVPAARVTHRDDLRAAIQKMLDTPGPYLLDVIV 635
N+ ++ P + K AE G+ + ++L+ A+ L+D+ V
Sbjct 549 NKLNGKLIPIDFAKAAEGYGLKTYTAKNLEELKNAL IDAKKQKVSTLIDIKV 600

Download GenPept Graphics Next Previous Descriptions
RecName: Full=3D-(3,5/4)-trihydroxycyclohexane-1,2-dione hydrolase; Short=THcHDO hydrolase

Sequence ID: A7ZAH8.1 Length: 637 Number of Matches: 1
Related Information

Range 1: 33 to 579 GenPept Graphics

Score Expect Method Identities Positives Gaps

110 bits(275) 5e-24 Compositional matrix adjust. 138/575(24%) 242/575(42%) 86/575(14%)

Query 104 EGVTDVFAYPGGASMEIHQALTRSSIIRNVLP-RHEQGGVFAAEGYARATGFPGV-CIAT 161
EG+ +F + G + 1 QAL + + V  ++EQG AA Y++ + T
Sbjct 33  EGIFTIFGH--GNVLGIGQALEQDAGHLKVYQGKNEQGMAHAAMAYSKQMLRRKIYAVST 90

Query 162 S-GPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAF---QETPIV----- EVTRSI 212
S GPGA NL + AL + +P++ ++ DF Q P++ E + ++

Sbjct 91  SVGPGAANLTAAAGTALANHIPVL--------- LLPADTFATRQPDPVLQQVEQEYSAAV 141

Query 213 TKHNYLVMDVEDIPRVVR--------- EAF-FLARSGRPGPVL IDVPKDIQQQLVIPDWD 262
T ++ L R+ R AF +  +GP I + +D++ +  D+D

Sbjct 142 TTNDALKPVSRYWDRITRPEQLMSSL IRAFEVMTDPAKAGPAT ICISQDVEGEAF--DFD 199

Query 263 QPM--RLPGYMSRLPKLPNEMLLEQIVRLISESKKPVLYVGGGCSQSS--EELRRFVELT 318
+ + Y+ R+ P+E L+ I +S +PV+ VGGG S EEL E
Sbjct 200 ESFFEKRVHYIDRMQ--PSERELKGAAERIKQSSRPVILVGGGAKYSGAREELIALSETY 257

Query 319 GIPVASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEA 378
GIP+ T G +L  +G+ GT+ ANA +DL++ G R+ D T A
Sbjct 258 GIPLVETQAGKSTVEADFANNLGGMGITGTLAANKAARQADL I IGVGTRYTDFATSSKTA 317

Query 379 FA-SRAKIVHIDIDSAEIGKNKQPHVSICADIKLALQGLNSILESKEGKLKLDFSAWRQE 437
F  +AK ++1++ + + K + AD K+ L L+ +L+ + W+ E
Sbjct 318 FDFDKAKFLNINV--SRMQAYKLDAFQVVADAKVTLGRLHGLLDGYKSAFGTAIKDWKDE 375

Query 438 LTVQKVKYPLNFKTFG-DAIPPQ----YAIQVLDELTNG-~-———————m—mmmmemme o 471
+++ L TF DA P+  ++ VL+E +
Shjct 376 WQAERDR--LGKVTFTRDAFEPE IKNHFSQDVLNEYADALGTELPQTTALLTINDTIPED 433

Query 472 SAl ISTGVGQ————HQMWAAQYYKYRKPRQWLTSGGLGAMGFGLPAAIGAAVGRPDEWV 527
S +1S+ G MG+ + +G + PD+ V
Shjct 434 SVVISSAGSLPGDLQRLWHSNV ————— PNTYHLEYGYSCMGYEVSGTLGLKLAHPDKEVY 488

Query 528 DIDGDGSFIMNVQELAT IKVENLPVKIMLLNNQHLGMVVQWEDRFYKANRAHTYLGNPSN 587
+ GDGSF+M EL T N + ++L +N G + + + 4+ +Y
Sbjct 489 SLVGDGSFLMLHSELITALQYNKKINVLLFDNSGFGCI----NNLQMDHGSGSYFCEFRT 544

Query 588 EAEIFPNM--LKFAEACGVPAARVTHRDDLRAAIQ 620
E N+ K AE G R ++L+AA++
Sbjct 545 EDNQILNVDYAKVAEGYGAKTYRANTVEELKAALE 579

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Probable pyruvate decarboxylase C186.09
Sequence ID: Q9P7P6.1 Length: 572 Number of Matches: 1

Related Information

Range 1: 24 to 499 GenPept Graphics

Gene - associated gene details
Score Expect Method Identities Positives Gaps Gene - associated g deta

109 bits(273) 8e-24 Compositional matrix adjust. 118/504(23%) 207/504(41%) 51/504(10%)

Query 101 LEREGVTDVFAYPGGASMEIHQALTRSSIIRNVLPRHEQGGVFAAEGYARATGFPGVCIA 160
L+GY F PG ++ + L +++ V +E FAAEGYARA G C+
Sbjct 24 LAQAGVKHHFVVPGDYNLGLLDKLQYNNYLEEVNCANELNCAFAAEGYARANGI-AACVV 82

Query 161 TSGPGATNLVSGLADALLDSVPIVAITGQVPRRMI GTDAFQETP == VEVTRSI 212
T GA G+ A + +P++ 146G 1G+ E+ + 1
Sbjct 83  TYSVGAFTAFDGIGGAYAEDLPVILISGSPNTNDI GSSHLLHHTLGTHDFSYQYEMAKKI 142

Query 213 TKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQQQLVIPDWDQPMRLPGYMS 272
T + + PR++ A +A + PV 1+VP ++ QP PG S
Sbjct 143 TCAAVSIQRPTEAPRLIDYAIKMALLKKK-PVYIEVPTNVA---—-—---- SQPCAAPGPAS 193

Query 273 RL--PKLPNEMLLEQIV----RLISESKKPVLYVGGGCSQSSEELRRFVELTG---IPVA 323
+ P+ N+ L+ V ++++ +KPVL G E  F+EL VA
Sbjct 194 LITEPETSNQEYLQMAVDISAKIVNGKQKPVLLAGPKLRSFKAE-SAFLELANSLNCSVA 252

Query 324 STLMGLGAFPTGD- ELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASR 382
FP + G T+ A ++ SD++ G FD + +
Shjct 253 VMPNAKSFFPESHPNYAGIYWGQASTLGAESI INWSDCI ICAGTTFTDYSSNGWTSLPPK 312

Query 383 AKIVHIDIDSAEIGKNKQPHVSICAD IKLALQGLNS ILESKEGKLKLDFSAWRQELTVQK 442
A ++H+D+D + +D + L L K+K + ++ + ++

NCBI Blast_Protein Sequence (664 letters) ALS.html[5/04/2017 4:24:37 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_209572908
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_209572908
https://www.ncbi.nlm.nih.gov/protein/209572908?report=genbank&log$=protalign&blast_rank=93&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/209572908?report=graph&rid=E930UHE7016[209572908]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=6:606&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_209572908
https://www.ncbi.nlm.nih.gov/protein/209572908?report=genbank&log$=protalign&blast_rank=93&RID=E930UHE7016&from=33&to=579
https://www.ncbi.nlm.nih.gov/protein/209572908?report=graph&rid=E930UHE7016[209572908]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=6:606&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_68052822
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_68052822
https://www.ncbi.nlm.nih.gov/protein/68052822?report=genbank&log$=protalign&blast_rank=94&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/68052822?report=graph&rid=E930UHE7016[68052822]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=1:522&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_68052822
https://www.ncbi.nlm.nih.gov/protein/68052822?report=genbank&log$=protalign&blast_rank=94&RID=E930UHE7016&from=24&to=499
https://www.ncbi.nlm.nih.gov/protein/68052822?report=graph&rid=E930UHE7016[68052822]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=1:522&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/209572908?report=genbank&log$=protalign&blast_rank=93&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/68052822?report=genbank&log$=protalign&blast_rank=94&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/gene?term=68052822[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=94

NCBI Blast:Protein Sequence (664 letters)

Sbjct 313 ANVLHVDVDRVTV----———-——- SDAEFGGVLLRDFLHELAKKVKANNASVVEYKRIRP 361

Query 443 VKYPLNFKTFGDAI PPQYAIQVLDELTN--GSAI ISTG———VGQHQMWAAQYYKYRKPRQ 497
+ A+ + I1++ LN + + TG G ++ o+ Q
Sbjct 362 ESLE I PMENPKAALNRKEI IRQVQNLVNQETTLFVDTGDSWFGGMRITLPEKARFE IEMQ 421

Query 498 WLTSGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELATIKVENLPVKIMLL 557
W G +G+ +P+A G A+G P VW  GDGSF  VQE++ + NLP+ + L+
Shjct 422 W-----—- GHIGWSVPSAFGYAIGAPKRNVVVFVGDGSFQETVQEVSQMVRLNLPTIMFLI 475

Query 558 NNQHLGMVVQWEDRFYKANRAHTY 581
NN+ +V+ D Y + Y
Shjct 476 NNRGYTIEVEIHDGPYNRIKNWDY 499

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Benzoylformate decarboxylase; Short=BFD; Short=BFDC
Sequence ID: P20906.2 Length: 528 Number of Matches: 1

Related Information

Range 1: 10 to 521 GenPept Graphics PubCh BioA bi .
P - PubChem BioAssay - bioactivit
Score Expect Method Identities Positives Gaps oa Y

107 bits(267) 3e-23 Compositional matrix adjust. 138/569(24%) 228/569(40%) 91/569(15%) screening

Query 99 EALEREGVTDVFAYPGGASME IHQALTRSS I IRNVLPRHEQGGVFAAEGYARATGFPGVC 158
E L R+tG+ VF PG + o+ R +L E V A+GYA+A+ P
Sbjct 10 ELLRRQGIDTVFGNPGSNELPFLKDFPED--FRY ILALQEACVVGIADGYAQASRKPAFI 67

Query 159 1ATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAF-QETPIVEVTRSITKHNY 217
S G N+ L++A P++ GQ R MIG +A + R + K +Y
Shjct 68  NLHSAAGTGNAMGALSNAWNSHSPLIVTAGQQTRAMIGVEALLTNVDAANLPRPLVKWSY 127

Query 218 LVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQQQLVIPDWDQPMR------ LPGYM 271
++P + A +A GPV + VP D DWD+
Sbjct 128 EPASAAEVPHAMSRAIHMASMAPQGPVYLSVPYD-------- DWDKDADPQSHHLFDRHV 179
Query 272 SRLPKLPNEMLLEQIVRLISESKKPVLYVG-----——-- GGCSQSSEELRRFVELTGIPV 322
S +L N+ L+ +V+ ++ + P + 4G C +E L+ V + P

Sbjct 180 SSSVRL-NDQDLDILVKALNSASNPAIVLGPDVDAANANADCVMLAERLKAPVWVA--PS 236

Query 323 ASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGV---RFDDRVTGKLEAF 379
A FPT ++ G + ++ D++L G R+ G+
Sbjct 237 APRC----PFPTRHPCFRGLMPA-GIAAISQLLEGHDVVLVIGAPVFRYHQYDPGQYLKP 291

Query 380 ASRAKIVHIDIDSAEIGKNKQPHVSICAD IKLALQGLNSILESKEGKL-————--— KLDF 431
+R ++ + D E + +1 ADI L +++E +L K+D
Sbjct 292 GTR--LISVTCDPLEAARAPMGD-AIVADIGAMASALANLVEESSRQLPTAAPEPAKVDQ 348

Query 432 SAWRQELTVQKVKYPLNFKTFGDAI PPQYAIQVLDELTNGSAI ISTGVGQHQMWAAQYYK 491
AR L +V FT D+ P+ Al L+E T+ +A QMW Q
Sbjct 349 DAGR--LHPETV----- FDTLND-MAPENAI-YLNESTSTTA--————=—= QMW--QRLN 388

Query 492 YRKPRQWLTSGGLGAMGFGLPAA I1GAAVGRPDEVVVD IDGDGSF IMNVQELATIKVENLP 551
R P G +GF LPAAIG + P+ V+ + GDGS ++ L T N+P
Sbjct 389 MRNPGSYYFCAA GGLGFALPAAIGVQLAEPERQVIAVIGDGSANYSISALWTAAQYNIP 447

Query 552 VKIMLLNNQHLGMVVQWEDRFYKANRAHTYLGNPSNEAEIFPNM-----—— LKFAEACGV 604
+++NN G + R++ EAE P + A+ GV
Sbjct 448 TIFVIMNNGTYGAL----- RWFAGVL-======-—- EAENVPGLDVPGIDFRALAKGYGV 492

Query 605 PAARVTHRDDLRAAIQKMLDTPGPYLLDV 633
A+ + + L+ ++Q+ L GP L++V
Sbjct 493 QALKADNLEQLKGSLQEALSAKGPVLIEV 521

Download GenPept Graphics Next Previous Descriptions

RecName: Full=3D-(3,5/4)-trihydroxycyclohexane-1,2-dione hydrolase; Short=THcHDO hydrolase
Sequence ID: Q92EQ4.1 Length: 638 Number of Matches: 1

Related Information
Range 1: 65 to 603 GenPept Graphics
Score Expect Method Identities Positives Gaps

107 bits(268) 4e-23 Compositional matrix adjust. 130/568(23%) 228/568(40%) 83/568(14%)

Query 136 RHEQGGVFAAEGYARATGFPGV--CIATSGPGATNLVSGLADALLDSVPIVAITGQVPRR 193
++EQG  AA YA+ + C  ++GPG+ NL++ A P+ + p
Sbjct 65 KNEQGMAHAATAYAKQKNRKRIYACSTSAGPGSANL I TAAGTAFANNLPVLFL----PAD 120

Query 194 MIGTDAFQETPIV----- EVTRSITKHNYLVMDVED I PRVVREAFFLARSGRP—-—-—-— 241
T P++ E + +IT ++ + RVR ++
Sbjct 121 TFATR--QPDPVLQQLEHESSTAITTNDGFQAVSKYFDRVQRPEQLMSALIRAFEVMTNP 178

Query 242 ---GPVLIDVPKDIQQQLVIPDWDQPM----RLPGYMSRLPKLPNEMLLEQIVRLISESK 294
GP I + 4D + + +D P+ + Y++R ++P + L + +LI S+
Shjct 179 VSAGPATICIAQDTEGEA----FDYPVTFFQKRIHYLNR--QIPTKRELTEAAKLIKASQ 232

Query 295 KPVLYVGGGC--SQSSEELRRFVELTGIPVASTLMGLGAFPTGDELSLSMLGMHGTVYAN 352
PV+ VGGG S + +EL E IP+ T G + +L G+ GT+ AN
Sbjct 233 TPVIIVGGGARYSDARKEL IALSEQND IPLVETHAGKSTVEFSFKNNLGGTGILGTLAAN 292

Query 353 YAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHIDIDSAE IGKNKQPHVSICADIKLA 412
+ +DL++ GR+D T AF K ++l++ + + K + DK
Sbjct 293 KIIHEADLVIGIGTRYTDFTTSSKTAFNPATKFININV--SRMQTYKLDAFQVVGDAKAT 350

NCBI Blast_Protein Sequence (664 letters) ALS.html[5/04/2017 4:24:37 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_3915757
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_3915757
https://www.ncbi.nlm.nih.gov/protein/3915757?report=genbank&log$=protalign&blast_rank=95&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/3915757?report=graph&rid=E930UHE7016[3915757]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:546&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_3915757
https://www.ncbi.nlm.nih.gov/protein/3915757?report=genbank&log$=protalign&blast_rank=95&RID=E930UHE7016&from=10&to=521
https://www.ncbi.nlm.nih.gov/protein/3915757?report=graph&rid=E930UHE7016[3915757]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:546&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81527541
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81527541
https://www.ncbi.nlm.nih.gov/protein/81527541?report=genbank&log$=protalign&blast_rank=96&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/81527541?report=graph&rid=E930UHE7016[81527541]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=39:629&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_81527541
https://www.ncbi.nlm.nih.gov/protein/81527541?report=genbank&log$=protalign&blast_rank=96&RID=E930UHE7016&from=65&to=603
https://www.ncbi.nlm.nih.gov/protein/81527541?report=graph&rid=E930UHE7016[81527541]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=39:629&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/3915757?report=genbank&log$=protalign&blast_rank=95&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/81527541?report=genbank&log$=protalign&blast_rank=96&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/entrez?db=pcassay&term=3915757[PigGI]&RID=E930UHE7016&log$=pcassayalign&blast_rank=95

NCBI Blast:Protein Sequence (664 letters)

Query 413 LQGLNSILESKEGKLKLDFSAWRQELTVQKVKY---PLNFKTFGDAIPPQ-------- YA 461
L L +L+ ++ S +++E 4+ + N OF 1 YA

Sbjct 351 LIELTPLLKGYKTQFGDKISTYKKEWLKERTRLQHTKFNRDNFAPEIKNQFDQTTLNEYA 410

Query 462 1QVLDELTNGSAIIS----———=———- TGVGQ----- HOMWAAQYYKYRKPRQWLTSGGL 504
+ ET  A+l+ G +H P + G

Sbjct 411 DSLQTEFTQTEALITINDTVAPDSIVVCSAGSLPGDLQRLWNPAV----- PNTYHLEYGY 465

Query 505 GAMGFGLPAAIGAAVGRPD-EVVVDIDGDGSFIMNVQELATIKVENLPVKIMLLNNQHLG 563
MG+ + A+GA + D+V I GDGSF M+ EL T + IML +N G
Sbjct 466 SCMGYEINGALGAKMAASDNQEVYSIVGDGSFCMSHSELLTSLQYGKKINIMLFDNSGFG 525

Query 564 MVVQWEDRFYKANRAHTYLGN—-PSNEAEIFPNMLKFAEACGVPAARVTHRDDLRAAIQK 621
N + ++ +N + + KAE G + ++DL  A++
Sbjct 526 CI————NNLQMANGSDSFFCEFRDNNNQIMQVDYAKIAEGYGAKVYKANTKEDLVNALED 581

Query 622 MLDTPGPYLLDVIVPHQEHVLPMIPSGG 649
L+D+ VLP S G

Sbjct 582 AKKQTKTTLIDM------ KVLPKTMSEG 603
Download GenPept Graphics Next Previous Descriptions

RecName: Full=Putative 2-hydroxyacyl-CoA lyase

Sequence ID: Q9Y7M1.1 Length: 568 Number of Matches: 1
Related Information

Range 1: 6 to 546 GenPept Graphics

Score Expect Method Identities Positives Gaps

104 bits(260) 2e-22 Compositional matrix adjust. 140/555(25%) 248/555(44%) 27/555(4%)

Gene - associated gene details

Query 94  SDVLVEALEREGVTDVFAYPGGASMEIHQALTRSSIIRNVLPRHEQGGVFAAEGYARATG 153
S+++ + L V. VF G +El +A+ ++S IRV R+EQ +AA Y T
Sbjct 6 SELVAKTLLDLEVKVVFGIVGIPVIEICEAI-QASGIRFVGFRNEQSAAYAATAYGYLTQ 64

Query 154 FPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEVTRSIT 213
PGVC+ GPG + ++G+ ++ + P++ + G AFQE  V T
Shjct 65  RPGVCVVVGGPGVVHAMAGVFNSKTNRWPLLLLAGSSETFQQNCGAFQELDQVSYLSPHT 124

Query 214 KHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQUQLYIPDHDQPURLPGYMSR - 273
K + +  +R A+ ++ +G PG +D+P + + LP S

Sbjct 125 KLAVRPPSPKMVVDSIRRAYRVSMTGTPGTCYVDLPANYIESTVDDFPKDP——LPPIPSS 182

Query 274 LPKLPNEMLLEQIVRLISESKKPVLYVGGGCSQSSEE--LRRFVELTGIPVASTLMGLGA 331
P+ L++ + +K P+L VG G+ + E L FVE TGIP + MG G
Sbjct 183 PKCAPDPTQLQKAAYYLKNAKAPLLVVGKGAAYACAEKQLLEFVEHTGIPFLPSPMGKGL 242

Query 332 FPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKL-EAFASRAKIVHIDI 390
P L++S + A+ ++D++L G R + L ++ AK + ID
Sbjct 243 LPESHPLNVSSA------- RSAALRNADVVLLAGARLNWIFQYGLPPKWSPNAKFIQIDT 295

Query 391 DSAEIGKNKQP- HVSICADIKLALQGLNSILESKEGKLKLDFSAWRQELTVQKVKYPLNF 449
++ +G N ++1 AD+ L + L ++++ + + + R

Shjct 296 NAETLGNNAADLDLAIWADVGLTIDCLFKLVQTWKYSVGISTPYLRTLNETRSKNEKKAL 355

Query 450 KTFGDAIPPQ--YAIQVLDE------ LTNGSAI ISTGVGQHQM WAAQYYKYRKPRQWLT 500
++ +IP Q YA+ V++E L+ 1 PR L
Sbjct 356 ESRKSSIPLOMNYALYVVNEELQSLSLKSKRNI TWVSEGANTMDRGRQLLEVTHPRGRLD 415

Query 501 SGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSF IMNVQELAT IKVENLPVKIMLLNNQ 560
+G + MG G+ Al +A + +V ++GD +F + EL T L + ++++NN
Shjct 416 AGTMSTMGVGMGYAIASAFAHSSDKIVVVEGDSAFGFSAMELETAIRNQLDLLVIVINNN 475

Query 561 HLGMVVQWEDRFYKANRAHTYLGNPSNEAE IFPNMLKFAEACGVPAARVTHRDDLRAAIQ 620
GF + Y+ R+ L P+ + EACG V + +DLR++++
Sbjct 476 --GVYHGLDTDAYETLRDNHQL--PTTALGTSIRYDQICEACGGKGFFVKNEEDLRSSLR 531

Query 621 KMLDTPGPYLLDVIV 635
K T L++V+V
Sbjct 532 KAWQTSSVSLINVMV 546

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Uncharacterized 42.6 kDa protein in isoamylase 3'region
Sequence ID: P10343.1 Length: 396 Number of Matches: 1

Related Information
Range 1: 5 to 335 GenPept Graphics

Score Expect Method Identities Positives Gaps

100 bits(248) 3e-21 Compositional matrix adjust. 90/342(26%) 152/342(44%) 14/342(4%)

Query 92 KGSDVLVEALEREGVTDVFAYPGGASME ITHQALTRSS I IRNVLPRHEQGGVFAAEGYARA 151
K+DVv+ EL GY ++ G + I +L R 1 + RHE+ FAA A
Sbjct 5 KVADVVTETLHVAGVKRI'YGVVGDSLNG I TDSLRRRGD I DWIHVRHEESAAFAAGAEAHL 64

Query 152 TGFPGVCIATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDAFQETPIVEVTRS 211
TG VC + GPG +L++GL D VP++Al +P 1G FQET + R
Sbjct 65  TGELAVCAGSCGPGNLHLINGLFDCHRSRVPVLAIAAHIPSAEIGRGYFQETHPESLFRE 124

Query 212 1TKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDI--QQQLVI PDWDQPMRLPG 269
+ + LV E+P V+ E+ A G G ++ +P D+ ++ P L
Shjct 125 CSHYCELVSSPEQLPGVL-ESAIRAAVGLRGVAVVI IPGDVALRESNAKPAAGASMAL—— 181

Query 270 YMSRLPKL-PNEMLLEQIVRLISESKKPVLYVGGGCSQSSEELRRFVELTGIPVASTLMG 328
RP+ P ++ + +L+++S K L G GC+ + + L + E P+ G
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_74626306
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_74626306
https://www.ncbi.nlm.nih.gov/protein/74626306?report=genbank&log$=protalign&blast_rank=97&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/74626306?report=graph&rid=E930UHE7016[74626306]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:573&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_74626306
https://www.ncbi.nlm.nih.gov/protein/74626306?report=genbank&log$=protalign&blast_rank=97&RID=E930UHE7016&from=6&to=546
https://www.ncbi.nlm.nih.gov/protein/74626306?report=graph&rid=E930UHE7016[74626306]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:573&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_140821
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_140821
https://www.ncbi.nlm.nih.gov/protein/140821?report=genbank&log$=protalign&blast_rank=98&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/140821?report=graph&rid=E930UHE7016[140821]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:351&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_140821
https://www.ncbi.nlm.nih.gov/protein/140821?report=genbank&log$=protalign&blast_rank=98&RID=E930UHE7016&from=5&to=335
https://www.ncbi.nlm.nih.gov/protein/140821?report=graph&rid=E930UHE7016[140821]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:351&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/74626306?report=genbank&log$=protalign&blast_rank=97&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/140821?report=genbank&log$=protalign&blast_rank=98&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/gene?term=74626306[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=97
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Shjct
Query
Shjct
Query
Shjct

182
329
239
389
294

---RPPVVQPAAADVDALAQLLNDSGKVTLLCGRGCAGAHDPLVKLAEALKAP IVHAFGG

LGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGVRFDDRVTGKLEAFASRAKIVHI
+ + MG+ G +A+ + DLL G F R + + + AKI  +
KEYVEYDNPYDVGMTGL IGFSSGYHAMLNCDTLLMLGTDFPYR---~-~ QFYPADAKIAQV

DIDSAE IGKNKQPHVSICAD IKLALQGLNSILESKEGKLKLD 430
D+ +G+ + + + D+ + L L+++ + LD

DVRPENLGRRARLDLGMVGDVSAT IGALLPKLKARTDRAYLD 335

238
388
293

Score

Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
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155
73

205
130
265
183
317
241
376
301
431
358
484
402
544
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GenPept Graphics

Sequence ID: P33287.1 Length: 570 Number of Matches: 1

Range 1: 13 to 493 GenPept Graphics

Expect Method Identities Positives

97.4 bits(241) 7e-20 Compositional matrix adjust. 130/518(25%) 216/518(41%)

DVLVEALEREGVTDVFAYPGGASME IHQALTRSS 1 IRNVLPRHEQGGVFAAEGYARATGF
DLEL+GY F PG ++ + L ++ V  +E AAEGYARA G
DYLAERLAQVGVRHHFVVPGDYNL I LLDKLQAHPDLKEVGCANELNCSLAAEGYARANGI

PGVCIATSGPGATNLVSGLADALLDSVPIVAITG-~—-——--—~— QVPRRMIGTDAFQETP
C+HT GA+ +G_ A +++P+V 146G + 46+ T
~SACVVTYSVGALSAFNGTGSAYAENLPLVL ISGSPNTNDPSQYHILHHTLGHPDY--TY

IVEVTRSITKHNYLVNDVEDIPRVVREAFFLARSGRPGPVL IDVPKDIQQQLV IPDIDQP
E+ + IT + DPR++ A A R P I++P ++
QYEMAKK 1 TCCAVAIPRAIDAPRL IDRALRAAI LARK-PCY IE PTNLAGATCY-————-

MRLPGYMSRLP------ KLPNEMLLEQIVRLISESKKPVLYVG--GGCSQSSEELRRFVE
PG +S + K E + + KPV+ VG G+ S +EL F E
-—-RPGPISAITDP ITSDKSALEAAAKCAAEYLDGKLKPV ILVGPKAGRAGSEKEL IEFAE

LTGIPVASTLMGLGAFPTGDELSLSML-GMHGTVYANYAVDSSDLLLAFGVRFDDRVTGK
G VA GFP + ++ G + A+ V 4D ++ G F+D T
AMGCAVAL QPAAKGMFPEDHKQFVG I FWGQVSSDAADAMVHIADAM I CVGAVFNDYSTVG

LEAFASRAKIVHID IDSAE I GKNKQPHVS ICAD IK-LALQ---GLNSILESKEGKLKLD-
+  ++ +D+D V+C + LAQ ++++E K +LK D
WTAVPN- IPLMTVDMDHVTFPGAHFSRVRMCEFLSHLATQVTFNDSTMIEYK--RLKPDP

———FSAWRQELTVQKVKYPLNFKTFGDAIPPQYAIQVLDEL TNGSAI - ISTGVGQH---Q
+A R+E PL+ K + 4+ QV + LT+ +++ + TG Q
PHVHTAEREE---——---- PLSRK--——-——- E1SRQVQEMLTDKTSLFVDTGDSWFNGIQ

MWAAQYYKYRKPRQWLTSGGLGAMGFGLPAAIGAAVGRPDEVVVDIDGDGSFIMNVQELA
K+ Qw G +G+ +PAA G A+ PD + + GDGSF + QE++
LKLPPGAKFEIEMQW —————— GHIGWS IPAAFGYALRHPDRHT IVLVGDGSFQVTAQEVS

TIKVENLPVKIMLLNNQHLGMVVQWEDRFYKANRAHTY 581
+ +P+ IML+NN+ + V+ D Y + Y
QMVRFKVPITIMLINNRGYTIEVEIHDGSYNKIKNWDY 493
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Previous Descriptions

RecName: Full=Pyruvate decarboxylase; AltName: Full=8-10 nm cytoplasmic filament-associated protein; AltName:
Full=P59NC; Flags: Precursor

Gaps
68/518(13%)
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204
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264
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375
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455

Related Information

Gene - associated gene details

Score
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Query
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Query
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GenPept Graphics

RecName: Full=Benzoylformate decarboxylase; Short=BFD; Short=BFDC
Sequence ID: Q9HUR2.1 Length: 528 Number of Matches: 1

Range 1: 10 to 521 GenPept Graphics

Expect Method Identities Positives

95.9 bits(237) 1e-19 Compositional matrix adjust. 135/557(24%) 212/557(38%)

EALEREGVTDVFAYPGGASME IHQALTRSS I IRNVLPRHEQGGVFAAEGYARATGFPGVC
ELRG+T VF PG + o+ R +L HE V A+G+A A+G P
EILRRHGLTTVFGNPGSNELPFLKDFPED--FRY ILGLHEGAVVGMADGFALASGRPAFV

IATSGPGATNLVSGLADALLDSVPIVAITGQVPRRMIGTDA-FQETPIVEVTRSITKHNY
+ G N+ L +A P+V. GQ R MIG +A ++ + + K ++
NLHAAAGTGNGMGALTNAWYSHSPLV ITAGQQVRSMIGVEAMLANVDAGQLPKPLVKWSH

LVMDVED I PRVVREAFFLARSGRPGPVL IDVPKD1QQQLV I PDWDQPMRLPGYMSRLPK-
+D+PR + +A A PV + +P D DW QP P + L
EPACAQDVPRALSQAIQTASLPPRAPVYLSIPYD---~--~--~ DWAQPA--PAGVEHLAAR

—————— LPNEMLLEQIVRLISESKKPVLYVG---------GGCSQSSEELRRFVELTGIP
LP LL ++ +S S+ PVL +G G + +E+LR + P
QVSGAALPAPALLAELGERLSRSRNPVLVLGPDVDGANANGLAVELAEKLRMPAWVA--P

VASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSSDLLLAFGV---RFDDRVTGKLEA
AS FPT +L + +D DL+L G R+ G +
SASRC----PFPTRHACFRGVLPA-AIAG I SRLLDGHDL ILVVGAPVFRYHQFAPG--DY

FASRAKIVHIDIDSAEIGKNKQPHVSICADIKLALQGLNSILESKEGKLKLDFSAWRQEL
+ A++V + D E ++ DI L L+ L + L
LPAGAELVQVTCDPGEAARAPMGD ALVGDIALTLEALLEQVRPSARPLP--—-——————

TVQKVKYPLNFKTFGDAIPPQYAIQVLDELTNGSAI I STGVGQHQMWAAQYYKYRKPRQW
++ P G +P+ VDL Al Q +R+P +
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Gaps
67/557(12%)

158
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217
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Related Information

Gene - associated gene details



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_461922
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_461922
https://www.ncbi.nlm.nih.gov/protein/461922?report=genbank&log$=protalign&blast_rank=99&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/461922?report=graph&rid=E930UHE7016[461922]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:517&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_461922
https://www.ncbi.nlm.nih.gov/protein/461922?report=genbank&log$=protalign&blast_rank=99&RID=E930UHE7016&from=13&to=493
https://www.ncbi.nlm.nih.gov/protein/461922?report=graph&rid=E930UHE7016[461922]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:517&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81539678
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81539678
https://www.ncbi.nlm.nih.gov/protein/81539678?report=genbank&log$=protalign&blast_rank=100&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/81539678?report=graph&rid=E930UHE7016[81539678]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:546&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_81539678
https://www.ncbi.nlm.nih.gov/protein/81539678?report=genbank&log$=protalign&blast_rank=100&RID=E930UHE7016&from=10&to=521
https://www.ncbi.nlm.nih.gov/protein/81539678?report=graph&rid=E930UHE7016[81539678]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:546&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/461922?report=genbank&log$=protalign&blast_rank=99&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/protein/81539678?report=genbank&log$=protalign&blast_rank=100&RID=E930UHE7016
https://www.ncbi.nlm.nih.gov/gene?term=461922[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=99
https://www.ncbi.nlm.nih.gov/gene?term=81539678[PUID]&RID=E930UHE7016&log$=genealign&blast_rank=100
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Shjct
Query
Shjct
Query
Shjct
Query
Shjct

338
499
396
559
455
617
505

--EALPRPPALAEEGGPLRPETVFDV IDALAPRDAIFVKESTSTVTAFWQRVEMREPGSY

LTSGGLGAMGFGLPAAIGAAVGRPDEVVVD IDGDGSFIMNVQELAT IKVENLPVKIMLLN
G +GFGLPAA+GA + +P  V+ 1 GDGS + L+ +P ++L
FFPAA-GGLGFGLPAAVGAQLAQPRRQVIG I IGDGSANYG I TALWSAAQYRVPAVF I ILK

NQHLGMVVQWEDRFYKANRAHTYLGNPSNEAE I FPNM--LKFAEACGVPAARVTHRDDLR
N G+ R++ L P P + A GV A R++L
NGTYGAL----- RWFAG-—---- VLEVPDAPGLDVPGLDFCAIARGYGVEALHAATREELE

AAIQKMLDTPGPYLLDV 633
A+t L P L++V
GALKHALAADRPVLIEV 521

395
558
454
616
504
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U.S. National Library of Medicine ? schandler1991 My NCBI Sign Out

BLAST ® > blastp suite >» RID-E937W995016 Home Recent Results Saved Strategies Help

BLAST Results

| Your search is limited to records matching entrez query: toxin.
Edit and Resubmit Save Search Strategies Formatting options Download How to read this page Blast report description

Job title: unnamed protein product (664 letters)

RID E937W995016 (Expires on 04-06 14:21 pm)

Query ID Icl|Query_69668 Database Name swissprot
Description unnamed protein product Description Non-redundant UniProtkKB/SwissProt sequences
Molecule type amino acid Program BLASTP 2.6.0+ Citation

Query Length 664

Other reports: Search Summary [Taxonomy reports] [Distance tree of results] [Multiple alignment] [MSA viewer
Analyze your query with SmartBLAST
Graphic Summary

how Conserved Domain

Putative conserved domains have been detected, click on the image below for detailed results.
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Specific hits PLNOZ47 10
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Distribution of the top 7 Blast Hits on 7 subject sequences
Mouse over to see the title, click to show alignments

Color key for alignment scores
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Descriptions

Sequences producing significant alignments:
Select: All None Selected:0

Alignments

Description s’\:c?rxe :-é);ra; S;:g vaIIEue Ident Accession
O RecName: Full=Pesticidal crystal protein Cry1Ag: AltName: Full=134 kDa crystal protein; AltName: f 30.8 30.8 9% 0.43 31% Q9S515.1
[0 RecName: Full=Serine protease sat autotransporter; Contains: RecName: Full=Serine protease sat; 29.6 29.6 13% 0.95 29% Q8FDWA4.2
[ RecName: Full=Leukotoxin; Short=Lkt 269 269 4% 7.1 44% Q9EV30.1
Or 266 266 7% 8.0 25% P09662.1
O RecName: Full=Pesticidal crystal protein Cry1Gb: AltName: Full=133 kDa crystal protein; AltName: | 26.6 26.6 9% 8.1 28% Q9ZAZ6.1
Or 26.2 262 9% 10.0 30% POA367.1
[0 RecName: Full=Pesticidal crystal protein Cryl1Ad: AltName: Full=133 kDa crystal protein: AltName: f 26.2 26.2 9% 10.0 28% Q03744.1

Alignments
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RecName: Full=Pesticidal crystal protein CrylAg; AltName: Full=134 kDa crystal protein; AltName: Full=Crystaline
entomocidal protoxin; AltName: Full=Insecticidal delta-endotoxin CrylA(g)
Sequence ID: Q9S515.1 Length: 1176 Number of Matches: 1

Related Information
Range 1: 1114 to 1173 GenPept Graphics

Score Expect Method Identities Positives Gaps

30.8 bits(68) 0.43 Compositional matrix adjust. 20/64(31%) 29/64(45%) 4/64(6%)

Query 299 YVGGGCSQSSEELRRFVELTG PVASTLMG.GAFPTGDEL SLSMLGVHGTVYANYAVDSS 358
Y G E R+ + TGPV L FP D++ + + GT + VDS
Shjct 1114 YTDGRRENPCEFNRGYRDYTGLPVGYVTKALEYFPETDKVW El GETEGT- - - - FI VDSV 1169
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RecName: Full=Serine protease sat autotransporter; Contains: RecName: Full=Serine protease sat; AltName:
Full=Secreted autotransporter toxin sat; Contains: RecName: Full=Serine protease sat translocator; Flags: Precursor

Sequence ID: Q8EDWA4.2 Length: 1295 Number of Matches: 1
Related Information

Range 1: 924 to 1017 GenPept Graphics

Score Expect Method Identities Positives Gaps

29.6 bits(65) 0.95 Compositional matrix adjust. 29/99(29%) 47/99(47%) 14/99(14%)
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Shjct 979 DTDKATWILI GYKSVANADAAKKATLLMSGGYKAFLAEV 1017
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RecName: Full=Leukotoxin; Short=Lkt

Sequence ID: Q9EV30.1 Length: 953 Number of Matches: 1
Related Information
Range 1: 794 to 825 GenPept Graphics

Score Expect Method Identities Positives Gaps

26.9 bits(58) 7.1 Compositional matrix adjust. 14/32(44%) 19/32(59%) 1/32(3%)
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RecName: Full=Pesticidal crystal protein Cry10Aa; AltName: Full=78 kDa crystal protein; AltName: Full=Crystaline
entomocidal protoxin; AltName: Full=Insecticidal delta-endotoxin CryXA(a)

Sequence ID: P09662.1 Length: 675 Number of Matches: 1
Related Information

Range 1: 418 to 468 GenPept Graphics

Score Expect Method Identities Positives Gaps

26.6 bits(57) 8.0 Compositional matrix adjust. 13/51(25%) 27/51(52%) 0/51(0%)
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RecName: Full=Pesticidal crystal protein CrylGb; AltName: Full=133 kDa crystal protein; AltName: Full=Crystaline
entomocidal protoxin; AltName: Full=Insecticidal delta-endotoxin CrylG(b)

Sequence ID: Q9ZAZ6.1 Length: 1169 Number of Matches: 1
Related Information
Range 1: 1107 to 1166 GenPept Graphics

Score Expect Method Identities Positives Gaps

26.6 bits(57) 8.1  Compositional matrix adjust. 18/64(28%) 28/64(43%) 4/64(6%)
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Sequences producing significant alignments:
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RecName: Full=Vestitone reductase

RecName: Full=Anthocyanidin reductase; Short=AtANR: AltName: Full=Anthocyanin spotted testa
RecName: Full=Protein BRI1-5 ENHANCED 1

RecName: Full=Tetraketide alpha-pyrone reductase 1: AltName: Full=Protein DIHYDROFLAVONC(

RecName: Full=Tetraketide alpha-pyrone reductase 2; AltName: Full=Protein CINNAMOYL-COA |
RecName: Full=Cinnamoyl-CoA r t 1: Short= R1

RecName: Full=Cinnamoyl-CoA reductase 1; Short=AtCCR1: AltName: Full=Protein IRREGULAR

RecName: Full=Cinnamoyl-CoA 2; Short=AtCCR2

RecName: Full=Putative uncharacterized oxidoreductase C513.07

Full=K zaE; AltName: Full=Az.

RecName: Full=Cinnamoyl-CoA reductase-like SNL6; AltName: Full=Protein SUPPRESSOR OF [
RecName: Full=Aldehyde reductase 2; AltName: Full=Aldehyde reductase |l; Short=ARI|

RecName: Full=Putative uncharacterized oxidoreductase YDR541C
RecName: Full=Putative uncharacterized oxidoreductase YGL0O39W
RecName: Full=Putative NADPH-dependent methylglyoxal reductase GRP2; AltName: Full=Cytop

RecName: Full=NADPH-dependent aldehyde reductase ARI1
nol 4-r

I
0 0 2Y)

RecName: Full=3 beta-hydroxysteroid dehydrogenase/Delta 5-->4-isomerase type 1; AltName: Fu
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&CDD_RID=E93GT5H501R&CDD_SEARCH_STATE=0&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NUM_OVERVIEW=100&PAGE=Proteins&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=E93GT0WF013&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=3&OLD_VIEW=false&DISPLAY_SORT=1&HSP_SORT=1
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&CDD_RID=E93GT5H501R&CDD_SEARCH_STATE=0&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NUM_OVERVIEW=100&PAGE=Proteins&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=E93GT0WF013&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=3&OLD_VIEW=false&DISPLAY_SORT=1&HSP_SORT=1
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&CDD_RID=E93GT5H501R&CDD_SEARCH_STATE=0&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NUM_OVERVIEW=100&PAGE=Proteins&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=E93GT0WF013&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=3&OLD_VIEW=false&DISPLAY_SORT=2&HSP_SORT=1
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&CDD_RID=E93GT5H501R&CDD_SEARCH_STATE=0&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NUM_OVERVIEW=100&PAGE=Proteins&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=E93GT0WF013&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=3&OLD_VIEW=false&DISPLAY_SORT=2&HSP_SORT=1
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&CDD_RID=E93GT5H501R&CDD_SEARCH_STATE=0&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NUM_OVERVIEW=100&PAGE=Proteins&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=E93GT0WF013&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=3&OLD_VIEW=false&DISPLAY_SORT=4&HSP_SORT=0
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&CDD_RID=E93GT5H501R&CDD_SEARCH_STATE=0&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NUM_OVERVIEW=100&PAGE=Proteins&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=E93GT0WF013&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=3&OLD_VIEW=false&DISPLAY_SORT=4&HSP_SORT=0
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&CDD_RID=E93GT5H501R&CDD_SEARCH_STATE=0&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NUM_OVERVIEW=100&PAGE=Proteins&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=E93GT0WF013&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=3&OLD_VIEW=false&DISPLAY_SORT=0&HSP_SORT=0
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&CDD_RID=E93GT5H501R&CDD_SEARCH_STATE=0&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NUM_OVERVIEW=100&PAGE=Proteins&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=E93GT0WF013&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=3&OLD_VIEW=false&DISPLAY_SORT=0&HSP_SORT=0
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&CDD_RID=E93GT5H501R&CDD_SEARCH_STATE=0&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NUM_OVERVIEW=100&PAGE=Proteins&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=E93GT0WF013&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=3&DISPLAY_SORT=3&HSP_SORT=3
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_1706376
https://www.ncbi.nlm.nih.gov/protein/1706376?report=genbank&log$=prottop&blast_rank=1&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_1706373
https://www.ncbi.nlm.nih.gov/protein/1706373?report=genbank&log$=prottop&blast_rank=2&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_118467
https://www.ncbi.nlm.nih.gov/protein/118467?report=genbank&log$=prottop&blast_rank=3&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_1706371
https://www.ncbi.nlm.nih.gov/protein/1706371?report=genbank&log$=prottop&blast_rank=4&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_1706369
https://www.ncbi.nlm.nih.gov/protein/1706369?report=genbank&log$=prottop&blast_rank=5&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_1706377
https://www.ncbi.nlm.nih.gov/protein/1706377?report=genbank&log$=prottop&blast_rank=6&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75215225
https://www.ncbi.nlm.nih.gov/protein/75215225?report=genbank&log$=prottop&blast_rank=7&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75146893
https://www.ncbi.nlm.nih.gov/protein/75146893?report=genbank&log$=prottop&blast_rank=8&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_21903407
https://www.ncbi.nlm.nih.gov/protein/21903407?report=genbank&log$=prottop&blast_rank=9&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_1706370
https://www.ncbi.nlm.nih.gov/protein/1706370?report=genbank&log$=prottop&blast_rank=10&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_1706372
https://www.ncbi.nlm.nih.gov/protein/1706372?report=genbank&log$=prottop&blast_rank=11&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_1706374
https://www.ncbi.nlm.nih.gov/protein/1706374?report=genbank&log$=prottop&blast_rank=12&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_1706375
https://www.ncbi.nlm.nih.gov/protein/1706375?report=genbank&log$=prottop&blast_rank=13&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75110995
https://www.ncbi.nlm.nih.gov/protein/75110995?report=genbank&log$=prottop&blast_rank=14&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_1099384197
https://www.ncbi.nlm.nih.gov/protein/1099384197?report=genbank&log$=prottop&blast_rank=15&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75275977
https://www.ncbi.nlm.nih.gov/protein/75275977?report=genbank&log$=prottop&blast_rank=16&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75222048
https://www.ncbi.nlm.nih.gov/protein/75222048?report=genbank&log$=prottop&blast_rank=17&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75220954
https://www.ncbi.nlm.nih.gov/protein/75220954?report=genbank&log$=prottop&blast_rank=18&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_27151470
https://www.ncbi.nlm.nih.gov/protein/27151470?report=genbank&log$=prottop&blast_rank=19&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75097342
https://www.ncbi.nlm.nih.gov/protein/75097342?report=genbank&log$=prottop&blast_rank=20&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75276293
https://www.ncbi.nlm.nih.gov/protein/75276293?report=genbank&log$=prottop&blast_rank=21&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75169824
https://www.ncbi.nlm.nih.gov/protein/75169824?report=genbank&log$=prottop&blast_rank=22&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75261423
https://www.ncbi.nlm.nih.gov/protein/75261423?report=genbank&log$=prottop&blast_rank=23&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75313115
https://www.ncbi.nlm.nih.gov/protein/75313115?report=genbank&log$=prottop&blast_rank=24&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75200744
https://www.ncbi.nlm.nih.gov/protein/75200744?report=genbank&log$=prottop&blast_rank=25&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_74625909
https://www.ncbi.nlm.nih.gov/protein/74625909?report=genbank&log$=prottop&blast_rank=26&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_1099384169
https://www.ncbi.nlm.nih.gov/protein/1099384169?report=genbank&log$=prottop&blast_rank=27&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_122234972
https://www.ncbi.nlm.nih.gov/protein/122234972?report=genbank&log$=prottop&blast_rank=28&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_30315955
https://www.ncbi.nlm.nih.gov/protein/30315955?report=genbank&log$=prottop&blast_rank=29&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_342187345
https://www.ncbi.nlm.nih.gov/protein/342187345?report=genbank&log$=prottop&blast_rank=30&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_1723822
https://www.ncbi.nlm.nih.gov/protein/1723822?report=genbank&log$=prottop&blast_rank=31&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_353526260
https://www.ncbi.nlm.nih.gov/protein/353526260?report=genbank&log$=prottop&blast_rank=32&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_1723933
https://www.ncbi.nlm.nih.gov/protein/1723933?report=genbank&log$=prottop&blast_rank=33&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_2494061
https://www.ncbi.nlm.nih.gov/protein/2494061?report=genbank&log$=prottop&blast_rank=34&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_57013849
https://www.ncbi.nlm.nih.gov/protein/57013849?report=genbank&log$=prottop&blast_rank=35&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_121743255
https://www.ncbi.nlm.nih.gov/protein/121743255?report=genbank&log$=prottop&blast_rank=36&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_8473695
https://www.ncbi.nlm.nih.gov/protein/8473695?report=genbank&log$=prottop&blast_rank=37&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_81883212
https://www.ncbi.nlm.nih.gov/protein/81883212?report=genbank&log$=prottop&blast_rank=38&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_122140773
https://www.ncbi.nlm.nih.gov/protein/122140773?report=genbank&log$=prottop&blast_rank=39&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_8488997
https://www.ncbi.nlm.nih.gov/protein/8488997?report=genbank&log$=prottop&blast_rank=40&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_3334106
https://www.ncbi.nlm.nih.gov/protein/3334106?report=genbank&log$=prottop&blast_rank=41&RID=E93GT0WF013
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D RecName: Full=3 beta-hydroxysteroid dehydrogenase/Delta 5-->4-isomerase type 2; AltName: Fu
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RecName: Full=3 beta-hydroxysteroid dehydrogenase/Delta 5-->4-isomerase type 1; AltName: Fu
RecName: Full=3 beta-hydroxysteroid dehydrogenase type 7: AltName: Full=3 beta-hydroxysteroit

Full=3 beta-hydroxysteroid dehydrogenase/Delta 5-->4-isomerase; Short=3-beta-HSD:

RecName: Full=3 beta-hydroxysteroid dehydrogenase type 7: AltName: Full=3 beta-hydroxysteroit
RecName: Full=Short-chain dehydrogenase/reductase family 42E member 1

RecName: Full=Uncharacterized protein C2A9.02
RecName: Full=Sterol-4-alpha-carboxylate 3-dehydrogenase, decarboxylating
RecName: Full=UDP-D-apiose/UDP-D-xylose synthase 1

RecName: Full=3 beta-hydroxysteroid dehydrogenase type 5: AltName: Full=3 beta-hydroxysteroit

RecName: Full=3 beta-hydroxysteroid dehydrogenase/Delta 5-->4-isomerase type 4; AltName: Fu
. AltName: Full=ADP-L-gl

RecName: Full=3 beta-hydroxysteroid dehydrogenase type 3: AltName: Full=3 beta-hydroxysteroit
RecName: Full=Putativ r dehydr imer Yfn

RecName: Full=UDP-D-apiose/UDP-D-xylose synthase 2
RecName: Full=3 beta-hydroxysteroid dehydrogenase/Delta 5-->4-isomerase type 3: AltName: Fu

RecName: Full=3 beta-hydroxysteroid dehydrogenase type 4: AltName: Full=3 beta-hydroxysteroit

RecName: Full=UDP-glucose 4-epimerase ugel; AltName: Full=Galactowaldenase

RecName: Full=UDP-D-apiose/UDP-D-xylose synthase
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QON119.4
Q64421.3
094563.1
P24815.3
035048.1
P14893.2
Q9EQC1.1
QOIH73.1
Q12CM2.1
035469.4
A1VR25.1
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Q9Y7K4.1
Q54185.1

Q97UY6.1
P27364.3

P22071.3
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035296.3
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QI9SGEOQ.1
P26150.3
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057245.1
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QIY7X5.1
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Q8R059.1
P27365.2
Q62zDJ7.1
QOKDHO0.1
Q1LOG2.1



https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_51315735
https://www.ncbi.nlm.nih.gov/protein/51315735?report=genbank&log$=prottop&blast_rank=42&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_3334109
https://www.ncbi.nlm.nih.gov/protein/3334109?report=genbank&log$=prottop&blast_rank=43&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_74582932
https://www.ncbi.nlm.nih.gov/protein/74582932?report=genbank&log$=prottop&blast_rank=44&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_112768
https://www.ncbi.nlm.nih.gov/protein/112768?report=genbank&log$=prottop&blast_rank=45&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_81861101
https://www.ncbi.nlm.nih.gov/protein/81861101?report=genbank&log$=prottop&blast_rank=46&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_112776
https://www.ncbi.nlm.nih.gov/protein/112776?report=genbank&log$=prottop&blast_rank=47&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_47605548
https://www.ncbi.nlm.nih.gov/protein/47605548?report=genbank&log$=prottop&blast_rank=48&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_123911482
https://www.ncbi.nlm.nih.gov/protein/123911482?report=genbank&log$=prottop&blast_rank=49&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_118573563
https://www.ncbi.nlm.nih.gov/protein/118573563?report=genbank&log$=prottop&blast_rank=50&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_338817903
https://www.ncbi.nlm.nih.gov/protein/338817903?report=genbank&log$=prottop&blast_rank=51&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_167017163
https://www.ncbi.nlm.nih.gov/protein/167017163?report=genbank&log$=prottop&blast_rank=52&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_338817902
https://www.ncbi.nlm.nih.gov/protein/338817902?report=genbank&log$=prottop&blast_rank=53&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_12643612
https://www.ncbi.nlm.nih.gov/protein/12643612?report=genbank&log$=prottop&blast_rank=54&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_2494666
https://www.ncbi.nlm.nih.gov/protein/2494666?report=genbank&log$=prottop&blast_rank=55&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_74626300
https://www.ncbi.nlm.nih.gov/protein/74626300?report=genbank&log$=prottop&blast_rank=56&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_74853272
https://www.ncbi.nlm.nih.gov/protein/74853272?report=genbank&log$=prottop&blast_rank=57&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75315930
https://www.ncbi.nlm.nih.gov/protein/75315930?report=genbank&log$=prottop&blast_rank=58&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_112774
https://www.ncbi.nlm.nih.gov/protein/112774?report=genbank&log$=prottop&blast_rank=59&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_112769
https://www.ncbi.nlm.nih.gov/protein/112769?report=genbank&log$=prottop&blast_rank=60&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_143811356
https://www.ncbi.nlm.nih.gov/protein/143811356?report=genbank&log$=prottop&blast_rank=61&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_146327836
https://www.ncbi.nlm.nih.gov/protein/146327836?report=genbank&log$=prottop&blast_rank=62&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_3334104
https://www.ncbi.nlm.nih.gov/protein/3334104?report=genbank&log$=prottop&blast_rank=63&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_221222996
https://www.ncbi.nlm.nih.gov/protein/221222996?report=genbank&log$=prottop&blast_rank=64&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75204847
https://www.ncbi.nlm.nih.gov/protein/75204847?report=genbank&log$=prottop&blast_rank=65&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_112773
https://www.ncbi.nlm.nih.gov/protein/112773?report=genbank&log$=prottop&blast_rank=66&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_3334108
https://www.ncbi.nlm.nih.gov/protein/3334108?report=genbank&log$=prottop&blast_rank=67&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_112778
https://www.ncbi.nlm.nih.gov/protein/112778?report=genbank&log$=prottop&blast_rank=68&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_112779
https://www.ncbi.nlm.nih.gov/protein/112779?report=genbank&log$=prottop&blast_rank=69&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_56404442
https://www.ncbi.nlm.nih.gov/protein/56404442?report=genbank&log$=prottop&blast_rank=70&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_226702212
https://www.ncbi.nlm.nih.gov/protein/226702212?report=genbank&log$=prottop&blast_rank=71&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_74698597
https://www.ncbi.nlm.nih.gov/protein/74698597?report=genbank&log$=prottop&blast_rank=72&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_613778736
https://www.ncbi.nlm.nih.gov/protein/613778736?report=genbank&log$=prottop&blast_rank=73&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75040488
https://www.ncbi.nlm.nih.gov/protein/75040488?report=genbank&log$=prottop&blast_rank=74&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_254806289
https://www.ncbi.nlm.nih.gov/protein/254806289?report=genbank&log$=prottop&blast_rank=75&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_146327828
https://www.ncbi.nlm.nih.gov/protein/146327828?report=genbank&log$=prottop&blast_rank=76&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_67460960
https://www.ncbi.nlm.nih.gov/protein/67460960?report=genbank&log$=prottop&blast_rank=77&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_67460958
https://www.ncbi.nlm.nih.gov/protein/67460958?report=genbank&log$=prottop&blast_rank=78&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75361291
https://www.ncbi.nlm.nih.gov/protein/75361291?report=genbank&log$=prottop&blast_rank=79&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_112772
https://www.ncbi.nlm.nih.gov/protein/112772?report=genbank&log$=prottop&blast_rank=80&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75248089
https://www.ncbi.nlm.nih.gov/protein/75248089?report=genbank&log$=prottop&blast_rank=81&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_9087147
https://www.ncbi.nlm.nih.gov/protein/9087147?report=genbank&log$=prottop&blast_rank=82&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_33112299
https://www.ncbi.nlm.nih.gov/protein/33112299?report=genbank&log$=prottop&blast_rank=83&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_112777
https://www.ncbi.nlm.nih.gov/protein/112777?report=genbank&log$=prottop&blast_rank=84&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75294254
https://www.ncbi.nlm.nih.gov/protein/75294254?report=genbank&log$=prottop&blast_rank=85&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_123134328
https://www.ncbi.nlm.nih.gov/protein/123134328?report=genbank&log$=prottop&blast_rank=86&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_146327837
https://www.ncbi.nlm.nih.gov/protein/146327837?report=genbank&log$=prottop&blast_rank=87&RID=E93GT0WF013

NCBI Blast:Protein Sequence (380 letters)

Range 1: 1 to 380 GenPept Graphics

435 435 36% 0.002 26% Q21Y60.1

427 427 32% 0.003 32% T105.2

427 427 32% 0.003 30% Q14376.2
427 427 32% 0.003 30% QS5R8D0.1

424 424 32% 0.004 31% P18645.1

424 424 32% 0.004 31% Q45291.2

¢ 42.7 427 54% 0.004 26% B5XTK9.1

416 416 15% 0.007 41% Q06952.1

¢ 420 420 54% 0.007 26% A6TF98.1

416 416 68% 0.007 25% Q331Q7.1

39.7 39.7 32% 0.008 29% P45602.1

416 416 32% 0.008 32% Q6K2E1.1

[0 RecName: Full=3 beta-hydroxysteroid dehydrogenase/Delta 5-->4-isomerase type 1: AltName: Fu 41.6 41.6 32% 0.009 24% P14060.2

Alignments

Download GenPept Graphics Next Descriptions

RecName: Full=Dihydroflavonol 4-reductase; Short=DFR; AltName: Full=Dihydrokaempferol 4-reductase; AltName:
Full=Flavanone 4-reductase; Short=FNR
Sequence ID: P14720.2 Length: 380 Number of Matches: 1

Related Information

Range 1: 1 to 379 GenPept Graphics

Score Expect Method Identities Positives Gaps

786 bits(2030) 0.0 Compositional matrix adjust. 374/380(98%) 377/380(99%) 0/380(0%)

Query 1 MASEAVHAPSPPVAVPTVCVTGAAGH GSW.VMVRLLERGYNVHATVRDPENKKKVKHLLE 60
MASEAVHAPSPPVAVPTVCVTGAAGH GSW.VMRLLERGYNVHATVRDPENKKKVKHLLE

Shjct 1 MASEAVHAPSPPVAVPTVCVTGAAGH GSW.VMRLLERGYNVHATVRDPENKKKVKHLLE 60

Query 61 LPKADTNL TLWKADL TVEGSFDEAI QGCQGVFHVATPVDFESKDPENEVI KPTVRGWMLSI 120
L PKADTNL TLWKADL TVEGSFDEAI QGCQGVFHVATPVDFESKDPENEVI KPTVRGWLSI

Shjct 61 LPKADTNLTLWKADL TVEGSFDEAI QGCQGVFHVATPMDFESKDPENEVI KPTVRGW.SI 120

Query 121 | ESCAKANTVKRLVFTSSAGTLDVQEQOKLFYDQT SWEDLDFI YAKKMIGAMYFVSKI LA 180
| ESCAKANTVKRL VFTSSAGT L DVQEQUOKL FYDQT SWSDLDFI YAKKMIGAMYF  SKI LA

Shjct 121 | ESCAKANTVKRLVFTSSAGTLDVQEQKLFYDQTSWSDLDFI YAKKMIGAMYFASKI LA 180

Query 181 EKSAMEETKKKNI DFI SI | PPLVWGPFI TPTFPPSLI TALSLI TGNEAHYCI | KQGQYVH 240
EK+AMEE KKKNI DFI SI | PPLWGPFI TPTFPPSLI TALSLI TGNEAHYCI | KQGQYVH

Shjct 181 EKAAMEEAKKKNI DFI SI | PPLWGPFI TPTFPPSLI TALSLI TGNEAHYCI | KQAQYVH 240

Query 241 LDDLCEAHI FLYEHPKADGRFI CSSHHAI | YDVAKMVREKWPEYYVPTEFKG DKDLPVW 300
LDDLCEAHI FLYEHPKADGRFI CSSHHAI | YDVAKMVREKWPEYYVPTEFKG DKDLPW

Shjct 241 LDDLCEAH FLYEHPKADGRFI CSSHHAI | YDVAKMVREKWPEYYVPTEFKG DKDLPVW 300

Query 301 SFSSKKLTDMGFQFKYTLEDMYKGAI ETCRQKQLLPFSTRSAADNGHNREAI Al SAQNYA 360
SFSSKKLTDMGFQFKYTLEDMYKGAI +TCRQKQLLPFSTRSA DNGHNREAI Al SAQNYA

Shjct 301 SFSSKKLTDMGFQFKYTLEDMYKGAI DTCRQKQLLPFSTRSAEDNGHNREAI Al SAQNYA 360

Query 361 SGKENAPVANHTEMLTNVEV 380
SGKENAPVANHTEM. +NVEV

Shjct 361 SGKENAPVANHTEMLSNVEV 380

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Dihydroflavonol 4-reductase; Short=DFR; AltName: Full=Dihydrokaempferol 4-reductase; AltName:
Full=Flavanone 4-reductase; Short=FNR
Sequence ID: P51107.1 Length: 379 Number of Matches: 1

Related Information

Score

687 bits(1773) 0.0

Expect Method Identities Positives
Compositional matrix adjust. 337/383(88%) 351/383(91%)

Gene - associated gene details

Gaps
7/383(1%)

Query 1
Shjct 1
Query 58
Sbjct 60

MASEA- - - VHAPSPPVAVPTVCVTGAAGFI GSW.VVRL L ERGYNVHATVRDPENKKKVKH
MASEA V A SPP TV VTG AGFI GSW.VVRLLERGYNVHATVRDPEN+KKVKH
MASEAHAVVDAHSPP- KTTTVW/TGGAGH GSW.VIVRL L ERGYNVHATVRDPENQKKVKH

LLELPKADTNLTLWKADL TVEGSFDEAI QGCQGVFHVATPVDFESKDPENEVI KPTVRGM
LLELPKADTNLTLWKADL VEGSFDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGM
LLELPKADTNLTLWKADL AVEGSFDEAI QGCQGVFHVATPVDFESKDPENEVI KPTVRGM

NCBI Blast_Protein Sequence (380 letters) DFR.html[5/04/2017 4:35:50 PM]
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1706376
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1706376
https://www.ncbi.nlm.nih.gov/protein/1706376?report=genbank&log$=protalign&blast_rank=1&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/1706376?report=graph&rid=E93GT0WF013[1706376]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:398&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_1706376
https://www.ncbi.nlm.nih.gov/protein/1706376?report=genbank&log$=protalign&blast_rank=1&RID=E93GT0WF013&from=1&to=380
https://www.ncbi.nlm.nih.gov/protein/1706376?report=graph&rid=E93GT0WF013[1706376]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:398&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1706373
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1706373
https://www.ncbi.nlm.nih.gov/protein/1706373?report=genbank&log$=protalign&blast_rank=2&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/1706373?report=graph&rid=E93GT0WF013[1706373]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:397&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_1706373
https://www.ncbi.nlm.nih.gov/protein/1706373?report=genbank&log$=protalign&blast_rank=2&RID=E93GT0WF013&from=1&to=379
https://www.ncbi.nlm.nih.gov/protein/1706373?report=graph&rid=E93GT0WF013[1706373]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:397&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/1706376?report=genbank&log$=protalign&blast_rank=1&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/1706373?report=genbank&log$=protalign&blast_rank=2&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_146327838
https://www.ncbi.nlm.nih.gov/protein/146327838?report=genbank&log$=prottop&blast_rank=88&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_704000366
https://www.ncbi.nlm.nih.gov/protein/704000366?report=genbank&log$=prottop&blast_rank=89&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_68056598
https://www.ncbi.nlm.nih.gov/protein/68056598?report=genbank&log$=prottop&blast_rank=90&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75061767
https://www.ncbi.nlm.nih.gov/protein/75061767?report=genbank&log$=prottop&blast_rank=91&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_120922
https://www.ncbi.nlm.nih.gov/protein/120922?report=genbank&log$=prottop&blast_rank=92&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_21903430
https://www.ncbi.nlm.nih.gov/protein/21903430?report=genbank&log$=prottop&blast_rank=93&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_226723718
https://www.ncbi.nlm.nih.gov/protein/226723718?report=genbank&log$=prottop&blast_rank=94&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_11132353
https://www.ncbi.nlm.nih.gov/protein/11132353?report=genbank&log$=prottop&blast_rank=95&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_166988216
https://www.ncbi.nlm.nih.gov/protein/166988216?report=genbank&log$=prottop&blast_rank=96&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_122565604
https://www.ncbi.nlm.nih.gov/protein/122565604?report=genbank&log$=prottop&blast_rank=97&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_1169829
https://www.ncbi.nlm.nih.gov/protein/1169829?report=genbank&log$=prottop&blast_rank=98&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75323972
https://www.ncbi.nlm.nih.gov/protein/75323972?report=genbank&log$=prottop&blast_rank=99&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_112767
https://www.ncbi.nlm.nih.gov/protein/112767?report=genbank&log$=prottop&blast_rank=100&RID=E93GT0WF013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://www.ncbi.nlm.nih.gov/gene?term=1706373[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=2

NCBI Blast:Protein Sequence (380 letters)

Query 118 LSI | ESCAKANTVKRLVFTSSAGTLDVQEQQKLFYDQTSWSDLDFI YAKKMTGAWMYFVSK 177
LSI I ESCAKANTVKRLVFTSSAGTLDVQE QKLFYD+TSWSDLDFI YAKKMIGAMYFVSK
Sbjct 120 LSI | ESCAKANTVKRLVFTSSAGTLDVQEDQKLFYDETSWSDLDFI YAKKMTGAMYFVSK 179

Query 178 | LAEKSAMEETKKKNI DFI SI | PPLVWGPFI TPTFPPSLI TALSLI TGNEAHYCI | KQGQ 237
| LAEK+AMEE +K NI DFI SI'| PPLVWGPFI T TFPPSLI TALSLI T~ AHY | 1 KQGQ
Sbjct 180 | LAEKAAVEEARKNNI DFI SI | PPLVWGPFI TSTFPPSLI TALSLI T- - - AHYG | KQGQ 236

Query 238 YVHLDDLCEAHI FLYEHPKADGRFI CSSHHAI | YDVAKMWREKWPEYYVPTEFKG DKDL 297
YVHLDDL CEAHI FL YEHPKA+GRFI CSSHHAI | YDVAKMWR+KWPEYYVPTEFKG DKDL
Sbj ct 237 YVHLDDLCEAHI FLYEHPKAEGRFI CSSHHAI | YDVAKMWRQKWPEYYVPTEFKG DKDL 296

Query 298 PVVSFSSKKLTDMGFQFKYTLEDMYKGAI ETCROKQLLPFSTRSAADNGHNREAI Al SAQ 357
+VSFSSKKL D+ FQFK+TLEDMYKGAI ETCRQKQLLPFSTRS ADNG ++EAl | S +
Sbhjct 297 ALVSFSSKKLMDI KFQFKHTLEDMYKGAI ETCRQKQLLPFSTRSTADNGKDKEAI PI STE 356

Query 358 NYASGKENAPVANHTEMLTNVEV 380
NY+SGKENAPVAN T~ TN E+
Sbhj ct 357 NYSSGKENAPVANCTGKFTNGEI 379

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Dihydroflavonol 4-reductase; Short=DFR; AltName: Full=Dihydrokaempferol 4-reductase; AltName:
Full=Flavanone 4-reductase; Short=FNR

Sequence ID: P14721.1 Length: 446 Number of Matches: 1
Related Information
Range 1: 13 to 386 GenPept Graphics

Score Expect Method Identities Positives Gaps

555 bits(1429) 0.0 Compositional matrix adjust. 261/375(70%) 313/375(83%) 15/375(4%)

Query 10 SPPVAVPTVCVTGAAGHI GSW.VVRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLT 69
+PP + TVCVTGAAGFI GSW.VMRLLERGY V ATVRDP N KKVKHL+ELPKADTNLT
Sbhjct 13 APPSST- TVCVTGAAGFI GSW.VVRLLERGYTVRATVRDPGNVKKVKHLI ELPKADTNLT 71

Query 70 LWKADL TVEGSFDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGMWLSI | ESCAKANT 129
LWKAD+TVEGSFDEAI QGC+GVFH+AT M+F+S DPENEVI KPT+ GML+I | +SC +A T
Shjct 72 LWKADMTI'VEGSFDEAI QGCEGVFHLATSMVEFDSVDPENEVI KPTI DGVLNI | KSCVQAKT 131

Query 130 VKRLVFTSSAGTLDVQEQXKLFYDQTSWEDLDFI YAKKMIGAMYFVSKI LAEKSAMVEETK 189
VK+ +FT+S GI++V+E QK YD+T SD+DFI +KKMIGAMYFVSKI LAEK+ ME K
Sbhjct 132 VKKFI FTTSGGTVNVEEHQKPVYDETDSSDVDFI NSKKMIGAWMYFVSKI LAEKAGVEAAK 191

Query 190 KKNI DFI SI'I PPLWGPFI TPTFPPSLI TALSLI TGNEAHYCI | KQGQYVHLDDLCEAHI 249
+ NI DFI SI | PPLWGPFI PTFPPSLI TALS | TGNEAHY | | KQ QYVHLDDLCE HI
Sbj ct 192 ENNI DFI SI | PPLWGPFI MPTFPPSLI TALSPI TGNEAHYSI | KQCQYVHLDDLCEGH 251

Query 250 FLYEHPKADGRFI CSSHHAI | YDVAKMWREKWPEYYVPTEFKG DKDLPVVSFSSKKLTD 309
FL+E+PKA+GR+| CSSH A | YD+AK++ E WPEY++P EF+G DKD+PVVSFSSKK+
Sbhj ct 252 FLFEYPKAEGRYI CSSHDATI YDI AKLI TENWPEYHI PDEFEG DKDI PVWWSFSSKKM G 311

Query 310 MGEFQFKYTLEDMYKGAI ETCRQKQLLPFSTR- - --------- SAADNGHN- - - REAI Al S 355
MGF FKYTLEDM +GAl +TCR+K +LP+ST+ ++ +N +N +E IS
Shjct 312 MGFI FKYTLEDWRGAI DTCREKGVLPYSTKNNKGDEKEPI LNSLENNYNI QDKELFPI S 371

Query 356 AQNYASGKENAPVAN 370
+ + +G+ENA ++N
Sbjct 372 EEKH NGQENALLSN 386

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Dihydroflavonol 4-reductase; Short=DFR; AltName: Full=Dihydrokaempferol 4-reductase; AltName:
Full=Flavanone 4-reductase; Short=FNR

Sequence ID: P51105.1 Length: 366 Number of Matches: 1
Related Information
Range 1: 8 to 343 GenPept Graphics

Score Expect Method Identities Positives Gaps

544 bits(1402) 0.0 Compositional matrix adjust. 255/336(76%) 292/336(86%) 0/336(0%)

Query 17 TVCVTGAAGHT GSW.VVRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKADLT 76
TVCVTGAAGFI GSWL.VMRLLERGY VHATVRDP + KKVKHLLELPKA TNL LWKADLT
Shjct 8 TVCVTGAAGFI GSW.VVRLLERGYVVHATVRDPCGDL KKVKHLLEL PKAQTNLKLWKADLT 67

Query 77 VEGSFDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGVLSI | ESCAKANTVKRLVFT 136
EGSFDEAI QGC GVFH+ATPNMDFESKDPENE+| KPT+ G+LSI | SC KA TVK+LVFT
Shjct 68 QEGSFDEAI QGCHGVFHLATPNVDFESKDPENEI | KPTI EGVLSI | RSCVKAKTVKKLVFT 127

Query 137 SSAGTLDVQEQKLFYDQTSWSDLDFI YAKKMIGAMYFVSKI LAEKSAMEETKKKNI DFI - 196
SSAGT++ QE+Q  YD++ WSDLDFI Y+KKMI WWFVSK LAEK+A + TK NI FI
Shjct 128 SSAGTVNGQEKQLHVYDESHWSDLDFI YSKKMIAWMYFVSKTLAEKAAWDATKGNNI SFI 187

Query 197 SI | PPLVWGPFI TPTFPPSLI TALSLI TGNEAHYCI | KQGQYVHLDDLCEAHI FLYEHPK 256
SI 1P LWGPFI T TFPPSL+TALSLI TGNEAHY | | KQGQYVHLDDLCE HI +LYE+PK
Shjct 188 SI | PTLWGPFI TSTFPPSLVTALSLI TGNEAHYSI | KQGQYVHLDDLCECH! YLYENPK 247

Query 257 ADGRFI CSSHHAI | YDVAKMWREKWPEYYVPTEFKG DKDLPVVSFSSKKLTDMGFQFKY 316
A GR+I CSSH A | + +AK++++KWPEYY+PT+F G D++LP+VSFSSKKL D GF+FKY
Shjct 248 AKGRYI CSSHDATI HQLAKI | KDKWPEYY! PTKFPG DEELPI VSFSSKKLI DTGFEFKY 307

Query 317 TLEDMYKGAI ETCROKQLLPFSTRSAADNGHNREAI 352
LEDM+KGAI +TCR+K LLP+ST NG++ +
Shj ct 308 NLEDWMFKGAI DTCREKGLLPYSTI KNHI NGNHVNGY 343

NCBI Blast_Protein Sequence (380 letters) DFR.html[5/04/2017 4:35:50 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_118467
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_118467
https://www.ncbi.nlm.nih.gov/protein/118467?report=genbank&log$=protalign&blast_rank=3&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/118467?report=graph&rid=E93GT0WF013[118467]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:404&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_118467
https://www.ncbi.nlm.nih.gov/protein/118467?report=genbank&log$=protalign&blast_rank=3&RID=E93GT0WF013&from=13&to=386
https://www.ncbi.nlm.nih.gov/protein/118467?report=graph&rid=E93GT0WF013[118467]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:404&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1706371
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1706371
https://www.ncbi.nlm.nih.gov/protein/1706371?report=genbank&log$=protalign&blast_rank=4&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/1706371?report=graph&rid=E93GT0WF013[1706371]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:359&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_1706371
https://www.ncbi.nlm.nih.gov/protein/1706371?report=genbank&log$=protalign&blast_rank=4&RID=E93GT0WF013&from=8&to=343
https://www.ncbi.nlm.nih.gov/protein/1706371?report=graph&rid=E93GT0WF013[1706371]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:359&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/118467?report=genbank&log$=protalign&blast_rank=3&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/1706371?report=genbank&log$=protalign&blast_rank=4&RID=E93GT0WF013

NCBI Blast:Protein Sequence (380 letters)

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Dihydroflavonol 4-reductase; Short=DFR; AltName: Full=Dihydrokaempferol 4-reductase; AltName:
Full=Flavanone 4-reductase; Short=FNR

Sequence ID: P51103.1 Length: 364 Number of Matches: 1
Related Information
Range 1: 7 to 331 GenPept Graphics

Score Expect Method Identities Positives Gaps

526 bits(1355) 0.0 Compositional matrix adjust. 250/325(77%) 288/325(88%) 0/325(0%)

Query 16 PTVCVTGAAGFI GSW.VVRL L ERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKADL 75
PTVCVTGAAGHI GCSWLVMRLLERGY V' ATVR+P + KKVKHLLELPKA+TNLTLWKADL
Shjct 7 PTVCVTGAAGFI GSW.VVRLLERGY! VRATVRNPGDIVKKVKHLLELPKAETNLTLWKADL 66

Query 76 TVEGSFDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGWLSI | ESCAKANTVKRLVF 135
T EGSFDEAI +GC GVFHVATPNVDFESKDPENE+I KPT+ G+LSI | SCAKA TVK+LV+
Shjct 67 TQEGSFDEAI EGCHGVFHVATPNVDFESKDPENEI | KPTI EG LSI | RSCAKAKTVKKLVY 126

Query 136 TSSAGTILDVQEQOKLFYDQTSWSDLDFI YAKKMIGAMYFVSKI LAEKSAVEETKKKNI DF - 195
TSSAGT++VQE Q  YD++ WSBDLDFI Y+KKMI WMYFVSK LAEK+AME K+ NI DF
Sbhjct 127 TSSAGTVNVQETQLPVYDESHWSDLDFI YSKKMIAWMYFVSKTLAEKAAVEAAKENNI DF 186

Query 196 | SI | PPLVWGPFI TPTFPPSLI TALSLI TGNEAHYCI | KQGQYVHLDDLCEAHI FLYEHP 255
+SI | PPLWGPFI PTFPPSLI TALSLI G E+HY || KQGQYVHLDDLCE HI FLYE+P
Sbhjct 187 VSI | PPLVWGPFI NPTFPPSLI TALSLI NGAESHYSI | KQGQYVHLDDLCECHI FLYENP 246

Query 256 KADGRFI CSSHHAI | YDVAKMWREKWPEYYVPTEFKG DKDLPVVSFSSKKLTDMGFQFK 315
+A GR+ICS A |+ +A+Mr++KWPEY+VPT+F G D++LP VSFSSKKL DMGF+FK
Shj ct 247 EAKGRYI CSKQDATI HQLARM KQKWPEYHVPTQFAG DEELPTVSFSSKKLI DMGFKFK 306

Query 316 YTLEDWMYKGAI ETCRQKQLLPFSTR 340
Y LEDMFKGAI ++C++K  LP+ST
Sbjct 307 YDLEDMFKGAI DSCKEKGFLPYSTN 331

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Dihydroflavonol 4-reductase; Short=DFR; AltName: Full=Dihydrokaempferol 4-reductase; AltName:
Full=Flavanone 4-reductase; Short=FNR

Sequence ID: P51110.1 Length: 337 Number of Matches: 1
Related Information

Range 1: 7 to 325 GenPept Graphics . X
Gene - associated gene details

Score Expect Method Identities Positives Gaps

504 bits(1298) 2e-179 Compositional matrix adjust. 234/319(73%) 276/319(86%) 0/319(0%)

Query 17 TVCVTGAAGHI GSW.VVRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKADLT 76
TVCVTGA+GFI GSWLVMRLLER V. ATVRDP N KKVKHLL+LPKA+T+LTLWKADL
Shjct 7 TVCVTGASGFI GSW.VMVRLLERRLTVRATVRDPTNVKKVKHLLDLPKAETHLTLVWKADLA 66

Query 77 VEGSFDEAI QGCQGVFHVATPNDFESKDPENEVI KPTVRGVLSI | ESCAKANTVKRLVFT 136
EGSFDEAI +GC GVFHVATPNVDFESKDPENEVI KPT+ GML | ++SCA A TV+RLVFT
Shjct 67 DEGSFDEAI KGCTGVFHVATPVDFESKDPENEVI KPTI EGVLG MKSCAAAKTVRRLVFT 126

Query 137 SSAGTLDVQEQQKLFYDQTSWSDLDFI YAKKMIGAMYFVSKI LAEKSAMEETKKKNI DFI 196
SSAGT+++QE Q  YD++ WBD++F AKKMI WWFVSK LAE++A + K+ NI DFI
Sbjct 127 SSAGTVNI QEHQLPVYDESCWSDVEFCRAKKMT AWMYFVSKTLAEQAAVKYAKENNI DFI - 186

Query 197 SI | PPLVWGPFI TPTFPPSLI TALSLI TGNEAHYCI | KQGQYVHLDDLCEAHI FLYEHPK 256
+I 1P LWGPFI  + PPSLI TALS | TGNEAHY | | +QCGQ+VHLDDLC AHI +L+E+PK
Sbjct 187 TI I PTLWGPFI MSSMPPSLI TALSPI TGNEAHYSI | RQGOFVHLDDLCNAHI YLFENPK 246

Query 257 ADGRFI CSSHHAI | YDVAKMWREKWPEYYVPTEFKG DKDLPVVSFSSKKLTDMGFQFKY 316
A+CR+I CSSH | | D+AKMrREK+PEY +PTEFKG+D++L V FSSKKLTD+GF+FKY
Sbhjct 247 AEGRYI CSSHDCI | LDLAKM.REKYPEYNI PTEFKGVDENLKSVCFSSKKLTDLGFEFKY 306

Query 317 TLEDMYKGAI ETCRKQLL 335
+LEDW+ GA++TCR K LL
Sbjct 307 SLEDMFTGAVDTCRAKGLL 325

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Bifunctional dihydroflavonol 4-reductase/flavanone 4-reductase; AltName: Full=Dihydroflavonol 4-
reductase; Short=DFR; AltName: Full=Dihydrokaempferol 4-reductase; AltName: Full=Flavanone 4-reductase; Short=FNR
Sequence ID: Q9XES5.1 Length: 348 Number of Matches: 1

Related Information

Range 1: 7 to 327 GenPept Graphics . .
Gene - associated gene details

Score Expect Method Identities Positives Gaps

493 bits(1268) 9e-175 Compositional matrix adjust. 225/321(70%) 276/321(85%) 0/321(0%)

Query 17 TVCVTGAAGHT GSW.VVRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKADLT 76
+VCVTGA+GFI GSWLVVRLLE GY V. ATVRDP N+KKVKHLL+LPKA+T+LTLWKADL
Shjct 7 SVCVTCGASGFI GSW.VVRLLEHGYTVRATVRDPTNQKKVKHLLDLPKAETHLTLVWKADLA 66

Query 77 VEGSFDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGVLSI | ESCAKANTVKRLVFT 136
EGSFDEAI QGC GVFHVATPNVDFESKDPENEVI KPT+ G+L | +++C KA TV++LVFT
Shjct 67 DEGSFDEAI QGCSGVFHVATPNVDFESKDPENEVI KPTI NGLLDI LKACQKAKTVRKLVFT 126

NCBI Blast_Protein Sequence (380 letters) DFR.html[5/04/2017 4:35:50 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1706369
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1706369
https://www.ncbi.nlm.nih.gov/protein/1706369?report=genbank&log$=protalign&blast_rank=5&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/1706369?report=graph&rid=E93GT0WF013[1706369]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:347&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_1706369
https://www.ncbi.nlm.nih.gov/protein/1706369?report=genbank&log$=protalign&blast_rank=5&RID=E93GT0WF013&from=7&to=331
https://www.ncbi.nlm.nih.gov/protein/1706369?report=graph&rid=E93GT0WF013[1706369]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:347&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1706377
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1706377
https://www.ncbi.nlm.nih.gov/protein/1706377?report=genbank&log$=protalign&blast_rank=6&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/1706377?report=graph&rid=E93GT0WF013[1706377]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:340&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_1706377
https://www.ncbi.nlm.nih.gov/protein/1706377?report=genbank&log$=protalign&blast_rank=6&RID=E93GT0WF013&from=7&to=325
https://www.ncbi.nlm.nih.gov/protein/1706377?report=graph&rid=E93GT0WF013[1706377]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:340&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75215225
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75215225
https://www.ncbi.nlm.nih.gov/protein/75215225?report=genbank&log$=protalign&blast_rank=7&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/75215225?report=graph&rid=E93GT0WF013[75215225]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:343&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_75215225
https://www.ncbi.nlm.nih.gov/protein/75215225?report=genbank&log$=protalign&blast_rank=7&RID=E93GT0WF013&from=7&to=327
https://www.ncbi.nlm.nih.gov/protein/75215225?report=graph&rid=E93GT0WF013[75215225]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:343&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/1706369?report=genbank&log$=protalign&blast_rank=5&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/1706377?report=genbank&log$=protalign&blast_rank=6&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/75215225?report=genbank&log$=protalign&blast_rank=7&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/gene?term=1706377[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=6
https://www.ncbi.nlm.nih.gov/gene?term=75215225[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=7

NCBI Blast:Protein Sequence (380 letters)

Query 137 SSAGTLDVQEQQKLFYDQTSWSDLDFI YAKKMIGAMYFVSKI LAEKSAMEETKKKNI DFI 196
SSAGT++V+E QK YD+++WBD++F  + KMIGAMYFVSK LAE++A + K+ NI DFI
Sbhjct 127 SSAGTVNVEEHQKPVYDESNWSDVEFCRSVKMIGAMYFVSKTLAEQAAVKYAKENNI DFI - 186

Query 197 Sl | PPLWGPFI TPTFPPSLI TALSLI TGNEAHYCI | KQGQYVHLDDLCEAHI FLYEHPK 256
+ 1P LV+GPF+ P+ PPSLIT LS |  NE+HY |1 KQGQYVHLDDLC +Hl +LYEHPK
Sbjct 187 TI I PTLVI GPFLMPSVPPSLI TGLSPI LRNESHYG | KQGQYVHLDDLCLSHI YLYEHPK 246

Query 257 ADGRFI CSSHHAI | YDVAKMWREKWPEYYVPTEFKG DKDLPVVSFSSKKLTDMGFQFKY 316
A+CGR+| CSSH A | +++ KMFREK+PEY +PT+FKGA D +L V FSSKKL ++GF+FKY
Sbhj ct 247 AEGRYI CSSHDATI HELVKMLREKYPEYNI PTKFKG DDNLEPVHFSSKKLREI GFEFKY 306

Query 317 TLEDMYKGAI ETCRQKQLLPF 337
+LEDMr GA++ CR K L+P
Shjct 307 SLEDMFVGAVDACRAKGLI Pl 327

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Bifunctional dihydroflavonol 4-reductase/flavanone 4-reductase; AltName: Full=Dihydroflavonol 4-
reductase; Short=DFR; AltName: Full=Flavanone 4-reductase; Short=FNR

Sequence ID: Q84KP0.1 Length: 347 Number of Matches: 1
Related Information

Range 1: 7 to 327 GenPept Graphics

Score Expect Method Identities Positives Gaps

491 bits(1264) 4e-174 Compositional matrix adjust. 223/321(69%) 276/321(85%) 0/321(0%)

Query 17 TVCVTGAAGFI GSW.VVRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKADLT 76
+VCVTGA+GFI GSWLVVRLLE GY V' ATVRDP N+KKVKHLL+LPKA+T+LTLWKADL
Sbhjct 7 SVCVTGASGFI GSW.VMRLLEHGYTVRATVRDPTNQKKVKHLLDLPKAETHLTLWKADLA 66

Query 77 VEGSFDEAI QGCQGVFHVATPNDFESKDPENEVI KPTVRGVLSI | ESCAKANTVKRLVFT 136
EGSFDEAI QGC GVFHVATPNVDFES+DPENEVI KPT+ G+L | +++C KA TV++LVFT
Shjct 67 DEGSFDEAI QGCSGVFHVATPIVDFESRDPENEVI KPTI NGLLDI LKACQKAKTVRKLVFT 126

Query 137 SSAGTLDVQEQKLFYDQTSWSDLDFI YAKKMIGAMYFVSKI LAEKSAMEETKKKNI DFI 196
SSAGT++V+E QK YD+++WBD++F + KMIGAWFVSK LAE++A + K+ NI DFI
Sbhjct 127 SSAGTVNVEEHQKPVYDESNWSDVEFCRSVKMIGAMYFVSKTLAEQAAVKYAKENNI DFI - 186

Query 197 SI | PPLWGPFI TPTFPPSLI TALSLI TGNEAHYCI | KQGQYVHLDDLCEAHI FLYEHPK 256
+ | P LV+GPF+ P+ PPSLIT LS | NE+HY || KQEQYVHLDDLC +HI +LY+HPK
Sbjct 187 TI I PTLVI GPFLMPSVPPSLI TGLSPI LRNESHYG | KQGQYVHLDDLCLSHI YLYKHPK 246

Query 257 ADGRFI CSSHHAI | YDVAKMWREKWPEYYVPTEFKG DKDLPVVSFSSKKLTDMGFQFKY 316
A+GR+| CSSH A | +++ KMFREK+PEY +PT+FKG D +L V FSSKKL ++GF+FKY
Sbhjct 247 AEGRYI CSSHDATI HELVKMLREKYPEYNI PTKFKG DDNLEPVHFSSKKLREI GFEFKY 306

Query 317 TLEDMYKGAI ETCRKQLLPF 337
+LEDM+ GA++ CR K L+P
Sbjct 307 SLEDVFVGAVDACRAKGLIPI 327

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Dihydroflavonol 4-reductase; Short=DFR; AltName: Full=Dihydrokaempferol 4-reductase; AltName:
Full=Flavanone 4-reductase; Short=FNR; AltName: Full=Protein TRANSPARENT TESTA 3

Sequence ID: P51102.2 Length: 382 Number of Matches: 1
Related Information

Range 1: 7 to 328 GenPept Graphics

Score Expect Method Identities Positives Gaps

491 bits(1263) 2e-173 Compositional matrix adjust. 230/322(71%) 268/322(83%) 0/322(0%)

Gene - associated gene details

Query 17 TVCVTGAAGHI GSW.VVRL L ERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKADLT 76
TVCVTGA+GFI GSWL.VMRLLERGY V ATVRDP N KKV+HLL+LP A T LTLWKADL+
Shject 7 TVCVTGASGFI GSW.VVRLLERGYFVRATVRDPGNLKKVQHLLDLPNAKTLLTLWKADLS 66

Query 77 VEGSFDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGVLSI | ESCAKANTVKRLVFT 136
EGS+D+Al GC GVFHVATPNVDFESKDPENEVI KPTV GML | +++C KA TV+R VFT
Shjct 67 EEGSYDDAI NGCDGVFHVATPVDFESKDPENEVI KPTVNGWLG MKACVKAKTVRRFVFT 126

Query 137 SSAGTLDVQEQKLFYDQTSWSDLDFI YAKKMIGAMYFVSKI LAEKSAMEETKKKNI DFI - 196
SSAGT++V+E QK YD+ WSBDL+FI +KKMIGAMWYFVSK LAEK+A + ++K +DFI
Shjct 127 SSAGTVNVEEHQKNVYDENDWSDLEFI MSKKMIGWMYFVSKTLAEKAAWDFAEEKGLDFI 186

Query 197 SI | PPLWGPFI TPTFPPSLI TALSLI TGNEAHYCI | KQGQYVHLDDLCEAHI FLYEHPK 256
SIIP LWGPFIT + PPSLI TALS | T NEAHY || +QAQYVHLDDLC AHI FLYE
Shjct 187 SI| PTLWGPFI TTSMPPSLI TALSPI TRNEAHYSI | RQGQYVHLDDLCNAHI FLYEQAA 246

Query 257 ADGRFI CSSHHAI | YDVAKMWREKWPEYYVPTEFKG DKDLPVVSFSSKKLTDMGFQFKY 316
A GR+ICSSH A | ++K +R K+PEY VP+ F+G+D++L + FSSKKLTDMGF FKY
Shjct 247 AKGRYI CSSHDATI LTI SKFLRPKYPEYNVPSTFEGVDENLKSI EFSSKKLTDMGENFKY 306

Query 317 TLEDMYKGAI ETCRQKQLLPFS 338
+LE+M+ + ETCRX LP S
Sbjct 307 SLEEMFI ES| ETCRQKGFLPVS 328

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=Dihydroflavonol 4-reductase; Short=DFR; AltName: Full=Dihydrokaempferol 4-reductase; AltName:
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75146893
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75146893
https://www.ncbi.nlm.nih.gov/protein/75146893?report=genbank&log$=protalign&blast_rank=8&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/75146893?report=graph&rid=E93GT0WF013[75146893]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:343&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_75146893
https://www.ncbi.nlm.nih.gov/protein/75146893?report=genbank&log$=protalign&blast_rank=8&RID=E93GT0WF013&from=7&to=327
https://www.ncbi.nlm.nih.gov/protein/75146893?report=graph&rid=E93GT0WF013[75146893]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:343&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_21903407
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_21903407
https://www.ncbi.nlm.nih.gov/protein/21903407?report=genbank&log$=protalign&blast_rank=9&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/21903407?report=graph&rid=E93GT0WF013[21903407]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:344&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_21903407
https://www.ncbi.nlm.nih.gov/protein/21903407?report=genbank&log$=protalign&blast_rank=9&RID=E93GT0WF013&from=7&to=328
https://www.ncbi.nlm.nih.gov/protein/21903407?report=graph&rid=E93GT0WF013[21903407]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:344&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1706370
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1706370
https://www.ncbi.nlm.nih.gov/protein/1706370?report=genbank&log$=protalign&blast_rank=10&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/1706370?report=graph&rid=E93GT0WF013[1706370]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=8:360&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_1706370
https://www.ncbi.nlm.nih.gov/protein/75146893?report=genbank&log$=protalign&blast_rank=8&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/21903407?report=genbank&log$=protalign&blast_rank=9&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/gene?term=21903407[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=9

NCBI Blast:Protein Sequence (380 letters)

Full=Flavanone 4-reductase; Short=FNR
Sequence ID: P51104.1 Length: 360 Number of Matches: 1

Related Information
Range 1: 24 to 344 GenPept Graphics
Score Expect Method Identities Positives Gaps

480 bits(1235) 2e-169 Compositional matrix adjust. 224/322(70%) 269/322(83%) 1/322(0%)

Query 17 TVCVTGAAGFI GSW.VMRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLVWKADLT 76
TVCVTGA+GFI GSWL+NMRLLERGY V ATVRDP+N KKV+HLL+LP A TNLTLWKADL
Sbhjct 24  TVCVTGASGFI GSW.I MRLLERGYTVRATVRDPDNTKKVQHLLDLPNAKTNLTLWKADLH 83

Query 77 VEGSFDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGWLSI | ESCAKANTVKRLVFT 136
EGSFD A+ GC GVFH+ATPNMDFESKDPENE+|I KPT+ GML | ++SC KA  ++R+VFT
Shjct 84 EEGSFDAAVDGCTGVFHI ATPVDFESKDPENEM KPTI NGVLDI LKSCVKAK- LRRVWFT 142

Query 137 SSAGTLDVQEQOKLFYDQTSWSDLDFI YAKKMIGAMYFVSKI LAEKSAMVEETKKKNI DFI - 196
SS GI++v+ K YD+T W5 LDFI + KMIGAMYFVSKI LAE++A + + N++FI
Shjct 143 SSGGTVNVEATQKPVYDETCWSALDFI RSVKMIGAMYFVSKI LAEQAAVKYAAENNLEFI 202

Query 197 SI | PPLWGPFI TPTFPPSLI TALSLI TGNEAHYCI | KQGQYVHLDDLCEAHI FLYEHPK 256
SI I PPLWGPFI P+ PPSLI TALS I T E+HY |1 KQEQ+VHLDDLC +HI FLYE+PK
Shjct 203 Sl | PPLWGPFI MPSMPPSLI TALSPI TRTESHYTI | KQGQFVHLDDLCVSHI FLYENPK 262

Query 257 ADGRFI CSSHHAI | YDVAKMVREKWPEYYVPTEFKG DKDLPVWSFSSKKLTDMGFQFKY 316
A+GR+l S+ A | YD+FAKMFRE++PEY VPT+FK +D+ V FSSKKLTD+GF+FKY
Shj ct 263 ANGRYI ASACAATI YDI AKMLREEYPEYNVPTKFKDYKEDMEQVQFSSKKLTDLGFEFKY 322

Query 317 TLEDMYKGAI ETCRQKQLLPFS 338
L+DMY A+E+CR K LLP S
Shjct 323 GLKDWTAAVESCRAKGLLPLS 344

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Dihydroflavonol 4-reductase; Short=DFR; AltName: Full=Dihydrokaempferol 4-reductase; AltName:
Full=Flavanone 4-reductase; Short=FNR

Sequence ID: P51106.1 Length: 354 Number of Matches: 1
Related Information
Range 1: 8 to 353 GenPept Graphics

Score Expect Method Identities Positives Gaps

450 bits(1158) 6e-158 Compositional matrix adjust. 210/347(61%) 268/347(77%) 1/347(0%)

Query 18 VCVTGAAGFI GSW.VVRLLERGYNVHATVRDPENKKKVKHLLEL PKADTNLTLWKADLTV 77
V VTGA+GF+GSW.VMtLL+ GY V ATVRDP N +K K LLELP A L++WKADL+
Shjct 8 VWTGASGFVGSW. VKL L QAGYTVRATVRDPANVEKTKPLLELPGAKERLSI WKADLSE 67

Query 78 EGSFDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGWLSI | ESCAKANTVKRLVFTS 137
+GSF+EAl GC GVFHVATPNVDF+S+DPENEVI KPTV GWLSI + +C +A TVKR+VFTS
Shjct 68 DGSFNEAI AGCTGVFHVATPNVDFDSQDPENEVI KPTVEGWLSI MRACKEAGTVKRI VFTS 127

Query 138 SAGTLDVQEQXKLFYDQTSWEDLDFI YAKKMIGAMYFVSKI LAEKSAMEETKKKNI DFI S 197
SAGH++++E+ + YDQ +WSD+D+ KMIGAWYFVSK LAEK+AVE ~ + +DFI S
Sbhjct 128 SAGSVNI EERPRPAYDQDNWSDI DYCRRVKMI GAMYFVSKALAEKAAVEYASENGLDFI S 187

Query 198 |1 PPLWGPFI TPTFPPSLI TALSLI TGNEAHYCI | KQGQYVHLDDLCEAHI FLYEHPKA 257
I P LWGPF++ PPSL+TAL+LI TGNEAHY | +KQ Q VHLDDLC+A FL+EHP+A
Sbjct 188 |1 PTLVWGPFLSAGVPPSLVTALALI TGNEAHYSI LKQVQLVHLDDLCDAMIFLFEHPEA 247

Query 258 DGRFI CSSHHAI | YDVAKMWREKWPEYYVPTEFKG DKDLPVVSFSSKKLTDMGFQFKYT 317
+CR+I CSSH A | + +A+Mt++++PEY +P +F G+D +L  + FSSKKL D GF F+YT
Sbhj ct 248 NGRYI CSSHDATI HGLARM.QDRFPEYDI PQKFAGVDDNL QPI HFSSKKLLDHGFSFRYT 307

Query 318 LEDMYKGAI ETCROKQLLPFSTRSAADNGHNREAI Al SAQNYASCGKE 364
EDM+ Al TCR K L+P A G AtA + + AGE
Sbhj ct 308 TEDMFDAAI HTCRDKGLI PLGDVPAPAAGGKLGALA- AGEGQAI GAE 353

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Dihydroflavonol 4-reductase; Short=DFR; AltName: Full=Dihydrokaempferol 4-reductase; AltName:
Full=Flavanone 4-reductase; Short=FNR
Sequence ID: P51108.1 Length: 357 Number of Matches: 1

Related Information

Range 1: 12 to 341 GenPept Graphics . i
Gene - associated gene details

Score Expect Method Identities Positives Gaps

426 bits(1094) 4e-148 Compositional matrix adjust. 201/330(61%) 256/330(77%) 1/330(0%)

Query 17 TVCVTGAAGFI GSW.VVRLL ERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKADLT 76
TV VITGA+GF+GSW.VM+LL+ GY V ATVRDP N K K L++LP A L++WKADL
Shjct 12 TVLVTGASGFVGSW. VKL L QAGYTVRATVRDPANVGKTKPLVDLPGATERLSI WKADLA 71

Query 77 VEGSFDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGVLSI | ESCAKANTVKRLVFT 136
EGSF +Al +GC GVFHVATPNMDF SKDPENEVI KPTV GW+SI + +C +A TV+R+VFT
Shjct 72 EEGSFHDAI RGCTGVFHVATPVDFL SKDPENEVI KPTVEGM SI MRACKEAGTVRRI VFT 131

Query 137 SSAGTLDVQEQQKLFYDQTSWEDLDFI YAKKMIGWWYFVSKI LAEKSAMEETKKKNI DFI - 196
SSAGT++++E+Q+ YD+ SWHD+DF KMIGAMYFVSK LAEK+A+ + 4D +
Sbjct 132 SSAGTVNLEERQRPVYDEESWI DVDFCRRVKMIGAMYFVSKTLAEKAALAYAAEHGLDLY 191

Query 197 SI | PPLWGPFI TPTFPPSLI TALSLI TGNEAHYCI | KQGQYVHLDDLCEAHI FLYEHPK 256
+I 1P LWGPFI + + PPSLI TAL+LI TGN HY | +KQ Q +HLDDLC+A | FL+E+P

NCBI Blast_Protein Sequence (380 letters) DFR.html[5/04/2017 4:35:50 PM]



https://www.ncbi.nlm.nih.gov/protein/1706370?report=genbank&log$=protalign&blast_rank=10&RID=E93GT0WF013&from=24&to=344
https://www.ncbi.nlm.nih.gov/protein/1706370?report=graph&rid=E93GT0WF013[1706370]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=8:360&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1706372
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1706372
https://www.ncbi.nlm.nih.gov/protein/1706372?report=genbank&log$=protalign&blast_rank=11&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/1706372?report=graph&rid=E93GT0WF013[1706372]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:370&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_1706372
https://www.ncbi.nlm.nih.gov/protein/1706372?report=genbank&log$=protalign&blast_rank=11&RID=E93GT0WF013&from=8&to=353
https://www.ncbi.nlm.nih.gov/protein/1706372?report=graph&rid=E93GT0WF013[1706372]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:370&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1706374
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1706374
https://www.ncbi.nlm.nih.gov/protein/1706374?report=genbank&log$=protalign&blast_rank=12&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/1706374?report=graph&rid=E93GT0WF013[1706374]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:357&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_1706374
https://www.ncbi.nlm.nih.gov/protein/1706374?report=genbank&log$=protalign&blast_rank=12&RID=E93GT0WF013&from=12&to=341
https://www.ncbi.nlm.nih.gov/protein/1706374?report=graph&rid=E93GT0WF013[1706374]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:357&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/1706370?report=genbank&log$=protalign&blast_rank=10&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/1706372?report=genbank&log$=protalign&blast_rank=11&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/1706374?report=genbank&log$=protalign&blast_rank=12&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/gene?term=1706374[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=12

NCBI Blast:Protein Sequence (380 letters)

Sbhjct 192 TI | PTLWGPFI SASMPPSLI TALALI TGNAPHYSI LKQVQLI HLDDLCDAEI FLFENPA 251

Query 257 ADGRFI CSSHHAI | YDVAKMWREKWPEYYVPTEFKG DKDLPVVSFSSKKLTDMGFQFKY 316
A GR++CSSH |+ +A MFR+++PEY VP F G DL V FSSKKL D+GF F+Y
Shjct 252 AAGRYVCSSHDVTI HGLAAM.RDRYPEYDVPQRFPG QDDLQPVRFSSKKLQDLGFTFRY 311

Query 317 - TLEDMYKGAI ETCROKQLLPFSTRSAADN 345
TLEDM+ Al TC++K L+P +T + D
Shjct 312 KTLEDMFDAAI RTCQEKGLI PLATAAGEDG 341

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Dihydroflavonol 4-reductase; Short=DFR; AltName: Full=Dihydrokaempferol 4-reductase; AltName:
Full=Flavanone 4-reductase; Short=FNR
Sequence ID: P51109.1 Length: 217 Number of Matches: 1

Related Information
Range 1: 1 to 217 GenPept Graphics
Score Expect Method Identities Positives Gaps

326 bits(836) 4e-111 Compositional matrix adjust. 154/217(71%) 181/217(83%) 0/217(0%)

Query 28 GSWL.VVRLLERGYNVHAT VRDPENKKKVKHL L EL PKADTNL TLWKADL TVEGSFDEAI QG 87
GSW.VMRL+E GY V ATVRDPEN KKV LLELP A + L++WKADL EGSFDEAI +G
Shjct 1 GSW.VMRLVEPGYMVRATVRDPENL KKVSPL L EL PGAKSKL SI WKADL GEEGSFDEAI KG 60

Query 88 CQGVFHVATPNVDFESKDPENEVI KPTVRGWLSI | ESCAKANTVKRLVFTSSAGTLDVQEQ 147
C GVFHVATPMDFESKDPENE+] KPT++GtL | +++C KA TV+RL++TSSAGIL+V E
Shjct 61 CTGVFHVATPNMVDFESKDPENEM KPTI KGVLDI MKACLKAKTVRRLI YTSSAGTLNVTED 120

Query 148 QKLFYDQTSWSDLDFI YAKKMIGAMYFVSKI LAEKSAMEETKKKNI DFI SI | PPLVWGPF 207
+D++ WBD++F KMTGAWFVSK LAE+ A + K+ +D | +I | PPLVWGPF
Shjct 121 QKPLWDESCWSDVEFCRRVKMIGAMYFVSKTLAEQEAVKFAKEHKNMDVI TI | PPLVWGPF 180

Query 208 | TPTFPPSLI TALSLI TGNEAHYCI | KQGQYVHLDDL 244
+ PT PPSLI TALS | TGNEAHY | | KQGQYVHLDDL
Sbjct 181 LI PTMPPSLI TALSPI TGNEAHYSI | KQGQYVHLDDL 217

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=Putative anthocyanidin reductase; Short=GbANR

Sequence ID: Q5XLY0.1 Length: 342 Number of Matches: 1
Related Information
Range 1: 14 to 340 GenPept Graphics

Score Expect Method Identities Positives Gaps

320 bits(821) 6e-107 Compositional matrix adjust. 163/328(50%) 229/328(69%) 10/328(3%)

Query 17 TVCVTGAAGHT GSW.VVRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKADLT 76
TVCVTGAAGF+ SW.V RLLE+GY VHATVRDPENK KV HLL LP A L L++A+L
Shjct 14  TVCVTGAAGFMASW.VKRLLEKGYI VHATVRDPENKAKVSHLLNLPGATDRLKLFRAELC 73

Query 77 VEGSFDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGWLSI | ESCAKANTVKRLVFT 136
+GSFD A+ GC GVFHVATP +F KDPEN++|I KP + G L++++SC K +++KR+V T
Shjct 74 EDGSFDAAVAGCNGVFHVATPTEFMPKDPENDL | KPAI EGTLNVLKSCTKVDSI KRVWVT 133

Query 137 SSAGILDVQE- - QQKLFYDQTSWEDLDFI YAKKMIGAMYFVSKI LAEKSAMVEETKKKNI D 194
SSA T+ + +Q + D+ WD++F+ ++K GW Y VSK LAE++A++ ++ ++D
Sbjct 134 SSAATVSI NNSSEQNQYI DESCWIDVNFL TSQKPPGAYPVSKTLAEQAALKYAEEHSLD 193

Query 195 FI SI | PPLVWGPFI TPTFPPSLI TALSLI TGNEAHYCI | KQGQY- - - - - - - VHLDDLCEA 247
+++| P LVWGP +TPT P S+ ALSLI TGtE +K QO VH+DD+C A
Shjct 194 WTVI PVLWGPAVTPTVPSSVELALSLI TGDEFKMGALKGVIQFVSGSI SLVHI DDVCSA 253

Query 248 H FLYEHPKADGRFI CSSHHAI | YDVAKMVREKWPEYYVPTEFKG DKDLPVVSFSSKKL 307
IFL EP AGR+HIC + | +A+ + +++P+Y VPT+F + P ++ SS+KL
Shjct 254 Q FLMEKPSAQGRY!I CFPVNTG PQLAEFLSKRYPQYKVPTKFDDVPAT- PKLTI SSQKL 312

Query 308 TDMGFQFKYTLEDMYKGAI ETCRQKQLL 335
D GF FKY +ED+Y AIE + K LL
Shjct 313 LDCGFSFKYG EDI YDQAI EYNKTKGLL 340

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Anthocyanidin reductase ((2S)-flavan-3-ol-forming); Short=VvANR
Sequence ID: D7U6G6.1 Length: 338 Number of Matches: 1

Related Information
Range 1: 6 to 336 GenPept Graphics
Score Expect Method Identities Positives Gaps

274 bits(700) 8e-89 Compositional matrix adjust. 143/336(43%) 216/336(64%) 17/336(5%)

Query 12 PVAVPTVCVTGAAGFI GSW.VVRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLW 71
P+ TCV G G+ S LV LL++GY V+ TVRDP+N+KKV HLLEL + +L ++
Shjct 6 Pl GKKTACVVGGT GFVASL L VKLLL QKGYAVNT TVRDPDNQKKVSHLLELQELG- DLKI F 64

Query 72 KADL TVEGSFDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGWLSI | ESCAKANTVK 131
+ADLT E SF+ | GC VFHVATP+ F S+DPENt++| KP V+GH++++++C +A +VK
Shjct 65 RADL TDEL SFEAPI AGCDFVFHVATPVHFASEDPENDM KPAVQGVVNVIMKACTRAKSVK 124

Query 132 RLVFTSSAG - TLDVQEQKLFYDQTSWSDLDFI YAKKMIGAMYFVSKI LAEKSAVEETK 189

NCBI Blast_Protein Sequence (380 letters) DFR.html[5/04/2017 4:35:50 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1706375
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1706375
https://www.ncbi.nlm.nih.gov/protein/1706375?report=genbank&log$=protalign&blast_rank=13&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/1706375?report=graph&rid=E93GT0WF013[1706375]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:227&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_1706375
https://www.ncbi.nlm.nih.gov/protein/1706375?report=genbank&log$=protalign&blast_rank=13&RID=E93GT0WF013&from=1&to=217
https://www.ncbi.nlm.nih.gov/protein/1706375?report=graph&rid=E93GT0WF013[1706375]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:227&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75110995
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75110995
https://www.ncbi.nlm.nih.gov/protein/75110995?report=genbank&log$=protalign&blast_rank=14&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/75110995?report=graph&rid=E93GT0WF013[75110995]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:356&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_75110995
https://www.ncbi.nlm.nih.gov/protein/75110995?report=genbank&log$=protalign&blast_rank=14&RID=E93GT0WF013&from=14&to=340
https://www.ncbi.nlm.nih.gov/protein/75110995?report=graph&rid=E93GT0WF013[75110995]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:356&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1099384197
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1099384197
https://www.ncbi.nlm.nih.gov/protein/1099384197?report=genbank&log$=protalign&blast_rank=15&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/1099384197?report=graph&rid=E93GT0WF013[1099384197]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:352&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_1099384197
https://www.ncbi.nlm.nih.gov/protein/1099384197?report=genbank&log$=protalign&blast_rank=15&RID=E93GT0WF013&from=6&to=336
https://www.ncbi.nlm.nih.gov/protein/1099384197?report=graph&rid=E93GT0WF013[1099384197]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:352&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/1706375?report=genbank&log$=protalign&blast_rank=13&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/75110995?report=genbank&log$=protalign&blast_rank=14&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/1099384197?report=genbank&log$=protalign&blast_rank=15&RID=E93GT0WF013

NCBI Blast:Protein Sequence (380 letters)

R++ TSSA  T++ + L D+ +WD++F+ + K WY SK LAEK+A + +
Sbjct 125 RVI LTSSAAAVTI NQLDGTGLVVDEKNWIDI EFLTSAKPPTWGYPASKTLAEKAAVKFAE 184

Query 190 KKNI DFI SI'I PPLVWGPFI TPTFPPSLI TALSLI TGNEAHYCI | KQGAQYV- - - - - - - HLD 242
+ NND I++IP L+ G +T P S+ A+SLI TG\E +K Q + H++
Sbjct 185 ENNI DLI TVI PTLMAGSSLTSDVPSSI GLAVSLI TGNEFLI NGVKGMOMLSGSVSI AHVE 244

Query 243 DLCEAH FLYEHPKADGRFI CSSHHAI | YDVAKMWREKWPEYYVPTEFKG DKDLPWS- 301
D+tC AHHF+ E A GR+IC + + + ++AK + +++P+Y VPT+F DP S
Shjct 245 DVCRAHI FVAEKESASGRYI CCAANT SVPELAKFLSKRYPQYKVPTDF- - - - GDFPSKSK 300

Query 302 - - FSSKKLTDMGFQFKYTLEDMYKGAI ETCRQKQLL 335
SS KL GF FKY +E++Y ++E + K LL
Sbjct 301 LI I SSDKLVKEGFSFKYGQ EElI YDESVEYFKAKGLL 336

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Anthocyanidin reductase ((2S)-flavan-3-ol-forming); Short=VVANR; AltName: Full=Protein BANYULS;
Short=VvBAN

Sequence ID: Q7PCC4.1 Length: 338 Number of Matches: 1
Related Information
Range 1: 6 to 336 GenPept Graphics

Score Expect Method Identities Positives Gaps

274 bits(700) 8e-89 Compositional matrix adjust. 142/336(42%) 218/336(64%) 17/336(5%)

Query 12 PVAVPTVCVTGAAGHEI GSWLVVRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLW 71
P+ TCVG G+ SLV LL++GY V+ TVRDP+N+KKV HLLEL + +L ++
Shjct 6 Pl GKKTACVVGGT GFVASL L VKL LL QKGYAVNT TVRDPDNQKKVSHLLELQELG- DLKI F 64

Query 72  KADLTVEGSFDEAI QGOQGVFHVATPMVDFESKDPENEVI KPTVRGMLSI | ESCAKANTVK 131
+ADLT E SF+ | GC VFHVATP+ F S+DPEN++ KP ++GH+++++C +A +VK
Sbjct 65  RADLTDELSFEAPI AGCDFVFHVATPVHFASEDPENDM KPAI QGVWNVMKACTRAKSVK 124

Query 132 RLVFTSSAG - TLDVQEQKLFYDQTSWEDLDFI YAKKMIGAMYFVSKI LAEKSAMVEETK 189
R++ TSSA  T++ + L D+ +WD++F+ + K WY SK LAEK+A + +
Sbhjct 125 RVI LTSSAAAVTI NQLDGTGLVVDEKNWIDI EFLTSAKPPTWGYPASKTLAEKAAVKFAE 184

Query 190 KKNI DFI SI'I PPLVWGPFI TPTFPPSLI TALSLI TGNEAHYCI | KQGQYV- - - - - - - HLD 242
+ NND I ++IP L+ G +T P S+ A+SLITG\E +K Q + H++
Sbhjct 185 ENNI DLI TVI PTLMAGSSLTSDVPSSI GLAVSLI TGNEFLI NGVKGMOMLSGSVSI AHVE 244

Query 243 DLCEAH FLYEHPKADGRFI CSSHHAI | YDVAKM/REKWPEYYVPTEFKGH DKDLPWS- 301
DFGHAHI F+ E A GRH C + + + ++AK + +++P+Y VPT+F DP S
Sbjct 245 DVCQAH FVAEKESASGRY! CCAANTSVPELAKFLSKRYPQYKVPTDF- - - - GDFPPKSK 300

Query 302 - - FSSKKLTDMGFQFKYTLEDMYKGAI ETCRQKQLL 335
SS+KL GF FKY +E++Y ++E + K LL
Shjct 301 LII SSEKLVKEGFSFKYG EEI YDESVEYFKAKGLL 336

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Anthocyanidin reductase ((2S)-flavan-3-ol-forming); Short=VvVANR
Sequence ID: Q5FB34.1 Length: 338 Number of Matches: 1

Related Information
Range 1: 6 to 336 GenPept Graphics

Score Expect Method Identities Positives Gaps

273 bits(698) 2e-88 Compositional matrix adjust. 142/336(42%) 217/336(64%) 17/336(5%)

Query 12 PVAVPTVCVTGAAGFI GSW.VVRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLW 71
P+ T CV G G+ SLV LL++GY V+ TVRDP+N+KKV HLLEL + +L ++
Shjct 6 Pl GKKTACVVGGT GFVASL L VKLL L QKGYAVNTTVRDPDNQKKVSHLLELQELG DLKI F 64

Query 72 KADL TVEGSFDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGWLSI | ESCAKANTVK 131
+ADLT E SF+ | GC VFHVATP+ F S+DPEN++| KP ++Gt++++++C +A +VK
Shjct 65 RADLTDEL SFEAPI AGCDFVFHVATPVHFASEDPENDM KPAI QGVWNVMKACTRAKSVK 124

Query 132 RLVFTSSAG - TLDVQEQKLFYDQTSWEDLDFI YAKKMIGAMYFVSKI LAEKSAMVEETK 189
R++ TSSA  T++ + L D+ +WD++F+ + K WY SK LAEK+A + +
Sbjct 125 RVI LTSSAAAVTI NQLDGTGLVVDEKNWIDI EFLTSAKPPTWGYPASKTLAEKAAVKFAE 184

Query 190 KKNI DFI SI I PPLWGPFI TPTFPPSLI TALSLI TGNEAHYCI | KQGQYV- - - - - - - HLD 242
+ NND I ++IP L+ G +T P S+ A+SLITGNE +K Q+ H++
Sbjct 185 ENNI DLI TVI PTLMAGSSLTSDVPSSI GLAVSLI TGNEFLI NGVKGMOMLSGSVSI AHVE 244

Query 243 DLCEAHI FLYEHPKADGRFI CSSHHAI | YDVAKM/REKWPEYYVPTEFKG DKDLPWS- 301
DIC AHF+ E A GRHC + + + ++AK + +++P+Y VPT+F DP S
Sbjct 245 DVCRAH FVAEKESASGRY!I CCAANTSVPELAKFL SKRYPQYKVPTDF- - - - GDFPPKSK 300

Query 302 - - FSSKKLTDMGFQFKYTLEDMYKGAI ETCRQKQLL 335
SS+KL GF FKY +E++Y ++E + K LL
Sbjct 301 LI I SSEKLVKEGFSFKYG EEI YDESVEYFKAKGLL 336

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Vestitone reductase

Sequence ID: Q40316.1 Length: 326 Number of Matches: 1
Related Information
Range 1: 8 to 326 GenPept Graphics

NCBI Blast_Protein Sequence (380 letters) DFR.html[5/04/2017 4:35:50 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75275977
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75275977
https://www.ncbi.nlm.nih.gov/protein/75275977?report=genbank&log$=protalign&blast_rank=16&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/75275977?report=graph&rid=E93GT0WF013[75275977]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:352&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_75275977
https://www.ncbi.nlm.nih.gov/protein/75275977?report=genbank&log$=protalign&blast_rank=16&RID=E93GT0WF013&from=6&to=336
https://www.ncbi.nlm.nih.gov/protein/75275977?report=graph&rid=E93GT0WF013[75275977]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:352&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75222048
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75222048
https://www.ncbi.nlm.nih.gov/protein/75222048?report=genbank&log$=protalign&blast_rank=17&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/75222048?report=graph&rid=E93GT0WF013[75222048]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:352&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_75222048
https://www.ncbi.nlm.nih.gov/protein/75222048?report=genbank&log$=protalign&blast_rank=17&RID=E93GT0WF013&from=6&to=336
https://www.ncbi.nlm.nih.gov/protein/75222048?report=graph&rid=E93GT0WF013[75222048]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:352&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75220954
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75220954
https://www.ncbi.nlm.nih.gov/protein/75220954?report=genbank&log$=protalign&blast_rank=18&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/75220954?report=graph&rid=E93GT0WF013[75220954]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:341&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_75220954
https://www.ncbi.nlm.nih.gov/protein/75220954?report=genbank&log$=protalign&blast_rank=18&RID=E93GT0WF013&from=8&to=326
https://www.ncbi.nlm.nih.gov/protein/75220954?report=graph&rid=E93GT0WF013[75220954]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:341&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/75275977?report=genbank&log$=protalign&blast_rank=16&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/75222048?report=genbank&log$=protalign&blast_rank=17&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/75220954?report=genbank&log$=protalign&blast_rank=18&RID=E93GT0WF013

NCBI Blast:Protein Sequence (380 letters)

Score Expect Method Identities Positives Gaps

264 bits(675) 4e-85 Compositional matrix adjust. 134/321(42%) 196/321(61%) 5/321(1%)

Query 18 VCVTGAAGFI GSW.VNVRLLERGYNVHATVR- DPENKKKVKHLLELPKADTNLTLWKADLT 76
VCVTG GF+GSW+ LLE GY+Vv+ T+R DPE K+ V L LP A L + ADL+
Shjct 8 VCVTGGTGFLGSW | KSLLENGYSVNTTI RADPERKRDVSFLTNLPGASEKLHFFNADLS 67

Query 77 VEGSFDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGMWLSI | ESCAKANTVKRLVFT 136
SF Al +GC G+FH A+P+DF +PE VKTV GL | +++C + TVKR ++T
Shjct 68 NPDSFAAAI EGCVA FHTASPI DFAVSEPEEI VTKRTVDGALG LKACVNSKTVKRFI YT 127

Query 137 SSAGTLDVQEQQKLFYDQTSWSDLDFI YAKKMIGAMYFVSKI LAEKSAMEETKKKNI DFI 196
SS + + K D++ WBD+D + + K GWY VSK LAEK+ +E ++ |ID +
Shjct 128 SSGSAVSFNGKDKDVLDESDWSDVDLLRSVKPFGANYAVSKTLAEKAVLEFGEQNG DW 187

Query 197 Sl | PPLVWGPFI TPTFPPSLI TALSLI TGNEAHYCI | KQGQYVHLDDLCEAHI FLYEHPK 256
++ P +VGF+ P P S+ AL L+ G+ + + VH+DD+  AHI +L E+
Shjct 188 TLI LPFI VGRFVCPKLPDSI EKALVLVLGKKEQ GVTRF- HWHVDDVARAHI YLLENSV 246

Query 257 ADGRFI CSSHHAI | YDVAKMWREKWPEYYVPT- - EFKG DKDLPVVSFSSKKLTDMGFQF 314
GR+ CS | ++++++ K+PEY + T E K| K + ++KKL D GF F
Shj ct 247 PGGRYNCSPFI VPI EEMSQLLSAKYPEYQ LTVDELKEI - KGARLPDLNTKKLVDAGFDF 305

Query 315 KYTLEDMYKGAI ETCRKQLL 335
KYT+EDM+ Al + C+K L
Shjct 306 KYTI EDVFDDAI QCCKEKGYL 326

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Anthocyanidin reductase; Short=AtANR; AltName: Full=Anthocyanin spotted testa; Short=ast; AltName:
Full=Protein BANYULS

Sequence ID: Q9SEVO0.2 Length: 340 Number of Matches: 1
Related Information

Range 1: 14 to 337 GenPept Graphics . .
Gene - associated gene details

Score Expect Method Identities Positives Gaps

249 bits(637) 3e-79 Compositional matrix adjust. 127/327(39%) 214/327(65%) 13/327(3%)

Query 19 CVTGAAGFI GSW.VVRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKADLTVE = 78
CVG G+ S L+ LL+ GY V+ TVRDPEN+KK+ HL +L + +L ++KADLT E
Shjct 14 CVI GGTGNLASI LI KHLLQSGYKVNTTVRDPENEKKI AHLRKLQEL G- DLKI FKADLTDE 72

Query 79  GSFDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGWLSI | ESCAKANTVKRLVFTSS 138
SF+ + GCC+ +FHVATP++F+S+DPE ++| KP ++G++++++SC K+ +VKR+++TSS
Shjct 73 DSFESSFSGCEYI FHVATPI NFKSEDPEKDM KPAI QGVI NVLKSCLKSKSVKRVI YTSS 132

Query 139 AGTLDVQEQQR - KLFYDQTSWSDLDFI YAKKMI GAMYFVSKI LAEKSAMEETKKKNI DFI 196
A + + + 4+ +tWD++F+ 4K WY +SK+LAEK+A E K+ |+ +
Shjct 133 AAAVSI NNLSGTG VMNEENWTDVEFLTEEKPFNWGYPI SKVLAEKTAWEFAKENKI NLV 192

Query 197 SI|PPLWGPFI TPTFPPSLI TALSLI TGNEAHYCI | KQGQ - - - - - - YVHLDDLCEAH 249
+HPL+ G + PSL ++SITGEH +K+ Q +VHDDL  AHH+
Sbjct 193 TVl PALI AGNSLLSDPPSSLSLSVBFI TGKEMHVTGLKEMXKLSGSI SFVHVDDLARAHL 252

Query 250 FLYEHPKADGRFI CSSHHAI | YDVAKMVREKWPEYYVPTEF- KA DKDLPVWWSFSSKKLT 308
FLE A GRHC +++ + ++A + +++P+Y V +EF +G+ +P ++ SS+KL
Shj ct 253 FLAEKETASGRYI CCAYNTSVPEI ADFLI QRYPKYNVLSEFEEGL- - SI PKLTLSSQKLI 310

Query 309 DMEFQFKYTLEDMYKGAI ETCRQKQLL 335
+ GF+F+Y + +MY I E K L+
Shjct 311 NEGFRFEYG NEMYDQM EYFESKGLI 337

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Protein BRI1-5 ENHANCED 1
Sequence ID: 022133.1 Length: 364 Number of Matches: 1

Related Information
Range 1: 40 to 364 GenPept Graphics

= . - associated gene details
Score Expect Method Identities Positives Gaps Gene 9

250 bits(639) 3e-79 Compositional matrix adjust. 134/325(41%) 194/325(59%) 7/325(2%)

Query 18 VCVTGAAGF! GSW.VVRLLERGYNVHATVRDPE- - NKKKVKHLLELPKADTNLTLWKADL 75
VCVTG +GF+ SW.+MRLL+RGY+V ATVR NKK + +L ELP A L ++ ADL
Sbjct 40  VCVTGGSGFVASWLI MRLLQRGYSVRATVRTNSEGNKKDI SYLTELPFASERLQ FTADL 99

Query 76 TVEGSFDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGWLSI | ESCAKANTVKRLVF 135
SF Al +GC+ VFHVA PMD S + E V K TV+G++ | ++SC A TVKR +
Sbjct 100 NEPESFKPAI EGCKAVFHVAHPNVDPNSNETEETVTKRTVQGLMA LKSCLDAKTVKRFFY 159

Query 136 TSSAGILDVQEQXKLF- - - YDQTSWEDLDFI YAK- - KMTGAMYFVSKI LAEKSAMVEETKK 190
TSSA T+ D++ WBD++ + K Y VSK+ AE +A+tE K
Sbhjct 160 TSSAVTVFYSGGNGGGEGGEVDESVWEDVEVFRNQKEKRVSSSYVWSKVAAETAALEFGEK 219

Query 191 KNI DFI SI | PPLVWGPFI TPTFPPSLI TALSLI TGNEAHYCI | KQGQYVHLDDLCEAHI F 250
++ ++++ PLWGPFI + + P S+ +L+++ GN + VH+DD+ A | F
Sbhjct 220 NGLEVWTLVI PLVWGPFI SSSLPSSVFI SLAMLFGNYKEKYLFDTYNWHI DDVARAM F = 279

Query 251 LYEHPKADGRFI CSSHHAI | YDVAKMWREKWPEYYVPTEFKG DKDLPVWSFSSKKLTDM 310
L EP A GR+ICSS I +V + + K+P++ +P+ K + SSKKL
Sbjct 280 LLEKPVAKGRYI CSSVEMKI DEVFEFLSTKFPQFQLPSI DLNKYKVEKRMGLSSKKLKSA 339

Query 311 GFQFKYTLEDMYKGAI ETCRKQLL 335

NCBI Blast_Protein Sequence (380 letters) DFR.html[5/04/2017 4:35:50 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_27151470
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_27151470
https://www.ncbi.nlm.nih.gov/protein/27151470?report=genbank&log$=protalign&blast_rank=19&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/27151470?report=graph&rid=E93GT0WF013[27151470]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:353&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_27151470
https://www.ncbi.nlm.nih.gov/protein/27151470?report=genbank&log$=protalign&blast_rank=19&RID=E93GT0WF013&from=14&to=337
https://www.ncbi.nlm.nih.gov/protein/27151470?report=graph&rid=E93GT0WF013[27151470]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:353&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75097342
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75097342
https://www.ncbi.nlm.nih.gov/protein/75097342?report=genbank&log$=protalign&blast_rank=20&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/75097342?report=graph&rid=E93GT0WF013[75097342]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=24:380&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_75097342
https://www.ncbi.nlm.nih.gov/protein/75097342?report=genbank&log$=protalign&blast_rank=20&RID=E93GT0WF013&from=40&to=364
https://www.ncbi.nlm.nih.gov/protein/75097342?report=graph&rid=E93GT0WF013[75097342]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=24:380&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/27151470?report=genbank&log$=protalign&blast_rank=19&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/75097342?report=genbank&log$=protalign&blast_rank=20&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/gene?term=27151470[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=19
https://www.ncbi.nlm.nih.gov/gene?term=75097342[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=20

NCBI Blast:Protein Sequence (380 letters)

GF+FKY  E+++ GAl +C+ + L
Sbjct 340 GFEFKYGAEEI FSGAI RSCQARGFL 364

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=Tetraketide alpha-pyrone reductase 1; AltName: Full=Protein DIHYDROFLAVONOL 4-REDUCTASE-LIKE

1
Sequence ID: Q500U8.1 Length: 326 Number of Matches: 1

Related Information

Range 1: 8 to 321 GenPept Graphics . X
Gene - associated gene details

Score Expect Method Identities Positives Gaps

234 bits(596) 2e-73 Compositional matrix adjust. 120/320(38%) 194/320(60%) 8/320(2%)

Query 18 VCVTGAAGFI GSWL.VVRL LERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKADLTV 77
VCVTGA+GF+ SW.V RLL  GY V. TVRDP N+KK+ HL +L A L L KADL
Shjct 8 VCVTGASGFLASW.VKRLLLEGYEVI GTVRDPGNEKKLAHLWKLEGAKERLRLVKADLMVE = 67

Query 78 EGSFDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGWLSI | ESCAKANTVKRLVFTS 137
EGSFD Al GCQGVFH A+P+  + +PE E+++P + G L+++ SC K ++KR+V TS
Shjct 68 EGSFDNAI MGCQGVFHTASPVLKPTSNPEEEI LRPAI EGTLNVLRSCRKNPSLKRWLTS 127

Query 138 SAGTLDVQE- - QQKLFYDQTSWEDLDFI YAKKMIGAMYFVSKI LAEKSAMVEETKKKNI DF - 195
S+ T+ +++ K+ D++ W ++ K+ WY +SK LAE++A + +++ |D
Shjct 128 SSSTVRI RDDFDPKI PLDESI WI'SVEL- - CKRFQVW YALSKTLAEQAAVWKFSEENG DL 184

Query 196 1SI1PPLVWGPFI TPTFPPSLI TALSLI TGNEAHYC! | KQGQYVHLDDLCEAH FLYEHP 255
++++P +VGP + P+ L L+ G+  Q YVHDD+ H ++EH
Sbjct 185 VTVLPSFLVGPSLPPDLCSTASDVLGLLKGETEKFQUHGQMGYVHI DDVARTH WFEHE 244

Query 256 KADGRFI CSSHHAI | YDVAKMWREKWPEYYVPTEFKG DKDLPVVSFSSKKLTDMGFQFK 315
A GRHI CSS+ + ++ + ++P  +P  F+ +++ F + K+ +G +FK
Shjct 245 AAQGRY!I CSSNVI SLEELVSFLSARYPSLPI PKRFEKLNR- - LHYDFDTSKI QSLGLKFK 302

Query 316 YTLEDMYKGAI ETCRKQLL 335
+LE+MF |+ 4+ L
Sbjct 303 - SLEEMFDDCI ASLVEQGYL 321

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=Tetraketide alpha-pyrone reductase 2; AltName: Full=Protein CINNAMOYL-COA REDUCTASE-LIKE 6

Sequence ID: Q9CA28.1 Length: 321 Number of Matches: 1
Related Information

Range 1: 6 to 321 GenPept Graphics

Gene - iat n tail
Score Expect Method Identities Positives Gaps Gene - associated gene details

196 bits(497) 1e-58 Compositional matrix adjust. 113/322(35%) 181/322(56%) 12/322(3%)

Query 20  VTGAAGFI GSW.VNRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKADLTVEG 79
VIG GFl S+++ LLE G-V TVR+P +++KV L E A L + +ADLTVEG
Shjct 6 VTGGTGFI ASYI | KSLLELGHTVRTTVRNPRDEEKVGFLWEFQGAKQRLKI LQADLTVEG 65

Query 80  SFDEAI QGCQGVFHVATPNDF- ESKDPENEVI KPTVRGWLSI | ESCAKAN- TVKRLVFTS 137
SFDEA+ G GVFH A+P+ + + + ++ P ++G +++ SCAK+ T+KR+V TS
Shjct 66  SFDEAVNGVDGVFHTASPVLVPQDHNI QETLVDPI | KGTTNVMSSCAKSKATLKRI VLTS 125

Query 138 SAGITL- - - - DVQEQQKLFYDQT SWEDLDFI YAKKMTGAWMYFVSKI LAEKSAVEETKKKNI 193
S ++ D E L +++ WBD + Y K+ WY +K L E+ A ++K +
Sbjct 126 SCSSI RYRFDATEASPL- - NESHWSDPE- - YCKRFNLW YGYAKTLCGEREAVIRI AEEKGL 180

Query 194 DFI SI | PPLVWGPFI TPTFPPSLI TALSLI TGNEAHYCI | KQGQYVHLDDLCEAHI FLYE 253
D+ + P WG + P L+ L++ G Y G +VH+DD+ AH+  E
Sbjct 181 DLVWWNPSFVWGPLLGPKPTSTLLM LAl AKGLAGEYPNFTVG- FVHI DDVWAAHVLAME = 239

Query 254 HPKADGRFI CSSHHAI | YDVAKMWREKWPEYYVPTEFKG DKDLPVVSFSSKKLTDMGFQ 313
PKA GR ICSS A ++ +++R K+P Y + + D S ++K+ ++GF
Sbjct 240 EPKASGRI | CSSSVAHWSEI | ELIVRNKYPNYPFENKCSNKEGDNSPHSMDTRKI HELGFG = 299

Query 314 FKYTLEDMYKGAI ETCRQKQLL 335
+L +Mr I + ++K LL
Shjct 300 SFKSLPEMFDDCI | SFQKKGLL 321

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Cinnamoyl-CoA reductase 1; Short=0sCCR1
Sequence ID: Q6K9A2.1 Length: 338 Number of Matches: 1

Related Information
Range 1: 18 to 328 GenPept Graphics
Score Expect Method Identities Positives Gaps

192 bits(487) 6e-57 Compositional matrix adjust. 117/325(36%) 173/325(53%) 19/325(5%)

Gene - associated gene details

Query 18 VCVTGAAGFI GSW.VVRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKADLTV 77
VCVTGA GFIGSWV LL RGY+V T RDP + K HLLEL AD L+L +AD+
Shjct 18 VCVTGAGGFI GSWWVKEL LI RGYHVRGTARDPADSKNA- HLLEL EGADERLSLCRADVLD 76

Query 78 EGSFDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGWLSI | ESCAKANTVKRLVFTS 137
S A GC GVFHVA+P+ SDP +++ VG ++ + A V+R+VFTS
Shjct 77 AASL RAAFSGCHGVFHVASPV- - - SNDP- - DLVPVAVEGTRNVI NAAADMG- VRRWFTS 130

NCBI Blast_Protein Sequence (380 letters) DFR.html[5/04/2017 4:35:50 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75276293
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75276293
https://www.ncbi.nlm.nih.gov/protein/75276293?report=genbank&log$=protalign&blast_rank=21&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/75276293?report=graph&rid=E93GT0WF013[75276293]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:336&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_75276293
https://www.ncbi.nlm.nih.gov/protein/75276293?report=genbank&log$=protalign&blast_rank=21&RID=E93GT0WF013&from=8&to=321
https://www.ncbi.nlm.nih.gov/protein/75276293?report=graph&rid=E93GT0WF013[75276293]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:336&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75169824
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75169824
https://www.ncbi.nlm.nih.gov/protein/75169824?report=genbank&log$=protalign&blast_rank=22&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/75169824?report=graph&rid=E93GT0WF013[75169824]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:336&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_75169824
https://www.ncbi.nlm.nih.gov/protein/75169824?report=genbank&log$=protalign&blast_rank=22&RID=E93GT0WF013&from=6&to=321
https://www.ncbi.nlm.nih.gov/protein/75169824?report=graph&rid=E93GT0WF013[75169824]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:336&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75261423
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75261423
https://www.ncbi.nlm.nih.gov/protein/75261423?report=genbank&log$=protalign&blast_rank=23&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/75261423?report=graph&rid=E93GT0WF013[75261423]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=3:343&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_75261423
https://www.ncbi.nlm.nih.gov/protein/75261423?report=genbank&log$=protalign&blast_rank=23&RID=E93GT0WF013&from=18&to=328
https://www.ncbi.nlm.nih.gov/protein/75261423?report=graph&rid=E93GT0WF013[75261423]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=3:343&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/75276293?report=genbank&log$=protalign&blast_rank=21&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/75169824?report=genbank&log$=protalign&blast_rank=22&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/75261423?report=genbank&log$=protalign&blast_rank=23&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/gene?term=75276293[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=21
https://www.ncbi.nlm.nih.gov/gene?term=75169824[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=22
https://www.ncbi.nlm.nih.gov/gene?term=75261423[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=23

NCBI Blast:Protein Sequence (380 letters)

Query 138 SAGTLDVQEQXK- - LFYDQTSWSDLDFI YAKKMIGAMYFVSKI LAEKSAMVEETKKKNI DF - 195
SG+ + + D+T WBD +F KT +Y +K++AE +A EE K+ ++
Sbjct 131 SYGAVHWNPNRSPDAVLDETCWSDYEFC- - - KQTDNL YCCAKMVAEMTATEEAAKRGLEL 187

Query 196 1Sl 1PPLWGPFI TPTFPPSLI TALSLI TGNEAHYC! | KQGQYVHLDDLCEAH FLYEHP 255
+P + +GP + T S + G+ Y YV + D+ AH+ +YE P
Sbjct 188  AVWVPSMIMGPM.QQTLNFSTNHVARYLMGTKKSY- PNAVAAYVDVRDVARAHVLVYERP 246

Query 256 KADGRFI CSSHHAI | YDVAKMVREKWPEYYVPTEFKG DKDLPWV- - - SESSKKLTDMGF 312
+A GR++C ++ +MRE +P Y P K D P+ FS+++L D+G
Sbjct 247 EARGRYLCH GTVLHRAELLRMLRELFPRY- - PATAKCEDDGKPMAKPYKFSNQRLKDLGL 304

Query 313 QFKYTLEDMYKGAI ETCRQKQLLPF 337
+F L A+ +QK LP
Sbjct 305 EFT- PLRKSLNEAVLOMQQKGHLPL 328

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Cinnamoyl-CoA reductase 1; Short=AtCCR1; AltName: Full=Protein IRREGULAR XYLEM 4
Sequence ID: Q9S9N9.1 Length: 344 Number of Matches: 1

Related Information
Range 1: 12 to 310 GenPept Graphics
Score Expect Method Identities Positives Gaps

189 bits(479) le-55 Compositional matrix adjust. 121/311(39%) 179/311(57%) 17/311(5%)

Gene - associated gene details

Query 17 TVCVTGAAGFI GSW.VVRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLVWKADLT 76
TVCVTGA G+l SWV LLERGY V. TVR+P++ K HL EL L L KADL
Shjct 12 TVCVTGAGGYI ASW VKI LLERGYTVKGTVRNPDDPKNT- HLRELEGGKERLI LCKADLQ 70

Query 77 VEGSFDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGWLSI | ESCAKANTVKRLVFT 136
+ Al GC GVFH A+P+ + DPE ++++P V. G+ + A+tA VKR+V T
Shjct 71 DYEALKAAI DGCDGVFHTASPV- - - TDDPE- QWEPAVNGAKFVI NAAAEAK- VKRWI T 125

Query 137 SSAGT- - LDVQEQQKLFYDQTSWSDLDFI YAKKMT GAMYFVSKI LAEKSAMEETKKKNI D 194
SS G +D + D++ WSDLDF K WY  K++AE++A E K+K +D
Shjct 126 SSI GAVYNMDPNRDPEAVVDESCWSDL DF- - CKNTKNW YCYGKMWAEQAAWETAKEKGYD 182

Query 195 FI Sl | PPLVWGPFI TPTFPPSLI TALSLI TGNEAHYCI | KQGQYVHLDDLCEAHI FLYEH 254
+ + P LV+GP + PT  SL L +TG+ Y + Q YV + D+ AH+ +YE
Shjct 183 LVVLNPVLVLGPPLQPTI NASLYHVLKYLTGSAKTYANLTQA- YVDVRDVALAHVLVYEA 241

Query 255 PKADGRFI CSSHHAI | YDVAKMVREKWPEYYVPTEFKG DKDLPW- - - SFSSKKLTDMG 311
P A GRH + +V +++ + +PEY +PT+ K D+ P F+++K+ D+G
Sbjct 242 PSASGRYLLAESARHRGEWVE! LAKLFPEYPLPTKCK- - DEKNPRAKPYKFTNQKI KDLG 299

Query 312 FQFKYTLEDWY 322
+F T + +Y
Sbjct 300 LEFTSTKQSLY 310

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=Cinnamoyl-CoA reductase 2; Short=AtCCR2

Sequence ID: Q9SAH9.1 Length: 332 Number of Matches: 1
Related Information

Range 1: 8 to 323 GenPept Graphics G iated detail
T T ene - associate ene detalls
Score Expect Method Identities Positives Gaps 9

186 bits(471) 1le-54 Compositional matrix adjust. 126/329(38%) 184/329(55%) 18/329(5%)

Query 18 VCVTGAAGFI GSW.VVRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKADLTV 77
VCVTGA G+l SWV LLERGY V. TVR+P + K HL EL A LTL ADL
Shjct 8 VCVTGAGGYl ASW VKLLLERGYTVRGTVRNPTDPKN- NHLRELQGAKERLTLHSADLLD 66

Query 78 EGSFDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGWLSI | ESCAKANTVKRLVFTS 137
+ | GC GVFH A+PM  + DPE +++P V G+l ++ AKA VKR+VFTS
Shjct 67 YEALCATI DGCDGVFHTASPM - - TDDPET- MLEPAVNGAKFVI DAAAKAK- VKRWFTS 121

Query 138 SAGT- - LDVQEQQKLFYDQTSWSDLDFI YAKKMIGAMYFVSKI LAEKSAVEETKKKNI DF 195
S G ++ + D+ WSDLDF K WY  K+LAE+SA E K K +D
Sbhjct 122 SI GAVYMNPNRDTQAI VDENCWSDL DF- - CKNTKNW YCYGKMLAEQSAVWETAKAKGVDL 178

Query 196 | SI | PPLVWGPFI TPTFPPSLI TALSLI TGNEAHYCI | KQGQYVHLDDLCEAHI FLYEHP 255
+ + P LV+GP + SL+ L +TGt Y +Q YV + Dt H+ +YE P
Shjct 179 VVLNPVLVLGPPLQSAI NASLVHI LKYLTGSAKTYANLTQ VYVDVRDVALGHVLVYEAP 237

Query 256 KADGRFI CSSHHAI | YDVAKMWREKWPEYYVPTEFKG DKDLPWV- - - SFSSKKLTDMGF 312
A GR+l + +V +++ + +PEY +PT K D+ P F+++K+ D+G
Shjct 238 SASGRYI LAETALHRGEVVEI LAKFFPEYPLPT- - KCSDEKNPRAKPYKFTTQKI KDLGL 295

Query 313 QFKYTLEDWMYKGAI ETCRQKQLLPFSTRS 341
+FK  + +Y+ ++++ ++K LP S
Shjct 296 EFKPI KQSLYE- SVKSLQEKGHLPLPQDS 323

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Putative uncharacterized oxidoreductase C513.07
Sequence ID: Q9UT59.1 Length: 336 Number of Matches: 1

Related Information
Range 1: 6 to 281 GenPept Graphics

Gene - associated gene details

NCBI Blast_Protein Sequence (380 letters) DFR.html[5/04/2017 4:35:50 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75313115
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75313115
https://www.ncbi.nlm.nih.gov/protein/75313115?report=genbank&log$=protalign&blast_rank=24&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/75313115?report=graph&rid=E93GT0WF013[75313115]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:324&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_75313115
https://www.ncbi.nlm.nih.gov/protein/75313115?report=genbank&log$=protalign&blast_rank=24&RID=E93GT0WF013&from=12&to=310
https://www.ncbi.nlm.nih.gov/protein/75313115?report=graph&rid=E93GT0WF013[75313115]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:324&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75200744
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75200744
https://www.ncbi.nlm.nih.gov/protein/75200744?report=genbank&log$=protalign&blast_rank=25&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/75200744?report=graph&rid=E93GT0WF013[75200744]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:338&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_75200744
https://www.ncbi.nlm.nih.gov/protein/75200744?report=genbank&log$=protalign&blast_rank=25&RID=E93GT0WF013&from=8&to=323
https://www.ncbi.nlm.nih.gov/protein/75200744?report=graph&rid=E93GT0WF013[75200744]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:338&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_74625909
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_74625909
https://www.ncbi.nlm.nih.gov/protein/74625909?report=genbank&log$=protalign&blast_rank=26&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/74625909?report=graph&rid=E93GT0WF013[74625909]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:294&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_74625909
https://www.ncbi.nlm.nih.gov/protein/74625909?report=genbank&log$=protalign&blast_rank=26&RID=E93GT0WF013&from=6&to=281
https://www.ncbi.nlm.nih.gov/protein/74625909?report=graph&rid=E93GT0WF013[74625909]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:294&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/75313115?report=genbank&log$=protalign&blast_rank=24&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/75200744?report=genbank&log$=protalign&blast_rank=25&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/74625909?report=genbank&log$=protalign&blast_rank=26&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/gene?term=75313115[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=24
https://www.ncbi.nlm.nih.gov/gene?term=75200744[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=25
https://www.ncbi.nlm.nih.gov/gene?term=74625909[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=26

NCBI Blast:Protein Sequence (380 letters)

Score Expect Method Identities Positives Gaps

114 bits(284) 2e-27 Compositional matrix adjust. 83/282(29%) 140/282(49%) 23/282(8%)

Query 18 VCVTGAAGFI GSW.VVRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKADLTV 77
V VIG GFIG+ + +LL+ GrV TVR E ++ L K + K D++
Shjct 6 VLVTGVTGFI GAHVAEQL L QAGYRVRGTVRSMEKADEL | RLNPGLKDKI EFVI VK- DVSA 64

Query 78 EGSFDEAI QGCQGVFHVATPMVDFES- KDPENEVI KPTVRGWLSI | ESCAKANTVKRLVFT 136
+FD ++ + + HtA+P  E+ D +++++ P V+G L | +E+ ++KR+V T
Shjct 65  SNAFDGVLKDVELI CHI ASPFFVENVTDNKSQLLDPAVKGTLG LEAAQGVKSI KRIVI T 124

Query 137 SS---AGT LD\/QEQQ(LFYDQTSV\SDLDFI YAKKMTGAM - YFVSKI LAEKSAVEETKKK 191
SS G Y+ W+ + A + Y SK LAE++A E K+K
Shjct 125 SSFAAVGNFQ DPHNNKVYTEKDWAPI TYEEALTTDNG VAYCASKKLAEEAAREYVKEK 184

Query 192 --NI DFI SI' I PPLWGPFI TPTFPPSLI TALSLI TGNEAHYCI | KQGQ- - - - - - - - YVHL 241
+D + PPVGEI P + SL T N+ + +] + YV +
Shjct 185 KPSYDI CTI NPPYVYGPPI HP- - - - - MKNVDSLNTSNQ FWKLI DGSKEATPFYYYYVDV 239

Query 242 DDLCEAHI FLYEHPK- ADGRFI CSSHHAI | YDVAKMWREKVP 282
D+ AHHF E+ K ++GR + S D+ K++Ri++P
Sbjct 240 RDVAAAHVFALENAKLSNGRMLVSKGVFTTGDI CKVLRKEFP 281

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Ketoreductase azak; AltName: Full=Azaphilone biosynthesis cluster protein azak
Sequence ID: G3XMB9.1 Length: 338 Number of Matches: 1

Related Information
Range 1: 8 to 321 GenPept Graphics
Score Expect Method Identities Positives Gaps

111 bits(277) 2e-26 Compositional matrix adjust. 96/323(30%) 148/323(45%) 34/323(10%)

Query 18 VCVTGAAGFI GSW.VVRL LERGYNVHATVRDPENKKKVKHL L EL PKADTNLTLV\KADLTV 7
V +TG CGFl S ++ LL+ GY V. TVR + +++ L D+
Sbhjct 8 VLLTGGTGFI ASHI LTELLDAGYQVWT VRTHDKGRQ_LESLSNTGDKAASYV\NEDI AK 67

Query 78  EGSFDEAI QGCQG - - VFHVATPNDFESKDPENEVI KPTVRGM.SI | ESC- AKANTVKRL 133
+G++DEAI Q VHAP F DPr + + P ++G ++ S A A TVKRf
Sbjct 68  DGAYDEAI QS SDLDLVVHTASPYHFNYTDPKTDFLDPAI KGTAGLLASI KAYAPTVKRY 127

Query 134 VFTSSAGTLDVQEQOKLFYDQTSWSDLDFI YAKKMIGAMYFVSKI LAEKSAME- - ETKKK 191
V TSS+ T+ YD+TS+ + + A+ Y SKI AE++A + E K
Sbj ct 128 VLTSSSATI VTPPNHPEVYDETSYGSVTWEEA- WPQVTYRASKI FAERAAFDFI ENDKP 186

Query 192 N DFI SI | PPLWGPFI TPTFPPSLI TALSLI TGNEAHYCI | - - - - - - - KQG ------- 236
N D ++l PPLV GP P +T L + N +++ | K G
Sbjct 187 NFDLVTI NPPLVFGP- - - - - - KPRHVTDLKAL- - NTSNHI | RDTMLGKWKDGGAPI Al PF 238

Query 237 QYVHLDDLCEAH FLYEHPKADG- RFI CSSHHAI | YDVAKM/REKV\PEYYVPTEFKGI DK 295
+V + D+ AH EP+ GRF +H +A+ +R  PE
Shjct 239 TWDVRDVAFAHRQALEL PEVSGQRFFTVAGHFSNKRI AEAI RATHPELADRLPPSDVPD 298

Query 296 DLP-- VWSF- SSKKLTDVGFQFK 315
DLP + F +SK  +G F+
Sbjct 299 DLPEG YGFDNSKSRKVLGMIFR 321

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=Cinnamoyl-CoA reductase-like SNL6; AltName: Full=Protein SUPPRESSOR OF NH1-MEDIATED LESION

6

Sequence ID: Q0JKZ0.1 Length: 379 Number of Matches: 1
Related Information

Range 1: 61 to 314 GenPept Graphics

Score Expect Method Identities Positives Gaps

93.6 bits(231) 6e-20 Compositional matrix adjust. 72/264(27%) 121/264(45%) 24/264(9%)

Query 17 TVCVTGAAGHI GSW.VVRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLVK- - AD 74
TVCOVIG F+G +V RLL GYV + E+ K++ +E+ D W A+
Shjct 61 TVCVTGA SFVGFAVVDRLLRHGYTVRLAL ETQEDL DKL RE- MEMFGEDGRDGVWIVVAN 119

Query 75 LTVEGSFDEA| QROUGVEHVATPNDFESKDP- ENEVI KPTVRGMLSI | ESCAKANTVKRL 133
+T S A GCGWH+ +D +  +E+C + +V++
Sbjct 120 VTDPESLHRAFDGCAGVFI—FI’SAFVDPGH\/BGYTKHMASLEAKAAEQ\/I EACVRTESVRKC 179

Query 134 VFTSSAGILDVCE- - (n(L F- - - YDQTSWEDLDFI YAKKMTGAMYFVSKI LAEKSAMVEE 187
VFTSS ++ D+ WD F K+ W+ + K AEK+A
Shjct 180 VFTSSLLAC\N\RQ\IYPHDRRFPTI | DENCWSDESFCRDNKL - - W FALGKTAAEKTAWRA 236

Query 188 TKKKNI DFI SI | PPLVWGPFI TPTFPPSLI TALSLI TGNEAHYCI | KQG QYVHLDDLC 245
+ +++ +++ P LV GP + +++ + G A ++ ++ +
Shjct 237 ARGRDLKLVTVCPALVTGPGFRRR- - - NSTASI AYLKGARA- - - M_ADG_LATASVETVA 290

Query 246 EAHI FLYE- - - HPKADGRFI CSSH 266
EAH+ +YE A CGR+IC H
Shjct 291 EAHVRVYEAMGDNTAGGRY!I CYDH 314

Download GenPept Graphics Next  Previous Descriptions
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1099384169
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1099384169
https://www.ncbi.nlm.nih.gov/protein/1099384169?report=genbank&log$=protalign&blast_rank=27&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/1099384169?report=graph&rid=E93GT0WF013[1099384169]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:336&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_1099384169
https://www.ncbi.nlm.nih.gov/protein/1099384169?report=genbank&log$=protalign&blast_rank=27&RID=E93GT0WF013&from=8&to=321
https://www.ncbi.nlm.nih.gov/protein/1099384169?report=graph&rid=E93GT0WF013[1099384169]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:336&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_122234972
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_122234972
https://www.ncbi.nlm.nih.gov/protein/122234972?report=genbank&log$=protalign&blast_rank=28&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/122234972?report=graph&rid=E93GT0WF013[122234972]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=49:326&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_122234972
https://www.ncbi.nlm.nih.gov/protein/122234972?report=genbank&log$=protalign&blast_rank=28&RID=E93GT0WF013&from=61&to=314
https://www.ncbi.nlm.nih.gov/protein/122234972?report=graph&rid=E93GT0WF013[122234972]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=49:326&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_30315955
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_30315955
https://www.ncbi.nlm.nih.gov/protein/30315955?report=genbank&log$=protalign&blast_rank=29&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/30315955?report=graph&rid=E93GT0WF013[30315955]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=1:321&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_30315955
https://www.ncbi.nlm.nih.gov/protein/1099384169?report=genbank&log$=protalign&blast_rank=27&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/122234972?report=genbank&log$=protalign&blast_rank=28&RID=E93GT0WF013

NCBI Blast:Protein Sequence (380 letters)

RecName: Full=Aldehyde reductase 2; AltName: Full=Aldehyde reductase II; Short=ARII
Sequence ID: QOUUN9.3 Length: 343 Number of Matches: 1

Related Information
Range 1: 15 to 307 GenPept Graphics

Score Expect Method Identities Positives Gaps

91.7 bits(226) 2e-19 Compositional matrix adjust. 76/295(26%) 132/295(44%) 17/295(5%)

Query 18 VCVTGAAGFI GSW.VVRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKADLTV 77
V VIGA G+ S +V +LLE GY¥y V T R ++ + T D+
Shjct 15 VLVTGANGFVASHVVEQL L EHGYKVRGT ARSASKL ANL QKRWDAKYPGRFETAVWEDMLK 74

Query 78 EGSFDEAI QGCQGVFHVATPVDFESKDPENEVI KPTVRGWLSI | ESCAKANTVKRLVFTS 137
+G+H+DE | +G GV HHA+ + F +tK  +EV+ P+ GL+ + + A +VKR V TS
Shjct 75 QGAYDEVI KGAAGVAHI ASVVSFSNK- - YDEVVTPAI GGTLNALRAAAATPSVKRFVLTS 132

Query 138 S - AGTLDVQEQQKLFYDQTSWSDLDFI YAKKM - - - - - - TOMNFVSKI LAEKSAME- - 186
S + + + ++ Df SW AK + + WY SK AE +A +
Shjct 133 STVSALI PKPNVEG YLDEKSWALES| DKAKTLPESDPQKSLW/YAASKTEAELAAVKFM 192

Query 187 ETKKKN DFI SI | PPLVWGPFI TPTFPPSLI TA- - LSLI TGNEAHYCI | KQGQ YVHLDD 243
+ K+ +++P 4G P + +SL G + + QY D
Sbjct 193 DENKPHFTLNAVLPNYTI GTl FDPETQSGSTSGAMVELFNGEVSPALALMPPQYYVSAVD 252

Query 244 LCEAH FLYEHPKADGRFI CSSHHAI | YD- VAKMREKWPEYYVPTEFKG DKDL 297
+  H+ P+ + R+ + ++ V R+ +P P +F +DL
Shjct 253 | GLLHLGCLVLPQ ERRRVYGTAGTFDWNTVLATFRKLYPSKTFPADFPDQGQDL 307

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=Putative uncharacterized oxidoreductase YDR541C

Sequence ID: Q03049.2 Length: 344 Number of Matches: 1
Related Information

Range 1: 4 to 344 GenPept Graphics . .
Gene - associated gene details

Score Expect Method Identities Positives Gaps

89.7 bits(221) 8e-19 Compositional matrix adjust. 91/348(26%) 169/348(48%) 36/348(10%)

Query 17 TVCVTGAAGHI GSW.VVRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKA- DL~ 75
TV V+GA+GFI ++ +LL++ YV TVR E + K LL + + NLTL D+
Shjct 4 TVLVSGASGFI ALHI LSQLLKQDYKVI GTVRSHEKEAK- - - LLRQFQHNPNLTLEI VPDI 60

Query 76  TVEGSFDEAI QG - - - CQGVFHVATPNVDFESKDPENEVI KPTVRGWLSI | ESCAK- - ANT 129
+ +FD+ +Q +VHA+P +++ + E +++ P+ G +l+ S K A+T
Shjct 61  SHPNAFDKVLQKRGREI RYVLHTASPFHYDTTEYEKDLLI PALEGTKNI LNSI KKYAADT 120

Query 130 VKRLVFTSSAG - - TLDVQEQQKLFYDQTSWSDLDFI YAKKMTGAMYFVSKI LAEKSAVE 186
V+R+V TSS TL + + + + SW+ + + YF SK AEK+A E
Shjct 121 VERVWTSSCTAI | TLAKVDDPSWFTEESWNEATVESCQ DG NAYFASKKFAEKAAVWE 180

Query 187 ETKKKNI DFI----- SI | PPLWGP- FI TPTFPPSLI TALSLI TGNEAHYCI | K- - - - - Q 235
T K+N D | ++ P L+ GP LT+ + G H +
Sbjct 181 FT- KENEDH KFKLTTVNPSLLFGPQLFDEDVHGHLNTSCEM NG- LI HTPVNASVPDFH 238

Query 236 GQYVHLDDLCEAH FLYEHPKADG RFI CSSHHAI | YDVAKMWREKWPEY- - YVPTEFKG 292
++ + D+  AHH+ ++ GR + ++ D+ ++ E +P+ +P G
Shjct 239 S| FI DVRDVALAHL YAFQKENTAGKRLVWTNGKFGNQDI LDl LNEDFPQLRGLI PLGKPG 298

Query 2983 ----- | DKDL PVVSFSSKKLTDMGFQFKYTLEDMYKGAI ETCRQKQLL 335
| D+ + +++K+ +GF+F+ E++ A+ +++ L
Shjct 299 TCDQVI DRGSTTDNSATRKI - - LGFEFRSLHESVHDTAAQ LKKONRL 344

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Putative uncharacterized oxidoreductase YGL0O39W
Sequence ID: P53183.1 Length: 348 Number of Matches: 1

Related Information
Range 1: 8 to 271 GenPept Graphics

- — - associated gene details
Score Expect Method Identities Positives Gaps Gene 9

85.5 bits(210) 3e-17 Compositional matrix adjust. 78/268(29%) 131/268(48%) 26/268(9%)

Query 18 VCVTGAAGFI GSW.VVRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKA- DLT 76
V V+GA GAI +V LL+ GYy V. + R E K LL+ K++ NL++ D+
Shjct 8 VFVSGATGFI ALHVVDDLLKTGYKVI GSGRSQE- - - KNDGLLKKFKSNPNLSMVEI VEDI A 64

Query 77  VEGSFDEAI QG - - - CQGVFHVATPNDFESKDPENEVI KPTVRGM.SI | ESCAK- - ANTV 130
+FD+  Q + V HtAtP+ F + D E +++ P V G S| +E+ AFTV
Sbjct 65  APNAFDKVFQKHGKE! KVWLHI ASPVHENTTDFEKDLLI PAVNGTKSI LEAI KNYAADTV 124

Query 131 KRLVFTSSAGIL- - - - DVQEQQKLFYDQTSWSDLDFI YAKKMITGAMYFVSKI LAEKSAVE 186
+++V TSS L D+++ ++ SW + + Y SK AEK+A +
Sbhjct 125 EKWVI TSSVAALASPGDVKDTS- FVWWNEESVWAKDTWESCQANAVSAYCGSKKFAEKTAWD 183

Query 187 --ETKKKNI DFI - - SI | PPLWGPFI TPTFPPSLI TALSLI TGNEAHYCI | KQ-----GQ 237
E ++ F + P VG + +1 +S1 N Y+ G
Sbhj ct 184 FLEENQSSI KFTLSTI NPGFVFGPQLFADSLRNG NSSSAI | ANLVSYKLGDNFYNYSGP 243

Query 238 YVHLDDLCEAHI FLYEHPKADGR--FI C 263
++ + D+ +AH+ +E P+ G+ F+C
Sbhj ct 244 FI DVRDVSKAHLLAFEKPECAGQRLFLC 271

NCBI Blast_Protein Sequence (380 letters) DFR.html[5/04/2017 4:35:50 PM]



https://www.ncbi.nlm.nih.gov/protein/30315955?report=genbank&log$=protalign&blast_rank=29&RID=E93GT0WF013&from=15&to=307
https://www.ncbi.nlm.nih.gov/protein/30315955?report=graph&rid=E93GT0WF013[30315955]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=1:321&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_342187345
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_342187345
https://www.ncbi.nlm.nih.gov/protein/342187345?report=genbank&log$=protalign&blast_rank=30&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/342187345?report=graph&rid=E93GT0WF013[342187345]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:361&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_342187345
https://www.ncbi.nlm.nih.gov/protein/342187345?report=genbank&log$=protalign&blast_rank=30&RID=E93GT0WF013&from=4&to=344
https://www.ncbi.nlm.nih.gov/protein/342187345?report=graph&rid=E93GT0WF013[342187345]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:361&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1723822
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1723822
https://www.ncbi.nlm.nih.gov/protein/1723822?report=genbank&log$=protalign&blast_rank=31&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/1723822?report=graph&rid=E93GT0WF013[1723822]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:284&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_1723822
https://www.ncbi.nlm.nih.gov/protein/1723822?report=genbank&log$=protalign&blast_rank=31&RID=E93GT0WF013&from=8&to=271
https://www.ncbi.nlm.nih.gov/protein/1723822?report=graph&rid=E93GT0WF013[1723822]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:284&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/30315955?report=genbank&log$=protalign&blast_rank=29&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/342187345?report=genbank&log$=protalign&blast_rank=30&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/1723822?report=genbank&log$=protalign&blast_rank=31&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/gene?term=342187345[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=30
https://www.ncbi.nlm.nih.gov/gene?term=1723822[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=31

NCBI Blast:Protein Sequence (380 letters)

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Putative NADPH-dependent methylglyoxal reductase GRP2; AltName: Full=Cytoplasmic antigenic protein 2
Sequence ID: P83775.2 Length: 341 Number of Matches: 1

Related Information

Range 1: 6 to 289 GenPept Graphics

- — -associated gene details
Score Expect Method Identities Positives Gaps Gene 9

84.7 bits(208) 4e-17 Compositional matrix adjust. 79/285(28%) 137/285(48%) 19/285(6%)

Query 17 TVCVTGAAGHI GSW.VVRLL ERGYNVHATVRDPENKKKVKHLLELPKADTNLTLVK- - AD 74
TV V+GA+GFI LV +L+E+GY V TVR E +K L+ K+ ++ D
Shjct 6 TVFVSGASGHI AQTLVKQLI EKGYKVVGTVRSNEKGDSL KENLKAAKLQSENFTYEI VKD 65

Query 75  LTVEGSFDEA| QGOQGV- - - FHVATPNDEESKDPENEVI KPTVRGM.SI | ESC- AKANTY 130
+ VAGHFD+tA++ V. HAfP F  DE E++ PV G + +++
Sbjct 66 | AVKGAFDDALKKHPEVTVFLHTASPFHFNVTDI EKEL L TPAVEGTNNAL QAI KTHGPQ 125

Query 131 KRLVFTSS- - - AGTLDVQEQKLFYDQTSWEDLDFI YAKKMIGAMYFVSKI LAEKSAVEE 187
KR+V TSS G + + SW + + 4+ Y SK AEK+A +
Sbhjct 126 KRVVVTSSYAAVGRFADLADPSI PATEESVWPI TWEQSL SNPLAGYVGSKKFAEKAAWDF 185

Query 188 TKKKN DF- | SI | PPL- WGPFI TPTFPPS- LI TALSLI TG - - - - NEAHYCI | KQGAQYV 239
+K+ +F +S+| P+ V GP SL T+ + G ++ + + G ++
Shjct 186 VEKEKPNFTLSVI NPVYVFGPQAFEI KNKSQLNTSSEI | NGLLNSKPDSKFDNL- TGYFI 244

Query 240 HLDDLCEAHI FLYEHPKADG RFI CSSHHAI | YDVAKMWREKWPE 283
+ D+ +AH  +E GRI + + ++Rt +P+
Sbhj ct 245 DVRDVAKAHI VAFEKDSI QGQRLI LAESPFSTQSI LDLI RKDFPQ 289

Download GenPept Graphics Next Previous Descriptions

RecName: Full=NADPH-dependent aldehyde reductase ARI1
Sequence ID: P53111.1 Length: 347 Number of Matches: 1

Related Information
Range 1: 6 to 289 GenPept Graphics
Score Expect Method Identities Positives Gaps

83.6 bits(205) 1le-16 Compositional matrix adjust. 81/294(28%) 132/294(44%) 37/294(12%)

Gene - associated gene details

Query 17 TVCVTGAAGFI GSW.VVRLLERGYNVHATVRDPE- NKKKVKHLLELPKADTNLTLWKADL 75
TV V+GA GFI ++ LL+ GYy V + R EN +K PK + D+
Shjct 6 TVFVSGATGFI ALHI MNDLLKAGYTVI GSGRSQEKNDGLLKKFNNNPKLSMEI V- - - EDI 62

Query 76  TVEGSFDEAI QG - - - CQGVFHVATPVDFESKDPENEVI KPTVRGM.SI | ESCAK- - ANT 129
+FDE  + + VHAP FE+ + E +++ PV G SI+E+ K A+T
Sbjct 63  AAPNAFDEVFKKHGKE! KI VLHTASPFHFETTNFEKDLLTPAVNGTKSI LEAI KKYAADT 122

Query 130 VKRLVFTSSAGTLDV- - - QE@(LFYDQTSV\SDLDFI YAKKMITGAWMYFVSKI LAEKSAME 186
V++++ TSS L + Y SK AEK+A E
Shjct 123 VEKVI VTSSTAALVTPTDNNKGDLVI TEESV\NKDTV\DSOQANAVAAYCGSKKFAEKTAV\E 182

Query 187 ETK--KKNI DFI - - SI | PPLVWGPFI TPTFPPSLI TAL- - - - - - ------ SLI TGNEAHY 230
K K++F + P VG F SL + S+ G +Y
Shj ct 183 FLKENKSSVKFTLSTI NPGFVFGP- - - QUFADSLKHG NTSSG VSELI HSKVGGEFYNY 239

Query 231 Cl | KQGQYVHLDDLCEAH FLYEHPKADG RFI CSSHHAI | YDVAKMWREKWPE 283
C G++ + Dr +tAH+ E P+ GR + S ++  ++ E++P+
Shjct 240 G- --- GPFl DVRDVSKAHLVAI EKPECTGQRLVLSEGLFCCQEI VDI LNEEFPQ 289

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Putative dihydroflavonol 4-reductase; Short=DFR; AltName: Full=Dihydrokaempferol 4-reductase
Sequence ID: P73212.1 Length: 343 Number of Matches: 1

Related Information
Range 1: 15 to 188 GenPept Graphics

Score Expect Method Identities Positives Gaps

78.6 bits(192) 6e-15 Compositional matrix adjust. 61/194(31%) 98/194(50%) 22/194(11%)

Query 20  VTGAAGFI GSW.VNRLLERGYNVHATVRDPENKKKVKHL- LELPKADTNLTLWKADLTVE 78
VIG GF+Gt+ LV LLE+GY V A VR +++L ++ DN +
Shjct 15 VTGGTGFVGANL VRHLLEQGYQVRAL VRASSRPDNL QNLPI DWAVGDLN- - - - - - - - - - D 64

Query 79  GSFDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGWLSI | ESCAKANTVKRLVFTSS 138
G + +QCCQG+FHVA KDE + + V G +l+ +CA+ ++R V+TSS
Shjct 65  GDLHQQVIQGCQGLFHVAAHYSLWKDRE- ALYRSNVLGTRNI L- ACAQKAG ERTVYTSS 122

Query 139 AGTLDVQEQQXLFYDQTSWSDLDFI YAKKMTGAMYFVSKI LAEKSAMVEETKKKNI DFI SI 198
+ V+ + D++ S ++ K+ G Y SK AE+ A+ ++ D+ +
Sbhjct 123 VAAI GVKGDGORA- DESYQSPVE- - - - - KLI G AYKQSKYWAEQEALTAAQQGQ- DI VIV 174

Query 199 |PPLWGPF-|TPT 211
P +GP+ | PT
Sbjct 175 NPSTPI GPWDI KPT 188

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=NADPH-dependent methylglyoxal reductase GRE2; AltName: Full=3-methylbutanal reductase; AltName:

NCBI Blast_Protein Sequence (380 letters) DFR.html[5/04/2017 4:35:50 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_353526260
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_353526260
https://www.ncbi.nlm.nih.gov/protein/353526260?report=genbank&log$=protalign&blast_rank=32&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/353526260?report=graph&rid=E93GT0WF013[353526260]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:303&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_353526260
https://www.ncbi.nlm.nih.gov/protein/353526260?report=genbank&log$=protalign&blast_rank=32&RID=E93GT0WF013&from=6&to=289
https://www.ncbi.nlm.nih.gov/protein/353526260?report=graph&rid=E93GT0WF013[353526260]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:303&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1723933
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1723933
https://www.ncbi.nlm.nih.gov/protein/1723933?report=genbank&log$=protalign&blast_rank=33&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/1723933?report=graph&rid=E93GT0WF013[1723933]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:303&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_1723933
https://www.ncbi.nlm.nih.gov/protein/1723933?report=genbank&log$=protalign&blast_rank=33&RID=E93GT0WF013&from=6&to=289
https://www.ncbi.nlm.nih.gov/protein/1723933?report=graph&rid=E93GT0WF013[1723933]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:303&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_2494061
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_2494061
https://www.ncbi.nlm.nih.gov/protein/2494061?report=genbank&log$=protalign&blast_rank=34&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/2494061?report=graph&rid=E93GT0WF013[2494061]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=7:196&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_2494061
https://www.ncbi.nlm.nih.gov/protein/2494061?report=genbank&log$=protalign&blast_rank=34&RID=E93GT0WF013&from=15&to=188
https://www.ncbi.nlm.nih.gov/protein/2494061?report=graph&rid=E93GT0WF013[2494061]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=7:196&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_57013849
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_57013849
https://www.ncbi.nlm.nih.gov/protein/57013849?report=genbank&log$=protalign&blast_rank=35&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/57013849?report=graph&rid=E93GT0WF013[57013849]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:298&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_57013849
https://www.ncbi.nlm.nih.gov/protein/353526260?report=genbank&log$=protalign&blast_rank=32&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/1723933?report=genbank&log$=protalign&blast_rank=33&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/2494061?report=genbank&log$=protalign&blast_rank=34&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/gene?term=353526260[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=32
https://www.ncbi.nlm.nih.gov/gene?term=1723933[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=33

NCBI Blast:Protein Sequence (380 letters)

Full=Genes de respuesta a estres protein 2; AltName: Full=Isovaleraldehyde reductase
Sequence ID: Q12068.1 Length: 342 Number of Matches: 1

Related Information
Range 1: 2 to 284 GenPept Graphics
Score Expect Method Identities Positives Gaps

74.3 bits(181) 1le-13 Compositional matrix adjust. 77/287(27%) 133/287(46%) 25/287(8%)

Gene - associated gene details

Query 17 TVCVTGAAGFI GSW.VMRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLVWKA- DL 75
+V V+GA GFI +V LL+ YV +R E K++L E + ++ D+
Shjct 2 SVFVSGANGFI AQHI VDLLLKEDYKVI GSARSQE- - - KAENLTEAFGNNPKFSVEVVPDI 58

Query 76  TVEGSFDEAI Q - - - GCQGVFHVATPMDFESKDPENEVI KPTVRGM.SI | ESCAK- - ANT 129
+ +FD  Q +VHAP F+ DE+++ PV G- 1+ S K A+
Sbjct 59  SKLDAFDHVFQKHGKDI KI VLHTASPFCFDI TDSERDLLI PAVNGVKG LHSI KKYAADS 118

Query 130 VKRLVFTSS- AGTLDV- - QEQQKLFYDQTSWEDLDFI YAKKMIGAWMYFVSKI LAEKSAVE 186
VH+RFV TSS A D+ + + L +++ SW  + + Y SK AEK+A E
Shjct 119 VERWLTSSYAAVFDVAKENDKSL TFNEESVWNPATWESCQSDPVNAYCGSKKFAEKAAVE 178

Query 187 --ETKKKNI DF--1SI | PPLWGP- FI TPTFPPSLI TALSLI TGNEAHYCI | KQ ----G 236
E +++F ++P VGP LT+ L+ + H + G
Sbjct 179 FLEENRDSVKFEL TAVNPVYVFGPQUFDKDVKKHLNTSCELVN- SLMHLSPEDKI PELFG 237

Query 237 QYVHLDDLCEAHI FLYEHPKADG RFI CSSHHAI | YDVAKMVREKWP 282
Y+ + Dr +AH+ ++ + GRI S + DV ++ E +P
Sbjct 238 GYI DVRDVAKAHLVAFQKRETI GQRLI VSEARFTMDVLDI LNEDFP 284

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=NAD-dependent epimerase/dehydratase terH; AltName: Full=Terrein biosynthesis cluster protein terH

Sequence ID: QOD1P7.1 Length: 340 Number of Matches: 1

Related Information
Range 1: 9 to 210 GenPept Graphics

Score Expect Method Identities Positives Gaps

72.4 bits(176) 7e-13 Compositional matrix adjust. 59/206(29%) 95/206(46%) 15/206(7%)

Query 11 PPVAVPTVCVTGAAGHI GSW.VVRLLERGYNVHATVRDPENKKKVKHLLELPKADTNL- T~ 69
PP + V VIG GFl GS++ LLE GY V TVR E vV L N
Shjct 9 PPGGL- - VLVTGVTGHI GSYI ANGLLELGYRVRGTVRSSEKATW/TKALTKRNPSANFEA 66

Query 70  LWKADLTVEGSFDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGWLSI | ESCAKANT 129
+ D G++ ++ G- HVA + F DP +VI P+V + ++E+ K +
Shjct 67 VI VPDONAPGVYW\EAVL KDVDG AHVAGDVSF- GPDP- TKVI TPSVEALRRLLEAAKKEPS 124

Query 130 VKRLVFTSS- AGTLDVQEQQKLFYDQTSWSDLDFI YAKK- - - - - - MIGW MYFVSKI LAE 181
VKR VFTSS + +++  ++ W+ A + GW +Y K E
Shjct 125 VKRFVFTSSDQAASNRSTTREI LI NEDTWNEEAI EAAWRPPPYEAERGADVYSALKAQVE 184

Query 182 KSAMEETKKKNI DFI --SI'I PPLWG 205
K ++++ F+ S++P +G
Sbjct 185 KEMARFSREEKPSFWNSVLPTYTIG 210

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Sterol-4-alpha-carboxylate 3-dehydrogenase, decarboxylating
Sequence ID: Q9R1J0.1 Length: 362 Number of Matches: 1

Related Information
Range 1: 31 to 255 GenPept Graphics

- — -associated gene details
Score Expect Method Identities Positives Gaps Gene 9

62.4 bits(150) 1e-09 Compositional matrix adjust. 65/258(25%) 110/258(42%) 43/258(16%)

Query 20  VTGAAGFI GSW.VNVRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKADLTVEG 79
V G +GF+G  +V +LLERGY V N + + P+ + + DL +
Shjct 31 VI GGSGFLEHWEQLLERGYTV- - - - - - - - NVFDI HQGFDNPR:- - - - VOFFI GDLCNQQ 78

Query 80 SFDEAI QGCQGVFHVATPMDFESKDPENEVI KPTVRGWLSI | ESCAKANTVKRLVFTSSA 139
A++G  VFH A+P  + +  + + G ++ E+C +A  V++L+ TSSA
Shjct 79 DLYPALKGVSTVFHCASPPPYSNN- - KELFYRVNFI GTKTVI ETCREAG VQKLI LTSSA 135

Query 140 GT---- LD\/QE@(LFYDQTSV\BDLDFI YAKKMIGAMYFVSKI LAEKSAMVEETK- KKNI D 194
+D++ D YAK +Y +KL E++ ++ KKN

Sbjct 136 SVWWFEGVDI KNGTE: < - << < -- DLPYAMKPI DY- YTETKI LQERAVLDANDPKKNFL 183

Query 195 FI Sl | PPLWGPFI TPTFPPSLI TA- - - - - LSLI TENEAHYO! | KQRQNWHLDDLCEAH! 249
+ P +G P PL A + + QN + +rtt H

Sbjct 184 TAAI RPHG FGP- RDPQLVPI LI DAARKGKMKFM GNGENLV- - - - - DFTFVENWHGH 237

Query 250 FLYEHPKADGRFI CSSHH 267
EH D + H
Sbhj ct 238 LAAEHLSQDAALGGKAFH 255

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Sterol-4-alpha-carboxylate 3-dehydrogenase, decarboxylating
Sequence ID: Q5PPL3.1 Length: 362 Number of Matches: 1

Related Information
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https://www.ncbi.nlm.nih.gov/protein/57013849?report=genbank&log$=protalign&blast_rank=35&RID=E93GT0WF013&from=2&to=284
https://www.ncbi.nlm.nih.gov/protein/57013849?report=graph&rid=E93GT0WF013[57013849]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:298&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_121743255
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_121743255
https://www.ncbi.nlm.nih.gov/protein/121743255?report=genbank&log$=protalign&blast_rank=36&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/121743255?report=graph&rid=E93GT0WF013[121743255]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:220&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_121743255
https://www.ncbi.nlm.nih.gov/protein/121743255?report=genbank&log$=protalign&blast_rank=36&RID=E93GT0WF013&from=9&to=210
https://www.ncbi.nlm.nih.gov/protein/121743255?report=graph&rid=E93GT0WF013[121743255]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:220&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_8473695
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_8473695
https://www.ncbi.nlm.nih.gov/protein/8473695?report=genbank&log$=protalign&blast_rank=37&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/8473695?report=graph&rid=E93GT0WF013[8473695]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=20:266&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_8473695
https://www.ncbi.nlm.nih.gov/protein/8473695?report=genbank&log$=protalign&blast_rank=37&RID=E93GT0WF013&from=31&to=255
https://www.ncbi.nlm.nih.gov/protein/8473695?report=graph&rid=E93GT0WF013[8473695]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=20:266&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81883212
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81883212
https://www.ncbi.nlm.nih.gov/protein/81883212?report=genbank&log$=protalign&blast_rank=38&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/81883212?report=graph&rid=E93GT0WF013[81883212]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=20:266&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_81883212
https://www.ncbi.nlm.nih.gov/protein/57013849?report=genbank&log$=protalign&blast_rank=35&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/121743255?report=genbank&log$=protalign&blast_rank=36&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/8473695?report=genbank&log$=protalign&blast_rank=37&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/81883212?report=genbank&log$=protalign&blast_rank=38&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/gene?term=57013849[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=35
https://www.ncbi.nlm.nih.gov/gene?term=8473695[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=37

NCBI Blast:Protein Sequence (380 letters)

Range 1: 31 to 255 GenPept Graphics

Score Expect Method Identities Positives Gaps

62.4 bits(150) 2e-09 Compositional matrix adjust. 67/259(26%) 110/259(42%) 45/259(17%)

Gene - associated gene details

Query 20  VTGAAGH GSW.VMRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKADLTVEG 79
V G +GF+G  +V +LL RGY V N v+ +P+ + + DL +
Shjct 31 VI GGSGFLGQHWEQLLSRGYAV- - - - - - - - NVFDVRQGFDNPR:- - - - VQFFI GDLCNQQ 78

Query 80 SFDEAI QGCQGVFHVATPMVDFESKDPENEVI - KPTVRGWLSI | ESCAKANTVKRLVFTSS 138
A++G  VFH A+P S E+ + G ++IE+C +A V++L+ TSS
Shjct 79 DLYPALKGVSTVFHCASP- - - PSNSNNKELFYRVNSTGTKTVI ETCKEAG VQKLI LTSS 134

Query 139 AGT----LDVQEQQALFYDQTS\ASDLDH YAKKMIGWWYFVSKI LAEKSAVEETK- KKNI 193

+DH + D YAK + Y +KIL E++ ++  KKN
Shjct 135 ASWFEG/DI KNGTE- - - === ---- DLPYAMKPI DY- YTETKI LQERAVLDANDPKKNFE 182
Query 194 DFI S| | PPLWGPFI TPTFPPSLI TA- - - - - LSLI TGNEAHYC! | KQGQYVHLDDLCEAH 248
4 P +G P PLl A + + OGN+ + ++++  H
Sbjct 183 LTAAI RPHG FGP- RDPQLVPVLI DAARKGKMKFM GNGKNLV- - - - - DFTFVENVWHGH 236

Query 249 | FLYEHPKADGRFI CSSHH 267
| EH D + H
Sbhjct 237 | LAAEHLSRDAGLGGKAFH 255

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Sterol-4-alpha-carboxylate 3-dehydrogenase, decarboxylating
Sequence ID: Q3ZBE9.1 Length: 356 Number of Matches: 1

Related Information

Range 1: 25 to 240 GenPept Graphics

- - Gene - associated gene details
Score Expect Method Identities Positives Gaps I 9

60.1 bits(144) 8e-09 Compositional matrix adjust. 64/250(26%) 106/250(42%) 45/250(18%)

Query 20  VTGAAGFI GSW.VNVRLLERGYNVHA- TVRDPENKKKVKHLLELPKADTNLTLWKADLTVE 78
V G G+G +V +LL RGY V+ +R  + +V+ L DL+
Sbjct 25 VI GGCGFLGQHWEQLLARGYAVNVFDI RQGFDNPRVQFFL- - - - - = - - - - - - - GDLCSQ 71

Query 79  GSFDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGMLSI | ESCAKANTVKRLVFTSS 138
A++G VFH A+P F + + + G ++IE+C +A V++L+ TSS
Sbhjct 72 QDL YPALKGVSTVFHCASPPPENNN- - KELFYRVNYI GTKNVI ETCKEAG- VOKLI LTSS 128

Query 139 AGIL- - - - DVQEQQKLFYDQTSWSDLDFI YAKKMTGAMYFVSKI LAEKSAM EETKKKNI 193

A + Dt++ + D YA K + Y +KIL E++ + +KN
Shjct 129 ASVI FEGVDI KNGTE- - --------- DLPYATKPI DY- YTETKI LQERAVLGAHDPEKNF 176
Query 194 DFI SI | PPLWGPFI TPTFPPSLI TA- - - - - LSLI TGNEAHYCI | KQGQYVHLDDLCEAH 248
+H P +G P PLI A + + OGN + At H
Shjct 177 LTTAI RPHGE FGP- RDPQLVPI LI EAAKKGKMKFM G\JGKNLV ----- DFTFVENVWHCGH 230

Query 249 | FLYEHPKAD 258
| EH D
Sbhjct 231 | LAAEHLSQD 240

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Sterol-4-alpha-carboxylate 3-dehydrogenase, decarboxylating; AltName: Full=Protein H105e3
Sequence ID: Q15738.2 Length: 373 Number of Matches: 1

Related Information
Range 1: 42 to 266 GenPept Graphics

- — -associated gene details
Score Expect Method Identities Positives Gaps Gene 9

55.8 bits(133) 2e-07 Compositional matrix adjust. 63/258(24%) 107/258(41%) 43/258(16%)

Query 20  VTGAAGFI GSW.VVRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKADLTVEG 79
V G +GF+G  +V +LL RGY V N ++ + P+ + o+
Sbjct 42 VI GGSGFLGQHWEQLLARGYAV- - - - - - - - NVFDI QQGFDNPQ- - - - VRFFLGDLCSRQ 89

Query 80  SFDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGVLSI | ESCAKANTVKRLVFTSSA 139
A++G  VFH A*P S+ + + G ++ E+C +A V++L+ TSSA
Sbjct 90  DLYPALKGVNTVFHCASPP- - PSSNNKELFYRVNY! GTKNVI ETCKEAG- VQKLI LTSSA 146

Query 140 GTL- --- D\/QE@(LFYDQTSV\BDLDFI YAKKMIGAMYFVSKI LAEKSAMVEETK- KKNI D 194
D++ D

YAK + Y +KIL E++ + +KN
Sbjct 147 SVI FEGVD! KNGTE- - << - - - - - DLPYAMKPI DY- YTETKI LQERAVLGANDPEKNFL 194
Query 195 FI Sl | PPLWGPFI TPTFPPSLI TA- - - - - LSLI TENEAHYO! | KQRQNWHLDDLCEAH! - 249
+ P +G P PL A + + QN + +ttt H
Sbjct 195 TTAI RPHGE FGPR- DPQLVPI LI EAARNGKMKFVI ONGKALV- - - - - DFTFVENVWHGH 248

Query 250 FLYEHPKADGRFI CSSHH 267
E D + H
Sbhjct 249 LAAEQLSRDSTLGGKAFH 266

Download GenPept Graphics Next Previous Descriptions

RecName: Full=3 beta-hydroxysteroid dehydrogenase/Delta 5-->4-isomerase type 1; AltName: Full=3 beta-hydroxysteroid
dehydrogenase/Delta 5-->4-isomerase type |; Short=3-beta-HSD I; Includes: RecName: Full=3-beta-hydroxy-Delta(5)-
steroid dehydrogenase; AltName: Full=3-beta-hydroxy-5-ene steroid dehydrogenase; AltName: Full=Progesterone

NCBI Blast_Protein Sequence (380 letters) DFR.html[5/04/2017 4:35:50 PM]



https://www.ncbi.nlm.nih.gov/protein/81883212?report=genbank&log$=protalign&blast_rank=38&RID=E93GT0WF013&from=31&to=255
https://www.ncbi.nlm.nih.gov/protein/81883212?report=graph&rid=E93GT0WF013[81883212]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=20:266&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_122140773
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_122140773
https://www.ncbi.nlm.nih.gov/protein/122140773?report=genbank&log$=protalign&blast_rank=39&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/122140773?report=graph&rid=E93GT0WF013[122140773]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=15:250&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_122140773
https://www.ncbi.nlm.nih.gov/protein/122140773?report=genbank&log$=protalign&blast_rank=39&RID=E93GT0WF013&from=25&to=240
https://www.ncbi.nlm.nih.gov/protein/122140773?report=graph&rid=E93GT0WF013[122140773]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=15:250&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_8488997
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_8488997
https://www.ncbi.nlm.nih.gov/protein/8488997?report=genbank&log$=protalign&blast_rank=40&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/8488997?report=graph&rid=E93GT0WF013[8488997]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=31:277&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_8488997
https://www.ncbi.nlm.nih.gov/protein/8488997?report=genbank&log$=protalign&blast_rank=40&RID=E93GT0WF013&from=42&to=266
https://www.ncbi.nlm.nih.gov/protein/8488997?report=graph&rid=E93GT0WF013[8488997]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=31:277&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_3334106
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_3334106
https://www.ncbi.nlm.nih.gov/protein/3334106?report=genbank&log$=protalign&blast_rank=41&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/3334106?report=graph&rid=E93GT0WF013[3334106]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:168&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_3334106
https://www.ncbi.nlm.nih.gov/protein/122140773?report=genbank&log$=protalign&blast_rank=39&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/8488997?report=genbank&log$=protalign&blast_rank=40&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/gene?term=81883212[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=38
https://www.ncbi.nlm.nih.gov/gene?term=122140773[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=39
https://www.ncbi.nlm.nih.gov/gene?term=8488997[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=40

NCBI Blast:Protein Sequence (380 letters)

reductase; Includes: RecName: Full=Steroid Delta-isomerase; AltName: Full=Delta-5-3-ketosteroid isomerase
Sequence ID: Q60555.3 Length: 373 Number of Matches: 1

Related Information
Range 1: 5 to 161 GenPept Graphics

Score Expect Method Identities Positives Gaps

55.5 bits(132) 3e-07 Compositional matrix adjust. 45/166(27%) 79/166(47%) 23/166(13%)

Query 17  TVCVTGAAGH GSW.VMRLLERGYNVHATVRD- - - - PENKKKVKHLLELPKADTNLTLWK 72
+ VIGA GF+G ++ L++ D PE +++ L + T 4T+ +
Shjct 5 SCLVTGAGGFLGQRI | RMLVQEKEL QEVRAL DKVFRPETREEFCKL- - - - QTKTKVTVLE 60

Query 73 ADLTVEGSFDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGWLSI | ESCAKANTVKR 132
D+ AQG VHA +D P+l ++G L+++E+C +A +V
Shjct 61 GDI LDAQCLRRACQG SWVI HTAAAI DVFGAI PRQTI | DI NLKGTLNLLEACVQA- SVPA 119

Query 133 LVFTSS---AG------ TLDVQEQQKLFYDQTSWSDLDFI YAKKM 168
++TSS  AG L+ E+Qr +HAWBD  + Y+KKM
Shjct 120 FI YTSSI DVAGPNSYKE! VLNGHEEQQ - - HESTWSD- PYPYSKKM 161

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=3 beta-hydroxysteroid dehydrogenase/Delta 5-->4-isomerase; Short=3-beta-HSD; Includes: RecName:
Full=3-beta-hydroxy-Delta(5)-steroid dehydrogenase; AltName: Full=3-beta-hydroxy-5-ene steroid dehydrogenase;
AltName: Full=Progesterone reductase; Includes: RecName: Full=Steroid Delta-isomerase; AltName: Full=Delta-5-3-
ketosteroid isomerase

Sequence ID: Q9N119.4 Length: 373 Number of Matches: 1

Related Information
Range 1: 8 to 168 GenPept Graphics

o - Gene - associated gene details
Score Expect Method Identities Positives Gaps I 9

53.9 bits(128) 8e-07 Compositional matrix adjust. 47/169(28%) 75/169(44%) 10/169(5%)

Query 20  VTGAAGFI GSW.VVRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKADLTVEG 79
VIG GF+G +V LLE VD K +V+ ++ LT+ + D+ E
Sbhjct 8 VTGGGGFLGQRI VHLLLEEKDL QEl RVLDKVFKPEVREEFSKLQSKI KLTMLEGDI LDEQ 67

Query 80  SFDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGWLSI | ESCAKANTVKRLVFTSSA 139
AQG VHA++D + V+K V+G ++E+C +A +V  + TSS
Shjct 68  CLKGACQGASWVI HTASI | DVWNAVGRETVMKVNVKGTQLLLEACVQA- SVPVFI HTSSI 126

Query 140 GTLDVQEQQKLFYDQTSWSDLDFI YAKKMIGAM - YFVSKI LAEKSAME 186
+++  + L+ T W Y +SK LAEK+ +E
Shjct 127 EVAGPNSYREVI QNACEEDRLE- - - - - - - TAWSAPYPLSKKLAEKAVLE 168

Download GenPept Graphics Next Previous Descriptions

RecName: Full=3 beta-hydroxysteroid dehydrogenase/Delta 5-->4-isomerase type 2; AltName: Full=3 beta-hydroxysteroid
dehydrogenase/Delta 5-->4-isomerase type II; Short=3-beta-HSD II; Includes: RecName: Full=3-beta-hydroxy-Delta(5)-
steroid dehydrogenase; AltName: Full=3-beta-hydroxy-5-ene steroid dehydrogenase; AltName: Full=Progesterone
reductase; Includes: RecName: Full=Steroid Delta-isomerase; AltName: Full=Delta-5-3-ketosteroid isomerase

Sequence ID: Q64421.3 Length: 373 Number of Matches: 1
Related Information

Range 1: 5 to 167 GenPept Graphics

Score Expect Method Identities Positives Gaps

53.1 bits(126) 1e-06 Compositional matrix adjust. 48/183(26%) 84/183(45%) 34/183(18%)

Query 17  TVCVTGAAGH GSW.VMRLLERGYNVHATVRD- - - - PENKKKVKHLLELPKADTNLTLWK 72
+ VIGA GF+G ++ L++ + D PE +++ L + T 4T+ +
Shjct 5 SCLVTGAGGFLGQRI | HLLVQEKDLEEVRLLDKVFRPETREEFFKL- - - - QTKTKVTVLE 60

Query 73 ADLTVEGSFDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGWLSI | ESCAKANTVKR 132
D+ AQG VHA +D P+l V+G L+++E+C +A +V
Shjct 61 GDI LDAQCLRRACQG SWVI HTAAAI DVWAG | PRQTIT | DI NVKGTLNLLEACVQA- SVPA 119

Query 133 LVFTSS---AG------ TLDVQEQQKLFYDQTSWBDLDFI YAKKMIGAMYFVSKI LAEK 182
++TSS  AG L+ E+Qr +++WED Y SK++AEK
Shjct 120 FI YTSSI DVAGPNSYKE! VLNGHEEQQ - - HESTWBD- - - - === - - - - PYPYSKMVAEK 164

Query 183 SAM 185
+ +

Sbhjct 165 AVL 167

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Putative uncharacterized oxidoreductase C1773.04; Flags: Precursor
Sequence ID: 094563.1 Length: 336 Number of Matches: 1

Related Information
Range 1: 5 to 284 GenPept Graphics . .
Gene - associated gene details

Score Expect Method Identities Positives Gaps

52.8 bits(125) 2e-06 Compositional matrix adjust. 72/295(24%) 117/295(39%) 43/295(14%)

Query 18 VCVTGAAGFI GSW.VMRLLERGYNVHATVR- - - - - - - - - - - DPENKKKVKHLLELPKADT 66
V +TG GF+ S LL +G¥ V. T R PE +KKV+ +++P
Shjct 5 VLI TG TGFVASHSAEAL L SQGYRVRGT YRFQEKL DGLLKNRPEWEKKVE- FVQVP- - - - 59

NCBI Blast_Protein Sequence (380 letters) DFR.html[5/04/2017 4:35:50 PM]



https://www.ncbi.nlm.nih.gov/protein/3334106?report=genbank&log$=protalign&blast_rank=41&RID=E93GT0WF013&from=5&to=161
https://www.ncbi.nlm.nih.gov/protein/3334106?report=graph&rid=E93GT0WF013[3334106]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:168&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_51315735
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_51315735
https://www.ncbi.nlm.nih.gov/protein/51315735?report=genbank&log$=protalign&blast_rank=42&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/51315735?report=graph&rid=E93GT0WF013[51315735]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:176&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_51315735
https://www.ncbi.nlm.nih.gov/protein/51315735?report=genbank&log$=protalign&blast_rank=42&RID=E93GT0WF013&from=8&to=168
https://www.ncbi.nlm.nih.gov/protein/51315735?report=graph&rid=E93GT0WF013[51315735]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:176&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_3334109
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_3334109
https://www.ncbi.nlm.nih.gov/protein/3334109?report=genbank&log$=protalign&blast_rank=43&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/3334109?report=graph&rid=E93GT0WF013[3334109]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:175&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_3334109
https://www.ncbi.nlm.nih.gov/protein/3334109?report=genbank&log$=protalign&blast_rank=43&RID=E93GT0WF013&from=5&to=167
https://www.ncbi.nlm.nih.gov/protein/3334109?report=graph&rid=E93GT0WF013[3334109]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:175&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_74582932
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_74582932
https://www.ncbi.nlm.nih.gov/protein/74582932?report=genbank&log$=protalign&blast_rank=44&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/74582932?report=graph&rid=E93GT0WF013[74582932]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:297&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_74582932
https://www.ncbi.nlm.nih.gov/protein/74582932?report=genbank&log$=protalign&blast_rank=44&RID=E93GT0WF013&from=5&to=284
https://www.ncbi.nlm.nih.gov/protein/74582932?report=graph&rid=E93GT0WF013[74582932]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:297&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/3334106?report=genbank&log$=protalign&blast_rank=41&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/51315735?report=genbank&log$=protalign&blast_rank=42&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/3334109?report=genbank&log$=protalign&blast_rank=43&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/74582932?report=genbank&log$=protalign&blast_rank=44&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/gene?term=51315735[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=42
https://www.ncbi.nlm.nih.gov/gene?term=74582932[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=44

NCBI Blast:Protein Sequence (380 letters)

Query 67 NLTLWKADL TVEGSFDEAI QGCQGVFHVATP- - - - MDFESKDPENEVI KPTVRGWLSI | E 122
D ++ EA +G  V H AT ++  KDP +E++ ++G + +
Shjct 60 ------- DCRAPNAYVEAAKGVDYVI HAATEVHSNLEPPRKDP- HELLHI Al QGCENALI 111

Query 123 SCAKANTVKRLVFTSSAGT LD\/QEQJ(L FYD----- QT SWBDLDFI YAKKMITGAW - YFV 175
+ A+ VKR V+ SS L + F D W At++ + YV
Shjct 112 AAAQEPKVKRFVYI SSEAAL- - KGPVNYFGDGH\/FTEKDV\NPKTLREAEESDDELLNYTV 169

Query 176 SKI LAEKSAMEETKKKNI DF- - | SI | PPLVWGPFI - - - - TPTFPPSLI TALSLI TGNEAH 229
K L E++ + F | ++ PPL++GP S LI G
Sbhjct 170 CKKLGERAMHAFVARNTPRFQAI ALNPPLI LGPVFHLQSVDNLNFSTWFFWOLI KGRYEV 229

Query 230 YCI | KQGQYVHLDDLCEAH FLYEHPKADGRFI CSSHHAI | YDVAKMVREKVPEY 284
K~ YV + DL EA + RF+ S D+ + + +P++
Sbjct 230 APESKFFNYVDVRDLAEAQVKAL TAKTDKDRFVI SGGAFKNDDI VNVALKYFPQF 284

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=3 beta-hydroxysteroid dehydrogenase/Delta 5-->4-isomerase type 1; AltName: Full=3 beta-hydroxysteroid
dehydrogenase/Delta 5-->4-isomerase type |; Short=3-beta-HSD I; Includes: RecName: Full=3-beta-hydroxy-Delta(5)-
steroid dehydrogenase; AltName: Full=3-beta-hydroxy-5-ene steroid dehydrogenase; AltName: Full=Progesterone
reductase; Includes: RecName: Full=Steroid Delta-isomerase; AltName: Full=Delta-5-3-ketosteroid isomerase

Sequence ID: P24815.3 Length: 373 Number of Matches: 1

Related Information

Range 1: 8 to 161 GenPept Graphics . X
Gene - associated gene details

Score Expect Method Identities Positives Gaps

52.8 bits(125) 2e-06 Compositional matrix adjust. 40/160(25%) 72/160(45%) 17/160(10%)

Query 20  VTGAAGFI GSW.VNRLLERGYNVHATVRD- - - - PENKKKVKHLLELPKADTNLTLWKADL 75
VIGA GF+G  ++ L++ D PE K++ L + T +T+ + D+
Sbjct 8 VTGAGGFVGRI | KMLVQEKEL QEVRAL DKVFRPETKEEFSKL - - - - QTKTKVTVLEGDI 63

Query 76 TVEGSFDEAI QGCQGVFHVATPVDFESKDPENEVI KPTVRGWLSI | ESCAKANTVKRLVF 135
AQG VHA +D P ++ ++G  +++E+C +A +V +F
Sbjct 64 LDAQCLRRACQG SWI HTAAVI DVTGVI PRQTI LDVNLKGTQNLLEACVQA- SVPAFI F - 122

Query 136 TSSAGTLDV@QQ(LFYD ------ QTSWBDLDFI YAKKM 168
SS +K+  + +++WED  + Y+KKM
Shjct 123 CSSVDVAGPNSYKKI VLNGHEEQNHESTWSED- PYPYSKKM 161

Download GenPept Graphics Next Previous Descriptions

RecName: Full=3 beta-hydroxysteroid dehydrogenase type 7; AltName: Full=3 beta-hydroxysteroid dehydrogenase type VII;
Short=3-beta-HSD VII; AltName: Full=3-beta-hydroxy-Delta(5)-C27 steroid oxidoreductase; Short=C(27) 3-beta-HSD;
AltName: Full=Cholest-5-ene-3-beta,7-alpha-diol 3-beta-dehydrogenase; AltName: Full=Confluent 3Y1 cell-associated 2
Sequence ID: 035048.1 Length: 338 Number of Matches: 1

Related Information

Range 1: 2 to 181 GenPept Graphics . .
Gene - associated gene details

Score Expect Method Identities Positives Gaps

52.4 bits(124) 2e-06 Compositional matrix adjust. 51/196(26%) 80/196(40%) 24/196(12%)

Query 8 APSPPVAVPTVCVTGAAGFI GSW.VMRLLE- - - - - - - - RGYNVHATVRDPENKKKVKHLL 59
AS V VIG GF+G +V LLE R +++H + L
Shjct 2 ADSAQVPALVYLVTGGCGFLGEHI VRMLLEWEPRLRELRVFDLHLS- - - - - - - - - - SWE 51

Query 60 EL PKADTNL TLWKADL TVEGSFDEAI (IBC(Z;VFH\/ATPNDFESKDPENEVI KPTVRGWLS 119
EL +T + D+T A+ G VHA +D + K V+G +
Shjct 52 ELKTGPVQVTAI QGDVTQAHEVAAANVAGSHWVI HTAG_VD\/FG<ASPE|'I HKVNVQGTQN 111

Query 120 |1 ESCAKANTVKRLVFTSSAGT! LD\/QE(ZJ(L FYDQTSV\SDLDFI YAKKMTGAWMYFVSKI L 179
+++C + T + LV+TSS + + o+ |+ Y SKL
Sbhjct 112 VI DACVQTGT- RLLVYTSSIVEWG:’NVKGHPFYRGNEDTPYEAI HRHP- - - - - YPCSKAL 165

Query 180 AEKSAMEETKKKNI DF 195
AE+ +E +K + F
Sbhjct 166 AEQLVLEANGRKGLRF 181

Download GenPept Graphics Next Previous Descriptions

RecName: Full=3 beta-hydroxysteroid dehydrogenase/Delta 5-->4-isomerase; Short=3-beta-HSD; Includes: RecName:
Full=3-beta-hydroxy-Delta(5)-steroid dehydrogenase; AltName: Full=3-beta-hydroxy-5-ene steroid dehydrogenase;
AltName: Full=Progesterone reductase; Includes: RecName: Full=Steroid Delta-isomerase; AltName: Full=Delta-5-3-
ketosteroid isomerase

Sequence ID: P14893.2 Length: 373 Number of Matches: 1

Related Information
Range 1: 8 to 161 GenPept Graphics
Score Expect Method Identities Positives Gaps

52.0 bits(123) 3e-06 Compositional matrix adjust. 40/156(26%) 75/156(48%) 9/156(5%)

Gene - associated gene details

Query 20  VTGAAGFI GSW.VVRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKADLTVEG 79
VIG GF+G ++ L+E VD + +V+ ++ LTL + D+ E
Shjct 8 VTGGGGFLGRI | CLLVEEKDL QEl RVLDKVFRPEVREEFSKLQSKI KLTLLEGDI LDEQ 67

NCBI Blast_Protein Sequence (380 letters) DFR.html[5/04/2017 4:35:50 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_112768
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_112768
https://www.ncbi.nlm.nih.gov/protein/112768?report=genbank&log$=protalign&blast_rank=45&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/112768?report=graph&rid=E93GT0WF013[112768]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=1:168&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_112768
https://www.ncbi.nlm.nih.gov/protein/112768?report=genbank&log$=protalign&blast_rank=45&RID=E93GT0WF013&from=8&to=161
https://www.ncbi.nlm.nih.gov/protein/112768?report=graph&rid=E93GT0WF013[112768]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=1:168&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81861101
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81861101
https://www.ncbi.nlm.nih.gov/protein/81861101?report=genbank&log$=protalign&blast_rank=46&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/81861101?report=graph&rid=E93GT0WF013[81861101]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:189&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_81861101
https://www.ncbi.nlm.nih.gov/protein/81861101?report=genbank&log$=protalign&blast_rank=46&RID=E93GT0WF013&from=2&to=181
https://www.ncbi.nlm.nih.gov/protein/81861101?report=graph&rid=E93GT0WF013[81861101]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:189&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_112776
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_112776
https://www.ncbi.nlm.nih.gov/protein/112776?report=genbank&log$=protalign&blast_rank=47&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/112776?report=graph&rid=E93GT0WF013[112776]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=1:168&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_112776
https://www.ncbi.nlm.nih.gov/protein/112776?report=genbank&log$=protalign&blast_rank=47&RID=E93GT0WF013&from=8&to=161
https://www.ncbi.nlm.nih.gov/protein/112776?report=graph&rid=E93GT0WF013[112776]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=1:168&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/112768?report=genbank&log$=protalign&blast_rank=45&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/81861101?report=genbank&log$=protalign&blast_rank=46&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/112776?report=genbank&log$=protalign&blast_rank=47&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/gene?term=112768[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=45
https://www.ncbi.nlm.nih.gov/gene?term=81861101[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=46
https://www.ncbi.nlm.nih.gov/gene?term=112776[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=47

NCBI Blast:Protein Sequence (380 letters)

Query 80 SFDEAI QGCQGVFHVATPMDFESKDPENEVI KPTVRGWLSI | ESCAKANTVKRLVFTSS- 138
AQG VHA++D + P ++ V4G ++E+C +A +V_ + TS+
Shjct 68 CLKGACQGTSWVI HTASVI DVRNAVPRETI MNVNVKGTQLLLEACVQA- SVPVFI HTSTI 126

Query 139 --AGILD- - - - VOEQQKLFYDQTSWSDLDFI YAKKM 168
AG +QF ++  + +++WB + Y+KK+
Shjct 127 EVAGPNSYREI | QDGREEEHHESAWSS- PYPYSKKL 161

Download GenPept Graphics Next Previous Descriptions

RecName: Full=3 beta-hydroxysteroid dehydrogenase type 7; AltName: Full=3 beta-hydroxysteroid dehydrogenase type VII;
Short=3-beta-HSD VII; AltName: Full=3-beta-hydroxy-Delta(5)-C27 steroid oxidoreductase; Short=C(27) 3-beta-HSD;
AltName: Full=Cholest-5-ene-3-beta,7-alpha-diol 3-beta-dehydrogenase
Sequence ID: QIEQC1.1 Length: 369 Number of Matches: 1

Related Information

Range 1: 7 to 177 GenPept Graphics

— — - associated gene details
Score Expect Method Identities Positives Gaps Gene 9

51.2 bits(121) 6e-06 Compositional matrix adjust. 49/181(27%) 79/181(43%) 14/181(7%)

Query 15 VPTVC- - VTGAAGF| GSWLVVRLLERGYNVHATVRDPE- - NKKKVKHLLELPKADTNLTL 70
VPT+ VIG GF+G +V LLER +R+ + L EL +T
Shjct 7 VPTLVYLVTGGCGFLGEHI VRMLLER- - - - EPRLRELRVFDLHLSSW.EELKAGPVQVTA 62

Query 71 WKADL TVEGSFDEAI QGCQGVFHVATPVDFESKDPENEVI KPTVRGWLSI | ESCAKANTV 130
+ D+T A+ G VHA +D K + K V+tG ++l++C + T
Shjct 63 I QGDVTQAHEVAAAMSGSHVVI HTAGLVDVFGKASPKTI HKVNVQGTQNVI DACVQTGT- 121

Query 131 KRLVFTSSAGTLD\/QEQJ(LFYDQTSV\SDLDFI YAKKMTGAMYFVSKI LAEKSAMVEETKK 190
+ LV+TSS  + + 4 Y SK LAE+ +E +
Sbjct 122 QYLVYTSSMEVWGPNI KGHPFYRGNEDTPYEAVHSHP ————— YPCSKALAEQLVLEANGR 176

Query 191 K 191
K
Shject 177 K 177

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Short-chain dehydrogenase/reductase family 42E member 1
Sequence ID: QOIH73.1 Length: 386 Number of Matches: 1

Related Information

Range 1: 7 to 253 GenPept Graphics

- - Gene - associated gene details
Score Expect Method Identities Positives Gaps I 9

51.2 bits(121) 6e-06 Compositional matrix adjust. 69/274(25%) 115/274(41%) 42/274(15%)

Query 14  AVPTVCVTGAAGHI GSW.VVRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKA 73
A TV +TG G+ G L L E+G VH + D + ELP+ + +
Shject 7 AKETWI TGGGGYFGHRLGCTLHEKG: - VHVI LFDI RKPDQ- - - - - ELPEG- - - | HFVQG 56

Query 74  DLTVEGSFDEA QGOQGVFHVAT- PMDFESKDPENEVI KPTVRGVLSI | ESCAKANTVKR 132
D+ +++G VFHA+ M ++ ++ VRG +1++C NVR
Sbjct 57  DVRSLSQLEDWAGASCVFHTASYGVBGKEQLHRQKI EAl NVRGTENI | QACI NTN- VPR 115

Query 133 LVFTSS------ AGTLDVQEQQKLFYDQTSWEDLDFI YAKKMIGAMYFVSKI LAEKSAVE 186
LV+TS+ T+ ++ + Q++D Y+t T  FV K+

Sbjct 116 LVYTSTFNVI FGGQTI RDGDESLPYLPQDAFVD- - - NYSRTKTVAENFVLKM - - - - - NN 166

Query 187 ETKKKNI DFI - - - S| | PPLWGPFI TPTFPPSLI TALSLI TGNEAHYCI | KQG----- QY 238
+ KN F+ S+  +GP P+ +AL E + G Qr

Sbjct 167 QELKNNSGFLRTCSLRAAGH YGP- GEQRHLPRI | SAL- - - - - - EKGVFLFVYGDNPLVQF 219

Query 239 VHLDDLCEAHI FLYEHPKADGRFI CSSHHAI | YD 272
VHD+L  AHI E  ++ +4 + I D
Shjct 220 VHVDNLI SAHI LAAEALTSEKKY!I AAGQPYFI SD 253

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=ADP-L-glycero-D-manno-heptose-6-epimerase; AltName: Full=ADP-L-glycero-beta-D-manno-heptose-6-
epimerase; Short=ADP-glyceromanno-heptose 6-epimerase; Short=ADP-hep 6-epimerase; Short=AGME
Sequence ID: Q12CM2.1 Length: 335 Number of Matches: 1

Related Information
Range 1: 3 to 171 GenPept Graphics
Score Expect Method Identities Positives Gaps

50.1 bits(118) 1e-05 Compositional matrix adjust. 51/176(29%) 76/176(43%) 26/176(14%)

Query 18 VCVTGAAGFI GSW.VVRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKADLTV 77
+ VIGAAGFIGS LV L +RG + VD + K++L +L AD DL
Shjct 3 I VWTGAAGFI GSNLVKGLNDRG DDI | AVDDL THGDKFRNLADLQ ADYI DADDFYDLFA 62

Query 78  EGSFDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGM.SI | ESCAKANTVKRLVFTS 137
EGHF + + VFH D D+ ++ + +C+ T RL++ S
Sbjct 63  EGAFGQ - - - VEAVFHEGACSDTMVEL DGK- YMVDNNYTLSCEL FHACQEQGT- - RLLYAS 115

Query 138 SAGT----------mommn- L DVQEQQKLFYDQTSWBDLDFI Y- - - AKKMTGAWWE 174
SA T L+V KL +DQ  +L + A ++ G+ YF
Shjct 116 SAATYGGSDTFSESPEFERPLNVYGYSKLLFDQRVRREL GARFENAATQVAGFRYF 171

NCBI Blast_Protein Sequence (380 letters) DFR.html[5/04/2017 4:35:50 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_47605548
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_47605548
https://www.ncbi.nlm.nih.gov/protein/47605548?report=genbank&log$=protalign&blast_rank=48&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/47605548?report=graph&rid=E93GT0WF013[47605548]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:185&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_47605548
https://www.ncbi.nlm.nih.gov/protein/47605548?report=genbank&log$=protalign&blast_rank=48&RID=E93GT0WF013&from=7&to=177
https://www.ncbi.nlm.nih.gov/protein/47605548?report=graph&rid=E93GT0WF013[47605548]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:185&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_123911482
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_123911482
https://www.ncbi.nlm.nih.gov/protein/123911482?report=genbank&log$=protalign&blast_rank=49&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/123911482?report=graph&rid=E93GT0WF013[123911482]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:265&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_123911482
https://www.ncbi.nlm.nih.gov/protein/123911482?report=genbank&log$=protalign&blast_rank=49&RID=E93GT0WF013&from=7&to=253
https://www.ncbi.nlm.nih.gov/protein/123911482?report=graph&rid=E93GT0WF013[123911482]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:265&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_118573563
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_118573563
https://www.ncbi.nlm.nih.gov/protein/118573563?report=genbank&log$=protalign&blast_rank=50&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/118573563?report=graph&rid=E93GT0WF013[118573563]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:179&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_118573563
https://www.ncbi.nlm.nih.gov/protein/118573563?report=genbank&log$=protalign&blast_rank=50&RID=E93GT0WF013&from=3&to=171
https://www.ncbi.nlm.nih.gov/protein/118573563?report=graph&rid=E93GT0WF013[118573563]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:179&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/47605548?report=genbank&log$=protalign&blast_rank=48&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/123911482?report=genbank&log$=protalign&blast_rank=49&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/118573563?report=genbank&log$=protalign&blast_rank=50&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/gene?term=47605548[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=48
https://www.ncbi.nlm.nih.gov/gene?term=123911482[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=49

NCBI Blast:Protein Sequence (380 letters)

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=3 beta-hydroxysteroid dehydrogenase/Delta 5-->4-isomerase type 6; AltName: Full=3 beta-hydroxysteroid
dehydrogenase/Delta 5-->4-isomerase type VI; Short=3-beta-HSD VI; Includes: RecName: Full=3-beta-hydroxy-Delta(5)-
steroid dehydrogenase; AltName: Full=3-beta-hydroxy-5-ene steroid dehydrogenase; AltName: Full=Progesterone
reductase; Includes: RecName: Full=Steroid Delta-isomerase; AltName: Full=Delta-5-3-ketosteroid isomerase

Sequence ID: 035469.4 Length: 373 Number of Matches: 1

Related Information
Range 1: 5 to 161 GenPept Graphics
Score Expect Method Identities Positives Gaps

50.1 bits(118) 1e-05 Compositional matrix adjust. 42/165(25%) 77/165(46%) 21/165(12%)

Gene - associated gene details

Query 17 TVCVTGAAGFI GSW.VVRLLERGYNVHATVRD- - - - PENKKKVKHLLELPKADTNL--TL 70
+ VIGA GF+G +V  L++ VvV D PE +++ +L DTN+ T+
Shjct 5 SCLVTGAGGFLGQRI VQLLMQEKDL EElI RVLDKFFRPETREQFFNL- - - - - - DTNI KVTV 58

Query 71 WKADL TVEGSFDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGW.SI | ESCAKANTV 130
+ D+ +AQG VHA +D P ++ ++G +++E+C +A +V
Sbjct 59 LEGDI LDTQYLRKACQA SWVI HTAAVI DVTGVI PRQTI LDVNLKGTONLLEACI QA- SV 117

Query 131 KRLVFTSSAGTLDVQEQKLFYD- - - - - - - QTSWBDLDFI YAKKM 168
+F+SS +++  + ++ WD + Y+KKM
Shjct 118 PAFI FSSSVDVAGPNSYKE! | LNGNEEEHHESI WSD- PYPYSKKM 161

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=ADP-L-glycero-D-manno-heptose-6-epimerase; AltName: Full=ADP-L-glycero-beta-D-manno-heptose-6-
epimerase; Short=ADP-glyceromanno-heptose 6-epimerase; Short=ADP-hep 6-epimerase; Short=AGME
Sequence ID: ALIVR25.1 Length: 335 Number of Matches: 1

Related Information
Range 1: 3 to 171 GenPept Graphics

Score Expect Method Identities Positives Gaps

50.1 bits(118) 1e-05 Compositional matrix adjust. 51/177(29%) 74/177(41%) 28/177(15%)

Query 18 VCVTGAAGFI GSW.VVRLLERGYNVHATVRDPENKKKVKHLLEL PKADTNLTLWKADLTV 77
+ VIGAAGFIGS LV L RG + V D K ++L +L AD D
Shjct 3 I VWTGAAGFI GSNLVKGLNARG DDI | AVDDL TQGDKFRNLADLRI ADYMDAGDFYDRFA 62

Query 78 EGSFDEAI QGCQGVFHVATPVDFESKDPENEVI KPTVRGW LS| | ESCAKANTVKRLVFT 136
EG+F + VFH D + +P+ + + + ++ +C NT RL++
Shjct 63 EGAFGH- - - - VEAVFHEGACSD- - TMEPDGKYMVANNYTLSCNLFRACONONT- - RLLYA 114

Query 137 SSAGT---------------- LDVQEQQKLFYDQTSWEDLDFI YAKKMT- - - GAMYF 174
SSA T L+V KL +DQ +L + T G+ YF
Shjct 115 SSAATYGGSDTFSESPEFEKPLNVYGYSKLLFDQHVRRELGVRFENAQTQVAGFRYF 171

Download GenPept Graphics Next Previous Descriptions

RecName: Full=3 beta-hydroxysteroid dehydrogenase/Delta 5-->4-isomerase type 2; AltName: Full=3 beta-hydroxysteroid
dehydrogenase/Delta 5-->4-isomerase type II; Short=3-beta-HSD II; Includes: RecName: Full=3-beta-hydroxy-Delta(5)-
steroid dehydrogenase; AltName: Full=3-beta-hydroxy-5-ene steroid dehydrogenase; AltName: Full=Progesterone
reductase; Includes: RecName: Full=Steroid Delta-isomerase; AltName: Full=Delta-5-3-ketosteroid isomerase

Sequence ID: P26149.4 Length: 373 Number of Matches: 1

Related Information

Range 1: 8 to 161 GenPept Graphics . .
Gene - associated gene details

Score Expect Method Identities Positives Gaps

50.1 bits(118) 1le-05 Compositional matrix adjust. 39/160(24%) 74/160(46%) 17/160(10%)

Query 20  VTGAAGFI GSW.VMRLLERG - - - YNVHATVRDPENKKKVKHLLELPKADTNLTLWKADL 75
VTGA GF+G ++ L++ V. V PE +K+ +L + +T+ + D+
Shjct 8 VTGAGGFLGRI | QLLVQEEDLEEI RVLDKVFRPETRKEFFNL- - - - ETSI KVTVLEGDI 63

Query 76  TVEGSFDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGWLSI | ESCAKANTVKRLVF 135
AQG VHA +D P ++ ++G +++E+C +A +V  +F
Shjct 64  LDTQYLRRACQGQ SVVI HTAAI | DVTGVI PRQTI LDVNLKGTONLLEACI QA- SVPAFI F 122

Query 136 TSSAGILDVQEQQKLFYD------- QTSWBDLDFI YAKKM 168
+SS +++  + +++WED + Y+KKM
Shjct 123 SSSVDVAGPNSYKEI VLNGHEEECHESTWSED- PYPYSKKM 161

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=3 beta-hydroxysteroid dehydrogenase/Delta 5-->4-isomerase; Short=3-beta-HSD; Includes: RecName:
Full=3-beta-hydroxy-Delta(5)-steroid dehydrogenase; AltName: Full=3-beta-hydroxy-5-ene steroid dehydrogenase;
AltName: Full=Progesterone reductase; Includes: RecName: Full=Steroid Delta-isomerase; AltName: Full=Delta-5-3-
ketosteroid isomerase

Sequence ID: O46516.3 Length: 373 Number of Matches: 1

Related Information
Range 1: 5 to 234 GenPept Graphics

Gene - associated gene details
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_338817903
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_338817903
https://www.ncbi.nlm.nih.gov/protein/338817903?report=genbank&log$=protalign&blast_rank=51&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/338817903?report=graph&rid=E93GT0WF013[338817903]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:168&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_338817903
https://www.ncbi.nlm.nih.gov/protein/338817903?report=genbank&log$=protalign&blast_rank=51&RID=E93GT0WF013&from=5&to=161
https://www.ncbi.nlm.nih.gov/protein/338817903?report=graph&rid=E93GT0WF013[338817903]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:168&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_167017163
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_167017163
https://www.ncbi.nlm.nih.gov/protein/167017163?report=genbank&log$=protalign&blast_rank=52&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/167017163?report=graph&rid=E93GT0WF013[167017163]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:179&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_167017163
https://www.ncbi.nlm.nih.gov/protein/167017163?report=genbank&log$=protalign&blast_rank=52&RID=E93GT0WF013&from=3&to=171
https://www.ncbi.nlm.nih.gov/protein/167017163?report=graph&rid=E93GT0WF013[167017163]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:179&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_338817902
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_338817902
https://www.ncbi.nlm.nih.gov/protein/338817902?report=genbank&log$=protalign&blast_rank=53&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/338817902?report=graph&rid=E93GT0WF013[338817902]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=1:168&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_338817902
https://www.ncbi.nlm.nih.gov/protein/338817902?report=genbank&log$=protalign&blast_rank=53&RID=E93GT0WF013&from=8&to=161
https://www.ncbi.nlm.nih.gov/protein/338817902?report=graph&rid=E93GT0WF013[338817902]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=1:168&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_12643612
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_12643612
https://www.ncbi.nlm.nih.gov/protein/12643612?report=genbank&log$=protalign&blast_rank=54&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/12643612?report=graph&rid=E93GT0WF013[12643612]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:245&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_12643612
https://www.ncbi.nlm.nih.gov/protein/12643612?report=genbank&log$=protalign&blast_rank=54&RID=E93GT0WF013&from=5&to=234
https://www.ncbi.nlm.nih.gov/protein/12643612?report=graph&rid=E93GT0WF013[12643612]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:245&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/338817903?report=genbank&log$=protalign&blast_rank=51&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/167017163?report=genbank&log$=protalign&blast_rank=52&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/338817902?report=genbank&log$=protalign&blast_rank=53&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/12643612?report=genbank&log$=protalign&blast_rank=54&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/gene?term=338817903[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=51
https://www.ncbi.nlm.nih.gov/gene?term=338817902[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=53
https://www.ncbi.nlm.nih.gov/gene?term=12643612[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=54

NCBI Blast:Protein Sequence (380 letters)

Score Expect Method Identities Positives Gaps

50.1 bits(118) 2e-05 Compositional matrix adjust. 53/239(22%) 98/239(41%) 15/239(6%)

Query 17  TVCVTGAAGH GSW.VMRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKADLT 76
+ VIGA GF+G +V L+E D+ +++ ++ LT+ + D+
Shjct 5 SCLVTGAGGFLGQRI VRLLVEEKEVQE! RALDKVFRPELREEFSKLQSKVKLTVLEGDI L 64

Query 77  VEGSFDEA QUOQGVFHVATPMOFESKDPENEV! KPTVRGM.S| | ESCAKANTVKRLVFT - 136
AQG VHA+r +D + + V.G ++E+CHA +V 44T
Sbjct 65 DEQ:LKRACQGASAW HTASI | DVTNLFNPQUTMNVNVEGTQLLLEACSQA- SVPI FI YT 123

Query 137 SSAGT L DVQEQQKLFYDQT SWSDLDFI YAKKMIGAM - YFVSKI LAEKSAMEET- - - - KK 190
+++ 4 + L+ TW Y SK LAEK+ + K
Shjct 124 SSVAVAGPNSYREI | ONGHEEAHLE- - - - - - - TKWSSPYPYSKKLAEKAVLAANGLPLKN 176

Query 191 KNI DFI SI | PPLVWGPFI TPTFPPSLI TALSLI TGNEAHYCI | KQGQYVHLDDLCEAHI 249
+ o+ P+ o+ +PT + L+ G HC + V++ ++ AH
Shjct 177 GGTLYTCALRPMFI YGEGSPTLYYLMHEGLN- NNG LTHNCKFSRANPVYVGNI AWAHI 234

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=UDP-glucose 4-epimerase; AltName: Full=Galactowaldenase; AltName: Full=UDP-galactose 4-epimerase
Sequence ID: Q56623.1 Length: 328 Number of Matches: 1

Related Information
Range 1: 11 to 253 GenPept Graphics

Score Expect Method Identities Positives Gaps
49.7 bits(117) 2e-05 Compositional matrix adjust. 69/274(25%) 117/274(42%) 42/274(15%)

Query 17 TVCVTGAAGFI GSW.VVRL - LERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKADL 75
++ +TG+ GF+G+ LV L L+ Y V + VR NK D L D+
Shjct 11 S| LLTGSTGFVGTNLVKSLTLKSDYI VKSAVRHAVNK- - - - - - - - - - - - DDGLLFEVGDI 58

Query 76  TVEGSFDEAI QGCQGVFHVATP- - - MDFESKDPENEVI KPTVRGWLSI | ESCAKANTVKR 132
F+  ++ VHA MD + +P + G +++ + + VKR
Shjct 59 NASTDFEL PLKNT TVVVHCAARAHVIVDDKEAEPL TL YREVNTAGTVNLAKQAI DSG- VKR 117

Query 133 LVFTSSAGTLDVQEQWXKL- - - - FYDQTSWSDLDFI YAKKMIGAMYFVSKI LAEKSAVEET 188
+F SS +V + L F +++ D Y +SK  AEK +
Shjct 118 FIFI SS-- -1 KVNGEGTLVGCPFKTEDNHAPED- - - - - - - - - - DYGLSKSEAEKQLVALA 164

Query 189 KKKNI DFI SI | PPLVWGPFI TPTFPPSLI TALSLI TGNEAHYCI | KQGQ- - YVHLDDLCE 246
K +++ + 1 P+Vv G + F SL+ +S G + | Q+ V +++L +
Sbjct 165 KDSSMEWI | RPTI VYGPGVKANF- ASLVRLVS- - K@ PLPFGSI TONKRSLVSI NNLVD 221

Query 247 AHI FLYEHPKADGR- FI CSSHHAI | YDVAKMVRE 279
+ +HPKA + F+ S H+  A+MRE
Sbjct 222 LI VTCI DHPKAANQVFLVSDGHDV- - STAEMVRE 253

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Uncharacterized protein C2A9.02
Sequence ID: Q9Y7K4.1 Length: 295 Number of Matches: 1

Related Information
Range 1: 3 to 77 GenPept Graphics
Score Expect Method Identities Positives Gaps

49.3 bits(116) 2e-05 Compositional matrix adjust. 32/83(39%) 41/83(49%) 8/83(9%)

Gene - associated gene details

Query 18 VCVTGAAGHFI GSWLVVRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKADLTV 77
+ VIGAAGFI GS +V +LLE G+ V.= VR EN K++ P TL D
Shjct 3 | FVTGAAGFI GSEI VRQLLEAGHEVVGLVRSEENAAKLRAAGGTPYI G- - - TLEDLD--- 56

Query 78 EGSFDEAI QGCQGVFHVATPMDF 100
+ ++ CG/HA ©DF
Shjct 57 -- TLKKGVAQCDGVI HTAFVHDF 77

Download GenPept Graphics Next Previous Descriptions
RecName: Full=Sterol-4-alpha-carboxylate 3-dehydrogenase, decarboxylating

Sequence ID: Q54L85.1 Length: 328 Number of Matches: 1
Related Information
Range 1: 1 to 121 GenPept Graphics

Score Expect Method Identities Positives Gaps

49.3 bits(116) 2e-05 Compositional matrix adjust. 34/130(26%) 58/130(44%) 11/130(8%)

Query 15  VPTVCVTGAAGF! GSVILVNVRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKAD 74
+ V+TG+GF+G +++ L+ GYVA R + K+ + P +
Sbjct 1 MKNVFLTGGSGFLGKY! | EELI SNGYKVFALSRSETSNKVLSQVGATPVM - - - - - - - ss 52

Query 75 LTVEGSFDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGWLSI | ESCAKANT- - VKR 132
L E EAl+GC VHA ++ S+ + E+ K + + C +++T V
Shjct 53 LHDEQGLTEAI KGCDI VI HCAAKLETNSESVQ- ELYKDNI DATELLFNI CNQSSTSSVSV 111

Query 133 LVFTSSAGTL 142
F SS G +
Shjct 112 FCFI SSEGVI 121

NCBI Blast_Protein Sequence (380 letters) DFR.html[5/04/2017 4:35:50 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_2494666
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_2494666
https://www.ncbi.nlm.nih.gov/protein/2494666?report=genbank&log$=protalign&blast_rank=55&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/2494666?report=graph&rid=E93GT0WF013[2494666]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:265&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_2494666
https://www.ncbi.nlm.nih.gov/protein/2494666?report=genbank&log$=protalign&blast_rank=55&RID=E93GT0WF013&from=11&to=253
https://www.ncbi.nlm.nih.gov/protein/2494666?report=graph&rid=E93GT0WF013[2494666]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:265&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_74626300
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_74626300
https://www.ncbi.nlm.nih.gov/protein/74626300?report=genbank&log$=protalign&blast_rank=56&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/74626300?report=graph&rid=E93GT0WF013[74626300]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:80&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_74626300
https://www.ncbi.nlm.nih.gov/protein/74626300?report=genbank&log$=protalign&blast_rank=56&RID=E93GT0WF013&from=3&to=77
https://www.ncbi.nlm.nih.gov/protein/74626300?report=graph&rid=E93GT0WF013[74626300]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:80&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_74853272
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_74853272
https://www.ncbi.nlm.nih.gov/protein/74853272?report=genbank&log$=protalign&blast_rank=57&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/74853272?report=graph&rid=E93GT0WF013[74853272]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:127&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_74853272
https://www.ncbi.nlm.nih.gov/protein/74853272?report=genbank&log$=protalign&blast_rank=57&RID=E93GT0WF013&from=1&to=121
https://www.ncbi.nlm.nih.gov/protein/74853272?report=graph&rid=E93GT0WF013[74853272]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:127&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/2494666?report=genbank&log$=protalign&blast_rank=55&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/74626300?report=genbank&log$=protalign&blast_rank=56&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/74853272?report=genbank&log$=protalign&blast_rank=57&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/gene?term=74626300[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=56

NCBI Blast:Protein Sequence (380 letters)

Download GenPept Graphics Next Previous Descriptions
RecName: Full=UDP-D-apiose/UDP-D-xylose synthase 1

Sequence ID: Q9ZUY6.1 Length: 389 Number of Matches: 1
Related Information

Range 1: 14 to 335 GenPept Graphics . .
Gene - associated gene details

Score Expect Method Identities Positives Gaps

49.3 bits(116) 3e-05 Compositional matrix adjust. 73/335(22%) 128/335(38%) 47/335(14%)

Query 12 PVAVPTVCVTGAAGHI GSWLVVRLLERGYNVHATVRDPENKKKVKHLLELPKAD- - TNLT 69
P+ T+C+ GA GFIGS L +LL H + K+KHLLE + +
Shjct 14 Pl QPLTI CM GAGGFI GSHLCEKLLTE- - TPHKVLALDVYNDKI KHLLEPDTVEWSGRI Q 71

Query 70  LWKADLTVEGSFDEAI QGCQGVFHVA- - - TPMDFESKDPENEVI KPTVRGWLSI | ESCAK 126
+ o+ o+ o+t + ++A TP D+ ++ + 1 L +++ C++

Shjct 72 FHRI NI KHDSRLEGLVKVMADLI | NLAAI CTPADYNTR- - PLDTI YSNFI DALPVVKYCSE 129

Query 127 ANTVKRLVFTSSAGT! LDVQECQ(LFYDQTSV\SDLDFI YAKKMIG: - - - - = === -~ WWFV 175
N KRL+ S+ D F K+ WY
Shjct 130 NN-- KRLI HFSTCEVYCKTI GSFLPKDHPLRDDPAFYVLKEDI SPCl FGSI EKQRWSYAC 187

Query 176 SKI LAEKSAMEETKKKNI DFI SI | PPLVWGP- - - FI TPTFPPS- - - - - == == - - - - - L 217
+KLE+ E + +F +P +G FI PS
Sbjct 188 AKQLI ERLVYAEGAENGLEFTI VRPFNW GPRVDFI PGl DGPSEGVPRVLACFSNNLLRR 247

Query 218 TALSLI TGNEAHYCI | KQGQYVHLDDLCEAHI FLYEHPKADGRFI CSSHHAI | YD\/AKM/ 277
L L+ G E+ Q +V+++D EA + + E+P+ I+ +
Shjct 248 EPLKLVDGGES------ QRTFVYI NDAI EAVLLM ENPERANGHI FN\/G\IPNNE\/TVRQ_ 301

Query 278 REKWPEYYVPTEFKG DKDLPVVSFSSKKLTDMGF 312
E EY +G + PV SSK+ G+
Shjct 302 AEMMTEVYAKVSCEGAI ES- PTVDVSSKEFYGEGY 335

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=3 beta-hydroxysteroid dehydrogenase type 5; AltName: Full=3 beta-hydroxysteroid dehydrogenase type V;
Short=3-beta-HSD V; AltName: Full=3-beta-hydroxy-5-ene steroid dehydrogenase; AltName: Full=NADPH-dependent 3-
beta-hydroxy-Delta(5)-steroid dehydrogenase; AltName: Full=Progesterone reductase

Sequence ID: P27364.3 Length: 373 Number of Matches: 1
Related Information

Range 1: 5 to 161 GenPept Graphics . .
Gene - associated gene details

Score Expect Method Identities Positives Gaps

48.9 bits(115) 3e-05 Compositional matrix adjust. 41/164(25%) 76/164(46%) 19/164(11%)

Query 17 TVCVTGAAGF! GSW.VMRLLERGYNVHATVRDPENKKKVKHLLELPKADTN- - LTLWKAD 74
+ VIGA GF+G +V L++ VR KH EL K T +T+ + D
Shjct 5 SCLVTGAGGFLGQRI VQWLVQE- - KELQEVRVL YRTFSPKHKEEL SKLQTKAKVTVLRGD 62

Query 75 LTVEGSFDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGWLSI | ESCAKANTVKRLY 134
+ AQG +HA +D P ++ V+G  ++++C +A +V  +
Shjct 63 | VDAQFLRRACQGVBVI | HTAAALDI AGFLPRQTI LDVNVKGTQLLLDACVEA- SVPAFI 121

Query 135 FTSSAGT---------- LDVQEQQKLFYDQTSWEDLDFI YAKKM 168
++SS G L+ +E++ + +++WB+  + Y+K+M
Shjct 122 YSSSTGVAGPNSYKETI LNDREEE- - - HRESTWEN- PYPYSKRM 161

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=3 beta-hydroxysteroid dehydrogenase/Delta 5-->4-isomerase type 1; AltName: Full=3 beta-hydroxysteroid
dehydrogenase/Delta 5-->4-isomerase type |; Short=3-beta-HSD I; Includes: RecName: Full=3-beta-hydroxy-Delta(5)-
steroid dehydrogenase; AltName: Full=3-beta-hydroxy-5-ene steroid dehydrogenase; AltName: Full=Progesterone
reductase; Includes: RecName: Full=Steroid Delta-isomerase; AltName: Full=Delta-5-3-ketosteroid isomerase

Sequence ID: P22071.3 Length: 373 Number of Matches: 1
Related Information

Range 1: 8 to 161 GenPept Graphics

- — - associated gene details
Score Expect Method Identities Positives Gaps Gene 9

48.9 bits(115) 3e-05 Compositional matrix adjust. 37/160(23%) 71/160(44%) 17/160(10%)

Query 20  VTGAAGFI GSW.VMVRLLERGYNVHATVRD- - - - PENKKKVKHLLELPKADTNLTLWKADL 75
VIGA GF+G  ++ L++ D PEK++ L + +T+ + D+
Shjct 8 VTGAGGFVGERI | RMLVQEKEL QEVRAL DKVFRPETKEEFSKL- - - - QTKAKVTMLEGDI 63

Query 76  TVEGSFDEAI QGCQGVFHVATPVDFESKDPENEVI KPTVRGMSI | ESCAKANTVKRLVF 135
AQG VHA +D P ++  +4G_ + +E+C +A +V_ ++
Shjct 64 LDAQYLRRACQG SWVI HTAAVI DVSHVLPRQTI LDVNLKGTONI LEACVEA- SVPAFI Y 122

Query 136 TSSAGILDVQEQQKLFYD------- QIrSWEDLDFI YAKKM 168
S+ +K+  + +++W8D + Y+K+M
Shjct 123 CSTVDVAGPNSYKKI | LNGHEEEHHESTWSD- AYPYSKRM 161

Download GenPept Graphics Next Previous Descriptions
RecName: Full=3 beta-hydroxysteroid dehydrogenase/Delta 5-->4-isomerase type 4; AltName: Full=3 beta-hydroxysteroid

NCBI Blast_Protein Sequence (380 letters) DFR.html[5/04/2017 4:35:50 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75315930
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75315930
https://www.ncbi.nlm.nih.gov/protein/75315930?report=genbank&log$=protalign&blast_rank=58&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/75315930?report=graph&rid=E93GT0WF013[75315930]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:351&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_75315930
https://www.ncbi.nlm.nih.gov/protein/75315930?report=genbank&log$=protalign&blast_rank=58&RID=E93GT0WF013&from=14&to=335
https://www.ncbi.nlm.nih.gov/protein/75315930?report=graph&rid=E93GT0WF013[75315930]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:351&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_112774
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_112774
https://www.ncbi.nlm.nih.gov/protein/112774?report=genbank&log$=protalign&blast_rank=59&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/112774?report=graph&rid=E93GT0WF013[112774]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:168&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_112774
https://www.ncbi.nlm.nih.gov/protein/112774?report=genbank&log$=protalign&blast_rank=59&RID=E93GT0WF013&from=5&to=161
https://www.ncbi.nlm.nih.gov/protein/112774?report=graph&rid=E93GT0WF013[112774]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:168&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_112769
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_112769
https://www.ncbi.nlm.nih.gov/protein/112769?report=genbank&log$=protalign&blast_rank=60&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/112769?report=graph&rid=E93GT0WF013[112769]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=1:168&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_112769
https://www.ncbi.nlm.nih.gov/protein/112769?report=genbank&log$=protalign&blast_rank=60&RID=E93GT0WF013&from=8&to=161
https://www.ncbi.nlm.nih.gov/protein/112769?report=graph&rid=E93GT0WF013[112769]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=1:168&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_143811356
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_143811356
https://www.ncbi.nlm.nih.gov/protein/143811356?report=genbank&log$=protalign&blast_rank=61&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/143811356?report=graph&rid=E93GT0WF013[143811356]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=1:168&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_143811356
https://www.ncbi.nlm.nih.gov/protein/75315930?report=genbank&log$=protalign&blast_rank=58&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/112774?report=genbank&log$=protalign&blast_rank=59&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/112769?report=genbank&log$=protalign&blast_rank=60&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/gene?term=75315930[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=58
https://www.ncbi.nlm.nih.gov/gene?term=112774[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=59
https://www.ncbi.nlm.nih.gov/gene?term=112769[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=60

NCBI Blast:Protein Sequence (380 letters)

dehydrogenase/Delta 5-->4-isomerase type 1V; Short=3-beta-HSD IV; Includes: RecName: Full=3-beta-hydroxy-Delta(5)-
steroid dehydrogenase; AltName: Full=3-beta-hydroxy-5-ene steroid dehydrogenase; AltName: Full=Progesterone
reductase; Includes: RecName: Full=Steroid Delta-isomerase; AltName: Full=Delta-5-3-ketosteroid isomerase

Sequence ID: Q62878.4 Length: 373 Number of Matches: 1

Related Information
Range 1: 8 to 161 GenPept Graphics

- — -associated gene details
Score Expect Method Identities Positives Gaps Gene 9

48.5 bits(114) 4e-05 Compositional matrix adjust. 37/160(23%) 74/160(46%) 17/160(10%)

Query 20 VTGAAGFI GSW.VVRLLE- - - - RGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKADL 75
VIGA GF+G  +V  L++ + V.V PE +++ +L +T+ + D+
Shjct 8 VTGAGGFLGRI VQLLVQEKDLKEVRVLDKVFRPETREEFFNL- - - - GTSI KVTVLEGDI 63

Query 76 TVEGSFDEAI QGCQGVFHVATPVDFESKDPENEVI KPTVRGWLSI | ESCAKANTVKRLVF 135
A QG VHA +D +P ++ ++G  +++E+C +A +V ++
Shjct 64 LDTQCLRRACQG SWVI HTAALI DVTGVNPRQTI LDVNLKGTQNLLEACVQA- SVPAFI Y 122

Query 136 TSSAGILDVQEQQKLFYD------- QIrSWEDLDFI YAKKM 168
S+ +K+  + +++W5+ + Y+KKM
Sbjct 123 CSTVDVAGPNSYKKI | LNGHEEEHHESTWEN- PYPYSKKM 161

Download GenPept Graphics Next Previous Descriptions

RecName: Full=ADP-L-glycero-D-manno-heptose-6-epimerase; AltName: Full=ADP-L-glycero-beta-D-manno-heptose-6-
epimerase; Short=ADP-glyceromanno-heptose 6-epimerase; Short=ADP-hep 6-epimerase; Short=AGME

Sequence ID: Q46Y59.1 Length: 331 Number of Matches: 1
Related Information

Range 1: 2 to 255 GenPept Graphics

Score Expect Method Identities Positives Gaps

48.5 bits(114) 4e-05 Compositional matrix adjust. 70/279(25%) 110/279(39%) 43/279(15%)

Query 17 TVCVTGAAGHI GSW.VVRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKADLT 76
T+ VIGAAGFIGS LV L RGN Vo + K +L++ D L KD
Shjct 2 Tl | VTGAAGF] GSNLVKGLNARGENHI VAVDNLHRADKFHNLVDCEI RD- - - YLDKDDFL 58

Query 77 VEGSFDEAI QG- CQGVFHVATPNVDFESKDPENEVI KPTVRGWLSI | ESCAKANTVKRLVF 135
F+ G + VFH+ D +D +++ R +++E C +T + ++

Shjct 59  -- SRFERGEFGRVRAVFHLGACTDTMEQDGRY- LMENNYRYSKTLMELCLAQDT- - QFI Y 113
Query 136 TSSAGT---------------- LDVQEQXLFYDQTSV\SDLDFI YAKKMTGAMYFVSKI L 179
SSA LV K +DQ + LD + ++ G YF +

Sbjct 114 ASSAAVYGESHSFREAREYERPLSVYGYSKFLFDQAVRNRLDGALS- QWWGLRYF- - NVY 170

Query 180 AEKSAMEETKKKNI DFI SI | PPLVWGPFI TPTFPPSLI TALSLI TGNEAHYCI | KQGQYV 239
A+ ++ +V F F L G C + +V
Sbjct 171 GPGEAHK---------- ARMAS| VCQQF- - EQFRAEGTVKLFGEHGGHGPGC- - QSHDFV 216

Query 240 HLDDLCEAHI FLYEHPKADGRFI CSSHHAI | Y- DVAKW 277
+DD+ + ++F +HP+ GF S HA + DVA +V
Sbjct 217 S| DDVVKVNLFFLDHPRRSG FNVGSGHARSFNDVACWV 255

Download GenPept Graphics Next Previous Descriptions

RecName: Full=3 beta-hydroxysteroid dehydrogenase type 3; AltName: Full=3 beta-hydroxysteroid dehydrogenase type llI;
Short=3-beta-HSD IlI; AltName: Full=3-beta-hydroxy-5-ene steroid dehydrogenase; AltName: Full=NADP-dependent 3-
beta-hydroxy-Delta(5)-steroid dehydrogenase; AltName: Full=Progesterone reductase

Sequence ID: 035296.3 Length: 373 Number of Matches: 1
Related Information

Range 1: 5 to 161 GenPept Graphics . .
Gene - associated gene details

Score Expect Method Identities Positives Gaps
48.1 bits(113) 6e-05 Compositional matrix adjust. 43/161(27%) 72/161(44%) 13/161(8%)
Query 17 TVCVTGAAGF GSW.VMRLLERGYNVHATVRDPENKKKVKHLLELPK- - ADTNLTLWKAD 74
+ VIGA GFH+G  ++R+L + + VR KH EL K T +T+ + D
Shjct 5 SCLVTGAGGFLGQ Rl | RMLAQEKEL QE- VRTLFRSFTPKHREELSKLQTKTKVTVLEGD 62

Query 75 LTVEGSFDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGWLSI | ESCAKANTVKRLY 134

+ AQG VHA +D P VI ++G ++++C A V +
Shjct 63 | LDAQCLRRACQAE SWVI HTAAAI DVFGAI PRQTVI DI NLKGTQHLLDACI GAR- VPVFI 121
Query 135 FTSSAGT------- LDVQE(Q(LFYDQTSV\BDLDFI YAKKM 168

++SS +Q + +++W8D + Y+KKM

Sbhjct 122 YSSSVAVAGPNSYKVI | ONGSEEENHESTWSD- PYAYSKKM 161

Download GenPept Graphics Next Previous Descriptions
RecName: Full=Putative sugar dehydratase/epimerase YfnG

Sequence ID: 006485.2 Length: 322 Number of Matches: 1
Related Information

Range 1: 8 to 143 GenPept Graphics

Score Expect Method Identities Positives Gaps

47.8 bits(112) 7e-05 Compositional matrix adjust. 43/145(30%) 71/145(48%) 15/145(10%)

NCBI Blast_Protein Sequence (380 letters) DFR.html[5/04/2017 4:35:50 PM]



https://www.ncbi.nlm.nih.gov/protein/143811356?report=genbank&log$=protalign&blast_rank=61&RID=E93GT0WF013&from=8&to=161
https://www.ncbi.nlm.nih.gov/protein/143811356?report=graph&rid=E93GT0WF013[143811356]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=1:168&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_146327836
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_146327836
https://www.ncbi.nlm.nih.gov/protein/146327836?report=genbank&log$=protalign&blast_rank=62&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/146327836?report=graph&rid=E93GT0WF013[146327836]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:267&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_146327836
https://www.ncbi.nlm.nih.gov/protein/146327836?report=genbank&log$=protalign&blast_rank=62&RID=E93GT0WF013&from=2&to=255
https://www.ncbi.nlm.nih.gov/protein/146327836?report=graph&rid=E93GT0WF013[146327836]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:267&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_3334104
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_3334104
https://www.ncbi.nlm.nih.gov/protein/3334104?report=genbank&log$=protalign&blast_rank=63&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/3334104?report=graph&rid=E93GT0WF013[3334104]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:168&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_3334104
https://www.ncbi.nlm.nih.gov/protein/3334104?report=genbank&log$=protalign&blast_rank=63&RID=E93GT0WF013&from=5&to=161
https://www.ncbi.nlm.nih.gov/protein/3334104?report=graph&rid=E93GT0WF013[3334104]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:168&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_221222996
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_221222996
https://www.ncbi.nlm.nih.gov/protein/221222996?report=genbank&log$=protalign&blast_rank=64&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/221222996?report=graph&rid=E93GT0WF013[221222996]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=2:149&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_221222996
https://www.ncbi.nlm.nih.gov/protein/221222996?report=genbank&log$=protalign&blast_rank=64&RID=E93GT0WF013&from=8&to=143
https://www.ncbi.nlm.nih.gov/protein/221222996?report=graph&rid=E93GT0WF013[221222996]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=2:149&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/143811356?report=genbank&log$=protalign&blast_rank=61&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/146327836?report=genbank&log$=protalign&blast_rank=62&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/3334104?report=genbank&log$=protalign&blast_rank=63&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/221222996?report=genbank&log$=protalign&blast_rank=64&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/gene?term=143811356[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=61
https://www.ncbi.nlm.nih.gov/gene?term=3334104[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=63

NCBI Blast:Protein Sequence (380 letters)

Query 17 TVCVTGAAGFI GSW.VVRLLERGYNVHATVRD- - - PENKKKVKHLLELPKADTNLTLWKA 73
V VIG G +GS+LV L+E+G NV VRD N+ +H+ ++ +L
Sbhjct 8 NVFVTGCTGLLGSYLVKELI EQGANVTGLVRDHVPQSNL YQGEHI KKMNI VRGSL- ---E = 63

Query 74  DLTV- EGSFDEAI QGOQGVFHVATP- - MDFESKDPENEVI KPTVRGM S| | ESCAKANTV 130
DLVE+ E VFHHA  +  +++P + + + G +|+E+C K  +
Sbjct 64  DLAVI ERALGE- - YEI DTVFHLAAQAI VGVANRNPI S- TFEANI LGTWNI LEACRKHPLI 120

Query 131 KRLVFTSSAGTLDVQEQKLFYDQT 155
KR++ SS +Q+ L YD+
Sbjct 121 KRVI VASSDKAYG - DQENLPYDEN 143

Download GenPept Graphics Next Previous Descriptions
RecName: Full=UDP-D-apiose/UDP-D-xylose synthase 2

Sequence ID: Q9SGEQ.1 Length: 389 Number of Matches: 1
Related Information

Range 1: 14 to 335 GenPept Graphics

Score Expect Method Identities Positives Gaps

47.8 bits(112) 9e-05 Compositional matrix adjust. 73/342(21%) 135/342(39%) 61/342(17%)

Gene - associated gene details

Query 12 PVAVPTVCVTGAAGFI GSW.VIVRL LERGYNVHATVRDPENKKKVKHL L EL PKADT- - - - - 66
P+ T+C+ GA GFIGS L +L+ H + K+KHLLE DT
Shjct 14 Pl KPMI'l CM GAGGFI GSHLCEKLMTE- - TPHKVLALDVYNDKI KHLLE- - - PDTVQMG 68

Query 67 NLTLWKADL TVEGSFDEAI QGCQGVFHVA- - - TPMDFESKDPENEVI KPTVRGWLSI | ES 123
+ o+ o+ o+ I+ ++A TP D+ ++ + 1 L +++

Shjct 69 RI QFHRI NI KHDSRLEGLI KMADLTI NLAAI CTPADYNTR- - PLDTI YSNFI DALPVVKY 126

Query 124 CAKANTVKRLVFTSSAGTLD\/QE@(LFYDQTSV\SDLDFI YAKKMIG - - - = = - - - = - V\M 172
C++ N KRL+ S+ D +F K+
Shjct 127 CSENN- - KRLI HESTCEVYGKTI (BFLPKDHPLRQJDEFYVLKEDI SPCI FGSI EKQRV\B 184

Query 173  YFVSKI LAEKSANEETKKKNI DFI S [ P----------- PLWG - - - - PFI TPTFPPSL 216
Y +KLE+ E + ++F + P P+ G P+ F 4L
Sbjct 185 YACAKQLI ERLVYAEGAENGLEFTI VRPFNW GPRVDFI PGl DGPSEGVPRVLACFSNNL 244

Query 217 | TA--LSLI TGNEAHYCI | KQGQYVHLDDLCEAHI FLYEHP- KADGRFI - - - CSSHHAI I 270

+ L L+ G E+ Q ++++ D EA + + E+P +A+G ++ +
Shjct 245 LRREPLKLVDGCCES------ QRTFI YI KDAI EAVLLM ENPERANGHI FNVGNPNNEVTV 298
Query 271 YDVAKMWREKWPEYYVPTEFKG DKDLPVVSFSSKKLTDMGE 312
+A+MF E + + T O+ P + SSK+ G+
Shjct 299 RQLAEMMITEVYAKVSGETAI ES- - - - - PTI DVSSKEFYCEGY 335
Download GenPept Graphics Next  Previous Descriptions

RecName: Full=3 beta-hydroxysteroid dehydrogenase/Delta 5-->4-isomerase type 3; AltName: Full=3 beta-hydroxysteroid
dehydrogenase/Delta 5-->4-isomerase type lll; Short=3-beta-HSD llI; Includes: RecName: Full=3-beta-hydroxy-Delta(5)-
steroid dehydrogenase; AltName: Full=3-beta-hydroxy-5-ene steroid dehydrogenase; AltName: Full=Progesterone
reductase; Includes: RecName: Full=Steroid Delta-isomerase; AltName: Full=Delta-5-3-ketosteroid isomerase

Sequence ID: P26150.3 Length: 373 Number of Matches: 1
Related Information

Range 1: 8 to 161 GenPept Graphics

Score Expect Method Identities Positives Gaps

47.4 bits(111) 9e-05 Compositional matrix adjust. 38/160(24%) 72/160(45%) 17/160(10%)

Gene - associated gene details

Query 20  VTGAAGHI GSWLVMRLLERG - - - YNVHATVRDPENKKKVKHLLELPKADTNLTLWKADL 75
VTGA GF+G ++ L++ V V PE +++ +L +T+ + D+
Sbjct 8 VTGAGGFLGORI | QLLVQEKDLEEI RVLDKVFKPETREQFFNL- - - - GTSI KVTVLEGDI 63

Query 76 TVEGSFDEAI QGCQGVFHVATPVDFESKDPENEVI KPTVRGWLSI | ESCAKANTVKRLVF 135
AQG VHA +D P ++ ++G  +++E+C +A +V +F
Sbjct 64 LDTQYLRRACQG SWVI HTAAI | DVTGVI PRQTI LDVNLKGTQNLLEACI QA- SVPAFI F - 122

Query 136 TSSAGILDVQEQQKLFYD------- QTSWSDLDFI YAKKM 168
+SS + + + +++WBD + Y+KKM
Shjct 123 SSSVDVAGPNSYKDI VLNGHEDEHRESTWSD- PYPYSKKM 161

Download GenPept Graphics Next Previous Descriptions

RecName: Full=3 beta-hydroxysteroid dehydrogenase type 4; AltName: Full=3 beta-hydroxysteroid dehydrogenase type 1V;
Short=3-beta-HSD |V; AltName: Full=3-beta-hydroxy-5-ene steroid dehydrogenase; AltName: Full=NADPH-dependent 3-
beta-hydroxy-Delta(5)-steroid dehydrogenase; AltName: Full=Progesterone reductase

Sequence ID: Q61767.3 Length: 373 Number of Matches: 1
Related Information

Range 1: 8 to 161 GenPept Graphics

Score Expect Method Identities Positives Gaps

47.4 bits(111) 1le-04 Compositional matrix adjust. 43/161(27%) 78/161(48%) 19/161(11%)

Gene - associated gene details

Query 20  VTGAAGF! GSW.VNRLL- - ERGYNVHATVRDPENKKKVKHLLELPKADTNLTLVWKADLTV 77
VIGA GF+G +V L+ E  + A R +Kt + L +L + T +T+ K Dr
Sbjct 8  VTGAGGFLGQRI VRMLVQEEELQEI RALFRT- FGRKQEEEL SKL- QTKTKVTVLKGDI LD 65

Query 78 EGSFDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGWLSI | ESCAKANTVKRLVFTS 137

NCBI Blast_Protein Sequence (380 letters) DFR.html[5/04/2017 4:35:50 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75204847
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75204847
https://www.ncbi.nlm.nih.gov/protein/75204847?report=genbank&log$=protalign&blast_rank=65&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/75204847?report=graph&rid=E93GT0WF013[75204847]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:351&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_75204847
https://www.ncbi.nlm.nih.gov/protein/75204847?report=genbank&log$=protalign&blast_rank=65&RID=E93GT0WF013&from=14&to=335
https://www.ncbi.nlm.nih.gov/protein/75204847?report=graph&rid=E93GT0WF013[75204847]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:351&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_112773
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_112773
https://www.ncbi.nlm.nih.gov/protein/112773?report=genbank&log$=protalign&blast_rank=66&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/112773?report=graph&rid=E93GT0WF013[112773]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=1:168&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_112773
https://www.ncbi.nlm.nih.gov/protein/112773?report=genbank&log$=protalign&blast_rank=66&RID=E93GT0WF013&from=8&to=161
https://www.ncbi.nlm.nih.gov/protein/112773?report=graph&rid=E93GT0WF013[112773]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=1:168&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_3334108
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_3334108
https://www.ncbi.nlm.nih.gov/protein/3334108?report=genbank&log$=protalign&blast_rank=67&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/3334108?report=graph&rid=E93GT0WF013[3334108]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=1:168&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_3334108
https://www.ncbi.nlm.nih.gov/protein/3334108?report=genbank&log$=protalign&blast_rank=67&RID=E93GT0WF013&from=8&to=161
https://www.ncbi.nlm.nih.gov/protein/3334108?report=graph&rid=E93GT0WF013[3334108]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=1:168&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/75204847?report=genbank&log$=protalign&blast_rank=65&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/112773?report=genbank&log$=protalign&blast_rank=66&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/3334108?report=genbank&log$=protalign&blast_rank=67&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/gene?term=75204847[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=65
https://www.ncbi.nlm.nih.gov/gene?term=112773[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=66
https://www.ncbi.nlm.nih.gov/gene?term=3334108[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=67

NCBI Blast:Protein Sequence (380 letters)

AQG VHA +D ++ ++G  ++++C +AN V  +++S
Shjct 66  AQCLKRACQGVBAVI HTAAAI DPLGAASRQTI LDVNLKGTQLLLDACVEAN- VPTFI YSS 124
Query 138 S---AG------ TLDVQEQQKLFYDQTSWSDLDFI YAKKM 168
S AG L+ E++  + +++Ws+  + Y+KKM

Sbhjct 125 SVLVAGPNSYKEI | LNAHEEE- - - HHESTWSN- PYPYSKKM 161

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=3 beta-hydroxysteroid dehydrogenase/Delta 5-->4-isomerase; Short=3-beta-HSD; Includes: RecName:
Full=3-beta-hydroxy-Delta(5)-steroid dehydrogenase; AltName: Full=3-beta-hydroxy-5-ene steroid dehydrogenase;
AltName: Full=Progesterone reductase; Includes: RecName: Full=Steroid Delta-isomerase; AltName: Full=Delta-5-3-
ketosteroid isomerase

Sequence ID: P21097.1 Length: 346 Number of Matches: 1

Related Information
Range 1: 6 to 118 GenPept Graphics

Score Expect Method Identities Positives Gaps

47.0 bits(110) 1e-04 Compositional matrix adjust. 33/123(27%) 58/123(47%) 14/123(11%)

Query 20  VTGAAGFI GSWLVNMRLLERGYNVHATVRDPENKKKVKHLLELPKADTN- - - - LTLWKADL 75
VTG AGF+G ++V L+ D ++V ++EP+ T+ + + D+
Sbjct 6  VIGGAGFLGRYI VKLLI SA--------- DDVQE! RVI DI VEDPQPI TSKVKVI NYI QCDI 56

Query 76 TVEGSFDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGMWLSI | ESCAKANTVKRLVF 135
EA+ G + HA +D K +NE++K G +1+ +C +K L++
Shjct 57 NDFDKVREALDGVNLI | HTAALVDVFGKYTDNEI MKVNYYGTQTI LAACVDLG- | KYLI'Y 115

Query 136 TSS 138
TSS
Shjct 116 TSS 118

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=3 beta-hydroxysteroid dehydrogenase/Delta 5-->4-isomerase; Short=3-beta-HSD; Includes: RecName:
Full=3-beta-hydroxy-Delta(5)-steroid dehydrogenase; AltName: Full=3-beta-hydroxy-5-ene steroid dehydrogenase;
AltName: Full=Progesterone reductase; Includes: RecName: Full=Steroid Delta-isomerase; AltName: Full=Delta-5-3-
ketosteroid isomerase

Sequence ID: P26670.1 Length: 346 Number of Matches: 1

Related Information
Range 1: 6 to 118 GenPept Graphics

Score Expect Method Identities Positives Gaps

47.0 bits(110) 1le-04 Compositional matrix adjust. 33/123(27%) 58/123(47%) 14/123(11%)

Query 20  VTGAAGFI GSW.VVRLLERGYNVHATVRDPENKKKVKHLLELPKADTN- - - - LTLWKADL 75
VTG AGF+G ++V L+ D + +V ++E P+ T+ + + D+
Shjct 6 VTGGAGFLGRYI VKLLI SA- - - - - - - - - DDVQEI RVI DI VEDPQPI TSKVKVI NYI QCDI 56

Query 76  TVEGSFDEAI QGOQGVFHVATPNDFESKDPENEVI KPTVRGMLSI | ESCAKANTVKRLVF 135
EA+ G +HA +D K +NE++K G +l+ +C +K L++
Sbjct 57  NDFDKVREALDGVNLI | HTAALVDVFGKYTDNEI MKVNYYGTQTI LAACVDLG | KYLI Y 115

Query 136 TSS 138
TSS
Sbjct 116 TSS 118

Download GenPept Graphics Next Previous Descriptions

RecName: Full=3 beta-hydroxysteroid dehydrogenase/Delta 5-->4-isomerase; Short=3-beta-HSD; Includes: RecName:
Full=3-beta-hydroxy-Delta(5)-steroid dehydrogenase; AltName: Full=3-beta-hydroxy-5-ene steroid dehydrogenase;
AltName: Full=Progesterone reductase; Includes: RecName: Full=Steroid Delta-isomerase; AltName: Full=Delta-5-3-
ketosteroid isomerase

Sequence ID: O57245.1 Length: 346 Number of Matches: 1

Related Information
Range 1: 6 to 118 GenPept Graphics

Score Expect Method Identities Positives Gaps

47.0 bits(110) 2e-04 Compositional matrix adjust. 33/123(27%) 58/123(47%) 14/123(11%)

Query 20  VTGAAGFI GSWLVNMRLLERGYNVHATVRDPENKKKVKHLLELPKADTN- - - - LTLWKADL 75
VTG AGF+G ++V L+ D ++V ++EP+ T+ + + D+
Sbjct 6  VIGGAGFLGRYI VKLLI SA--------- DDVQE! RVI DI VEDPQPI TSKVKVI NYI QCDI 56

Query 76 TVEGSFDEAI QGCQGVFHVATPVDFESKDPENEVI KPTVRGMWLSI | ESCAKANTVKRLVF 135
EA+ G + HA +D K +NE++K G +1+ +C +K L++
Shjct 57 NDFDKVREALDGVNLI | HTAALVDVFGKYTDNEI MKVNYYGTQTI LAACVDLG- | KYLI'Y 115

Query 136 TSS 138
TSS
Shjct 116 TSS 118

Download GenPept Graphics Next  Previous Descriptions

NCBI Blast_Protein Sequence (380 letters) DFR.html[5/04/2017 4:35:50 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_112778
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_112778
https://www.ncbi.nlm.nih.gov/protein/112778?report=genbank&log$=protalign&blast_rank=68&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/112778?report=graph&rid=E93GT0WF013[112778]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=1:123&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_112778
https://www.ncbi.nlm.nih.gov/protein/112778?report=genbank&log$=protalign&blast_rank=68&RID=E93GT0WF013&from=6&to=118
https://www.ncbi.nlm.nih.gov/protein/112778?report=graph&rid=E93GT0WF013[112778]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=1:123&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_112779
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_112779
https://www.ncbi.nlm.nih.gov/protein/112779?report=genbank&log$=protalign&blast_rank=69&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/112779?report=graph&rid=E93GT0WF013[112779]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=1:123&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_112779
https://www.ncbi.nlm.nih.gov/protein/112779?report=genbank&log$=protalign&blast_rank=69&RID=E93GT0WF013&from=6&to=118
https://www.ncbi.nlm.nih.gov/protein/112779?report=graph&rid=E93GT0WF013[112779]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=1:123&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_56404442
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_56404442
https://www.ncbi.nlm.nih.gov/protein/56404442?report=genbank&log$=protalign&blast_rank=70&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/56404442?report=graph&rid=E93GT0WF013[56404442]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=1:123&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_56404442
https://www.ncbi.nlm.nih.gov/protein/56404442?report=genbank&log$=protalign&blast_rank=70&RID=E93GT0WF013&from=6&to=118
https://www.ncbi.nlm.nih.gov/protein/56404442?report=graph&rid=E93GT0WF013[56404442]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=1:123&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_226702212
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_226702212
https://www.ncbi.nlm.nih.gov/protein/226702212?report=genbank&log$=protalign&blast_rank=71&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/226702212?report=graph&rid=E93GT0WF013[226702212]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:267&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_226702212
https://www.ncbi.nlm.nih.gov/protein/112778?report=genbank&log$=protalign&blast_rank=68&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/112779?report=genbank&log$=protalign&blast_rank=69&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/56404442?report=genbank&log$=protalign&blast_rank=70&RID=E93GT0WF013

NCBI Blast:Protein Sequence (380 letters)

RecName: Full=ADP-L-glycero-D-manno-heptose-6-epimerase; AltName: Full=ADP-L-glycero-beta-D-manno-heptose-6-
epimerase; Short=ADP-glyceromanno-heptose 6-epimerase; Short=ADP-hep 6-epimerase; Short=AGME
Sequence ID: B3R3CO0.1 Length: 331 Number of Matches: 1

Related Information
Range 1: 2 to 255 GenPept Graphics

Score Expect Method Identities Positives Gaps

46.6 bits(109) 2e-04 Compositional matrix adjust. 67/279(24%) 109/279(39%) 43/279(15%)

Query 17 TVCVTGAAGHI GSW.VVRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKADLT 76
T+ VIGAAGFIGS LV L ERG V + K +L++ +D L KD
Shjct 2 TI | VTGAAGFI GSNLVKGLNERGETNVI AVDNL TRADKFHNLVDCEI SD- - - YLDKQDFL 58

Query 77 VEGSFDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGWLSI | ESCAKANTVKRLVFT 136
E + VFH D D +++ R LSHESC + T + ++
Sbjct 59 ARFARGE FGKVRAVFHEGACSDTMETDGR- YMVENNYRYTLSLMESCLEQGT- - QFLYA 114

Query 137 SSAGT---------------- L DVQEQQKLFYDQT SWSDLDFI YAKKMTGAMYFVSKI LA 180
SSA T L+V K +DQ L + ++ G+ YF
Shjct 115 SSAATYGASQVFREDREFERPLNVYGYSKFLFDQ VRRRLPSALS- Q VGFRYF- - - - - - 167
Query 181 EKSAMEETKKKNI DFI SI | PPLVWGPFI TPTFPPSLI TALSLI TGNEAHYCI | KQGQ YV 239
ET K + ++ + G Y Q + ++
Shjct 168 NVYGPRETHKGRVASVAF- - --------- HNFI\Q:RADGTVKLFGEYGGYGDG\/QSRDFI 216

Query 240 HLDDLCEAHI FLYEHPKADGRFI CSSHHAI | Y- DVAKW 277
++D+ + ++F ++HP+ G F + A + D+tA V
Shjct 217 SVEDVVKVNLFFFDHPEKSG FNLGTGRAQPFNDI AATV 255

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=UDP-glucose 4-epimerase ugel; AltName: Full=Galactowaldenase
Sequence ID: Q9Y7X5.1 Length: 355 Number of Matches: 1

Related Information

Range 1: 8 to 131 GenPept Graphics

- — -associated gene details
Score Expect Method Identities Positives Gaps Gene 9

46.6 bits(109) 2e-04 Compositional matrix adjust. 42/127(33%) 61/127(48%) 7/127(5%)

Query 17 TVCVTGAAGHI GSW.VVRLL ERGYNVHATVRDPENKKKVKHLLEL PK- ADTNLTLWKADL 75
TV VIG AGH GS  + LLE+GY+V + D +V+ + + K + + DL
Shjct 8 TVLVTGGAGYI GSHTCVVLLEKGYDV- - VI VDNLCNSRVEAVHRI EKLTGKKVI FHQVDL 65

Query 76 TVEGSFDE- - Al QGCQGVFHVATPNVDF- ESKDPENEVI KPTVRGWLSI | ESCAKANTVKR 132
E+D+t AQ V HA ES K + G+++|lECK V+
Shjct 66 LDEPALDKVFANQNI SAVI HFAGLKAVGESVQVPLSYYKNNI SGTI NLI E- CMKKYNVRD 124

Query 133 LVFTSSA 139
VF+SSA
Sbhjct 125 FVFSSSA 131

Download GenPept Graphics Next Previous Descriptions

RecName: Full=3 beta-hydroxysteroid dehydrogenase/Delta 5-->4-isomerase; AltName: Full=Cholesterol dehydrogenase;

Includes: RecName: Full=3-beta-hydroxy-Delta(5)-steroid dehydrogenase; Short=3-beta-HSD; Short=3BHSD; AltName:

Full=3-beta hydroxysterol dehydrogenase; AltName: Full=3-beta-hydroxy-5-ene steroid dehydrogenase; AltName:

Full=Progesterone reductase; Includes: RecName: Full=Steroid Delta-isomerase; AltName: Full=Delta-5-3-ketosteroid

isomerase

Sequence ID: PQWQP6.1 Length: 370 Number of Matches: 1
See 1 more title(s)

Related Information
Range 1: 17 to 280 GenPept Graphics

Gene - associated gene details

Score Expect Method Identities Positives Gaps ) . o
46.6 bits(109) 2e-04 Compositional matrix adjust. 65/288(23%) 113/288(39%) 43/288(14%) PubChem BioAssay - bioactivity
screening

Query 18 VCVTGAAGH GSWLVMRLL ERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKADLTV 77 . el .

V VTG AGF+G+ LV LL+RG+ V + R P L A L++ DT Identical Proteins - Identical
Shjct 17 VLVTGGAGFVGANL VT TLL DRGHWRSFDRAP- - - - - - - - - - SLLPAHPQLEVLQGDI TD 66 proteins to POWQP6.1
Query 78 EGSFDEAI QGCQGVFHVATPMDFE- - - - - SKDPENEVI KPTVRGW.SI | ESCAKANTVKR 132

A+t G +FH A ++ + + VG +++ + +A V4R
Shjct 67 ADVCAAAVDG DTI FHTAAI | ELMSGASVTDEYRQRSFAVNVGGTENLLHAGQRAG VQR 125
Query 133 LVFTSSAGT LD\/QEQXLFYDQTSV\SDLDFI YAKKMITGAMYFVSKI LAEKSAMEETKKKN 192
V+TSS V. Q+ D Y + +Y  +K++AE+ + +

Shjct 126 FVYTSSNSV- - VMG - - - - - AGGDEFLPYTDRFND— LYTETKWAERFVLAQNGVDG 177
Query 193 | DFI SI | PPLWG- - - - PFI TPTFPPSLI TALSLI TGNEAHYCI | KQGQYVHLDDLCEAH 248

+ +H P + G F L + ++ G ++ YVH +L
Shjct 178 M.TCAI RPSA WENCDQTMFRKLFESVLKGHVKVLVGRKSARL - - - DNSYVH- - NLI HGF 232
Query 249 | FLYEHPKADGR- - - - - - FI CSSHHAI | YDVAKMWVRE- - - - KAWPEYYV 286

| H DG FI o+ +++ A+ V E +WP+  +
Shj ct 233 | LAAAHLVPDGTAPGQAYFI NDAEPI NMFEFARPVLEACGQRWPKMRI 280
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NCBI Blast_Protein Sequence (380 letters) DFR.html[5/04/2017 4:35:50 PM]



https://www.ncbi.nlm.nih.gov/protein/226702212?report=genbank&log$=protalign&blast_rank=71&RID=E93GT0WF013&from=2&to=255
https://www.ncbi.nlm.nih.gov/protein/226702212?report=graph&rid=E93GT0WF013[226702212]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:267&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_74698597
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_74698597
https://www.ncbi.nlm.nih.gov/protein/74698597?report=genbank&log$=protalign&blast_rank=72&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/74698597?report=graph&rid=E93GT0WF013[74698597]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=2:137&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_74698597
https://www.ncbi.nlm.nih.gov/protein/74698597?report=genbank&log$=protalign&blast_rank=72&RID=E93GT0WF013&from=8&to=131
https://www.ncbi.nlm.nih.gov/protein/74698597?report=graph&rid=E93GT0WF013[74698597]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=2:137&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_613778736
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_613778736
https://www.ncbi.nlm.nih.gov/protein/613778736?report=genbank&log$=protalign&blast_rank=73&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/613778736?report=graph&rid=E93GT0WF013[613778736]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=4:293&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_613778736
https://www.ncbi.nlm.nih.gov/protein/613778736?report=genbank&log$=protalign&blast_rank=73&RID=E93GT0WF013&from=17&to=280
https://www.ncbi.nlm.nih.gov/protein/613778736?report=graph&rid=E93GT0WF013[613778736]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=4:293&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75040488
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75040488
https://www.ncbi.nlm.nih.gov/protein/75040488?report=genbank&log$=protalign&blast_rank=74&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/75040488?report=graph&rid=E93GT0WF013[75040488]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:131&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_75040488
https://www.ncbi.nlm.nih.gov/protein/226702212?report=genbank&log$=protalign&blast_rank=71&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/74698597?report=genbank&log$=protalign&blast_rank=72&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/613778736?report=genbank&log$=protalign&blast_rank=73&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/gene?term=74698597[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=72
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://www.ncbi.nlm.nih.gov/gene?term=613778759[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=73
https://www.ncbi.nlm.nih.gov/entrez?db=pcassay&term=613778736[PigGI]&RID=E93GT0WF013&log$=pcassayalign&blast_rank=73
https://www.ncbi.nlm.nih.gov/protein/613778736?report=ipg

NCBI Blast:Protein Sequence (380 letters)

RecName: Full=3 beta-hydroxysteroid dehydrogenase/Delta 5-->4-isomerase; Short=3-beta-HSD; Includes: RecName:
Full=3-beta-hydroxy-Delta(5)-steroid dehydrogenase; AltName: Full=3-beta-hydroxy-5-ene steroid dehydrogenase;
AltName: Full=Progesterone reductase; Includes: RecName: Full=Steroid Delta-isomerase; AltName: Full=Delta-5-3-
ketosteroid isomerase

Sequence ID: Q5IFP1.3 Length: 373 Number of Matches: 1
Related Information

Range 1: 5 to 125 GenPept Graphics

- — Gene - associated gene details
Score Expect Method Identities Positives Gaps - 9

46.2 bits(108) 3e-04 Compositional matrix adjust. 31/122(25%) 57/122(46%) 1/122(0%)

Query 17 TVCVTGAAGH GSW.VMVRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKADLT 76
+ VIGA GF+G +V L E D + ++ ++ T LT+ + D+
Shjct 5 SCLVTGAGGFLGQRI VHLLAEEKEL QEI RALDKAFRPELLEEFSKLQSKTKLTMWEGDI L 64

Query 77 VEGSFDEAI QGCCQGVFHVATPNMVDFESKDPENEVI KPTVRGWLSI | ESCAKANTVKRLVFT 136
A QG V HA+ +D + ++ ++G ++E+CA+A +V ++T
Shjct 65 DEQCLKRACQGT SWI HTASVI DVMNVI HRETI MNVNLKGTQLLLEACAQA- SVPI FI YT 123

Query 137 SS 138
S+
Shjct 124 ST 125

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Bifunctional polymyxin resistance protein ArnA; Includes: RecName: Full=UDP-4-amino-4-deoxy-L-
arabinose formyltransferase; AltName: Full=ArnAFT; AltName: Full=UDP-L-Ara4N formyltransferase; Includes: RecName:
Full=UDP-glucuronic acid oxidase, UDP-4-keto-hexauronic acid decarboxylating; AltName: Full=ArnADH; AltName:
Full=UDP-GIcUA decarboxylase; AltName: Full=UDP-glucuronic acid dehydrogenase

Sequence ID: ABERR2.1 Length: 660 Number of Matches: 1
Related Information

Range 1: 320 to 498 GenPept Graphics

Score Expect Method Identities Positives Gaps

46.2 bits(108) 3e-04 Compositional matrix adjust. 52/194(27%) 93/194(47%) 20/194(10%)

Query 18 VCVTGAAGFI GSW.VMRLLERG- YNVHATVRDPENKKKVKHLLELPKADTNLTLWKADLT 76
V+GAGIG L RL+ GY++A D + + +HL + o+ + D+T
Shjct 320 VLI MGANGFI GNHLTKRLLDDGKYEI YAM - DMSSSQI EQHL- - - - - SHPDFHFVEGDI T 372

Query 77  VEGSFDE- Al QGOQGVF- - - HVATPMDFESKDPENEVI KPTVRGVLSI | ESCAKANTVKR 132
+ +E I+C V +ATP+++ +++P  V + L1+ +CK+ KR
Sbjct 373 | HNEW EYHI KKCDI VLPLVAI ATPI EY- TRNPL- RVFELDFEENLKI VRACVKYD- - KR 428

Query 133 LVFTSSAGTLDVQEQQKLFYDQTSWSDLDFI YAKKMIGAMYFVSKI LAEKSAVEETKKKN 192
++F St+  +  ++ F + TS | ++ WY SKL ++ KK N
Sbjct 429 || FPSTSEVYGMCTDEE- FDEDTSPLI TGPI NRQR- - - W YSTSKQLLDRVI WAYGKKDN 484

Query 193 |DFISIIPPLWGP 206
+F P +GP
Sbjct 485 LKFTLFRPFNWMGP 498

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=ADP-L-glycero-D-manno-heptose-6-epimerase; AltName: Full=ADP-L-glycero-beta-D-manno-heptose-6-
epimerase; Short=ADP-glyceromanno-heptose 6-epimerase; Short=ADP-hep 6-epimerase; Short=AGME
Sequence ID: Q2L2R8.1 Length: 332 Number of Matches: 1

Related Information
Range 1: 2 to 254 GenPept Graphics

Score Expect Method Identities Positives Gaps

45.4 bits(106) 4e-04 Compositional matrix adjust. 68/278(24%) 115/278(41%) 43/278(15%)

Query 18 VCVTGAAGFI GSW.VMRLLERG YNVHATVRDPENKKKVKHLLELPKADTNLTLVWKADLT 76
+ VIGAAGFIGS LV L RGY++ A+ D K ++L++ AD L
Shjct 2 I WTGAAGFI GSNLVRGLNRRG YDI | A- | DDLTEGDKFRNLVDCRI ADYMHHEDARALL 60

Query 77 VE%FDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGWLSI | ESCAKANTVKRLVFT 136
+ VH D ++ + ++ R L E C+AN V L++
Shjct 61 KAG]:PR— - - - VRAVLHQGACSDTTERNGQ YMVDNNYRVTLEWFEYC- QANRVP- LI YA 113

Query 137 SSA-----c--eo-eao-n GTLDVQEQQKLFYDQTSWSDLDFI YAKKMIGAMYFVSKI LA 180
SSA GL+V KL +DQ + +D+ A ++ G YF
Shjct 114 SSAAVYGASTVYVEDPANEGPLNVYGYSKLLFDQVLRTRVDKLTA- QVGLRYFNVYGPH 172

Query 181 EKSAMEETKKKNI DFI SI | PPLVWGPFI TPTFPPSLI TALSLI TGNEAHYC | KQG?YVH 240
E+ ++ ++ F++ L G + L +G + + +
Shjct 173 EQ - - HKGRVASVAFHNWNQFLAEGH - - - - - - - - - - - - VRLFSG/\DGYADGGQSRDFI S 216

Query 241 LDDLCEAH FLYEHPKADGRFI CSSHHAI | Y- DVAKW 277
++Dt + ++ +HP GF C+ A + DVA V
Sbjct 217 VEDVWDVNLHFLDHPGTSG FNCGTGRAQPFNDVAAAY 254

Download GenPept Graphics Next Previous Descriptions
RecName: Full=GDP-mannose 4,6 dehydratase; AltName: Full=GDP-D-mannose dehydratase; Short=GMD

NCBI Blast_Protein Sequence (380 letters) DFR.html[5/04/2017 4:35:50 PM]


https://www.ncbi.nlm.nih.gov/protein/75040488?report=genbank&log$=protalign&blast_rank=74&RID=E93GT0WF013&from=5&to=125
https://www.ncbi.nlm.nih.gov/protein/75040488?report=graph&rid=E93GT0WF013[75040488]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:131&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_254806289
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_254806289
https://www.ncbi.nlm.nih.gov/protein/254806289?report=genbank&log$=protalign&blast_rank=75&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/254806289?report=graph&rid=E93GT0WF013[254806289]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=312:506&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_254806289
https://www.ncbi.nlm.nih.gov/protein/254806289?report=genbank&log$=protalign&blast_rank=75&RID=E93GT0WF013&from=320&to=498
https://www.ncbi.nlm.nih.gov/protein/254806289?report=graph&rid=E93GT0WF013[254806289]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=312:506&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_146327828
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_146327828
https://www.ncbi.nlm.nih.gov/protein/146327828?report=genbank&log$=protalign&blast_rank=76&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/146327828?report=graph&rid=E93GT0WF013[146327828]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:266&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_146327828
https://www.ncbi.nlm.nih.gov/protein/146327828?report=genbank&log$=protalign&blast_rank=76&RID=E93GT0WF013&from=2&to=254
https://www.ncbi.nlm.nih.gov/protein/146327828?report=graph&rid=E93GT0WF013[146327828]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:266&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_67460960
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_67460960
https://www.ncbi.nlm.nih.gov/protein/67460960?report=genbank&log$=protalign&blast_rank=77&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/67460960?report=graph&rid=E93GT0WF013[67460960]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=22:170&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_67460960
https://www.ncbi.nlm.nih.gov/protein/75040488?report=genbank&log$=protalign&blast_rank=74&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/254806289?report=genbank&log$=protalign&blast_rank=75&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/146327828?report=genbank&log$=protalign&blast_rank=76&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/gene?term=75040488[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=74

NCBI Blast:Protein Sequence (380 letters)

Sequence ID: Q8K3X3.1 Length: 372 Number of Matches: 1
Related Information

Range 1: 28 to 164 GenPept Graphics

Score Expect Method Identities Positives Gaps

45.4 bits(106) 5e-04 Compositional matrix adjust. 43/141(30%) 64/141(45%) 18/141(12%)

Gene - associated gene details

Query 20  VTGAAGFI GSW.VMRLLERGYNVHATVRDPE- - NKKKVKHLLELPKA- - DTNLTLWKADL 75
+TG G GS+L LLE+GY VH VR N +++HL + P+tA + N+ L DL
Shjct 28 | TG TGQDGSYLAEFLLEKGYEVHG VRRSSSFNTGRI EHL YKNPQAHI EGNVKLHYGDL 87

Query 76  TVEGSFDEAI Q --------- OQGVFHVATPRDFESKDPENEV! KPTVRGMLS! | ESCA 125
T + H D ++ + T+R +L | ++C
Sbjct 88  TDSTCLVKI | NEVKPTEI YNLGAQ& HVKI SFDLAEYTADVDGVG- TLR- LLDAI KTCG 143

Query 126 KANTVKRLVFTSSAGTLDVQE 146
NFVK  +4S VOE
Shjct 144 LI NSVKFYQASTSELYGKVCE 164

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=GDP-mannose 4,6 dehydratase; AltName: Full=GDP-D-mannose dehydratase; Short=GMD

Sequence ID: Q8K0C9.1 Length: 372 Number of Matches: 1
Related Information

Range 1: 28 to 164 GenPept Graphics . X
Gene - associated gene details

Score Expect Method Identities Positives Gaps

45.4 bits(106) 5e-04 Compositional matrix adjust. 43/141(30%) 64/141(45%) 18/141(12%)

Query 20  VTGAAGFI GSW.VVRLLERGYNVHATVRDPE- - NKKKVKHLLELPKA- - DTNLTLWKADL 75
+TG G GS+L LLE+GY VH VR N +++HL + P+A + N+ L DL
Shjct 28 | TG TGQDGSYLAEFLLEKGYEVHG VRRSSSFNTGRI EHL YKNPQAHI EGNMKLHYGDL 87

Query 76 TVEGSFDEAI Q - -------- GC(X-}VFH\/ATPNDFESKDPENEVI KPTVRGW.SI | ESCA 125
T + 1 HV D + + + T+R +L | ++C
Shjct 88 TDSTCLVKI | NEVKPTEI YNLGAQS— HVKI SFDLAEYTADVDGVG- TLR- LLDAI KTCG 143

Query 126 KANTVKRLVFTSSAGTLDVQE 146
NFVK  ++S VGE
Sbjct 144 LI NSVKFYQASTSELYGKVQE 164

Download GenPept Graphics Next Previous Descriptions

RecName: Full=dTDP-4-oxo-6-deoxy-D-allose reductase; AltName: Full=dTDP-4-dehydro-6-deoxy-D-allose reductase;
AltName: Full=dTDP-4-keto-6-deoxyallose reductase

Sequence ID: Q5SFA6.1 Length: 326 Number of Matches: 1
Related Information

Range 1: 10 to 269 GenPept Graphics

Score Expect Method Identities Positives Gaps

45.1 bits(105) 5e-04 Compositional matrix adjust. 69/274(25%) 109/274(39%) 27/274(9%)

Query 17 TVCVTGAAGHT GSW.VVRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKADLT 76
TV VIGA GFIGS V+ RG VA R E + L L+ T + +
Shjct 10  TVLVTGALGFI GSHFVRQLEARGAEVLALYR- TERPQLQAELAALDRVRLI RTELRDESD 68

Query 77  VEGSFDEAI QGOQGVFHVATPNDFESK- - - DPENEVI KPTVRGMLSI | ESCAKANTVKRL 133
V G+F VHA MD ++ + E+ R +S+ +C+ V
Sbjct 69  VRGAFKYLAPS| DTWHCAA- NDGNAQFKLERSAE! LDSNQR- TI SHLLNCVRDFGVGEA 126

Query 134 VFTSSAGT LD\/QEQ](LFY- - - DQTSWSDLDFI YAKKMIGAMYFVSKI LAEKSAMEETKK 190

vV SS+ + DDF ++T Y+SK E A ++

Sbjct 127 VWMBSS--------- ELY CAPPTAAAHEDDDFRRSVRYTONGVL SKTYGE LARLHREQ 177

Query 191 KN DFI S| I PPLVWGPFI TPTFPPSLI TAL- SLI TNEAHYD | KQG - - - - QYVHLDD 243
+ +P V@ +PS  + St+  +A | ++H+ D

Shjct 178 FGINVFLVRPGNVYGP- - GDGYDPSRGRVI PSMLAKADAGEE! El V\GDGSQTRSFI HVTD 235

Query 244 LCEAHI FLYEHPKADGRFI CSSHHAI | YDVAKW 277
L A+LE K + o+ I ++A+W
Shjct 236 LVRASLRLLETGKYPEM\VAGAEQVSI LELARW 269

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=3 beta-hydroxysteroid dehydrogenase/Delta 5-->4-isomerase type 2; AltName: Full=3 beta-hydroxysteroid
dehydrogenase/Delta 5-->4-isomerase type Il; Short=3-beta-HSD II; Includes: RecName: Full=3-beta-hydroxy-Delta(5)-
steroid dehydrogenase; AltName: Full=3-beta-hydroxy-5-ene steroid dehydrogenase; AltName: Full=Progesterone
reductase; Includes: RecName: Full=Steroid Delta-isomerase; AltName: Full=Delta-5-3-ketosteroid isomerase

Sequence ID: P22072.3 Length: 373 Number of Matches: 1
Related Information

Range 1: 5 to 161 GenPept Graphics

- — ne - associated gene details
Score Expect Method Identities Positives Gaps Gene 9

45.4 bits(106) 5e-04 Compositional matrix adjust. 37/163(23%) 71/163(43%) 17/163(10%)

Query 17 TVCVTGAAGHI GSW.VMRLLERGYNVHATVRD- - - - PENKKKVKHLLELPKADTNLTLWK 72
+ VIGA GF+G ++ L++ D PE K++ L + +T+ +
Shjct 5 SCLVTGAGGFVGQRI | RMLVQEKEL QEVRALDKVFRPETKEEFSKL- - - - QTKAKVTMLE 60

NCBI Blast_Protein Sequence (380 letters) DFR.html[5/04/2017 4:35:50 PM]



https://www.ncbi.nlm.nih.gov/protein/67460960?report=genbank&log$=protalign&blast_rank=77&RID=E93GT0WF013&from=28&to=164
https://www.ncbi.nlm.nih.gov/protein/67460960?report=graph&rid=E93GT0WF013[67460960]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=22:170&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_67460958
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_67460958
https://www.ncbi.nlm.nih.gov/protein/67460958?report=genbank&log$=protalign&blast_rank=78&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/67460958?report=graph&rid=E93GT0WF013[67460958]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=22:170&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_67460958
https://www.ncbi.nlm.nih.gov/protein/67460958?report=genbank&log$=protalign&blast_rank=78&RID=E93GT0WF013&from=28&to=164
https://www.ncbi.nlm.nih.gov/protein/67460958?report=graph&rid=E93GT0WF013[67460958]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=22:170&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75361291
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75361291
https://www.ncbi.nlm.nih.gov/protein/75361291?report=genbank&log$=protalign&blast_rank=79&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/75361291?report=graph&rid=E93GT0WF013[75361291]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:281&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_75361291
https://www.ncbi.nlm.nih.gov/protein/75361291?report=genbank&log$=protalign&blast_rank=79&RID=E93GT0WF013&from=10&to=269
https://www.ncbi.nlm.nih.gov/protein/75361291?report=graph&rid=E93GT0WF013[75361291]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:281&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_112772
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_112772
https://www.ncbi.nlm.nih.gov/protein/112772?report=genbank&log$=protalign&blast_rank=80&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/112772?report=graph&rid=E93GT0WF013[112772]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:168&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_112772
https://www.ncbi.nlm.nih.gov/protein/112772?report=genbank&log$=protalign&blast_rank=80&RID=E93GT0WF013&from=5&to=161
https://www.ncbi.nlm.nih.gov/protein/112772?report=graph&rid=E93GT0WF013[112772]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:168&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/67460960?report=genbank&log$=protalign&blast_rank=77&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/67460958?report=genbank&log$=protalign&blast_rank=78&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/75361291?report=genbank&log$=protalign&blast_rank=79&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/112772?report=genbank&log$=protalign&blast_rank=80&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/gene?term=67460960[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=77
https://www.ncbi.nlm.nih.gov/gene?term=67460958[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=78
https://www.ncbi.nlm.nih.gov/gene?term=112772[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=80

NCBI Blast:Protein Sequence (380 letters)

Query 73  ADLTVEGSFDEAI QGCQGVFHVATPNMDFESKDPENEVI KPTVRGWLSI | ESCAKANTVKR 132
D+ A QG V HA+ MDF P ++ ++G +++E+ A +V
Sbjct 61  GDI LDAQYLRRACQG SVVI HTASVMDFSRVLPRQTI LDVNLKGTQNLLEAG HA- SVPA 119

Query 133 LVFTSSAGTLDVQEQXLFYD —————— QTSWSDLDFI YAKKM 168
++ S+ +K +++Ws+ + Y+KKM
Shjct 120 FI YCSTVDVAGPNSYKKTI LNGREEEHHESTV\BN- PYPYSKKM 161

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=UDP-D-apiose/UDP-D-xylose synthase

Sequence ID: Q8S972.1 Length: 398 Number of Matches: 1
Related Information

Range 1: 22 to 343 GenPept Graphics

- — ene - associated gene details
Score Expect Method Identities Positives Gaps Gene 9

45.4 bits(106) 5e-04 Compositional matrix adjust. 70/333(21%) 133/333(39%) 43/333(12%)

Query 12  PVAVPTVCVTGAAGE! GSW.VNRLLERGYNVHATVRDPENKKKVKHLLE- - LPKADTNLT 69
P+A T+Cr GA GFIGS L +L+ H K+HL++ P ++
Sbjct 22 Pl APLTI CM GAGGFI GSHLCEKLNAE- - TAHWYAVDVYCDKI RHLVDPAPPHLHGRI S 79

Query 70  LWKADLTVEGSFDEAI QGCQGVFHVA- - - TPNDFESKDPENEVI KPTVRGWLSI | ESCAK 126
+ o+ o+ o+ I+ ++A TP D+ ++ + 1 L +++ C++
Sbjct 80  FHRLNI KNDSRLEGLI KMADLTI NLAAI CTPADYNTR- - PLDTI YSNFI DALPVWKYCSE 137

Query 127 ANTVKRLVFTSSAGT! LD\/QEQXJ(LFYDQTSV\SDLDFI YAKK- - === - - - - - MIGAWFV 175
N KRL+ S+ + +F K+ WY
Sbhjct 138 NN-- KRLI HFSTCEVYCGKTI GSFLPTDHPLRKEPEFYVLKEDESPCI FGPlI VKQRWBYAC 195

Query 176 SKI LAEKSAVEETKKKNI DFI SI | PPLWGP- - - FI TPTFPPS- - LI TALSLI TGNEAHY 230
+tKLE+ E + +F +P +GP Fl PS + L+ +N
Sbjct 196 AKQLI ERLI FAEGAENGLEFTI VRPFNW GPRVDFI PGVDGPSEGVPRVLACFSNNLLRR 255

Query 231 CIK------- QGQYVHLDDLCEAH! FLYEHP- KADGRFI - - - CSSHHAI | YDVAKMWRE 279
+K Q +V++ D EA + E+P +A+G+ ++ + +A+M+ E
Shjct 256 EPLKLVDGGQSQRTFVYI KDAI EAVHLM ENPARANGQ FNVGNPNNEVTVRQLAEMMTE 315

Query 280 KWPEYYVPTEFKG DKDLPVVSFSSKKLTDMGF 312

+ D P++ SSK+ G+
Shjct 316 VYANVSGEPPL----- DEPM DVSSKQFYGEGY 343
Download GenPept Graphics Next Previous Descriptions

RecName: Full=GDP-mannose 4,6 dehydratase; AltName: Full=GDP-D-mannose dehydratase; Short=GMD

Sequence ID: 060547.1 Length: 372 Number of Matches: 1
Related Information

Range 1: 28 to 164 GenPept Graphics

Score Expect Method Identities Positives Gaps

44.7 bits(104) 8e-04 Compositional matrix adjust. 42/141(30%) 64/141(45%) 18/141(12%)

Gene - associated gene details

Query 20  VTGAAGFI GSW.VVRLLERGYNVHATVRDPE- - NKKKVKHLLELPKA- - DTNLTLWKADL 75
+TG G GS+L LLE+GY VH VR N +++HL + P+tA + N+ L DL
Shjct 28 | TG TGQDGSYLAEFLLEKGYEVHG VRRSSSFNTGRI EHL YKNPQAHI EGNVKLHYGDL 87

Query 76  TVEGSFDEAIQ --------- GOQGVFH\/ATPIVDFESKDPENEVI KPTVRGW.SI | ESCA 125
T + 1 HV D + + + T+R +L +++C
Shjct 88  TDSTCLVKI | NEVKPTEI YNLGA@ HVKI SFDLAEYTADVDGVG- TLR- LLDAVKTCG 143

Query 126 KANTVKRLVFTSSAGTLDVQE 146
NFVK  +4S VOE
Shjct 144 LI NSVKFYQASTSELYGKVCE 164

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=UDP-glucose 4-epimerase; AltName: Full=Galactowaldenase; AltName: Full=UDP-N-acetylglucosamine 4-
epimerase; Short=UDP-GIcNAc 4-epimerase; AltName: Full=UDP-galactosamine 4-epimerase; Short=UDP-GalNAc 4-
epimerase; AltName: Full=UDP-galactose 4-epimerase

Sequence ID: Q8R059.1 Length: 347 Number of Matches: 1
Related Information

Range 1: 4 to 132 GenPept Graphics . .
Gene - associated gene details

Score Expect Method Identities Positives Gaps

44.3 bits(103) 8e-04 Compositional matrix adjust. 44/139(32%) 65/139(46%) 27/139(19%)

Query 18 VCVTGAAGFI GSWLVMRLLERGY- - - - - - NVHATVRD- - - - PENKKKVKHL- - - - LELPK 63
V VIG AGHIGS V+ LLE GY NH +R PE+ ++V+ L +E +
Shjct 4 VLVTGGAGYI GSHTVLELLEAGYSPVVI DNFHNAI RGEDSMPESLRRVQELTGRSVEFEE 63

Query 64 ADTNLTLVKADLTVEGSFDEA Q - GOQGVFH: VATPMOFESKDPENEVI KPTVRGM.S| 120
L +SF | G+V V P+D+ + + G+ +
Sbjct 64 \DI L DQAAL QHL FKKHSFKAVI HFAGLKAVGESVQKPLDY- - - - - - - - - YRUNLTGTI QU 114

Query 121 | ESCAKANTVKRLVFTSSA 139
+E  +A+ VK LVF+SSA
Sbhjct 115 LE-1 MRAHGVKNLVFSSSA 132

NCBI Blast_Protein Sequence (380 letters) DFR.html[5/04/2017 4:35:50 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75248089
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75248089
https://www.ncbi.nlm.nih.gov/protein/75248089?report=genbank&log$=protalign&blast_rank=81&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/75248089?report=graph&rid=E93GT0WF013[75248089]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=6:359&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_75248089
https://www.ncbi.nlm.nih.gov/protein/75248089?report=genbank&log$=protalign&blast_rank=81&RID=E93GT0WF013&from=22&to=343
https://www.ncbi.nlm.nih.gov/protein/75248089?report=graph&rid=E93GT0WF013[75248089]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=6:359&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_9087147
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_9087147
https://www.ncbi.nlm.nih.gov/protein/9087147?report=genbank&log$=protalign&blast_rank=82&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/9087147?report=graph&rid=E93GT0WF013[9087147]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=22:170&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_9087147
https://www.ncbi.nlm.nih.gov/protein/9087147?report=genbank&log$=protalign&blast_rank=82&RID=E93GT0WF013&from=28&to=164
https://www.ncbi.nlm.nih.gov/protein/9087147?report=graph&rid=E93GT0WF013[9087147]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=22:170&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_33112299
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_33112299
https://www.ncbi.nlm.nih.gov/protein/33112299?report=genbank&log$=protalign&blast_rank=83&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/33112299?report=graph&rid=E93GT0WF013[33112299]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:138&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_33112299
https://www.ncbi.nlm.nih.gov/protein/33112299?report=genbank&log$=protalign&blast_rank=83&RID=E93GT0WF013&from=4&to=132
https://www.ncbi.nlm.nih.gov/protein/33112299?report=graph&rid=E93GT0WF013[33112299]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:138&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/75248089?report=genbank&log$=protalign&blast_rank=81&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/9087147?report=genbank&log$=protalign&blast_rank=82&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/33112299?report=genbank&log$=protalign&blast_rank=83&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/gene?term=75248089[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=81
https://www.ncbi.nlm.nih.gov/gene?term=9087147[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=82
https://www.ncbi.nlm.nih.gov/gene?term=33112299[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=83

NCBI Blast:Protein Sequence (380 letters)

Download GenPept Graphics Next Previous Descriptions

RecName: Full=3 beta-hydroxysteroid dehydrogenase/Delta 5-->4-isomerase type 1; AltName: Full=3 beta-hydroxysteroid
dehydrogenase/Delta 5-->4-isomerase type |; Short=3-beta-HSD I; Includes: RecName: Full=3-beta-hydroxy-Delta(5)-
steroid dehydrogenase; AltName: Full=3-beta-hydroxy-5-ene steroid dehydrogenase; AltName: Full=Progesterone
reductase; Includes: RecName: Full=Steroid Delta-isomerase; AltName: Full=Delta-5-3-ketosteroid isomerase

Sequence ID: P27365.2 Length: 373 Number of Matches: 1
Related Information

Range 1: 5 to 125 GenPept Graphics

Score Expect Method Identities Positives Gaps

44.7 bits(104) 9e-04 Compositional matrix adjust. 31/122(25%) 55/122(45%) 1/122(0%)

Gene - associated gene details

Query 17 TVCVTGAAGHT GSW.VVRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKADLT 76
+ VIGA GF+G +V L+E V D + +++ + T LT+ + D+
Shjct 5 SCLVTGAGGFLGQRI VRLLVEEKELKEI RVLDKAFRPELREEFSKLONKTKLTVLEGDI L 64

Query 77  VEGSFDEA QGOQGVFHVATPNDFESKDPENEVI KPTVRGMLSI | ESCAKANTVKRLVFT 136
E AQ VHA +D ++  V+G  ++E+C +A +V  ++T
Sbjct 65  DEPFLKRACQDVSWI HTACH | DVFGVTHRESI MAWNVKGTQLLLEACVQA- SVPVFI YT 123

Query 137 SS 138
S+
Shjct 124 ST 125

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=UDP-glucose 4-epimerase 2; Short=OsUGE-2; AltName: Full=UDP-galactose 4-epimerase 2

Sequence ID: Q6ZDJ7.1 Length: 408 Number of Matches: 1
Related Information

Range 1: 8 to 139 GenPept Graphics

Score Expect Method Identities Positives Gaps

44.3 bits(103) 0.001 Compositional matrix adjust. 46/140(33%) 65/140(46%) 20/140(14%)

Gene - associated gene details

Query 12 PVAVPTVCVTGAAGFI GSW.VVRLLERGYNVHATVRDPENKKK- - - VKHLLELPKADT-N 67
P V TV VIG AGH GS V++LL G+ AV D N V+ + L + N
Shjct 8 PGGVRTVLVTGGAGYI GSHAVLQLLLAGF- - RAVVVDNLNNSSELAVRRVAALAGDHSRN 65

Query 68 LTLWKADL TVEGSFDEAI QGCQ- - GVFHVATPMVDFESKDPENEVI KP- - - - - - TVRGWLS 119
L K DL +G+ ++ + VHA K V KP V G ++
Shjct 66 LAFHKVDL RDKGAL EKVFASTRFDAVVHFAG- - - - - LKAVGESVQKPLLYYDNNVNGTVN 120

Query 120 |1 ESCAKANTVKRLVFTSSA 139
++E A+ K+LVF+SSA
Sbjct 121 LLE- VMBAHGCKKLVFSSSA 139

Download GenPept Graphics Next Previous Descriptions

RecName: Full=ADP-L-glycero-D-manno-heptose-6-epimerase; AltName: Full=ADP-L-glycero-beta-D-manno-heptose-6-
epimerase; Short=ADP-glyceromanno-heptose 6-epimerase; Short=ADP-hep 6-epimerase; Short=AGME

Sequence ID: QOKDHO0.1 Length: 331 Number of Matches: 1
Related Information

Range 1: 2 to 119 GenPept Graphics

Score Expect Method Identities Positives Gaps

43.9 bits(102) 0.001 Compositional matrix adjust. 40/125(32%) 58/125(46%) 7/125(5%)

Gene - associated gene details

Query 17 TVCVTGAAGHI GSW.VVRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKADLT 76
T+ VIGAAGFIGS LV L +RG V + K +L++ +D L KD
Shjct 2 Tl | VTGAAGF]I GSNLVKGLNDRGETNVI AVDNL TRADKFHNLVDCEI SD- - - YLDKQDFL 58

Query 77  VEGSFDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGWLSI | ESCAKANTVKRLVFT 136
+ E + VFH D D +++ R LS++ESC + T + ++
Shjct 59  ARFARGE- FGKVRAVFHEGACSDTMETDGR- YMVENNYRYTLSLMESCLEQGT- - QFLYA 114

Query 137 SSAGT 141
SSA T
Sbjct 115 SSAAT 119

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=ADP-L-glycero-D-manno-heptose-6-epimerase; AltName: Full=ADP-L-glycero-beta-D-manno-heptose-6-
epimerase; Short=ADP-glyceromanno-heptose 6-epimerase; Short=ADP-hep 6-epimerase; Short=AGME

Sequence ID: Q1LQG2.1 Length: 331 Number of Matches: 1
Related Information

Range 1: 2 to 167 GenPept Graphics

Score Expect Method Identities Positives Gaps

43.9 bits(102) 0.001 Compositional matrix adjust. 48/177(27%) 74/177(41%) 30/177(16%)

Gene - associated gene details

Query 17 TVCVTGAAGHT GSW.VVRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKADLT 76
T+ VIGAAGFI GS +V L ERG VvV + +K  +L++ AD L KD
Shjct 2 TI | VTGAAGFI GSNI VKGLNERGETNI | AVDNL TRAEKFNNLVDCEI AD- - - YLDKTDFV 58

Query 77  --- VEGSFDEAI QGOQGVFHVATPVDFESKDPENEVI KPTVRGMLSI | ESCAKANTVKRL 133
GF + VFH D D +++ R L+++E+C + +

NCBI Blast_Protein Sequence (380 letters) DFR.html[5/04/2017 4:35:50 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_112777
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_112777
https://www.ncbi.nlm.nih.gov/protein/112777?report=genbank&log$=protalign&blast_rank=84&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/112777?report=graph&rid=E93GT0WF013[112777]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:131&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_112777
https://www.ncbi.nlm.nih.gov/protein/112777?report=genbank&log$=protalign&blast_rank=84&RID=E93GT0WF013&from=5&to=125
https://www.ncbi.nlm.nih.gov/protein/112777?report=graph&rid=E93GT0WF013[112777]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:131&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75294254
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75294254
https://www.ncbi.nlm.nih.gov/protein/75294254?report=genbank&log$=protalign&blast_rank=85&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/75294254?report=graph&rid=E93GT0WF013[75294254]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=2:145&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_75294254
https://www.ncbi.nlm.nih.gov/protein/75294254?report=genbank&log$=protalign&blast_rank=85&RID=E93GT0WF013&from=8&to=139
https://www.ncbi.nlm.nih.gov/protein/75294254?report=graph&rid=E93GT0WF013[75294254]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=2:145&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_123134328
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_123134328
https://www.ncbi.nlm.nih.gov/protein/123134328?report=genbank&log$=protalign&blast_rank=86&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/123134328?report=graph&rid=E93GT0WF013[123134328]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:124&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_123134328
https://www.ncbi.nlm.nih.gov/protein/123134328?report=genbank&log$=protalign&blast_rank=86&RID=E93GT0WF013&from=2&to=119
https://www.ncbi.nlm.nih.gov/protein/123134328?report=graph&rid=E93GT0WF013[123134328]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:124&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_146327837
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_146327837
https://www.ncbi.nlm.nih.gov/protein/146327837?report=genbank&log$=protalign&blast_rank=87&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/146327837?report=graph&rid=E93GT0WF013[146327837]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:175&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_146327837
https://www.ncbi.nlm.nih.gov/protein/146327837?report=genbank&log$=protalign&blast_rank=87&RID=E93GT0WF013&from=2&to=167
https://www.ncbi.nlm.nih.gov/protein/146327837?report=graph&rid=E93GT0WF013[146327837]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:175&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/112777?report=genbank&log$=protalign&blast_rank=84&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/75294254?report=genbank&log$=protalign&blast_rank=85&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/123134328?report=genbank&log$=protalign&blast_rank=86&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/146327837?report=genbank&log$=protalign&blast_rank=87&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/gene?term=112777[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=84
https://www.ncbi.nlm.nih.gov/gene?term=75294254[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=85
https://www.ncbi.nlm.nih.gov/gene?term=123134328[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=86
https://www.ncbi.nlm.nih.gov/gene?term=146327837[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=87

NCBI Blast:Protein Sequence (380 letters)

Sbhjct 59 ARFARGDFGN\V- - - - RAVFHEGACSDTMETDGR- YMVENNYRYTLALLEACLEQGA- - QF 111

Query 134 VFTSSAGT---------------- L DVQEQQKLFYDQTSWSDLDFI YAKKMTGAMYF 174
++ SSA T L+V K +DQ L ++ ++ G+ YF
Sbjct 112 LYASSAATYGASTMFREDRDYEKPLNVYGYSKFLFDQVVRRRLPSAHS- Q VGFRYF 167

Download GenPept Graphics Next Previous Descriptions

RecName: Full=ADP-L-glycero-D-manno-heptose-6-epimerase; AltName: Full=ADP-L-glycero-beta-D-manno-heptose-6-
epimerase; Short=ADP-glyceromanno-heptose 6-epimerase; Short=ADP-hep 6-epimerase; Short=AGME
Sequence ID: Q21Y60.1 Length: 340 Number of Matches: 1

Related Information
Range 1: 4 to 149 GenPept Graphics

Score Expect Method Identities Positives Gaps

43.5 bits(101) 0.002 Compositional matrix adjust. 40/153(26%) 64/153(41%) 23/153(15%)

Query 18 VCVTGAAGFI GSW.VNVRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKADLTV 77
+ VIGAAGFIGS ++ L RGN + D K++L L +D DL
Shjct 4 | VWWTGAAGFI GSNI | QGLNARGLNDI | Al DDL TQGDKFRNLAHLKI SDYVDASVFYDLFA 63

Query 78 EGSFDEAI QGCQGVFHVATPVDFESKDPENEVI KPTVRGWLSI | ESCAKANTVKRLVFTS 137
G+ + + VFH D + + o+t +++ ++C K RL++ S
Shjct 64  NGAYGQQ - - - | EAVFHEGACSDTMESNGK- YMVDNNYATSVNLFQACQKRGA- - RLLYAS 116

Query 138 SAGT---------------- LDVQEQRKLFYDQ 154
SAT L+V KL +DQ
Sbjct 117 SAATYGGSDTFREDPAFERPLNVYGYSKLLFDQ 149

Download GenPept Graphics Next Previous Descriptions

RecName: Full=UDP-glucose 4-epimerase; AltName: Full=Galactowaldenase; AltName: Full=UDP-N-acetylglucosamine 4-
epimerase; Short=UDP-GIcNAc 4-epimerase; AltName: Full=UDP-galactosamine 4-epimerase; Short=UDP-GalNAc 4-
epimerase; AltName: Full=UDP-galactose 4-epimerase
Sequence ID: Q3T105.2 Length: 348 Number of Matches: 1

Related Information
Range 1: 5 to 133 GenPept Graphics
Score Expect Method Identities Positives Gaps

42.7 bits(99) 0.003 Compositional matrix adjust. 44/139(32%) 65/139(46%) 27/139(19%)

Gene - associated gene details

Query 18 VCVTGAAGFI GSW.VMRLLERGY- - - - - - NVHATVRD- - - - PENKKKVKHL- - - - LELPK 63
V VTG AGHI GS V+ LLE GY NH +R PE+ ++V+ L +E +
Shjct 5 VLVTGGAGY!I GSHTVLELLEAGYSPMWI DNFHNAI RGGGSMPESLRRVQDLTGRSVEFEE 64

Query 64 ADTNLTLWKADL TVEGSFDEAI Q- - GCQGVFH- VATPVDFESKDPENEVI KPTVRGWLSI 120
D L + SF | G+ V V  P+D+ + + G+ +
Shjct 65 MDI L DQAAL QRLFKKHSFVAVI HFAGLKAVGESVQKPLDY- - - - - - - - - YRVNLTGTI Q. 115

Query 121 | ESCAKANTVKRLVFTSSA 139
+E +A+ VK LVF+SSA
Sbjct 116 LE-I MRAHGVKNLVFSSSA 133

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=UDP-glucose 4-epimerase; AltName: Full=Galactowaldenase; AltName: Full=UDP-N-acetylgalactosamine
4-epimerase; Short=UDP-GalNAc 4-epimerase; AltName: Full=UDP-N-acetylglucosamine 4-epimerase; Short=UDP-GIcNAc
4-epimerase; AltName: Full=UDP-galactose 4-epimerase
Sequence ID: Q14376.2 Length: 348 Number of Matches: 1

Related Information
Range 1: 5 to 133 GenPept Graphics

Score Expect Method Identities Positives Gaps

42.7 bits(99) 0.003 Compositional matrix adjust. 41/135(30%) 62/135(45%) 19/135(14%)

Gene - associated gene details

Query 18 VCVTGAAGFI GSW.VMRLLERGY- - - - - - NVHATVRD- - - - PENKKKVKHLLELPKADTN 67
V VTG AGHI GS V+ LLE GY N H R PE+ ++V+ L +
Shjct 5 VLVTGGAGY!I GSHTVLELLEAGYLPVVI DNFHNAFRGGGSL PESLRRVQEL- - - - - TGRS 59

Query 68 LTLWKADL TVEGSFDEAI Q- - GCQGVFHVATPMDF- ESKDPENEVI KPTVRGWMLSI | ESC 124
+ + D+ +G+ + VHA ES + + + G+ ++E
Shjct 60 VEFEEMDI L DQGAL QRLFKKYSFNVAVI HFAGLKAVGESVQKPLDYYRVNLTGTI QLLE-1 118

Query 125 AKANTVKRLVFTSSA 139
KA+ VK LVF+SSA
Sbjct 119 MKAHGVKNLVFSSSA 133

Download GenPept Graphics Next Previous Descriptions

RecName: Full=UDP-glucose 4-epimerase; AltName: Full=Galactowaldenase; AltName: Full=UDP-N-acetylglucosamine 4-
epimerase; Short=UDP-GIcNAc 4-epimerase; AltName: Full=UDP-galactosamine 4-epimerase; Short=UDP-GalNAc 4-
epimerase; AltName: Full=UDP-galactose 4-epimerase
Sequence ID: Q5R8D0.1 Length: 348 Number of Matches: 1

Related Information
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_146327838
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_146327838
https://www.ncbi.nlm.nih.gov/protein/146327838?report=genbank&log$=protalign&blast_rank=88&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/146327838?report=graph&rid=E93GT0WF013[146327838]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:156&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_146327838
https://www.ncbi.nlm.nih.gov/protein/146327838?report=genbank&log$=protalign&blast_rank=88&RID=E93GT0WF013&from=4&to=149
https://www.ncbi.nlm.nih.gov/protein/146327838?report=graph&rid=E93GT0WF013[146327838]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:156&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_704000366
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_704000366
https://www.ncbi.nlm.nih.gov/protein/704000366?report=genbank&log$=protalign&blast_rank=89&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/704000366?report=graph&rid=E93GT0WF013[704000366]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:139&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_704000366
https://www.ncbi.nlm.nih.gov/protein/704000366?report=genbank&log$=protalign&blast_rank=89&RID=E93GT0WF013&from=5&to=133
https://www.ncbi.nlm.nih.gov/protein/704000366?report=graph&rid=E93GT0WF013[704000366]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:139&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_68056598
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_68056598
https://www.ncbi.nlm.nih.gov/protein/68056598?report=genbank&log$=protalign&blast_rank=90&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/68056598?report=graph&rid=E93GT0WF013[68056598]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:139&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_68056598
https://www.ncbi.nlm.nih.gov/protein/68056598?report=genbank&log$=protalign&blast_rank=90&RID=E93GT0WF013&from=5&to=133
https://www.ncbi.nlm.nih.gov/protein/68056598?report=graph&rid=E93GT0WF013[68056598]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:139&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75061767
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75061767
https://www.ncbi.nlm.nih.gov/protein/75061767?report=genbank&log$=protalign&blast_rank=91&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/75061767?report=graph&rid=E93GT0WF013[75061767]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:139&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_75061767
https://www.ncbi.nlm.nih.gov/protein/146327838?report=genbank&log$=protalign&blast_rank=88&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/704000366?report=genbank&log$=protalign&blast_rank=89&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/68056598?report=genbank&log$=protalign&blast_rank=90&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/75061767?report=genbank&log$=protalign&blast_rank=91&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/gene?term=704000366[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=89
https://www.ncbi.nlm.nih.gov/gene?term=68056598[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=90

NCBI Blast:Protein Sequence (380 letters)

Range 1: 5 to 133 GenPept Graphics
Score Expect Method Identities Positives Gaps

42.7 bits(99) 0.003 Compositional matrix adjust. 41/135(30%) 62/135(45%) 19/135(14%)

Gene - associated gene details

Query 18 VCVTGAAGFI GSW.VVRLLERGY- - - - - - NVHATVRD- - - - PENKKKVKHLLELPKADTN 67
V VIG AGtHI GS V+ LLE GY NH R PE+ ++V+ L +
Shjct 5 VLVTGGAGYI GSHTVLELLEAGYLPVVI DNFHNAFRGGGSL PESLRRVQEL - - - - - TGRS 59

Query 68 LTLVWKADLTVEGSFDEAI Q - GCQGVFHVATPVDF- ESKDPENEVI KPTVRGWMLSI | ESC 124
+  + D+ +Gt + V HA ES + + + G+ ++E
Shjct 60  VEFEEMDI LDQGALQRLFKKHSFMAVI HFAGLKAVGESVQKPLDYYRVNLTGTI QLLE-1 118

Query 125 AKANTVKRLVFTSSA 139
KA+ VK LVF+SSA
Sbjct 119 MKAHGVKNLVFSSSA 133

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=UDP-glucose 4-epimerase; AltName: Full=Galactowaldenase; AltName: Full=UDP-N-acetylglucosamine 4-
epimerase; Short=UDP-GIcNAc 4-epimerase; AltName: Full=UDP-galactosamine 4-epimerase; Short=UDP-GalNAc 4-
epimerase; AltName: Full=UDP-galactose 4-epimerase

Sequence ID: P18645.1 Length: 347 Number of Matches: 1
Related Information

Range 1: 5 to 133 GenPept Graphics

Score Expect Method Identities Positives Gaps

42.4 bits(98) 0.004 Compositional matrix adjust. 43/139(31%) 65/139(46%) 27/139(19%)

Gene - associated gene details

Query 18 VCVTGAAGFI GSW.VVRLLERGY- - - - - - NVHATVRD- - - - PENKKKVKHL- - - - LELPK 63
V VIG AG+HIGS V+ LLE GY N H ++R PE+ ++V+ L +E +
Shjct 5 VLVTGGAGYI GSHTVLELLEAGYSPVVI DNFHNSI RGEDSMPESLRRVQELTGRSVEFEE 64

Query 64  ADTNLTLWKADLTVEGSFDEAI Q - GOQGVFH- VATPMDFESKDPENEVI KPTVRGM.SI 120
D L ++F | G+V V P+D+ + + G+ +
Sbjct 65  MDI LDQAALQHLFKKHNFKAVI HFAGLKAVGESVQKPLDY- - - - - - - - - YRUNLTGTI Q. 115

Query 121 | ESCAKANTVKRLVFTSSA 139
+E +A VK LVF+SSA
Sbhjct 116 LE-1 MRAMGVKSLVFSSSA 133

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=UDP-glucose 4-epimerase; AltName: Full=Galactowaldenase; AltName: Full=UDP-galactose 4-epimerase

Sequence ID: Q45291.2 Length: 329 Number of Matches: 1
Related Information

Range 1: 3 to 118 GenPept Graphics

Score Expect Method Identities Positives Gaps

42.4 bits(98) 0.004 Compositional matrix adjust. 40/128(31%) 64/128(50%) 16/128(12%)

Gene - associated gene details

Query 18 VCVTGAAGFI GSW.VNVRLLERGYNVHATVRD- - - PENKKKVKHLLELPKADTNLTLVWKAD 74
+ VTG AGHGS LLE G++V T+ D N++ V L+DN + +
Sbhjct 3 LLVTGGAGYVGSVAAAVLLEHGHDV- - TI | DNFSTGNREAVPADARL | EGCDVNDW- - EE 58

Query 75  LTVEGSFDEAI QGCQGVFH VATPMVDFESKDPENEVI KPTVRGMSI | ESCAKANTVKRL 133
+ EGF +GVH A + ES+ NE V. L+++++ +A+ V L
Sbjct 59  VLSEGGF------- EGVVHFAARSL VGESVEKPNEYWHDNVWTAL TLLDAM RAHGVNNL 110

Query 134 VFTSSAGI 141
VF+S+A T
Sbjct 111 VFSSTAAT 118

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Bifunctional polymyxin resistance protein ArnA; Includes: RecName: Full=UDP-4-amino-4-deoxy-L-
arabinose formyltransferase; AltName: Full=ArnAFT; AltName: Full=UDP-L-Ara4N formyltransferase; Includes: RecName:
Full=UDP-glucuronic acid oxidase, UDP-4-keto-hexauronic acid decarboxylating; AltName: Full=ArnADH; AltName:
Full=UDP-GIcUA decarboxylase; AltName: Full=UDP-glucuronic acid dehydrogenase

Sequence ID: B5XTK9.1 Length: 661 Number of Matches: 1
Related Information

Range 1: 298 to 496 GenPept Graphics

Score Expect Method Identities Positives Gaps

42.7 bits(99) 0.004 Compositional matrix adjust. 56/214(26%) 95/214(44%) 23/214(10%)

Query 1 MASEAVHAPSPPVAVPT- - - VCVTGAAGET GSW.VVRLLE- RGYNVHATVRDPENKKKVK 56
+ S AV + P VA+ V+G GG L RLL+ Y ++ +
Sbhjct 298 LVSGAVI SSKPWAI KRRTRVLI LGYNGFI GNHLTERLLQDDNYEI YGL- - - DI GSDAI'S 354

Query 57 HL L EL PKADTNL TLWKADL TVEGSFDE- Al QGCQGVF- - - HVATPVDFESKDPENEVI KP - 112
LE P+ + D4+ + E |+ C V +ATP+++ +++P  V +
Shjct 355 RFLESPR---- FHFVEGDI SI HSEW EYH KKCDVVLPLVAI ATPI EY- TRNPL- RVFEL 408

Query 113 TVRGWLSI | ESCAKANTVKRLVFTSSAGTLDVQEQQKLFYDQTSWSDLDFI YAKKMTGAM 172
LIl CKN KR++F St++ + KF+TS + | ++ W
Sbhjct 409 DFEENLKI | RDCVKYN- - KRI | FPSTSEVYGMC- TDKNFDEDTSNLWGPI NKQR- - - W 462

NCBI Blast_Protein Sequence (380 letters) DFR.html[5/04/2017 4:35:50 PM]



https://www.ncbi.nlm.nih.gov/protein/75061767?report=genbank&log$=protalign&blast_rank=91&RID=E93GT0WF013&from=5&to=133
https://www.ncbi.nlm.nih.gov/protein/75061767?report=graph&rid=E93GT0WF013[75061767]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:139&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_120922
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_120922
https://www.ncbi.nlm.nih.gov/protein/120922?report=genbank&log$=protalign&blast_rank=92&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/120922?report=graph&rid=E93GT0WF013[120922]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:139&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_120922
https://www.ncbi.nlm.nih.gov/protein/120922?report=genbank&log$=protalign&blast_rank=92&RID=E93GT0WF013&from=5&to=133
https://www.ncbi.nlm.nih.gov/protein/120922?report=graph&rid=E93GT0WF013[120922]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:139&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_21903430
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_21903430
https://www.ncbi.nlm.nih.gov/protein/21903430?report=genbank&log$=protalign&blast_rank=93&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/21903430?report=graph&rid=E93GT0WF013[21903430]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:123&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_21903430
https://www.ncbi.nlm.nih.gov/protein/21903430?report=genbank&log$=protalign&blast_rank=93&RID=E93GT0WF013&from=3&to=118
https://www.ncbi.nlm.nih.gov/protein/21903430?report=graph&rid=E93GT0WF013[21903430]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:123&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_226723718
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_226723718
https://www.ncbi.nlm.nih.gov/protein/226723718?report=genbank&log$=protalign&blast_rank=94&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/226723718?report=graph&rid=E93GT0WF013[226723718]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=289:505&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_226723718
https://www.ncbi.nlm.nih.gov/protein/226723718?report=genbank&log$=protalign&blast_rank=94&RID=E93GT0WF013&from=298&to=496
https://www.ncbi.nlm.nih.gov/protein/226723718?report=graph&rid=E93GT0WF013[226723718]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=289:505&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/120922?report=genbank&log$=protalign&blast_rank=92&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/21903430?report=genbank&log$=protalign&blast_rank=93&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/226723718?report=genbank&log$=protalign&blast_rank=94&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/gene?term=75061767[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=91
https://www.ncbi.nlm.nih.gov/gene?term=120922[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=92
https://www.ncbi.nlm.nih.gov/gene?term=21903430[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=93

NCBI Blast:Protein Sequence (380 letters)

Query 173 YFVSKI LAEKSAMEETKKKNI DFI SI | PPLWGP 206
Y VSK L ++ K ++ F P +GP
Sbhjct 463 YSVSKQLLDRVI WAYGDKYDLKFTLFRPFNWMGP 496

Download GenPept Graphics Next Previous Descriptions
RecName: Full=GDP-mannose 4,6-dehydratase; AltName: Full=GDP-D-mannose dehydratase

Sequence ID: Q06952.1 Length: 373 Number of Matches: 1
Related Information

Range 1: 7 to 67 GenPept Graphics

Score Expect Method Identities Positives Gaps

41.6 bits(96) 0.007 Compositional matrix adjust. 25/61(41%) 32/61(52%) 3/61(4%)

Gene - associated gene details

Query 19 CVTGAAGHI GSW.VMRLLERGYNVHATVRDPE- - NKKKVKHLLELP- KADTNLTLWKADL 75
+TG G GS+L  LLE+GY VH R N++V HL + P+ DN L DL
Shjct 7 LI TG TGQDGSYLAEFLLEKGYEVHGE KRRSSLFNTQRVDHLYKDPHEEDVNFKLHYGDL 66
Query 76 T 76
T

Shjct 67 T 67

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Bifunctional polymyxin resistance protein ArnA; Includes: RecName: Full=UDP-4-amino-4-deoxy-L-
arabinose formyltransferase; AltName: Full=ArnAFT; AltName: Full=UDP-L-Ara4N formyltransferase; Includes: RecName:
Full=UDP-glucuronic acid oxidase, UDP-4-keto-hexauronic acid decarboxylating; AltName: Full=ArnADH; AltName:
Full=UDP-GIcUA decarboxylase; AltName: Full=UDP-glucuronic acid dehydrogenase

Sequence ID: A6TF98.1 Length: 661 Number of Matches: 1
Related Information

Range 1: 298 to 496 GenPept Graphics

Score Expect Method Identities Positives Gaps

42.0 bits(97) 0.007 Compositional matrix adjust. 55/214(26%) 94/214(43%) 23/214(10%)

Query 1 MASEAVHAPSPPVAVPT- - - VCVTGAAGFI GSW.VMRLLE- RGYNVHATVRDPENKKKVK 56
+ S AV + P VA+ V+G GFIG-L RLL+ Y ++ +
Shjct 298 LVSGAVI SSKPVWAI KRRTRVLI LGVNGFI GNHLTERLLQDDNYEI YGL- - - DI GSDAI S 354

Query 57 HLLELPKADTNLTLWKADL TVEGSFDE- Al QGCQGVF- - - HVATPVDFESKDPENEVI KP 112
L+ P+ + DH++ +E I+ C V +ATP+++ +++P  V +
Sbjct 355 RFLDCPR- - - - FHFVEGDI SI HSEW EYH KKCDVVLPLVAI ATPI EY- TRNPL- RVFEL 408

Query 113 TVRGWSI | ESCAKANTVKRLVFTSSAGTLDVQEQKLFYDQTSWEDLDFI YAKKMTGAM 172
LIl CKN KR+tF S++ + + +D+ S S+L K W
Sbj ct 409 DFEENLKI | RDCVKYN- - KRI | FPSTSEVYGMCTDKN- - FDEDS- SNLWGPI NKQR- W 462

Query 173 YFVSKI LAEKSAMEETKKKNI DFI SI | PPLWGP 206
Y VSK L ++ K + F P +GP
Shjct 463 YSVSKQLLDRVI WAYGDKNGLKFTLFRPFNWMGP 496

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=dTDP-4-oxo-6-deoxy-D-allose reductase; AltName: Full=dTDP-4-dehydro-6-deoxy-D-allose reductase;
AltName: Full=dTDP-4-keto-6-deoxy-D-hexose reductase GerKl; AltName: Full=dTDP-4-keto-6-deoxyallose reductase

Sequence ID: Q331Q7.1 Length: 326 Number of Matches: 1
Related Information

Range 1: 10 to 269 GenPept Graphics

Score Expect Method Identities Positives Gaps

41.6 bits(96) 0.007 Compositional matrix adjust. 70/279(25%) 112/279(40%) 37/279(13%)

Query 17 TVCVTGAAGH GSW.VVRLLERGYNVHATVR- - DPENKKKVKHLLELPKADTNLTLVKAD 74
TV VIGA GFIGS V+L RG VA R PE+ ++ L + TL + +
Shjct 10  TVLVTGALGFI GSHFVRQLDARGAEVLALYRTERPEI QAELAALNRVRLVRTEL- - - RDE 66

Query 75  LTVEGSFDEAI QGCQGVFHVATPNVDFESK- - - DPENEVI KPTVRGWLSI | ESCAKANTVK 131
V G+F VHA M ++ + E++ R+ +++ +C + V
Sbjct 67  SDVRGAFKYLAPS| DTVVHCAA- MDGNAQFKLERSAEI LDSNQRTI SNLL- NCVRDFGVG 124

Query 132 RLVFTSSAG ----- TLDVQEQKLFYDQI SWSDLDFI YAKKMIGAMYFVSKI LAEKSAM 185
+V  SS+ T+ +E+ DF ++ T Y +SK E A
Shjct 125 EVVWMSSSELYSASPTVAAREED------------ DFRRSMVRYTDNGYVLSKTYCEI LAR 172

Query 186 EETKKKNI DFI SI | PPLVWGPFI TPTFPPSLI TAL- SLI TGNEAHYCI | KQG- - - - - - Qr 238
++ + + P VCGP F S + St++ +A | G +
Shjct 173 LHREQFGTNVFLVRPGNVYGP- - GCDGFDCSRGRVI PSMLAKADAGEE! EI WEBDGSQTRSF 230

Query 239 VHLDDLCEAH FLYEHPKADGRFI CSSHHAI | YDVAKW 277
VWi DL A+ L E K + o+ I ++A W
Sbjct 231 VHVADLVRASLRLLETGKYPEM\VAGAEQVSI LELAGW 269

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=UDP-glucose 4-epimerase; AltName: Full=Galactowaldenase; AltName: Full=UDP-galactose 4-epimerase

Sequence ID: P45602.1 Length: 139 Number of Matches: 1

NCBI Blast_Protein Sequence (380 letters) DFR.html[5/04/2017 4:35:50 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_11132353
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_11132353
https://www.ncbi.nlm.nih.gov/protein/11132353?report=genbank&log$=protalign&blast_rank=95&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/11132353?report=graph&rid=E93GT0WF013[11132353]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=4:70&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_11132353
https://www.ncbi.nlm.nih.gov/protein/11132353?report=genbank&log$=protalign&blast_rank=95&RID=E93GT0WF013&from=7&to=67
https://www.ncbi.nlm.nih.gov/protein/11132353?report=graph&rid=E93GT0WF013[11132353]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=4:70&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_166988216
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_166988216
https://www.ncbi.nlm.nih.gov/protein/166988216?report=genbank&log$=protalign&blast_rank=96&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/166988216?report=graph&rid=E93GT0WF013[166988216]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=289:505&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_166988216
https://www.ncbi.nlm.nih.gov/protein/166988216?report=genbank&log$=protalign&blast_rank=96&RID=E93GT0WF013&from=298&to=496
https://www.ncbi.nlm.nih.gov/protein/166988216?report=graph&rid=E93GT0WF013[166988216]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=289:505&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_122565604
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_122565604
https://www.ncbi.nlm.nih.gov/protein/122565604?report=genbank&log$=protalign&blast_rank=97&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/122565604?report=graph&rid=E93GT0WF013[122565604]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:281&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_122565604
https://www.ncbi.nlm.nih.gov/protein/122565604?report=genbank&log$=protalign&blast_rank=97&RID=E93GT0WF013&from=10&to=269
https://www.ncbi.nlm.nih.gov/protein/122565604?report=graph&rid=E93GT0WF013[122565604]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:281&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1169829
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1169829
https://www.ncbi.nlm.nih.gov/protein/1169829?report=genbank&log$=protalign&blast_rank=98&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/1169829?report=graph&rid=E93GT0WF013[1169829]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:131&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_1169829
https://www.ncbi.nlm.nih.gov/protein/11132353?report=genbank&log$=protalign&blast_rank=95&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/166988216?report=genbank&log$=protalign&blast_rank=96&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/122565604?report=genbank&log$=protalign&blast_rank=97&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/protein/1169829?report=genbank&log$=protalign&blast_rank=98&RID=E93GT0WF013
https://www.ncbi.nlm.nih.gov/gene?term=11132353[PUID]&RID=E93GT0WF013&log$=genealign&blast_rank=95

NCBI Blast:Protein Sequence (380 letters)

Related Information
Range 1: 3 to 125 GenPept Graphics

Score Expect Method Identities Positives Gaps

39.7 bits(91) 0.008 Compositional matrix adjust. 36/125(29%) 57/125(45%) 5/125(4%)

Query 18 VCVTGAAGF GSW.VVRL LERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKADLTV 77
V VIG +G+H GS  ++LL+RG+ V +K+++  ++E T + D+
Shjct 3 VLVTGGSGYI GSHTCVQLLQRGHEVVI LDNLCNSKRRI LPVI E- RLGGKEATFI EGDI RN 61

Query 78 EGSFDEAI - - QGCQGVFHVATPNDF- ESKDPENEVI KPTVRGWLSI | ESCAKANTVKRLV 134
E E + + VHA ES E VGL ++ S +A VK +
Shjct 62 EARMTEI LHDHAI EAVI HFAGLKAVGESVAKPLEYYDNNVTGTLKLV- SAMRAAGVKNFI 120

Query 135 FTSSA 139
F+SSA
Sbjct 121 FSSSA 125

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=UDP-glucose 4-epimerase 4; Short=OsUGE-4; AltName: Full=UDP-galactose 4-epimerase 4
Sequence ID: Q6K2E1.1 Length: 369 Number of Matches: 1

Related Information

Range 1: 19 to 145 GenPept Graphics

- - Gene - associated gene details
Score Expect Method Identities Positives Gaps - 9

41.6 bits(96) 0.008 Compositional matrix adjust. 43/133(32%) 63/133(47%) 16/133(12%)

Query 17 TVCVTGAAGFI GSW.VVRLLERGYN- VHATVRDPENKKKVKHLLELPKADT- NLTLWKAD 74
TV VIG AGHI GS V++LL G+ V A ++ V+ + L NL+L K D
Shjct 19 TVLVTGGAGYI GSHTVLQLLAAGFRVVVADSL GNSSELAVRRVAALAGDKARNLSLHKVD 78

Query 75 LTVEGSFDEAI QGCQ- - GVFHVATPMDFESKDPENEVI KP- - - - - - TVRGW.SI | ESCAK 126
+ +G ++ + VHA K V KP V G+ ++E A
Shjct 79 | RDKGGELEKVFSSTRFDAVVHFAG- - - - - LKAVGESVQKPLLYYDHNVAGTI | LLEVVA- 132

Query 127 ANTVKRLVFTSSA 139
A+ K+LVF+SSA
Sbhjct 133 AHGCKKLVFSSSA 145

Download GenPept Graphics Previous Descriptions

RecName: Full=3 beta-hydroxysteroid dehydrogenase/Delta 5-->4-isomerase type 1; AltName: Full=3 beta-hydroxysteroid
dehydrogenase/Delta 5-->4-isomerase type |; Short=3-beta-HSD [; AltName: Full=Trophoblast antigen FDO161G; Includes:
RecName: Full=3-beta-hydroxy-Delta(5)-steroid dehydrogenase; AltName: Full=3-beta-hydroxy-5-ene steroid
dehydrogenase; AltName: Full=Progesterone reductase; Includes: RecName: Full=Steroid Delta-isomerase; AltName:
Full=Delta-5-3-ketosteroid isomerase

Sequence ID: P14060.2 Length: 373 Number of Matches: 1

Related Information

Range 1: 5 to 125 GenPept Graphics . X
Gene - associated gene details

Score Expect Method Identities Positives Gaps

41.6 bits(96) 0.009 Compositional matrix adjust. 29/122(24%) 54/122(44%) 1/122(0%)

Query 17  TVCVTGAAGH GSWL.VMRLLERGYNVHATVRDPENKKKVKHLLELPKADTNLTLWKADLT 76
+ VIGA GF+G ++ L++ V D +++ + T LT+ + D+
Shjct 5 SCLVTGAGGFLGQRI | RLLVKEKELKEI RVLDKAFGPELREEFSKLONKTKLTVLEGDI L 64

Query 77 VEGSFDEAI QGCQGVFHVATPNVDFESKDPENEVI KPTVRGMLSI | ESCAKANTVKRLVFT 136
E A Q + HA +D ++ V+G  ++E+C +A +V  ++T
Sbjct 65 DEPFLKRACQDVSVI | HTACI | DVFGVTHRESI MN\VNVKGTQLLLEACVQA- SVPVFI YT 123

Query 137 SS 138
SS
Sbjct 124 SS 125
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Job title: Protein Sequence (380 letters)
RID E93S7KB0016 (Expires on 04-06 14:30 pm)
Query ID Icl|Query_174746 Database Name swissprot
Description None Description Non-redundant UniProtKB/SwissProt sequences
Molecule type amino acid Program BLASTP 2.6.0+ Citation
Query Length 380
Other reports: Search Summary [Taxonomy reports] [Distance tree of results] [Multiple alignment] [MSA viewer
Analyze your query with SmartBLAST
Graphic Summary
how Conserved Domain
Putative conserved domains have been detected, click on the image below for detailed results.
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Descriptions
Sequences producing significant alignments:
Select: All None Selected:0
Alignments
_ Max Total Quer .
Description Query Ident Accession
score score cover value
[0 RecName: Full=GDP-mannose 4.6 dehydratase 1: AltName: Full=Bacillus thuringiensis toxin-resista 40.0 40.0 38% 2e-04 25% Q18801.3
[0 RecName: Full=Antitoxin Pem| 27.3 27.3 6% 0.66 54% P13975.1
O RecName: Full=Polycystic kidney disease 1 like 1: AltName: Full=Protein abecobe 277 277 13% 2.2 31% E7FKV8.2
Or Eull=Anth 26.2 26.2 14% 59 34% P15917.2
[0 RecName: Full=U12-ctenitoxin-Pnla; Short=U12-CNTX-Pnla: AltName: Full=Neurotoxin Pn3-6B: F| 24.3 24.3 6% 75 44% P0C2S8.1
[0 RecName: Full=Ecto-ADP-ribosyltransferase 4: AltName: Full=ADP-ribosyltransferase C2 and C3to 25.4 254 7% 8.0 42% Q95NEO0.1
[ RecName: Full=Ecto-ADP-ribosyltransferase 4: AltName: Full=ADP-ribosyltransferase C2 and C3to 254 254 7% 8.0 42% Q93070.2
Alignments
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RecName: Full=GDP-mannose 4,6 dehydratase 1; AltName: Full=Bacillus thuringiensis toxin-resistant protein 1; Short=Bt
toxin-resistant protein 1; AltName: Full=GDP-D-mannose dehydratase; Short=GMD
Sequence ID: Q18801.3 Length: 399 Number of Matches: 1

Related Information

Range 1: 32 to 192 GenPept Graphics

- — Gene - associated gene details
Score Expect Method Identities Positives Gaps I 9

40.0 bits(92) 2e-04 Compositional matrix adjust. 40/161(25%) 67/161(41%) 15/161(9%)

Query 1 MASEAVHAPSPPVAV- - - - PTVCVTGAAGF GSW.VVRLLERGYNVHATVRDPE- - NKKK 54
M+ E P+  +A +TG +G GS+L LL +GY VH +R N +
Shjct 32 MSHEVSTTPAAELAAFRARKVALI TG SCQDGSYLAELLLSKGYKVHG | RRSSSFNTAR 91

Query 55  VKHLLELP- - - KADTNLTLWKADL TVEGSFDEAI QGCQ- - GVFHVA- - - - TPMDFESKDP 105
++HL P D++ +L D+T + | + V+H+A + F+ +
Shjct 92 I EHLYSNPI THHGDSSFSLHYGDMIDSSCLI KLI STI EPTEVYHLAAQSHVKVSFDLPEY 151

Query 106 ENEVI KPTVRGWLSI | ESCAKANTVKRLVFTSSAGTLDVQE 146
EV +L | +C V+ ++S VQE
Shjct 152 TAEVDAVGTLRLLDAI HACRLTEKVRFYQASTSELYGKVQE 192

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Antitoxin Pem|
Sequence ID: P13975.1 Length: 85 Number of Matches: 1

Related Information

Range 1: 9 to 32 GenPept Graphics

- — - associated gene details
Score Expect Method Identities Positives Gaps Gene 9

27.3 bits(59) 0.66  Composition-based stats. 13/24(54%) 16/24(66%) 0/24(0%)

Query 204 VGPFI TPTFPPSLI TALSLI TGNE 227
VG + T PP+L+ ALSL T NE
Shjct 9 VGGSVMLTVPPALLNALSLGTDNE 32

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Polycystic kidney disease 1 like 1; AltName: Full=Protein abecobe

Sequence ID: EZTEKV8.2 Length: 2742 Number of Matches: 1
Related Information

Range 1: 2193 to 2244 GenPept Graphics

Score Expect Method Identities Positives Gaps

27.7 bits(60) 2.2 Compositional matrix adjust. 16/52(31%) 22/52(42%) 0/52(0%)

Gene - associated gene details

Query 161 DFI YAKKMTGAMYFVSKI LAEKSAVEETKKKNI DFI SI | PPLWGPFI TPTE - 212
DF+ KK W + L E++ + FISI  PLV + TF
Sbhjct 2193 DFMSI KKYEDWAKWAQTSLLSSLYYNESENPQVSFI SI GAPLVQKTEVCGTF 2244

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Lethal factor; Short=LF; AltName: Full=Anthrax lethal toxin endopeptidase component; Flags: Precursor
Sequence ID: P15917.2 Length: 809 Number of Matches: 1

Related Information
Range 1: 23 to 74 GenPept Graphics
Score Expect Method Identities Positives Gaps

26.2 bits(56) 5.9 Compositional matrix adjust. 19/56(34%) 26/56(46%) 6/56(10%)

Query 10 SPPVAVPTVCVTGAAGF GSW.VMVRLLERGYNVHATVRDPE- - NKKKVKHLLELPK 63
S PV +P V G G+G M+ E+ N R E NK + +HL E+ K
Shjct 23 SGPVFI PLVQGAGGHGDVG - - - MHVKEKEKNKDENKRKDEERNKTQEEHLKEI MK 74

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=U12-ctenitoxin-Pnla; Short=U12-CNTX-Pnla; AltName: Full=Neurotoxin Pn3-6B; Flags: Precursor
Sequence ID: POC2S8.1 Length: 100 Number of Matches: 1

Related Information
Range 1: 27 to 51 GenPept Graphics
Score Expect Method Identities Positives Gaps

24.3 bits(51) 7.5 Composition-based stats. 11/25(44%) 17/25(68%) 1/25(4%)

Query 101 ESKD- PENEVI KPTVRGWMLSI | ESC 124
E+KD PE++ + P RG L | ++C
Shjct 27 EAKDEPESDALVPQERGCLDI GKTC 51

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Ecto-ADP-ribosyltransferase 4; AltName: Full=ADP-ribosyltransferase C2 and C3 toxin-like 4;
Short=ARTC4; AltName: Full=Dombrock molecule 1; AltName: Full=Mono(ADP-ribosyl)transferase 4; AltName:
Full=NAD(P)(+)--arginine ADP-ribosyltransferase 4; AltName: CD_antigen=CD297; Flags: Precursor
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https://www.ncbi.nlm.nih.gov/protein/50402185?report=graph&rid=E93S7KB0016[50402185]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=21:76&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_50402185
https://www.ncbi.nlm.nih.gov/protein/50402185?report=genbank&log$=protalign&blast_rank=4&RID=E93S7KB0016&from=23&to=74
https://www.ncbi.nlm.nih.gov/protein/50402185?report=graph&rid=E93S7KB0016[50402185]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=21:76&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_145572742
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https://www.ncbi.nlm.nih.gov/protein/145572742?report=genbank&log$=protalign&blast_rank=5&RID=E93S7KB0016
https://www.ncbi.nlm.nih.gov/protein/145572742?report=graph&rid=E93S7KB0016[145572742]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=26:52&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_145572742
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https://www.ncbi.nlm.nih.gov/protein/145572742?report=graph&rid=E93S7KB0016[145572742]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=26:52&appname=ncbiblast&link_loc=fromHSP
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_22256932
https://www.ncbi.nlm.nih.gov/protein/22256932?report=genbank&log$=protalign&blast_rank=6&RID=E93S7KB0016
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_22256932
https://www.ncbi.nlm.nih.gov/protein/66774192?report=genbank&log$=protalign&blast_rank=1&RID=E93S7KB0016
https://www.ncbi.nlm.nih.gov/protein/141290?report=genbank&log$=protalign&blast_rank=2&RID=E93S7KB0016
https://www.ncbi.nlm.nih.gov/protein/586908221?report=genbank&log$=protalign&blast_rank=3&RID=E93S7KB0016
https://www.ncbi.nlm.nih.gov/protein/50402185?report=genbank&log$=protalign&blast_rank=4&RID=E93S7KB0016
https://www.ncbi.nlm.nih.gov/protein/145572742?report=genbank&log$=protalign&blast_rank=5&RID=E93S7KB0016
https://www.ncbi.nlm.nih.gov/gene?term=66774192[PUID]&RID=E93S7KB0016&log$=genealign&blast_rank=1
https://www.ncbi.nlm.nih.gov/gene?term=141290[PUID]&RID=E93S7KB0016&log$=genealign&blast_rank=2
https://www.ncbi.nlm.nih.gov/gene?term=586908221[PUID]&RID=E93S7KB0016&log$=genealign&blast_rank=3
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Sequence ID: Q95NEOQ.1 Length: 314 Number of Matches: 1
Related Information

Range 1: 60 to 90 GenPept Graphics - - ted detal
Score Expect Method Identities Positives Gaps {€ne - associated gene detalls

25.4 bits(54) 8.0 Compositional matrix adjust. 13/31(42%) 18/31(58%) 1/31(3%)

Query 79  GSFDEAI QGC- QGVFHVATPMDFESKDPENE 108
GSFD+ QGC+V T D+ +KDE +

Shjct 60  GSFDDQYQGCSKQVVEKLTQGDYFTKDI EAQ 90

Download GenPept Graphics Previous Descriptions

RecName: Full=Ecto-ADP-ribosyltransferase 4; AltName: Full=ADP-ribosyltransferase C2 and C3 toxin-like 4;
Short=ARTC4; AltName: Full=Dombrock blood group carrier molecule; AltName: Full=Mono(ADP-ribosyl)transferase 4;
AltName: Full=NAD(P)(+)--arginine ADP-ribosyltransferase 4; AltName: CD_antigen=CD297; Flags: Precursor
Sequence ID: Q93070.2 Length: 314 Number of Matches: 1

Related Information

Range 1: 60 to 90 GenPept Graphics G iated detail
. . ene - associate ene detalls
Score Expect Method Identities Positives Gaps 9

25.4 bits(54) 8.0 Compositional matrix adjust. 13/31(42%) 18/31(58%) 1/31(3%)

Query 79  GSFDEAI QGC- QGVFHVATPVDFESKDPENE 108
GSFD+ QGC+V T D+ +KDE +

Shjct 60  GSFDDQYQGCSKQUMEKLTQGDYFTKDI EAQ 90
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Job title: Protein Sequence (506 letters)

RID E945S3A7016 (Expires on 04-06 14:37 pm)

Query ID Icl|Query_358325 Database Name swissprot
Description Non-redundant UniProtKB/SwissProt sequences

Description None
Molecule type amino acid Program BLASTP 2.6.0+ Citation

Query Length 506

Other reports: Search Summary [Taxonomy reports] [Distance tree of results] [Multiple alignment] [MSA viewer
Analyze your query with SmartBLAST

Graphic Summary

Show Conserved Domains
Putative conserved domains have been detected, click on the image below for detailed results.

i 75 150 225 S0 375
TR S [

Superfanilies p450 superfamily

Distribution of the top 100 Blast Hits on 100 subject sequences
Mouse over to see the title, click to show alignments
Color key for alignment scores
<40 W 40-50 M 50-80 W 80-200 W >=200
Query
| | | | | |
1 100 200 300 400 500

Descriptions

NCBI Blast_Protein Sequence (506 letters) blue.html[5/04/2017 4:41:54 PM]


https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Web&PAGE_TYPE=BlastHome
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=GetSaved&RECENT_RESULTS=on
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=GetSaved
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Web&PAGE_TYPE=BlastDocs
https://www.ncbi.nlm.nih.gov/account/settings/
https://www.ncbi.nlm.nih.gov/myncbi/
https://www.ncbi.nlm.nih.gov/account/signout/?back_url=https%3A%2F%2Fblast%2Encbi%2Enlm%2Enih%2Egov%2FBlast%2Ecgi%3FALIGNMENTS%3D100%26ALIGNMENT%5FVIEW%3DPairwise%26BLAST%5FPROGRAMS%3Dblastp%26CDD%5FRID%3DE945RPWP01R%26CDD%5FSEARCH%3Don%26CDD%5FSEARCH%5FSTATE%3D0%26CLIENT%3Dweb%26CMD%3DGet%26COMPOSITION%5FBASED%5FSTATISTICS%3D2%26CONFIG%5FDESCR%3D2%2C3%2C4%2C5%2C6%2C7%2C8%26DATABASE%3Dswissprot%26DESCRIPTIONS%3D100%26DYNAMIC%5FFORMAT%3Don%26EQ%5FOP%3DAND%26EXPECT%3D10%26FILTER%3DF%26FORMAT%5FNUM%5FORG%3D1%26FORMAT%5FOBJECT%3DAlignment%26FORMAT%5FTYPE%3DHTML%26FULL%5FDBNAME%3Dswissprot%26GAPCOSTS%3D11%2B1%26GET%5FSEQUENCE%3Dtrue%26HSP%5FRANGE%5FMAX%3D0%26JOB%5FTITLE%3DProtein%2BSequence%2B%28506%2Bletters%29%26LAYOUT%3DTwoWindows%26LINE%5FLENGTH%3D60%26MASK%5FCHAR%3D2%26MASK%5FCOLOR%3D1%26MATRIX%5FNAME%3DBLOSUM62%26MAX%5FNUM%5FSEQ%3D100%26MYNCBI%5FUSER%3D7268696%26NCBI%5FGI%3Dfalse%26NEWWIN%3Don%26NEW%5FVIEW%3Dfalse%26NUM%5FDIFFS%3D2%26NUM%5FOPTS%5FDIFFS%3D1%26NUM%5FORG%3D1%26NUM%5FOVERVIEW%3D100%26OLD%5FVIEW%3Dfalse%26PAGE%3DProteins%26PAGE%5FTYPE%3DBlastSearch%26PROGRAM%3Dblastp%26QUERY%5FINFO%3DProtein%2BSequence%2B%28506%2Bletters%29%26QUERY%5FLENGTH%3D506%26REPEATS%3D4829%26RID%3DE945S3A7016%26RTOE%3D31%26SAVED%5FSEARCH%3Dtrue%26SELECTED%5FPROG%5FTYPE%3Dblastp%26SERVICE%3Dplain%26SHORT%5FQUERY%5FADJUST%3Don%26SHOW%5FCDS%5FFEATURE%3Dfalse%26SHOW%5FLINKOUT%3Dtrue%26SHOW%5FOVERVIEW%3Dtrue%26UNIQ%5FDEFAULTS%5FNAME%3DA%5FSearchDefaults%5F1V959v%5F2tO5%5FDT3tAMXw1Kj%5F23to07%5FGRQMh%26USER%5FDEFAULT%5FMATRIX%3D4%26USER%5FDEFAULT%5FPROG%5FTYPE%3Dblastp%26USER%5FTYPE%3D1%26WORD%5FSIZE%3D3%26db%3Dprotein%26stype%3Dprotein
https://www.nih.gov/
https://www.nih.gov/
https://www.nlm.nih.gov/
https://www.nlm.nih.gov/
https://www.ncbi.nlm.nih.gov/
https://www.youtube.com/playlist?list=PLH-TjWpFfWrtjzMCIvUe-YbrlIeFQlKMq
ftp://ftp.ncbi.nlm.nih.gov/pub/factsheets/HowTo_NewBLAST.pdf
https://blast.ncbi.nlm.nih.gov/Blast.cgi
https://blast.ncbi.nlm.nih.gov/Blast.cgi
https://blast.ncbi.nlm.nih.gov/Blast.cgi?PAGE=Proteins&PROGRAM=blastp&PAGE_TYPE=BlastSearch&BLAST_SPEC=
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&RID=E945S3A7016&FORMAT_OBJECT=TaxBlast&DESCRIPTIONS=100&PROGRAM=blastp&QUERY_INDEX=0
https://blast.ncbi.nlm.nih.gov/blast/treeview/treeView.cgi?request=page&blastRID=E945S3A7016&queryID=lcl|Query_358325&entrezLim=&ex=&exl=&exh=&ns=100
https://www.st-va.ncbi.nlm.nih.gov/tools/cobalt/cobalt.cgi?CMD=submit&blastRID=E945S3A7016&queryID=lcl|Query_358325&numSeqs=100
https://www.ncbi.nlm.nih.gov/projects/msaviewer/?rid=E945S3A7016&coloring=cons
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://www.ncbi.nlm.nih.gov/Structure/cdd/wrpsb.cgi?RID=E945RPWP01R&mode=all
https://blast.ncbi.nlm.nih.gov/Blast.cgi#1345643
https://blast.ncbi.nlm.nih.gov/Blast.cgi#1345642
https://blast.ncbi.nlm.nih.gov/Blast.cgi#584998
https://blast.ncbi.nlm.nih.gov/Blast.cgi#5915818
https://blast.ncbi.nlm.nih.gov/Blast.cgi#5915820
https://blast.ncbi.nlm.nih.gov/Blast.cgi#5915817
https://blast.ncbi.nlm.nih.gov/Blast.cgi#5915819
https://blast.ncbi.nlm.nih.gov/Blast.cgi#27151499
https://blast.ncbi.nlm.nih.gov/Blast.cgi#27151498
https://blast.ncbi.nlm.nih.gov/Blast.cgi#75319886
https://blast.ncbi.nlm.nih.gov/Blast.cgi#597500955
https://blast.ncbi.nlm.nih.gov/Blast.cgi#3913192
https://blast.ncbi.nlm.nih.gov/Blast.cgi#5915853
https://blast.ncbi.nlm.nih.gov/Blast.cgi#75161264
https://blast.ncbi.nlm.nih.gov/Blast.cgi#5915852
https://blast.ncbi.nlm.nih.gov/Blast.cgi#5915834
https://blast.ncbi.nlm.nih.gov/Blast.cgi#75315258
https://blast.ncbi.nlm.nih.gov/Blast.cgi#5921185
https://blast.ncbi.nlm.nih.gov/Blast.cgi#476007202
https://blast.ncbi.nlm.nih.gov/Blast.cgi#476007172
https://blast.ncbi.nlm.nih.gov/Blast.cgi#403399733
https://blast.ncbi.nlm.nih.gov/Blast.cgi#5915832
https://blast.ncbi.nlm.nih.gov/Blast.cgi#5915860
https://blast.ncbi.nlm.nih.gov/Blast.cgi#311033356
https://blast.ncbi.nlm.nih.gov/Blast.cgi#5915857
https://blast.ncbi.nlm.nih.gov/Blast.cgi#5915840
https://blast.ncbi.nlm.nih.gov/Blast.cgi#5915837
https://blast.ncbi.nlm.nih.gov/Blast.cgi#347602396
https://blast.ncbi.nlm.nih.gov/Blast.cgi#347602397
https://blast.ncbi.nlm.nih.gov/Blast.cgi#347602398
https://blast.ncbi.nlm.nih.gov/Blast.cgi#13878370
https://blast.ncbi.nlm.nih.gov/Blast.cgi#476007112
https://blast.ncbi.nlm.nih.gov/Blast.cgi#347602399
https://blast.ncbi.nlm.nih.gov/Blast.cgi#347602400
https://blast.ncbi.nlm.nih.gov/Blast.cgi#75311401
https://blast.ncbi.nlm.nih.gov/Blast.cgi#5921932
https://blast.ncbi.nlm.nih.gov/Blast.cgi#476007139
https://blast.ncbi.nlm.nih.gov/Blast.cgi#5915839
https://blast.ncbi.nlm.nih.gov/Blast.cgi#5915844
https://blast.ncbi.nlm.nih.gov/Blast.cgi#13878407
https://blast.ncbi.nlm.nih.gov/Blast.cgi#13878390
https://blast.ncbi.nlm.nih.gov/Blast.cgi#13878379
https://blast.ncbi.nlm.nih.gov/Blast.cgi#584865
https://blast.ncbi.nlm.nih.gov/Blast.cgi#13878378
https://blast.ncbi.nlm.nih.gov/Blast.cgi#334305730
https://blast.ncbi.nlm.nih.gov/Blast.cgi#75313670
https://blast.ncbi.nlm.nih.gov/Blast.cgi#5915858
https://blast.ncbi.nlm.nih.gov/Blast.cgi#47117814
https://blast.ncbi.nlm.nih.gov/Blast.cgi#5915845
https://blast.ncbi.nlm.nih.gov/Blast.cgi#584861
https://blast.ncbi.nlm.nih.gov/Blast.cgi#21542404
https://blast.ncbi.nlm.nih.gov/Blast.cgi#75314129
https://blast.ncbi.nlm.nih.gov/Blast.cgi#13878371
https://blast.ncbi.nlm.nih.gov/Blast.cgi#18314355
https://blast.ncbi.nlm.nih.gov/Blast.cgi#13878402
https://blast.ncbi.nlm.nih.gov/Blast.cgi#3929333
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#

NCBI Blast:Protein Sequence (506 |etters)

Sequences producing significant alignments:
Select: All None Selected:0

Alignments

Max Total Query E

Ident Accession
score score cover Vvalue

Description

806 806 99% 0.0 76% P48419.1
800 800 99% 0.0 76% P48418.1
792 792  94% 0.0 77% P37120.1
763 763  97% 0.0 72% Q96418.1
761 761 97% 0.0 72% 004790.1
735 735 99% 0.0 71% Q96581.1
676 676 100% 0.0 64% 004773.1
506 506 99% 2e-175 48% Q9SD85.1
478 478 98% 1e-164 50% Q9SBQ9.1

RecName: Full=Cytochrome P450 750A1: AltName: Full=Cytochrome P450 CYPC 371 371 93% 2e-122 40% Q50EK4.1
RecName: Full=Cytochrome P450 CYP736A12 369 369 92% 4e-122 41% H2DH18.1
367 367 94% 5e-121 40% Q42798.1
RecName: Full=Cytochrome P450 93A3: AltName: Full=Cytochrome P450 CP5 361 361 91% 9e-119 41% 081973.1
Full=Geraniol 8-h . AltName: Full= h P450 76B6: : 357 357 96% 2e-117 40% Q8VWZ7.1
RecName: Full=Cytochrome P450 93A2 356 356 98% 5e-117 39% Q42799.1
RecName: Full=Cytochrome P450 76C4 350 350 91% 2e-114 40% 064635.1

Name: Full=Beta-amyrin 24-hydroxylase: AltName: Full=Cytochrome P450 93E1: AltName: Fu 348 348 99% 1e-113 37% XHC6.1

RecName: Full=Cytochrome P450 76C1 345 345 91% 2e-112 40% 064636.1
RecName: Full=Costunolide synthase: Short=L sCOS: AltName: Full=Cytochrome P450 71BL2 340 340 93% b5e-111 39% E8S1I0.1

RecName: Full=Costunolide synthase: Short=CiCOS: AltName: Full=Cytochrome P450 71BL3 340 340 94% 1e-110 38% G3GBKO.1
- 339 339 97% 3e-110 40% Di1MI46.1

RecName: Full=Cytochrome P450 76C2; AltName: Full=Protein YELLOW-LEAF-SPECIFIC GENE 339 339 89% 3e-110 39% 064637.1
Full=Li i L AltN . Fi 2 L AltN - F 336 336 93% 9e-109 36% P93149.2

328 328 90% 5e-106 37% P24465.2

RecName: Full=Cytochrome P450 98A1 327 327 92% 1le-105 37% 048956.1
RecName: Full=Cytochrome P450 71D11 325 325 94% 5e-105 37% 022307.1
RecName: Full=Cytochrome P450 71D8: AltName: Full=Cytochrome P450 CP7 325 325 94% 1le-104 35% 081974.1

RecName: Full=Germacrene A oxidase: Short=BsGAQ: AltName: Full=Germacrene A alcoholdeh 321 321 96% 2e-103 37% D5JBX1.1

RecName: Full=Germacrene A oxidase: Short=CiGAQ: AltName: Full=Germacrene A alcohol dehy 320 320 96% 4e-103 36% D5JBWS8.1
RecName: Full=Germacrene A oxidase: Short=HaGAQ: AltName: Full=Germacrene A alcoholdeh 320 320 96% 6e-103 36% D5JBX0.1

RecName: Full=Cytochrome P450 71B11 319 319 96% 1le-102 35% P58049.1

RecName: Full=Cytochrome P450 71BL1: AltiName: Full=Germacrene A acid 8-beta-hydroxylase: 319 319 91% 1e-102 38% FE8S1H3.1
RecName: Full=Germacrene A oxidase: Short=LsGAQ: AltName: Full=Germacrene A alcohol dehr 319 319 96% 1e-102 36% D5J A

318 318 96% 2e-102 36% D5JBWI.1

RecName: Full=Cytochrome P450 703A2: AltName: Full=Protein DEFECTIVE IN EXINE FORMAT 319 319 91% 2e-102 35% LNJ4.1
Full= h P4 4A1: AltN : Fi | . Sh H 319 319 90% 3e-102 36% Q42600.1

RecName: Full=Cytochrome P450 71AV8: AltName: Full=(+)-Valencene oxidase 318 318 96% 4e-102 36% E1B279.1
318 318 96% 6e-102 36% 048923.1

E

RecName: Full=Cytochrome P450 82A3: AltName: Full=Cytochrome P450 CP6 317 317 98% 2e-101 36% 049858.1
RecName: Full=Cytochrome P450 71B12 315 315 96% 4e-101 35% Q9zU07.1

I
0 0 0 [0 0 0 0 0 70

RecName: Full=Cytochrome P450 71B10 315 315 91% 7e-101 37% Q9LVD2.1
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_1345643
https://www.ncbi.nlm.nih.gov/protein/1345643?report=genbank&log$=prottop&blast_rank=1&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_1345642
https://www.ncbi.nlm.nih.gov/protein/1345642?report=genbank&log$=prottop&blast_rank=2&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_584998
https://www.ncbi.nlm.nih.gov/protein/584998?report=genbank&log$=prottop&blast_rank=3&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_5915818
https://www.ncbi.nlm.nih.gov/protein/5915818?report=genbank&log$=prottop&blast_rank=4&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_5915820
https://www.ncbi.nlm.nih.gov/protein/5915820?report=genbank&log$=prottop&blast_rank=5&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_5915817
https://www.ncbi.nlm.nih.gov/protein/5915817?report=genbank&log$=prottop&blast_rank=6&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_5915819
https://www.ncbi.nlm.nih.gov/protein/5915819?report=genbank&log$=prottop&blast_rank=7&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_27151499
https://www.ncbi.nlm.nih.gov/protein/27151499?report=genbank&log$=prottop&blast_rank=8&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_27151498
https://www.ncbi.nlm.nih.gov/protein/27151498?report=genbank&log$=prottop&blast_rank=9&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75319886
https://www.ncbi.nlm.nih.gov/protein/75319886?report=genbank&log$=prottop&blast_rank=10&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_597500955
https://www.ncbi.nlm.nih.gov/protein/597500955?report=genbank&log$=prottop&blast_rank=11&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_3913192
https://www.ncbi.nlm.nih.gov/protein/3913192?report=genbank&log$=prottop&blast_rank=12&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_5915853
https://www.ncbi.nlm.nih.gov/protein/5915853?report=genbank&log$=prottop&blast_rank=13&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75161264
https://www.ncbi.nlm.nih.gov/protein/75161264?report=genbank&log$=prottop&blast_rank=14&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_5915852
https://www.ncbi.nlm.nih.gov/protein/5915852?report=genbank&log$=prottop&blast_rank=15&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_5915834
https://www.ncbi.nlm.nih.gov/protein/5915834?report=genbank&log$=prottop&blast_rank=16&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75315258
https://www.ncbi.nlm.nih.gov/protein/75315258?report=genbank&log$=prottop&blast_rank=17&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_5921185
https://www.ncbi.nlm.nih.gov/protein/5921185?report=genbank&log$=prottop&blast_rank=18&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_476007202
https://www.ncbi.nlm.nih.gov/protein/476007202?report=genbank&log$=prottop&blast_rank=19&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_476007172
https://www.ncbi.nlm.nih.gov/protein/476007172?report=genbank&log$=prottop&blast_rank=20&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_403399733
https://www.ncbi.nlm.nih.gov/protein/403399733?report=genbank&log$=prottop&blast_rank=21&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_5915832
https://www.ncbi.nlm.nih.gov/protein/5915832?report=genbank&log$=prottop&blast_rank=22&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_5915860
https://www.ncbi.nlm.nih.gov/protein/5915860?report=genbank&log$=prottop&blast_rank=23&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_311033356
https://www.ncbi.nlm.nih.gov/protein/311033356?report=genbank&log$=prottop&blast_rank=24&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_5915857
https://www.ncbi.nlm.nih.gov/protein/5915857?report=genbank&log$=prottop&blast_rank=25&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_5915840
https://www.ncbi.nlm.nih.gov/protein/5915840?report=genbank&log$=prottop&blast_rank=26&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_5915837
https://www.ncbi.nlm.nih.gov/protein/5915837?report=genbank&log$=prottop&blast_rank=27&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_347602396
https://www.ncbi.nlm.nih.gov/protein/347602396?report=genbank&log$=prottop&blast_rank=28&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_347602397
https://www.ncbi.nlm.nih.gov/protein/347602397?report=genbank&log$=prottop&blast_rank=29&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_347602398
https://www.ncbi.nlm.nih.gov/protein/347602398?report=genbank&log$=prottop&blast_rank=30&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_13878370
https://www.ncbi.nlm.nih.gov/protein/13878370?report=genbank&log$=prottop&blast_rank=31&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_476007112
https://www.ncbi.nlm.nih.gov/protein/476007112?report=genbank&log$=prottop&blast_rank=32&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_347602399
https://www.ncbi.nlm.nih.gov/protein/347602399?report=genbank&log$=prottop&blast_rank=33&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_347602400
https://www.ncbi.nlm.nih.gov/protein/347602400?report=genbank&log$=prottop&blast_rank=34&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75311401
https://www.ncbi.nlm.nih.gov/protein/75311401?report=genbank&log$=prottop&blast_rank=35&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_5921932
https://www.ncbi.nlm.nih.gov/protein/5921932?report=genbank&log$=prottop&blast_rank=36&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_476007139
https://www.ncbi.nlm.nih.gov/protein/476007139?report=genbank&log$=prottop&blast_rank=37&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_5915839
https://www.ncbi.nlm.nih.gov/protein/5915839?report=genbank&log$=prottop&blast_rank=38&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_5915844
https://www.ncbi.nlm.nih.gov/protein/5915844?report=genbank&log$=prottop&blast_rank=39&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_13878407
https://www.ncbi.nlm.nih.gov/protein/13878407?report=genbank&log$=prottop&blast_rank=40&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_13878390
https://www.ncbi.nlm.nih.gov/protein/13878390?report=genbank&log$=prottop&blast_rank=41&RID=E945S3A7016
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RecName: Full=Cytochrome P450 71B34 314
RecName: Full=Cytochrome P450 76A2:; AltName: Full=CYPLXXVIA2; AltName: Full=Cytochrome 311
RecName: Full=Cytochrome P450 71B35 311
RecName: Full=Premnaspirodiene oxygenase: Short=HPO: AltName: Full=Cytochrome P450 71D 310
5 309

RecName: Full=Cytochrome P450 98A2 309
RecName: Full=Cytochrome P450 76C3 310
RecName: Full=Cytochrome P450 82A4: AltName: Full=Cytochrome P450 CP9 310
Full=Cytochrome P450 71A2; AltName: Full=CYPLXXIA2; AltName: Full=Cytochrome | 308
RecName: Full=Cytochrome P450 71B37 308
RecName: Full=Cytochrome P450 82C4 308
RecName: Full=Cytochrome P450 71B13 306
RecName: Full=Cytochrome P450 82A1; AltName: Full=CYPLXXXII 305
RecName: Full=Cytochrome P450 71A23 303
© 303

RecName: Full=Cytochrome P450 71B4 303
RecName: Full=Cytochrome P450 71D7 302
RecName: Full=Cytochrome P450 98A3: AltName: Full=Protein REDUCED EPIDERMAL FLUORE 302
Full= 301

RecName: Full=Cytochrome P450 71B2 301
RecName: Full=Cytochrome P450 71A9: AltName: Full=Cytochrome P450 CP1 301
RecName: Full=Tabersonine 16-hydroxylase: AltName: Full=Cytochrome P450 71D12 299
RecName: Full=Cytochrome P450 71B14 298
RecName: Full=Cytochrome P450 71B19 298
RecName: Full=Cytochrome P450 71A22 298
RecName: Full=Cytochrome P450 82C2 298
297

RecName: Full=Cytochrome P450 71B36 297
RecName: Full=Cytochrome P450 71B20 296
296

296

296

Full=Cytochrome P450 71A4; AltName: Full=CYPLXXIA4: AltName: Full=Cytochrome | 296

RecName: Full=Cytochrome P450 71D6 295
RecName: Full=Psoralen synthase: AltName: Full=Cytochrome P450 CYP71AJ2 294
RecName: Full=Cytochrome P450 71A6 295
RecName: Full=Psoralen synthase: AltName: Full=Cytochrome P450 CYP71AJ1 293
Name: Full=5-epiaristolochene 1,3-dihydroxylase; Short=NtEAH; AltName: Full=Cytochrome F 293
RecName: Full=Cytochrome P450 71A25 292
RecName: Full=Ferruginol synthase; AltName: Full=Cytochrome P450 76AH1 291
RecName: Full=Cytochrome P450 71B1: AltName: Full=CYPLXXIB1 290
| 288

290

RecName: Full=Protopine 6-monooxygenase: AltName: Full=Protopine 6-hydroxylase: Short=P6H 290
RecName: Full=Cytochrome P450 71B7 289
RecName: Full=4-hydroxyphenylacetaldehyde oxime monooxygenase: AltName: Full=Cytochrome 290
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309
309
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310
308
308
308
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305
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302
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297
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296
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294
295
293
293
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290
288
290
290
289
290

95%
95%
93%
92%
89%
97%
89%
99%
98%
89%
98%
96%
97%
91%
97%
93%
92%
97%
86%
97%
93%
89%
96%
96%
91%
99%
96%
91%
96%
96%
96%
92%
91%
92%
93%
91%
96%
88%
96%
95%
96%
86%
90%
97%
97%
90%

1le-100
2e-99
2e-99
4e-99
8e-99
1e-98
1le-98
1e-98
3e-98
4e-98
8e-98
2e-97
1le-96
1le-96
2e-96
2e-96
5e-96
8e-96
2e-95
2e-95
2e-95
le-94
le-94
2e-94
2e-94
3e-94
4e-94
5e-94
8e-94
1e-93
1e-93
1e-93
2e-93
3e-93
3e-93
4e-93
1le-92
2e-92
3e-92
le-91
2e-91
3e-91
3e-91
6e-91
6e-91
7e-91

36%
36%
36%
36%
39%
36%
39%
36%
35%
37%
35%
35%
34%
37%
36%
34%
34%
35%
35%
33%
36%
37%
34%
33%
35%
34%
38%
35%
33%
36%
38%
34%
35%
34%
34%
35%
34%
34%
34%
34%
32%
39%
36%
34%
31%
33%

QOLIP6.1
P37122.1
QOLIPS.1
A6YIH8.1
Q9SP06.1
048922.1
064638.2
049859.1
P37118.1
QOLIP3.2
Q9S746.1
P58050.1
Q43068.2
Q9STLO.1
023976.1
065786.2
P93531.1
022203.1
Q6XQ14.1
065788.2
081970.1
P98183.1
P58051.1
QILTMA4.1
QOSTL1.1
049394.2
064899.1
QILIP4.1
QILTM3.1
Q1PS23.1
064900.1
F4JW83.1
P37117.1
P93530.1
C0SJS4.1
004164.1
Q60NI4.1
Q94FM7.2
Q9STK8.1
S4UX02.1
P49264.1
13v6B1.1
ISPFJ5.1
E279C1.1

Q96514.1
048958.1



https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_13878379
https://www.ncbi.nlm.nih.gov/protein/13878379?report=genbank&log$=prottop&blast_rank=42&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_584865
https://www.ncbi.nlm.nih.gov/protein/584865?report=genbank&log$=prottop&blast_rank=43&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_13878378
https://www.ncbi.nlm.nih.gov/protein/13878378?report=genbank&log$=prottop&blast_rank=44&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_334305730
https://www.ncbi.nlm.nih.gov/protein/334305730?report=genbank&log$=prottop&blast_rank=45&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75313670
https://www.ncbi.nlm.nih.gov/protein/75313670?report=genbank&log$=prottop&blast_rank=46&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_5915858
https://www.ncbi.nlm.nih.gov/protein/5915858?report=genbank&log$=prottop&blast_rank=47&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_47117814
https://www.ncbi.nlm.nih.gov/protein/47117814?report=genbank&log$=prottop&blast_rank=48&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_5915845
https://www.ncbi.nlm.nih.gov/protein/5915845?report=genbank&log$=prottop&blast_rank=49&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_584861
https://www.ncbi.nlm.nih.gov/protein/584861?report=genbank&log$=prottop&blast_rank=50&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_21542404
https://www.ncbi.nlm.nih.gov/protein/21542404?report=genbank&log$=prottop&blast_rank=51&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75314129
https://www.ncbi.nlm.nih.gov/protein/75314129?report=genbank&log$=prottop&blast_rank=52&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_13878371
https://www.ncbi.nlm.nih.gov/protein/13878371?report=genbank&log$=prottop&blast_rank=53&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_18314355
https://www.ncbi.nlm.nih.gov/protein/18314355?report=genbank&log$=prottop&blast_rank=54&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_13878402
https://www.ncbi.nlm.nih.gov/protein/13878402?report=genbank&log$=prottop&blast_rank=55&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_3929333
https://www.ncbi.nlm.nih.gov/protein/3929333?report=genbank&log$=prottop&blast_rank=56&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_47117815
https://www.ncbi.nlm.nih.gov/protein/47117815?report=genbank&log$=prottop&blast_rank=57&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_5915836
https://www.ncbi.nlm.nih.gov/protein/5915836?report=genbank&log$=prottop&blast_rank=58&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_5915859
https://www.ncbi.nlm.nih.gov/protein/5915859?report=genbank&log$=prottop&blast_rank=59&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75293566
https://www.ncbi.nlm.nih.gov/protein/75293566?report=genbank&log$=prottop&blast_rank=60&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_38503391
https://www.ncbi.nlm.nih.gov/protein/38503391?report=genbank&log$=prottop&blast_rank=61&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_5915816
https://www.ncbi.nlm.nih.gov/protein/5915816?report=genbank&log$=prottop&blast_rank=62&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75280114
https://www.ncbi.nlm.nih.gov/protein/75280114?report=genbank&log$=prottop&blast_rank=63&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_13878372
https://www.ncbi.nlm.nih.gov/protein/13878372?report=genbank&log$=prottop&blast_rank=64&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_13878387
https://www.ncbi.nlm.nih.gov/protein/13878387?report=genbank&log$=prottop&blast_rank=65&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_13878403
https://www.ncbi.nlm.nih.gov/protein/13878403?report=genbank&log$=prottop&blast_rank=66&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75278027
https://www.ncbi.nlm.nih.gov/protein/75278027?report=genbank&log$=prottop&blast_rank=67&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_5915849
https://www.ncbi.nlm.nih.gov/protein/5915849?report=genbank&log$=prottop&blast_rank=68&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_13878377
https://www.ncbi.nlm.nih.gov/protein/13878377?report=genbank&log$=prottop&blast_rank=69&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_13878386
https://www.ncbi.nlm.nih.gov/protein/13878386?report=genbank&log$=prottop&blast_rank=70&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_122225321
https://www.ncbi.nlm.nih.gov/protein/122225321?report=genbank&log$=prottop&blast_rank=71&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_5915850
https://www.ncbi.nlm.nih.gov/protein/5915850?report=genbank&log$=prottop&blast_rank=72&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_550600135
https://www.ncbi.nlm.nih.gov/protein/550600135?report=genbank&log$=prottop&blast_rank=73&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_584863
https://www.ncbi.nlm.nih.gov/protein/584863?report=genbank&log$=prottop&blast_rank=74&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_5915835
https://www.ncbi.nlm.nih.gov/protein/5915835?report=genbank&log$=prottop&blast_rank=75&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_313118200
https://www.ncbi.nlm.nih.gov/protein/313118200?report=genbank&log$=prottop&blast_rank=76&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_5915814
https://www.ncbi.nlm.nih.gov/protein/5915814?report=genbank&log$=prottop&blast_rank=77&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75291702
https://www.ncbi.nlm.nih.gov/protein/75291702?report=genbank&log$=prottop&blast_rank=78&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_122239909
https://www.ncbi.nlm.nih.gov/protein/122239909?report=genbank&log$=prottop&blast_rank=79&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_13878400
https://www.ncbi.nlm.nih.gov/protein/13878400?report=genbank&log$=prottop&blast_rank=80&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_704000326
https://www.ncbi.nlm.nih.gov/protein/704000326?report=genbank&log$=prottop&blast_rank=81&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_1345641
https://www.ncbi.nlm.nih.gov/protein/1345641?report=genbank&log$=prottop&blast_rank=82&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_939319618
https://www.ncbi.nlm.nih.gov/protein/939319618?report=genbank&log$=prottop&blast_rank=83&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_765680545
https://www.ncbi.nlm.nih.gov/protein/765680545?report=genbank&log$=prottop&blast_rank=84&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_677995435
https://www.ncbi.nlm.nih.gov/protein/677995435?report=genbank&log$=prottop&blast_rank=85&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_5915830
https://www.ncbi.nlm.nih.gov/protein/5915830?report=genbank&log$=prottop&blast_rank=86&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_5915841
https://www.ncbi.nlm.nih.gov/protein/5915841?report=genbank&log$=prottop&blast_rank=87&RID=E945S3A7016

NCBI Blast:Protein Sequence (506 |etters)

[0 RecName: Full=Cytochrome P450 71B26 288 288 90% 1e-90 36% QOLTLO.1
RecName: Full=Psoralen synthase: AltName: Full=Cytochrome P450 CYP71AJ3 287 287 93% 2e-90 34% C0SJS2.1
RecName: Full= hrome P4 B1: AltName: Full=Protein ALTERED TRYPTOPHAN REGU| 288 288 94% 2e-90 34% 065782.1
RecName: Full=Cytochrome P450 71A26 287 287 92% 3e-90 35% Q9STK7.1
287 93% 3e-90 40% Q9FXWA4.1

RecName: Full=Cytochrome P450 71B23 287 287 90% 3e-90 32% QOLTMO.1

RecName: Full=Cytochrome P450 82A2; AltName: Full=Cytochrome P450 CP4 287 287 93% 8e-90 35% 081972.1
Name: Full=Berbamunine synthase: AltName: Full=(S)-N-methylcoclaurine oxidase [C-O phen 285 285 97% 2e-89 35% P47195.1

RecName: Full=Cytochrome P450 71D9: AltName: Full=Cytochrome P450 CP3 285 285 94% 2e-89 36% 081971.1
RecName: Full=Cytochrome P450 71B17 285 285 94% 3e-89 33% QOLTM6.1
Name: Full=Methyltetrahydroprotoberberine 14-monooxygenase: AltName: Full=(S)-cis-N-met| 285 285 93% 4e-89 33% L7X3S1.1

RecName: Full= hrome P450 71A 282 282 96% 3e-88 34% Q42716.1

OooooooooOoooao
0 0 0

RecName: Full=Cytochrome P450 82C3 282 282 98% 3e-88 35% 049396.3

Alignments
Download GenPept Graphics Next Descriptions
RecName: Full=Flavonoid 3',5'-hydroxylase 2; Short=F3'5'H; AltName: Full=CYPLXXVA3; AltName: Full=Cytochrome P450
75A3

Sequence ID: P48419.1 Length: 508 Number of Matches: 1

Related Information
Range 1: 2 to 505 GenPept Graphics

Score Expect Method Identities Positives Gaps

806 bits(2082) 0.0 Compositional matrix adjust. 384/504(76%) 439/504(87%) 1/504(0%)

Query 3 I LVTDFWAAI | FLI TRFLVRSLFKKPT- RPLPPGPLGWPLVGAL PLLGAMPHVALAKLA 61
+L+++ A +IFL T + +L R LPPGP GWP++GALPLLGAVPHV+LAK+A
Shjct 2 VLLSELAAATLI FLTTHI FI STLLSI TNGRRLPPGPRGAPVI GALPLLGAMPHVSLAKVA 61

Query 62 KKYGPI MHLKMGT CDMVVASTPESARAFL KTL DL NFSNRPPNAGASHLAYGAQDL VFAKY 121
KKYG | MtLK+GTC MVVAST P++A+AFLKTLDLNFSNRPPNAGA+HLAYGAQD+VFA Y
Shjct 62 KKYGAI MYLKVGT CGWVASTPDAAKAFL KTL DLNFSNRPPNAGATHLAYGAQDWFAHY 121

Query 122 GPRWKTLRKLSNLHM. GGKAL DDWANVRVTEL GHMLKAMCEASRCGEPVWLAEM.TYAVA 181
GPRWK LRKLSNLHMLGGKAL++WANVR  ELGHMLK+M + SR GE VW+AEM.T+AMA
Sbhjct 122 GPRWKLLRKLSNLHWL GGKALENWANVRANEL GHVLKSMFDIVBREGERVVWAEMLTFAVA 181

Query 182 NM GQVI LSRRVFVTKGTESNEFKDMWVELMI'SAGYFNI GDFI PSI AWWDL QG ERGWKK 241
NM GQVI LS+RVFV KG E NEFKDMWWELMI+AGYFNI GDFI P +AWWDLQG E+GVK+
Sbhjct 182 NM GQVI LSKRVFVNKGVEVNEFKDM/VELMITAGYFNI GDFI PCLAWWDLQG EKGWKR 241

Query 242 LHTKFDVLLTKMVKEHRATSHERKGKADFLDVLLEECDNTNGEKLSI TNI KAVLLNLFTA 301
LH KFD LLTKM EH+ATS+ERKGK DFLD ++E DN+ GE+LS TNl KA+LLNLFTA
Sbhjct 242 LHKKFDALLTKMFDEHKATSYERKGKPDFLDCVVENRDNSEGERLSTTNI KALLLNLFTA 301

Query 302 GIDTSSSI | EMALTEM KNPTI LKKAQEENMDRVI GRDRRLLESDI SSLPYLQAI AKETYR 361
GIDTSSS | EWAL EM+KNP | LKKAQ EMD+VI G +RRLLESDI  +LPYL+Al KET+R
Sbhj ct 302 GIDTSSSAI EWALAEMVKNPAI LKKAQGEMDQVI GNNRRLLESDI PNLPYLRAI CKETFR 361

Query 362 KHPSTPLNLPRI Al QACEVDGYY! PKDARLSVNI WAI GRDPNVVENPLEFLPERFLSEEN 421
KHPSTPLNLPRI + + C VDGYYl PK+ RLSVNI WAl GRDP VAENPLEF PERFLS N
Sbhjct 362 KHPSTPLNLPRI SNEPCI VDGYY! PKNTRLSVNI WAl GRDPEVWENPLEFYPERFLSGRN 421

Query 422 GKI NPGGNDFKLI PFGAGRRI CAGTRMGWLVSY! LGTLVHSFDVWKLPNGVAELNVDESF 481
Kl +P GNDF+L| PFGAGRRI CAGTRMG+V+V Yl LGTLVHSFDVWKLP+ V ELNWME+F
Sbhj ct 422 SKI DPRGNDFELI PFGAGRRI CAGTRMG VWEY! LGTLVHSFDVKLPSEVI ELNVEEAF 481

Query 482 GLALQKAVPLSALVSPRLASNPYA 505
GLALQKAVPL A+V+PRL  + YA
Shjct 482 GLALQKAVPLEAWTPRLPI DVYA 505

Download GenPept Graphics Next Previous Descriptions
RecName: Full=Flavonoid 3',5'-hydroxylase 1; Short=F3'5'H; AltName: Full=CYPLXXVA1; AltName: Full=Cytochrome P450
75A1

Sequence ID: P48418.1 Length: 506 Number of Matches: 1
Related Information
Range 1: 2 to 504 GenPept Graphics

Score Expect Method Identities Positives Gaps

800 bits(2066) 0.0 Compositional matrix adjust. 381/503(76%) 438/503(87%) 1/503(0%)
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1345643
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1345643
https://www.ncbi.nlm.nih.gov/protein/1345643?report=genbank&log$=protalign&blast_rank=1&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/1345643?report=graph&rid=E945S3A7016[1345643]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:530&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_1345643
https://www.ncbi.nlm.nih.gov/protein/1345643?report=genbank&log$=protalign&blast_rank=1&RID=E945S3A7016&from=2&to=505
https://www.ncbi.nlm.nih.gov/protein/1345643?report=graph&rid=E945S3A7016[1345643]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:530&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1345642
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1345642
https://www.ncbi.nlm.nih.gov/protein/1345642?report=genbank&log$=protalign&blast_rank=2&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/1345642?report=graph&rid=E945S3A7016[1345642]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:529&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_1345642
https://www.ncbi.nlm.nih.gov/protein/1345642?report=genbank&log$=protalign&blast_rank=2&RID=E945S3A7016&from=2&to=504
https://www.ncbi.nlm.nih.gov/protein/1345642?report=graph&rid=E945S3A7016[1345642]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:529&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/1345643?report=genbank&log$=protalign&blast_rank=1&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/1345642?report=genbank&log$=protalign&blast_rank=2&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_13878380
https://www.ncbi.nlm.nih.gov/protein/13878380?report=genbank&log$=prottop&blast_rank=88&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_313118201
https://www.ncbi.nlm.nih.gov/protein/313118201?report=genbank&log$=prottop&blast_rank=89&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_13878365
https://www.ncbi.nlm.nih.gov/protein/13878365?report=genbank&log$=prottop&blast_rank=90&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_13878399
https://www.ncbi.nlm.nih.gov/protein/13878399?report=genbank&log$=prottop&blast_rank=91&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75309900
https://www.ncbi.nlm.nih.gov/protein/75309900?report=genbank&log$=prottop&blast_rank=92&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_13878383
https://www.ncbi.nlm.nih.gov/protein/13878383?report=genbank&log$=prottop&blast_rank=93&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_5915843
https://www.ncbi.nlm.nih.gov/protein/5915843?report=genbank&log$=prottop&blast_rank=94&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_1169078
https://www.ncbi.nlm.nih.gov/protein/1169078?report=genbank&log$=prottop&blast_rank=95&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_5915838
https://www.ncbi.nlm.nih.gov/protein/5915838?report=genbank&log$=prottop&blast_rank=96&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_13878388
https://www.ncbi.nlm.nih.gov/protein/13878388?report=genbank&log$=prottop&blast_rank=97&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_677992527
https://www.ncbi.nlm.nih.gov/protein/677992527?report=genbank&log$=prottop&blast_rank=98&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_5915815
https://www.ncbi.nlm.nih.gov/protein/5915815?report=genbank&log$=prottop&blast_rank=99&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_75278028
https://www.ncbi.nlm.nih.gov/protein/75278028?report=genbank&log$=prottop&blast_rank=100&RID=E945S3A7016
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#

NCBI Blast:Protein Sequence (506 |etters)

Query 3 I LVTDFWAAI | FLI TRFLVRSLFKKPT- RPLPPGPLGWPLVGAL PLLGAMPHVALAKLA 61
+L+T+ A I FLI ++ +L K T R LPPGP GWP++GALPLLGAMPHV+LAK+A
Shjct 2 MLLTELGAATSI FLI AHI | | STLI SKTTGRHLPPGPRGWPVI GALPLLGAMPHVSLAKVA 61

Query 62 KKYGPI MHLKMGT CDMVVASTPESARAFL KTL DL NFSNRPPNAGASHLAYGAQDL VFAKY 121
KKYG | MtLK+GTC M VASTP++A+AFLKTLD+NFSNRPPNAGA+HLAY AQD+VFA Y
Shjct 62 KKYGAI MYLKVGT CGVAVASTPDAAKAFLKTLDI NFSNRPPNAGATHLAYNAQDWFAHY 121

Query 122 GPRWKTLRKLSNLHM.GGKAL DDWANVRVTEL GHMLKAMCEASRCGEPVWLAEM.TYAMA 181
GPRWK LRKLSNLHMLGGKAL++WANVR ELGHMLK+M + SR G+ VW+AEM.T+AMA
Sbjct 122 GPRWKLLRKLSNLHW. GGKAL ENVANVRANEL GHMLKSVSDIVSREGQRVVWAEM.TFAMA 181

Query 182 NM GQVI LSRRVFVTKGTESNEFKDM/VELMI'SAGYFNI GDFI PSI AWWDL QG ERGWKK 241
NM GQV+LS+RVFV KG E NEFKDWVELMI' AGYFNI GDFI P +AWWDLQG E+ MK+
Sbhjct 182 NM GQVM.SKRVFVDKGVEVNEFKDMVVELMIT AGYFNI GDFI PCLAWWDLQG EKRWKR 241

Query 242 LHTKFDVLLTKMVKEHRATSHERKGKADFLDVLLEECDNTNGEKLSI TNI KAVLLNLFTA 301
LH KFD LLTKM EH+AT++ERKGK DFLDV++E DN+ GE+LS TN KA+LLNLFTA
Sbjct 242 LHKKFDALLTKMFDEHKATTYERKGKPDFLDVVVENGDNSEGERLSTTNI KALLLNLFTA 301

Query 302 GIDTSSSI | EMALTEM KNPTI LKKAQEENMDRVI GRDRRLLESDI SSLPYLQAI AKETYR 361
GIDTSSS | EWAL EM+KNP | LKKAQ EVMD+VI GR+RRLLESDI  +LPYL+Al KET+R
Sbhj ct 302 GIDTSSSAI EWALAEMVKNPAI LKKAQAEMDQVI GRNRRLLESDI PNLPYLRAI CKETFR 361

Query 362 KHPSTPLNLPRI Al QACEVDGYY! PKDARLSVNI WAI GRDPNVVENPLEFLPERFLSEEN 421
KHPSTPLNLPRI + + C VDGYYl PK+ RLSVNI WAl GRDP VAENPLEF PERFLS N
Sbhj ct 362 KHPSTPLNLPRI SNEPCI VDGYY! PKNTRLSVNI WAl GRDPQVWENPLEFNPERFLSGRN 421

Query 422  GKI NPGGNDFKLI PFGAGRRI CAGTRMGWLVSY! LGTLVHSFDVWKLPNGVAELNVDESF 481
Kl +P GNDF+LI PFGAGRRI CAGTRMG+V+V Yl LGTLVHSFDVWKLP+ V ELNWE+F
Sbhj ct 422 SKI DPRGNDFELI PFGAGRRI CAGTRMG VMWEY! LGTLVHSFDVKLPSEVI ELNVEEAF 481

Query 482 GLALQKAVPLSALVSPRLASNPY 504
GLALQKAVPL A+V+PRL + Y
Sbjct 482 GLALQKAVPLEAWTPRLQLDVY 504

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Flavonoid 3',5'-hydroxylase; Short=F3'5'H; AltName: Full=CYPLXXVAZ2; AltName: Full=Cytochrome P450
75A2; AltName: Full=P-450EG1

Sequence ID: P37120.1 Length: 513 Number of Matches: 1
Related Information
Range 1: 34 to 509 GenPept Graphics

Score Expect Method Identities Positives Gaps

792 bits(2045) 0.0  Compositional matrix adjust. 366/476(77%) 427/476(89%) 0/476(0%)

Query 31 RPLPPGPL GAPLVGAL PLL GAMPHVAL AKL AKKYGPI MHLKMGTCDWVASTPESARAFL 90
R LPPGP GAP++GALPLLG MPHVALAK+AKKYGPI MFLK+GTC MWASTP +A+AFL
Shjct 34 RRLPPGPEGAPVI GALPLLGGVPHVALAKVAKKYGPI MYLKVGTCGWVASTPNAAKAFL 93

Query 91 KTLDLNFSNRPPNAGASHL AYGAQDL VFAKYGPRVWKTL RKL SNLHVL GGKALDDWANVRV 150
KTLD+NFSNRPPNAGA+H+AY AQD+VFA YGPRWK L RKL SNLHWL GGKAL ++WANVR
Shjct 94 KTLDI NFSNRPPNAGATHVAYNAQDMWFAPYGPRWKL L RKL SNLHVL GGKALENWANVRA 153

Query 151 TELGHMLKAMCEASRCGEPVVLAEMLTYAVANM GQVI LSRRVFVTKGTESNEFKDWVE 210
ELGHMLK+M +AS GE +V+A+M.T+AVANM GQV+LS+RVFV KG E NEFK+MWE
Sbjct 154 NELGHMLKSMFDASHVGERI VWWADM.TFAVANM GQVM._SKRVFVEKGKEVNEFKNWVE 213

Query 211 LMISAGYFN GDFI PSI AWWDL QG ERGVKKLHTKFDVL L TKMWKEHRATSHERKGKADF 270
LMI' AGYFNI GDFI P | AWWDLQG E+GVKKLH KFD LLTKM +EH ATS+ERKGK DF
Sbjct 214 LMIVAGYFN GDFI PQE AWWDL QG EKGVKKLHKKFDDL L TKMFEEHEATSNERKGKPDF 273

Query 271 LDVLLEECDNTNGEKLSI TNI KAVLLNLFTAGTDTSSSI | EWALTEM KNPTI LKKAQEE 330
LD ++ DN+ GE+LSI TNI KA+LLNLFTAGTDTSSS+I EWALTEM+KNPTI  KKAQHE
Sbjct 274 LDFI MANRDNSEGERLSI TNI KALLLNLFTAGTDTSSSVI EWAL TEMVKNPTI FKKAQQE 333

Query 331 NMDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al QACEVDGYYI PKDAR 390
MD++| G++RR +ESDI +LPYL+Al KE +RKHPSTPLNLPR++ AC +DGYYI PK+ R
Sbhjct 334 MDQ | GKNRRFI ESDI PNLPYLRAI CKEAFRKHPSTPLNLPRVSSDACTI DGYYI PKNTR 393

Query 391 LSVNI WAI GRDPNVWENPL EFL PERFL SEENGKI NPGGNDFKLI PFGAGRRI CAGTRMGM 450
LSVNI WAI GRDP+VWENPLEF+PERFLSE+N KI GNDF+LI PFGAGRRI CAGTRMGH
Sbhj ct 394 LSVN WAl GRDPDVWENPL EFI PERFLSEKNAKI EHRGNDFEL | PFGAGRRI CAGTRMA 453

Query 451 VLVSYI LGTLVHSFDWKL PNGVAEL NVDESFGLAL QKAVPL SALVSPRLASNPYAT 506
V+V Yl LGTL+HSFDWKLPN V ++NWE+FGLALQKAVPL A+V+PRL+ + Y +
Sbhj ct 454 VMEYI LGTLI HSFDWKLPNDVVDI NVEETFGLALQKAVPLEAI VTPRLSFDI YQS8 509

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=Flavonoid 3',5'-hydroxylase; Short=F3'5'H; AltName: Full=Cytochrome P450 75A5

Sequence ID: Q96418.1 Length: 510 Number of Matches: 1
Related Information

Range 1: 16 to 509 GenPept Graphics

Score Expect Method Identities Positives Gaps

763 bits(1971) 0.0  Compositional matrix adjust. 357/494(72%) 426/494(86%) 1/494(0%)

Query 13 I'I FLI TRFLVRSLFKKPTRP- L PPGPLGAPLVGAL PLL GAMPHVALAKLAKKYGPI MHLK 71
++F  + LV+ L+ R LPPGP+GWP++GALPLLG MPHVALA +AKKYGP+M+LK
Shjct 16 M. FFHVQKL VQYLWWNSRRHRL PPGPI GAPVL GAL PLL GTMPHVALANVAKKYGPVMYLK 75
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_584998
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_584998
https://www.ncbi.nlm.nih.gov/protein/584998?report=genbank&log$=protalign&blast_rank=3&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/584998?report=graph&rid=E945S3A7016[584998]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=11:532&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_584998
https://www.ncbi.nlm.nih.gov/protein/584998?report=genbank&log$=protalign&blast_rank=3&RID=E945S3A7016&from=34&to=509
https://www.ncbi.nlm.nih.gov/protein/584998?report=graph&rid=E945S3A7016[584998]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=11:532&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915818
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915818
https://www.ncbi.nlm.nih.gov/protein/5915818?report=genbank&log$=protalign&blast_rank=4&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915818?report=graph&rid=E945S3A7016[5915818]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:533&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_5915818
https://www.ncbi.nlm.nih.gov/protein/5915818?report=genbank&log$=protalign&blast_rank=4&RID=E945S3A7016&from=16&to=509
https://www.ncbi.nlm.nih.gov/protein/5915818?report=graph&rid=E945S3A7016[5915818]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:533&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/584998?report=genbank&log$=protalign&blast_rank=3&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915818?report=genbank&log$=protalign&blast_rank=4&RID=E945S3A7016

NCBI Blast:Protein Sequence (506 |etters)

Query 72 MGTCDMWVASTPESARAFL KTL DLNFSNRPPNAGASHL AYGAQDL VFAKYGPRVWKTLRKL 131
+G+C + VASTPE+A+AFLKTLD+NFSNRPPNAGA+HLAY AQD+VFA YGPRWK LRKL
Shjct 76 VGSCGLAVASTPEAAKAFL KTL DMNFSNRPPNAGATHLAYNAQDWFADYGPRWKLLRKL 135

Query 132  SNLHM.GGKAL DDWANVRVTEL GHMLKAMCEASRCGEPVWLAEM.LTYAMANM GQVI LSR 191
SN+H+LGGKAL W VR ELGtM. AM E+ R G+HPVV++EM.TYAVANMFGQV+L S+
Sbjct 136 SN H LGGKALQGNEEVRKKEL GYM. YAMAESGRHGOPVVWSEMLTYAVANMLGQVMLSK 195

Query 192 RVFVTKGTESNEFKDMWVELMISAGYFNI GDFI PSI AWWDL QG ERGVKKLHTKFDVLLT 251
RVF ++G+ESNEFKDMWELMI AGYFNI GDFI PSI AWWDLQGE + GVK+LH KFD LLT
Sbhjct 196 RVFGSQGSESNEFKDWVELMIVAGYFNI GDFI PSI AWVDL QG QGGVKRLHKKFDALLT 255

Query 252 KMWKEHRATSHERKGKADFLDVLLEECDNTNGEKLSI TNI KAVLLNLFTAGTDTSSSI | E 311
++++EH A++HERKG DFLD ++ DN+ GE+L NI KA+LLN+FTAGIDTSSS+| E
Sbj ct 256 RLLEEHTASAHERKGSPDFLDFVVANRDNSEGERLHTVNI KALLLNMFTAGIDTSSSVI E - 315

Query 312 WALTEM KNPTI LKKAQEENVDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHPSTPLNLP 371
WAL E++KNP | LK+AQEEMD VI GRDRR LE+DI S LPYLQAI KE +RKHPSTPLNLP
Sbjct 316 WALAELLKNPI | LKRAQEENVDGVI GRDRRFLEADI SKLPYLQAI CKEAFRKHPSTPLNLP 375

Query 372 Rl Al QACEVDGYY!I PKDARLSVNI WAl GRDPNVVEENPL EFL PERFL SEENGKI NPGGNDF 431
RI A QACEV+GHYlI PK  RLSVNI WAl GRDP++WENP EF P+RFL +N KI +P GN\DF
Sbhjct 376 RI ASQACEVNGHYI PKGTRLSVNI WAI GRDPSLVENPNEFNPDRFLERKNAKI DPRGNDF 435

Query 432 KLI PFGAGRRI CAGTRMGWLVSY!| LGTLVHSFDWKL PNGVAELNVDESFGLALQKAVPL 491
+LI PFGAGRRI CAGTR+G++LV Y| LGTLVHSFDWLP+ V ELNVDE FGLALQKAVPL
Sbj ct 436 ELI PFGAGRRI CAGTRLG LLVEYI LGTLVHSFDVELPSSVI ELNVDEPFGLALQKAVPL 495

Query 492 SALVSPRLASNPYA 505
+A+V+PRL + Y
Shjct 496 AAWTPRLPLH YC 509

Download GenPept Graphics Next Previous Descriptions
RecName: Full=Flavonoid 3',5'-hydroxylase; Short=F3'5'H; AltName: Full=Cytochrome P450 75A7

Sequence ID: 004790.1 Length: 510 Number of Matches: 1
Related Information

Range 1: 16 to 509 GenPept Graphics

Score Expect Method Identities Positives Gaps

761 bits(1964) 0.0 Compositional matrix adjust. 356/494(72%) 426/494(86%) 1/494(0%)

Query 13 I'I FLI TRFLVRSLFKKPTRP- L PPGPLGAPLVGAL PLL GAMPHVALAKLAKKYGPI MHLK 71
++F  + LV+ L+ R LPPGP+GWP++GAL LLG MPHVALA +AKKYGP+M+LK
Shjct 16 M. FFHVQKL VQYLWWNSRRHRL PPGPI GAPVL GAL RLL GTMPHVALANVAKKYGPVMYLK 75

Query 72 MGTCDMWVASTPESARAFL KTL DLNFSNRPPNAGASHLAYGAQDL VFAKYGPRVWKTLRKL 131
+G+C + VASTPE+A+AFLKTLD+NFSNRPPNAGA+HLAY AQD+VFA YGPRVK LRKL
Shjct 76 VGSCGLAVASTPEAAKAFL KTL DMNFSNRPPNAGATHL AYNAQDMWFADYGPRWKLLRKL 135

Query 132  SNLHM.GGKAL DDWANVRVTEL GHMLKAMCEASRCGEPVVLAEMLTYAMANM GQVI LSR 191
SN+H+LGEKAL W VR ELGFML AM E+ R G+PW++EM._TYAVANM-GQV+L S+
Shjct 136 SN H LGGKALQGWEEVRKKEL GYM. YAMAESGRHGQPVVWSEMLTYAVANMLGQVMLSK 195

Query 192 RVFVTKGTESNEFKDWVELMISAGYFNI GDFI PSI AWWDL QG ERGVKKLHTKFDVLLT 251
RVF ++G+ESNEFKDMWVELMI AGYFNI GDFI PSI AWWMDLQG + GVK+LH KFD LLT
Shjct 196 RVFGSQGSESNEFKDWVELMIVAGYFNI GDFI PSI AWVDL QG QGGVKRLHKKFDALLT 255

Query 252 KMWKEHRATSHERKGKADFLDVLLEECDNTNGEKLSI TNI KAVLLNLFTAGIDTSSSI | E 311
++++EH A++HERKG DFLD ++ DN+ GE+L NI KA+LLN+FTAGIDTSSS+I E
Shjct 256 RLLEEHTASAHERKGSPDFLDFVVANGDNSEGERLQTVNI KALLLNMFTAGIDTSSSVI E- 315

Query 312 WALTEM KNPTI LKKAQEEVDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHPSTPLNLP 371
WAL E++KNP | L++AQEEMD VI GRDRR LE+DI S LPYLQAI KE +RKHPSTPLNLP
Sbhjct 316 WALAELLKNPI | LRRAQEEVDGVI GRDRRFLEADI SKLPYLQAI CKEAFRKHPSTPLNLP 375

Query 372 Rl Al QACEVDGYYI PKDARLSVNI WAI GRDPNVVEENPL EFL PERFL SEENGKI NPGGNDF 431
RI A QACEV+Gt+YlI PK  RLSVNI WAl GRDP+WAENP EF P+RFL  +N Kl +P GNDF
Shjct 376 Rl ASQACEVNGHYI PKGTRLSVNI WAI GRDPSVWENPNEFNPDRFLERKNAKI DPRGNDF 435

Query 432 KLI PFGAGRRI CAGTRMGWLVSYI LGTLVHSFDVKL PNGVAELNVDESFGLALQKAVPL 491
+L1 PFGAGRRI CAGTR+G++LV YI LGTLVHSF WLP+ V ELNVDESFGLALQKAVPL
Shj ct 436 ELI PFGAGRRI CAGTRLG LLVEYI LGTLVHSFWWELPSSVI ELNVDESFGLALQKAVPL 495

Query 492 SALVSPRLASNPYA 505
+A+VH+PRL  + Y+
Shjct 496 AAWTPRLPLHI YS 509

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=Flavonoid 3',5'-hydroxylase; Short=F3'5'H; AltName: Full=Cytochrome P450 75A4

Sequence ID: Q96581.1 Length: 516 Number of Matches: 1
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Range 1: 8 to 515 GenPept Graphics
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735 bits(1897) 0.0 Compositional matrix adjust. 359/508(71%) 421/508(82%) 6/508(1%)

Query 4 LVTDFWAAI | FLI TRFLVRSLFKKPT- - - - RPLPPGPLGAPLVGALPLLGAMPHVALAK 59
L A +F + LV L KT R LPPGP GWP++GALPLLG MPHV A
Sbhjct 8 LTLHLATAL FLFFHVQKL VHYL HGKATGHRCRRLPPGPTGAPI LGALPLLGNVPHVTFAN 67

Query 60 LAKKYGPI MHLKMGTCDWVASTPESARAFL KTL DLNFSNRPPNAGASHLAYGAQDLVFA 119
+AKKYG +MtLK+G+ + +ASTP++A+AFLKTLDLNFSNRPPNAGA+HLAY AQD+VFA
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915820
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915820
https://www.ncbi.nlm.nih.gov/protein/5915820?report=genbank&log$=protalign&blast_rank=5&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915820?report=graph&rid=E945S3A7016[5915820]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:533&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_5915820
https://www.ncbi.nlm.nih.gov/protein/5915820?report=genbank&log$=protalign&blast_rank=5&RID=E945S3A7016&from=16&to=509
https://www.ncbi.nlm.nih.gov/protein/5915820?report=graph&rid=E945S3A7016[5915820]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:533&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915817
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915817
https://www.ncbi.nlm.nih.gov/protein/5915817?report=genbank&log$=protalign&blast_rank=6&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915817?report=graph&rid=E945S3A7016[5915817]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:540&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_5915817
https://www.ncbi.nlm.nih.gov/protein/5915817?report=genbank&log$=protalign&blast_rank=6&RID=E945S3A7016&from=8&to=515
https://www.ncbi.nlm.nih.gov/protein/5915817?report=graph&rid=E945S3A7016[5915817]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:540&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/5915820?report=genbank&log$=protalign&blast_rank=5&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915817?report=genbank&log$=protalign&blast_rank=6&RID=E945S3A7016

NCBI Blast:Protein Sequence (506 |etters)

Shjct 68 MAKKYGSVMYLKVGSHGLAI ASTPDAAKAFLKTL DLNFSNRPPNAGATHLAYNAQDWFA 127

Query 120 KYGPRWKTLRKLSNLHM.GGKAL DDWANVRVTEL GHMLKAMCEASRCGEPVVLAEMLTYA 179
YGP+WK LRKLSNLHMLGGKAL++WA+VR TELGHFMLKAM E+S+ EPV+++EMLTYA
Shjct 128 HYGPKWKLLRKLSNLHM. GGKALENWADVRKTEL GYMLKAMFESSONNEPVM SEMLTYA 187

Query 180 MANM GQVI LSRRVFVTKGTESNEFKDWVELMISAGYFNI GDFI PSI AWWDLQG ERGM 239
MANME QVI LSRRVF  KG +SNEFKDWVELMISAGYFNI GDFI PSI WWDLQG E GM
Shjct 188 MANMLSQVI LSRRVFNKKGAKSNEFKDMWVELMISAGYFNI GDFI PSI GWDLQG EGGM 247

Query 240 KKLHTKFDVLLTKMWKEHRATSHERKGKADFLDVLLEECDNTNGEKLSI TNI KAVLLNLF 299
K+LH KFDVLLT+++ +H+ TS ERK K DFLD ++ DN++GE+L+ NI KA+LLNLF
Shj ct 248 KRLHKKFDVLLTRLLDDHKRTSQERKQKPDFLDFVI ANGDNSDGERLNTDNI KALLLNLF 307

Query 300 TAGIDTSSSI | EWALTEM KNPTI LKKAQEEVDRVI GRDRRLLESDI SSLPYLQAI AKET 359
TAGIDTSSSI | EWAL E++KN T+L +AQ+EMDRVI GRDRRLLESDI +LPYLQAI KET
Shjct 308 TAGIDTSSSI | EWALAELLKNRTLLTRAQDEMDRVI GRDRRLLESDI PNLPYLQAI CKET 367

Query 360 YRKHPSTPLNLPRI Al QA- CEVDGYY! PKDARLSVNI WAI GRDPNVW ENPLEFLPERFL 417
+RKHPSTPLNLPR | + +V+GYYI PK  RL+VNI WAI GRDP+VW +NP EF PERFL
Shjct 368 FRKHPSTPLNLPRNCI RGHVDVNGYY! PKGTRLNVNI WAl GRDPSVWGDNPNEFDPERFL 427

Query 418 SEENGKI NPGGNDFKLI PFGAGRRI CAGTRMGWLVSYI LGTLVHSFDWKLPNGVAELNM 477
N KI +P GN F+LI PFGAGRRI CAGTRMG++LV Yl LGTLVHSFDVWKL ELNM
Shjct 428 YGRNAKI DPRGNHFELI PFGAGRRI CAGTRMG LLVEY! LGTLVHSFDVWKLGFSEDELNM 487

Query 478 DESFGLALQKAVPLSALVSPRLASNPYA 505
DE+FGLALQKAVPL+A+V PRL + YA
Shjct 488 DETFGLALQKAVPLAAWI PRLPLHVYA 515

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=Flavonoid 3',5'-hydroxylase; Short=F3'5'H; AltName: Full=Cytochrome P450 75A6

Sequence ID: 004773.1 Length: 523 Number of Matches: 1
Related Information
Range 1: 5 to 523 GenPept Graphics

Score Expect Method Identities Positives Gaps

676 bits(1743) 0.0 Compositional matrix adjust. 331/519(64%) 405/519(78%) 13/519(2%)

Query 1 MAI LVTDFWAAI | FLI TRFLVRSLFK- KPTRPLPPGPLGAPLVGALPLLGAMPHVALAK 59
++ L +VA ++L T +RLFK LPPGP GWP++GALPLLG MPHV+LA
Shjct 5 | STLFYELVAAI SLYLATYSFI RFLFKPSHHHHLPPGPTGAPI | GALPLLGTMPHVSLAD 64

Query 60 LAKKYGPI MHLKMGTCDWVASTPESARAFL KTL DLNFSNRPPNAGASHLAYGAQDLVFA 119
+A KYCGPI MrLK+G+ WAS P++ARAFLKT D NFSNRP + G ++LAY AQD+VFA
Shjct 65 MAVKYGPI MYLKL GSKGTVVASNPKAARAFLKTHDANFSNRPI DGGPTYLAYNAQDWFA 124

Query 120 KYGPRWKTLRKLSNLHM.GGKALDDWANVRVTEL GHMLKAMCEASRCGEPWLA- - EMLT 177
+YGP+WK LRKL +LHMLG KAL+DWA+V+V+E+GHMLK M E S PV + EMLT
Shjct 125 EYGPKWKLLRKLCSLHM.GPKALEDWAHVKVSEVGHVLKEMYEQSSKSVPVPVWVPEMLT 184

Query 178 YAVANM GQVI LSRRVFVTKG -------- TESNEFKDMWELMTSAGYFNI GDFI PSI A 228
YAVANM G+l LSRR FV +EF+ W+ELM AG FNI GDFI P | A
Sbhjct 185 YAVMANM GRI | LSRRPFVI TSKLDSSASASASVSEFQYMVVELVRVAGLFNI GDFI PYI A 244

Query 229 WWDLQG ERGVKKLHTKFDVLLTKMVKEHRATSHERKGKADFLDVLLEEC- DNTNGEKLS 287
WDLQE +R MK + KFDVLL KM+KEH ++H+RK DFLD+L+ +NT G +L+
Shjct 245 WDLQG QRDVKVI QKKFDVLLNKM KEHTESAHDRKDNPDFLDI LMAATQENTEG QLN 304

Query 288 | TNI KAVLLNLFTAGTDTSSSI | EWALTEM KNPTI LKKAQEEVDRVI GRDRRLLESDI S 347
+ N+KA+LL+LFTAGTDTSSS+l EWAL EM+ + | L +A EENMD+VI GR+RRL +SDI
Sbjct 305 LVNVKALLLDLFTAGTDTSSSVI EWALAEM_NHRQ LNRAHEENMDQVI GRNRRLEQSDI P 364

Query 348 SLPYLQAI AKETYRKHPSTPLNLPRI Al QACEVDGYYI PKDARLSVNI WAI GRDPNVWEN 407
+LPY QA KET+RKHPSTPLNLPRI + +ACEVDG++| PK+ RL VNI WAI GRDP WEN
Sbhjct 365 NLPYFQAI CKETFRKHPSTPLNLPRI STEACEVDGFHI PKNTRLI VNI WAI GRDPKVWEN 424

Query 408 PLEFLPERFLSEENGKI NPGGNDFKLI PFGAGRRI CAGTRMGWLVSYI LGTLVHSFDWK 467
PL+F PERFLSE++ Kl +P GN F+L| PFGAGRRI CAG RMG  V YI LGTLVHSFDVK
Sbhj ct 425 PLDFTPERFLSEKHAKI DPRGNHFELI PFGAGRRI CAGARMGAASVEY! LGTLVHSFDVWK 484

Query 468 LPNGVAELNVDESFGLALQKAVPLSALVSPRLASNPYAT 506
LP+GV E+NMHESFGFALQK VPLSA+V+PRL + Y
Sbjct 485 LPDGVWEVNVEESFG ALQKKVPLSAI VTPRLPPSSYTV 523

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Flavonoid 3'-monooxygenase; AltName: Full=Cytochrome P450 75B1; AltName: Full=Flavonoid 3'-
hydroxylase; Short=AtF3'H; AltName: Full=Protein TRANSPARENT TESTA 7

Sequence ID: Q9SD85.1 Length: 513 Number of Matches: 1
Related Information

Range 1: 1 to 509 GenPept Graphics . X
Gene - associated gene details

Score Expect Method Identities Positives Gaps

506 bits(1302) 2e-175 Compositional matrix adjust. 248/513(48%) 348/513(67%) 12/513(2%)

Query 1  MAILVTDFWAAI | FLI TRFLVRSLFKKPTRPLPPGPLGAPLVGAL PLLGAMPHVALAKL 60
MA L ++A ++FLI R + LPPGP WP++G LP +G_PH L+ +
Sbjct 1 MATLFLTI LLATVLFLI LRI FSHRRNRSHNNRLPPGPNPWPI | GNLPHMGTKPHRTLSAM 60

Query 61 AKKYGPI VHLKMGTCDWVASTPESARAFL KTL DL NFSNRPPNAGASHLAYGAQDLVFAK 120
YGPI +HL++G D+WA++ A FLK D NF++RPPN+GA H+AY (QDLVFA
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915819
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915819
https://www.ncbi.nlm.nih.gov/protein/5915819?report=genbank&log$=protalign&blast_rank=7&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915819?report=graph&rid=E945S3A7016[5915819]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:548&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_5915819
https://www.ncbi.nlm.nih.gov/protein/5915819?report=genbank&log$=protalign&blast_rank=7&RID=E945S3A7016&from=5&to=523
https://www.ncbi.nlm.nih.gov/protein/5915819?report=graph&rid=E945S3A7016[5915819]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:548&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_27151499
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_27151499
https://www.ncbi.nlm.nih.gov/protein/27151499?report=genbank&log$=protalign&blast_rank=8&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/27151499?report=graph&rid=E945S3A7016[27151499]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:534&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_27151499
https://www.ncbi.nlm.nih.gov/protein/27151499?report=genbank&log$=protalign&blast_rank=8&RID=E945S3A7016&from=1&to=509
https://www.ncbi.nlm.nih.gov/protein/27151499?report=graph&rid=E945S3A7016[27151499]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:534&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/5915819?report=genbank&log$=protalign&blast_rank=7&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/27151499?report=genbank&log$=protalign&blast_rank=8&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/gene?term=27151499[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=8

NCBI Blast:Protein Sequence (506 |etters)

Shjct 61 VTTYGPI LHLRLGFVDVVVAASKSVAEQFL KI HDANFASRPPNSGAKHVAYNYQDLVFAP 120

Query 121 YGPRWKTLRKLSNLHVLGGKAL DDWANVRVTEL GHMLKAMCEASRCG- EPVWLAEMLTYA 179
YG RW LRK+S++H+ KAL+D+ +VR E+G + + E RG+PV L +++
Shjct 121 YGHRWRLLRKI SSVHLFSAKALEDFKHVRQEEVGTLTR- - - ELVRVGTKPVNLGQLVNMC 177

Query 180 MNANM GQVI LSRRVF- VTKGTESNEFKDWVELMISAGYFNI GDFI PSI AWWDLQG ERG 238
+ N +G+ ++ RR+F +++EF+ W E+M AG FNI GDF+PS+ WDLQG+
Shjct 178 VVNALGREM GRRLFGADADHKADEFRSMVTEMVALAGVENI GCDFVPSLDW.DLQGVAGK 237

Query 239 MKKLHTKFDVLLTKMWKEHRATSHERKGKADFLDVL- - LEECD- NTNGEKLSI TNI KAVL 295
MK+LH +FD L+ ++KEH ++K DL L L+ D+ +G L+ T I KA+L
Shjct 238 MKRLHKRFDAFLSSI LKEHEMNGQDQK- HTDMLSTLI| SLKGTDLDGDGGSLTDTEI KALL 296

Query 296 LNLFTAGIDTSSSI | EWALTEM KNPTI LKKAQEEVDRVI GRDRRLLESDI SSLPYLQAI 355
LN+FTAGTDTS+S ++WA+ E+l ++P | + KAQEE+D V+GRDR + ESDI + LPYLQA+
Shjct 297 LNVFTAGTDTSASTVDWAI AELI RHPDI MVKAQEEL DI VWGRDRPVNESDI AQLPYLQAV 356

Query 356 AKETYRKHPSTPLNLPRI Al QACEVDGYYI PKDARLSVNI WAl GRDPNVWENPLEFLPER 415
KE +R HP TPL+LP | A ++CE++GY+I PK + L N WAl RDP+ W+PL F PER
Shjct 357 | KENFRLHPPTPLSLPHI ASESCEI NGYHI PKGSTLLTNI WAl ARDPDQWSDPLAFKPER 416

Query 416 FL- SEENGKI NPGGNDFKLI PFGAGRRI CAGTRMGWLVSYI LGTLVHSFDVKLPNGVA- 473
FL E ++ G+DF+LI PFGAGRRI CAG +G+ + ++ TLV FDWL GV
Shjct 417 FLPGGEKSGVDVKGSDFELI PFGAGRRI CAGLSLGLRTI QFLTATLVQGFDWELAGGVTP 476

Query 474 - ELNVDESFGLALQKAVPLSALVSPRLASNPYA 505
+LNM+ES+GL LQ+AVPL PRLA N Y
Shjct 477 EKLNMVEESYGLTLQRAVPLVVHPKPRLAPNVYG 509

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Flavonoid 3'-monooxygenase; AltName: Full=Cytochrome P450 75B2; AltName: Full=Flavonoid 3'-
hydroxylase
Sequence ID: Q9SBQ9.1 Length: 512 Number of Matches: 1

Related Information
Range 1: 3 to 510 GenPept Graphics
Score Expect Method Identities Positives Gaps

478 bits(1231) 1le-164 Compositional matrix adjust. 257/518(50%) 357/518(68%) 28/518(5%)

Query 5  VTDFWAAI | F- LI TRELVRSLFKKP- TRPLPPGPL GIPLVGAL PLLGANMPHVALAKLAK 62
+ 4+ +|F + +F++RS F+K_ PLPPGP WP++G L LG PH + A +A+
Sbjct 3 ILSLILYTVI FSFLLQFI LRSFFRKRYPLPLPPGPKPWIPI | GNLVHLGPKPHQSTAAMAQ 62

Query 63 KYGPI VHLKMGT CDMVVASTPESARAFL KTL DL NFSNRPPNAGASHLAYGAQDL VFAKYG 122
YGP+MrLKMG  D+VWA++ A FLKT D NFS+RPPN+GA H+AY CQDLVFA YG
Shjct 63 TYGPLMYLKMGFVDVVVAASASVAAQFL KTHDANFSSRPPNSGAEHVAYNYQDLVFAPYG 122

Query 123 PRWKTLRKLSNLHM.GGKAL DDWANVRVTEL GHVL. KAMCEASRCGEPVWLAEM.TYAMAN 182
PRW LRK+ ++H+ KALDD+ +VR E+ + +A+ A+ +PV L ++L N
Shjct 123 PRWRMLRKI CSVHLFSTKALDDFRHVRQDEVKTLTRALASAGY- - KPVKLGQLLNVCTTN 180

Query 183 M GQVI LSRRVFVTKGTESN- - - - EFKDWVELMISAGYFNI GDFI PSI AWMDLQG ERG 238
+ +V+L +RVF + + EFK MWE+M AG FNI GDFI P + WD+QG+
Shjct 181 ALARVM.GKRVFADGSGDVDPQAAEFKSMWVEMWVAGVENI GDFI PQLNW.DI QGVAAK 240

Query 239 MKKLHTKFDVLLTKMWKEHRATSHERKGK- - - - - ADFLDVLL- - - - EECDNTNGEKLSI T 289
MKKLH +FD LT +++EH K&K DL L+ ++ DN +G KL+ T
Sbhjct 241 MKKLHARFDAFLTDI LEEH------- KGKI FGEMKDLLSTLI SLKNDDADN- DGGKLTDT 292

Query 290 NI KAVLLNLFTAGTDTSSSI | EWALTEM KNPTI LKKAQEEVDRVI GRDRRLLESDI SSL 349
| KA+LLNLF AGIDTSSS +EWA+ E+l +NP | L +AQ+E+D+V+GRDR + E D++ L
Shjct 293 EI KALLLNLFVAGTDTSSSTVEWAI AELI RNPKI LAQAQQEI DKVWCGRDRLVGELDLAQL 352

Query 350 PYLQAI AKETYRKHPSTPLNLPRI Al QACEVDGYYI PKDARLSVNI WAI GRDPNVWENPL 409
YL+Al KET+R HPSTPL+LPRI A ++CE++GY+l PK + L +N+WAI RDPN W +PL
Sbhj ct 353 TYLEAI VKETFRLHPSTPLSLPRI ASESCEI NGYFI PKGSTLLLNVWAI ARDPNAWADPL 412

Query 410 EFLPERFL- SEENGKI NPGGNDFKLI PFGAGRRI CAGTRMGWLVSY! LGTLVHSFDVWKL 468
EF PERFL E K++ GNDF++l PFGAGRRI CAG +G+ +V  ++ TL+H+F+W L
Shjct 413 EFRPERFLPGGEKPKVDVRGNDFEVI PFGAGRRI CAGWNLG RWQLM ATLI HAFNWDL 472

Query 469 PNGV- - AELNVDESFGLALQKAVPLSALVSPRLASNPY 504
+G LNWE++GL LQ+A PL PRL + Y
Shjct 473 VSGQLPEM_NVEEAYGLTLQRADPLVVHPRPRLEAQAY 510

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=Cytochrome P450 750A1; AltName: Full=Cytochrome P450 CYPC

Sequence ID: Q50EK4.1 Length: 525 Number of Matches: 1
Related Information

Range 1: 42 to 525 GenPept Graphics

Score Expect Method Identities Positives Gaps

371 bits(953) 2e-122 Compositional matrix adjust. 196/485(40%) 303/485(62%) 15/485(3%)

Query 33 LPPGPL GAPLVGAL PLL GAMPHVAL AKLAKKYGPI MHLKMGTCDWVASTPESARAFLKT 92
LPPGP  WP++G + H L LA+KYCPI+ L+ G+ W S+ E A+ FLKT
Shjct 42 LPPGPYPWPI | GNFHQVRLPLHRTLKNLAEKYGPI LFLRFGSVPTVVWWSSSEKAKHFLKT 101

Query 93  LDLNFSNRPPNAGASHLAYCGAQDL VFAKYGPRWKTLRKLSNLHMLGGKALDDWANVRVTE 152
DL F++RPP + + Y +D+ F+ YG W +RK+ L +L K ++ + +VR E
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_27151498
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_27151498
https://www.ncbi.nlm.nih.gov/protein/27151498?report=genbank&log$=protalign&blast_rank=9&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/27151498?report=graph&rid=E945S3A7016[27151498]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:535&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_27151498
https://www.ncbi.nlm.nih.gov/protein/27151498?report=genbank&log$=protalign&blast_rank=9&RID=E945S3A7016&from=3&to=510
https://www.ncbi.nlm.nih.gov/protein/27151498?report=graph&rid=E945S3A7016[27151498]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:535&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75319886
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75319886
https://www.ncbi.nlm.nih.gov/protein/75319886?report=genbank&log$=protalign&blast_rank=10&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/75319886?report=graph&rid=E945S3A7016[75319886]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=18:549&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_75319886
https://www.ncbi.nlm.nih.gov/protein/75319886?report=genbank&log$=protalign&blast_rank=10&RID=E945S3A7016&from=42&to=525
https://www.ncbi.nlm.nih.gov/protein/75319886?report=graph&rid=E945S3A7016[75319886]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=18:549&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/27151498?report=genbank&log$=protalign&blast_rank=9&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/75319886?report=genbank&log$=protalign&blast_rank=10&RID=E945S3A7016
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Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct

102
153
162
210
221
270
281
322
341
382
401
439
461
499
521

HDLI FASRPPTSVGKYFFYNFKDI AFSPYGDHWRKVRKI CVLELLTSKRI ESFKHVRQEE

L GHVL KAMCEASRCGEPWV- LAEMLTYANANM GQVI LSRRVFVTK- - GTESNEFKDMV
L M ++ ES GV +++ ++ ++ANt+ + | L+R+ F G+ F DvW
LSAM HSI VEESESGRI AVNVSKAI STSLANI LVIR- | L ARKKFSDNDL GADGKGFADLW

ELMTSAGYFNI CDFI PSI AWWDL QG ERGVKKL HTKFDVLL TKMVKEHRATSHERKGKAD
E+ + G NGDFIP + +DLQAE +R +KK + +FD KM+ EH S R G+tAD
EVSI AVGSLNI GDFI PYLDCLDLQG KRALKKANARFDAFAEKM DEHI NASTI RNGEAD

------- FLDVLLEECDNTN- GEKLSI TNI KAVLLNLFTAGTDTSSS| | EWALTEM KNP
+DVLLE N N G K++ | KA+  LF+AG +TS++++EWA++E++++P
AGCHVKDI | DVLLEMAKNDNTGAKVTREI | KAl TYEL FSAGVETSANVL EWAVBEL L RHP

TI LKKAQEEMDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al QACEVD
+KK Q+E++ V+GH + ESD++S+ YL + KET R +PS PL LP +++A V
HAMKKL QQEI ESVWWGQQGTVKESDLASI VYLHCVVKETLRLYPSLPLALPHESLEAVTVG

GYY! PKDARLSVNI WAI GRDPNVW ENPLEFLPERFLS- EENG- KI NPGGNDFKLI PFGA
GYYIPK  + +N+WAI GRDP+VW + EF PERF+ EENG ++ G +DF+++PFGA
GYYI PKKTMWI MNLWAI GRDPSVWGADASEFKPERFMQVEENGH DL SGGQSDFRMLPFGA

GRRI CAGTRMGWL VSYI LGTLVHSFDVWKL PNGVAEL NVDESFGLAL QKAVPL SALVSPR
GRR C G- M++ V + L L+H+FDW+ +EL+M E+ ++ PLA R
GRRTCPGSANAI LTVEFTLAQLLHTFDWRVECGDPSEL DMKEACATKMPRQTPLLAYPRLR

LASNP 503
L P
LPRCP 525
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GenPept Graphics

RecName: Full=Cytochrome P450 CYP736A12
Sequence ID: H2DH18.1 Length: 500 Number of Matches: 1

Range 1: 33 to 500 GenPept Graphics

Expect Method Identities Positives

369 bits(948) 4e-122 Compositional matrix adjust. 193/476(41%) 289/476(60%)

LPPGPL GAPLVGAL PLL GAMPHVAL AKL AKKYGPI MHL KMGT CDMVVASTPESARAFLKT
LPPGP G P++GtL LGA+PH L LAKKYGPI M +++G+ +V S+P++A  FLKT
LPPGPRGLPI | GSLHTLGALPHRTLQTLAKKYGPI NSMRLGSVPTI VWSSPQAAEL FLKT

L DL NFSNRPPNAGASHL AYGAQDL VFAKYGPRVKT L RKL SNL HVL. GGKAL DDWANVRVTE
D F++RP A +++YG + F YGP W +RK L +L  ++ + +R E
HDNI FASRPKL QAAEYMSYGTMGEVBFTAYGPHWRNI RKFWWLEL L TPAKI NSFVGVRREE

L GHMLKAMCEASRCGEPVVLAEMLTYAVANM GQVI L SRRVFVTKGTESNEFKDWVELM
LG ++K++ EAS EV L+ + + NM +++L R TK + + K++ E +
LGTVVKSI KEASAANEVVDL SAKVANI | ENMTYRLLLGR- - - - TK- DDRYDLKG MNEAL

TSAGYFNI GDFI PSI AWWDL QG ERGVKKL HTKFDVLL TKMVKEHRAT SHERKGKADFLD
T AG FNI DF+P + +D+QG+ R K +D+L ++ EH S DF+D
TLAGRFNI ADFVPFLGPLDI QAL TRQFKDTGKRLDKI LEFI | DEHEQNSSNGNASGDFI D

VLLE- - - ECDNTNGEKLSI TN- - - | KAVLLNLFTAGTDTSSSI | EWVALTEM KNPTI LKK
+L + NI+ E  + + | KA+++++ +A DTS + | EWLTE+ K+P  +KK
DML SLKNKPSNTHDEL SKVI DRSVI KAI M DI | SAAI DTSDTSI EW LTELI KHPRAVKK

AQEENMDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al QACEVDGYYI P
QEE+D V*G DR + E+D+ +L Y+ + KE RHP PL P +++ ++GY+| P
CQEEI DAVWGVDRWEETDLPNLEYVYM/VKEGLRLHPVAPLLGPHESMEDI Tl NGYFI P

KDARLSVNI WAI GRDPNVW ENPL EFL PERFL SEENGKI NPGGNDFKL | PFGAGRRI CAG
K +R+ VN WA+GRDPNVW EN EFLPERF E ++ G DF+L+PFGtGRR C G
KQSRVI VNSWAL GRDPNVWSENAEEFL PERF- - - EGSNVDVRGRDFQLLPFGSGRRGCPG

TRMGWLVSYI LGTLVHSFDWKLPNGVA- - ELNVDESFGLALQKAVPLSALVSPRL 499
++Gt+ V. ++ LVH FDW LPNG L+M E FGL + L A+ RL
MALGLI TVQLVVARLVHCFDWAL PNGT TPDNL DMTEKFGL TTPRVKHLLAVPKYRL 500

Gaps
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GenPept Graphics

Range 1: 23 to 508 GenPept Graphics

Expect Method Identities Positives

367 bits(942) 5e-121 Compositional matrix adjust. 195/490(40%) 291/490(59%)

KKPTRPLPPGPL GAPL VGAL PL L GAMPHVAL AKL AKKYGPI MHLKMGT CDMVWASTPESA
K+ + LPP P P++G L L+ +PH KL+ ++GPIM L +G+ VWAST E+A
KQSKKNLPPSPKALPI | GHLHLVSPI PHQDFYKL STRHGPI MQLFLGSVPCVVASTAEAA

RAFLKTLDLNFSNRP- PNAGASHL AYGAQDL VFA- - KYGPRWKTL RKLSNLHWMLGGKALD
+ FLKT ++NFSNRP N LAY +QD +FA  +GP WK ++KL +L G+ +D
KEFLKTHEI NFSNRPGONVAVKGL AYDSQDFL FAFAPFGPYWKFVKKL CVSEL L SGRMVD

DWANVRVTEL GHML KAMCEASRCGEPVVLAEMLTYAVANM GQVI LSRRVFVTKGTESNE
+ VR E + o+ CEV + L N++ ++ LS++ ++ E
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RecName: Full=3,9-dihydroxypterocarpan 6A-monooxygenase; AltName: Full=Cytochrome P450 93A1; AltName:
Full=Dihydroxypterocarpan 6a-hydroxylase; Short=D6aH
Sequence ID: Q42798.1 Length: 509 Number of Matches: 1

Related Information

Gene - associated gene details



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_597500955
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_597500955
https://www.ncbi.nlm.nih.gov/protein/597500955?report=genbank&log$=protalign&blast_rank=11&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/597500955?report=graph&rid=E945S3A7016[597500955]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=10:523&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_597500955
https://www.ncbi.nlm.nih.gov/protein/597500955?report=genbank&log$=protalign&blast_rank=11&RID=E945S3A7016&from=33&to=500
https://www.ncbi.nlm.nih.gov/protein/597500955?report=graph&rid=E945S3A7016[597500955]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=10:523&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_3913192
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_3913192
https://www.ncbi.nlm.nih.gov/protein/3913192?report=genbank&log$=protalign&blast_rank=12&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/3913192?report=graph&rid=E945S3A7016[3913192]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:532&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_3913192
https://www.ncbi.nlm.nih.gov/protein/3913192?report=genbank&log$=protalign&blast_rank=12&RID=E945S3A7016&from=23&to=508
https://www.ncbi.nlm.nih.gov/protein/3913192?report=graph&rid=E945S3A7016[3913192]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:532&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/597500955?report=genbank&log$=protalign&blast_rank=11&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/3913192?report=genbank&log$=protalign&blast_rank=12&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/gene?term=3913192[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=12
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RecName: Full=Cytochrome P450 93A3; AltName: Full=Cytochrome P450 CP5
Sequence ID: 081973.1 Length: 510 Number of Matches: 1

Range 1: 40 to 507 GenPept Graphics

Expect Method Identities Positives

361 bits(927) 9e-119 Compositional matrix adjust. 195/471(41%) 281/471(59%)

LVGAL PLL GAMPHVAL AKL AKKYGPI MHL KMGTCDWVASTPESARAFL KTL DL NFSNRP
++G L LL PH KL+ +YGPl +HL +G+  VWAST E+A+ FLKT + FSNRP
|| GHLHLLSPTPHQDFHKLSLRYGPI | HLFLGSVPCVVASTAEAAKEFL KTHEPAFSNRP

PNAGASH- LAYGAQDL VFAKYGPRVKTL RKL SNL HML GGKAL DDWANVRVTEL GHMLKAM
N A L YG QD +FA YGP WK ++KL +LGG LD+ VR E +K +
ANTVAVETLTYGFQDFLFAPYGPYWKFIVKKL CVSEL L GGHM. DQFL PVROXETKKFI KRV

CEASRCCEPVVLAEMLTYAMANM GQVI LSRRVFVTKGTESNEFKDMWVELMTSAGYFNI
+ GE V N++ ++| +S+ E E+ +V + +G FNI
LQKG SGEAVDFGCGEFI TLSNNI VSRM VSQT STTEDENEVEENMRKL VKDAAEL SGKFNI

GDFI PSI AWWDLQG ERGVKKLHTKFDVLL TKMVK- - - EHRATSHERKGKADF- - - LDVL
DF+ + DLQG + ++K+ FD +L +++K E R +E & +F LDVL
SDFVSFLKRFDLQGFNKRLEKI RDCFDTVLDRI | KOREEERRNKNETVGKREFKDML.DVL

LEECDNTNGE- KLSI TNI KAVLLNLFTAGTDTSSSI | EWALTEM KNPTI LKKAQEENMDR
+ ++ + E KL+ N KA +L++ AGIDTS+ +EWA+ E+l NP +L+KA++EMD
FDI SEDESSEI KLNKENI KAFI LDI LI AGTDTSAVTVEWAVAEL I NNPGVL EKARQENVDA

VI GRDRRLLESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al QACEVDGYY! PKDARLSV
V+G+ R + ESDI ++LPYLQ | +ET R HP+ PL L R + + V GY IP RL V
VWGKSRI VEESDI ANLPYLQG VRETLRLHPAGPL- LFRESSRRAVWCGYDI PAKTRLFV

NI WAI GRDPNVVENPL EFL PERFL SEENGKI NPGGNDFKL | PFGAGRRI CAGTRMGWLYV
N+WAI GRDPN VENPLEF PERF+ +++ G + L+PFGtGRR C GT + + +V
NVWAI GRDPNHVENPL EFRPERFVENGKSQL DVRGOHYHL L PFGSGRRACPGT SLAL QW

SY! LGTLVHSFDVKL PNGVAEL NVDESFGLAL QKAVPLSALVSPRLASNPY 504
L L+ F WK+ ++NWE G+ L +A P+ + RL NP+
HVNLAVLI QCFQAKVDCDNGKVNVEEKAG TLPRAHPI | CVPI RRL- - NPF 507

Gaps

11/471(2%)

101

453
458

Shjct 143 QFLPVRQQETKRFI SRVFRKGVAGEAVDFGDELMILSNNI VSRMTLSQKT- SENDNQAEE 201
Query 204 FKDWVELMISAGYFNI GDFI PSI AWWDL QG ERGVKKLHTKFDVLL TKMWKEHRATSHE 263
K +V + GFN+ DFl  + DLQG R +K+  +FDV++ ++K+ + +
Shjct 202 MKKLVSNI AELMGKFNVSDFI WYLKPFDLQGFNRKI KETRDRFDVWVDG | KQRQEERRK 261
Query 264 RK--GKA---- DFLDVLLEECDNTNGE- KLSI TNI KAVLLNLFTAGIDTSSSI | EMALTE 316
K GA D LDVLL+ ++ N E KL NI KA ++++F AGIDTS+ | EWA+ E
Shjct 262 NKETGTAKQFKDMLDVLLDVHEDENAEI KLDKKNI KAFI MDI FVAGTDTSAVSI EWVAMAE 321
Query 317 M KNPTI LKKAQEENMDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al Q 376
+I NP +L+KA++E+D V+G+ R + ESDI ++LPYLQAI +ET R HP PL + R + +
Shjct 322 LI NNPDVLEKARQElI DAVWGKSRWEESDI ANLPYLQAI VRETLRLHPGGPL- VWWRESSK 380
Query 377 ACEVDGYYI PKDARLSVNI WAI GRDPNVWENPL EFL PERFL SEENGKI NPGGNDFKLI PF 436
+ VGYIP RL VN+WAI GRDPN WE P EF PERF+ + +++ G + |PF
Shjct 381 SAWCGYDl PAKTRLFVNVWAI GRDPNHWEKPFEFRPERFI RDGONQLDVRGQHYHFI PF 440
Query 437 GAGRRI CAGTRMGWLVSYI LGTLVHSFDWKLPNGVAELNVDESFGLALQKAVPLSALVS 496
GtGRR C G + +V L ++ FWL G +++MtE G+ L +A P+ +
Shjct 441 GSGRRTCPGASLAWQVVPVNLAI | | QCFQWKLVGGNGKVDVEEKSG TLPRANPI | CVPV 500
Query 497 PRLASNPYAT 506
PR+ NP+ T
Shjct 501 PRI--NPFPT 508
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Sequence ID: Q8VWZ7.1 Length: 493 Number of Matches: 1

Range 1: 6 to 491 GenPept Graphics

Expect Method Identities Positives

357 bits(916) 2e-117 Compositional matrix adjust. 197/491(40%) 294/491(59%)

VVAAI | FLI TRFLVRSLFKKPTRPLPPGPL GAPLVGAL PLL GANPHVAL AKLAKKYGPI M
++ ++F +T + S+ T+ LPPGP P +GtL LLG PH +LAKL+KK+GPI M
|| LTLLFALTLYEAFSYLSRRTKNL PPGPSPLPFI GSLHLL GDQPHKSLAKLSKKHGPI M

HL KMGT CDMVVASTPESARAFL KTL DLNFSNRP- PNAGASHL AYGAQDL VFAKYGPRVKT
LK+G +V S+ A+ L+ DL FStR PNA +H + +V+ RW++
SLKLGQ TTI VI SSSTMAKEVL QKQDL AFSSRSVPNAL HAHNQFKFS- VWWLPVASRVRS

L RKL SNL HML GGKAL DDWANVRVT EL GHVL KAMCEASRCGEPVWVLAEM.TYAVANM GQV
LRK+ N++ G LD ++R ++ ++ + S+ CE V + N++ +
LRKVLNSNI FSGNRL DANQHL RTRKVQEL | AYCRKNSQSGEAVDVGRAAFRTSLNLLSNL

I LSRRVFVTKGTESNEFKDWVELMISAGYFNI GDFI PSI AWWDL QG ERGVKKLHTKFD
I S+ + + EFKD+V +M AG N+ DF P + +D Q4 M +

NCBI Blast_Protein Sequence (506 letters) blue.html[5/04/2017 4:41:54 PM]
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RecName: Full=Geraniol 8-hydroxylase; AltName: Full=Cytochrome P450 76B6; AltName: Full=Geraniol 10-hydroxylase;
Short=CrG10H

Related Information



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915853
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915853
https://www.ncbi.nlm.nih.gov/protein/5915853?report=genbank&log$=protalign&blast_rank=13&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915853?report=graph&rid=E945S3A7016[5915853]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=17:530&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_5915853
https://www.ncbi.nlm.nih.gov/protein/5915853?report=genbank&log$=protalign&blast_rank=13&RID=E945S3A7016&from=40&to=507
https://www.ncbi.nlm.nih.gov/protein/5915853?report=graph&rid=E945S3A7016[5915853]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=17:530&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75161264
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75161264
https://www.ncbi.nlm.nih.gov/protein/75161264?report=genbank&log$=protalign&blast_rank=14&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/75161264?report=graph&rid=E945S3A7016[75161264]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:515&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_75161264
https://www.ncbi.nlm.nih.gov/protein/75161264?report=genbank&log$=protalign&blast_rank=14&RID=E945S3A7016&from=6&to=491
https://www.ncbi.nlm.nih.gov/protein/75161264?report=graph&rid=E945S3A7016[75161264]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:515&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/5915853?report=genbank&log$=protalign&blast_rank=13&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/75161264?report=genbank&log$=protalign&blast_rank=14&RID=E945S3A7016
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| FSKDL TDPYSDSAKEFKDL VNI MVEAGKPNL VDFFPLLEKVDPQG RHRMTI HFGEVL

VLLTKMVKEHRATSHERKGKADFLDVLLEECDNTNGEKLSI TNI KAVLLNLFTAGIDTSS
L +V E + K D LDVLL + E++ T+l + + L+LF AGIDT+S
KLFGGLVNERL EQRRSKGEKNDVLDVLLTTSQES- PEEI DRTHI ERMCLDLFVAGTDTTS

SI I EWALTEM KNPTI LKKAQEEMDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHPSTP
S +EWA+H+EMFKNP  +KK Q+E+ +VIGR + + ESDI + LPYL+ + KET R HP P
STLEWAVSEM. KNPDKIVKKTQDEL AQVI GRGKTI EESDI NRLPYLRCVMKETLRI HPPVP

LNLPRI Al QACEVDGYYI PKDARLSVNI WAI GRDPNVWENPL EFL PERFL SEENGKI NPG
+PR  Q+ EV GY +PK +++ VN WAIGRD VWW+ L F PERF+ E  ++
FLI PRKVEQSVEVCGYNVPKGSQVL VNAWAI GRDETVWDDALAFKPERFMVESE- - - LDI R

GNDFKLI PFGAGRRI CAGTRMGWLVSY! LGTLVHSFDVKL PNGVA- - ELNVDESFGLAL
G DF+LIPFGAGRRIC G + + V +LG+HL++SF+WKL G+A +L+M+E FG+ L
GRDFELI PFGAGRRI CPGLPLALRTVPLM._GSLLNSFNVKLEGGVAPKDLDVEEKFG TL

QKAVPLSALVS 496
KA PL A+ S
QKAHPLRAVPS 491
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GenPept Graphics

RecName: Full=Cytochrome P450 93A2
Sequence ID: Q42799.1 Length: 502 Number of Matches: 1

Range 1: 10 to 499 GenPept Graphics

Expect Method Identities Positives

356 bits(914) 5e-117 Compositional matrix adjust. 198/506(39%) 296/506(58%)

WAAI | F- - LI TRFLVRSLFKKPTRPLPPGPL GIPLVGAL PL L GAMPHVAL AKL AKKYGP
W+l +F ++ R Kt + LPP P G P++G L L+ +PH KL+ ++GP
WSSI VFAYI WR: - - - - - - KERKKKLPPSPKGLPI | GHLHLVSPI PHQDF YKL SLRHGP

| MVHLKMGTCDWVASTPESARAFL KTL DL NFSNRP- PNAGASHL AYGAQDL VFAKYGPRW
IML +G+  WAST E+A+ FLKT ++NFSNRP N LY VF  YGP
| MOLFLGSVPCVVASTAEAAKEFLKTHEI NFSNRPGONVAVQFLTY- - - - - VFGPYGPSV

KTLRKL SNLHM. GGKAL DDWANVRVT EL GHML KAMCEASRCGEPVVLAEMLTYAVANM G
K ++KL +LGG+ LD + VR E +K + + GE V N+
KFI KKLCVSEL L GGRM. DQFL PVRQQETKKFI KRVLQKG AGEAVDFGGEFMRLSNNI | S

QVI LSRRVFVTKGTESNEFKDMWVEL MI'SAGYFNI GDFI PSI AWWDLQG ERGVKKLHTK
++ +++ ++ E + +V ++ G FN+ DFI + DLQG + ++K +
RMITWNQ- TSSEDEKQAEENMRM.VADVAEL MGTFNVSDFI WFLKPFDL QGFNKRI RKTRI R

FDVLLTKMWVK- - - EHRATSHERKGK- - - ADFLDVLLEECDNTNGE- KLSI TNI KAVLLNL
FD +L +++K E R + E G D LDVLL+ ++ + E KL+ NI KA ++++
FDAVLDRI | KOREEERRNNKEI GGTRQFKDI LDVLLDI GEDDSSEI KLTKENI KAFI MDI

FTAGTDTSSSI | EWVALTEM KNPTI LKKAQEEMDRVI GRDRRLLESDI SSLPYLQAI AKE
F AGIDTS++ +EWA+ E+I NP +L+KA++E+D V+G R + ESDI +LPYLQAI +E
FVAGTDTSAATMEWANVAEL I NNPCVL EKARQEI DAVVGNSRI | EESDI VNLPYLQAI VRE

TYRKHPSTPLNLPRI Al QACEVDGYYI PKDARL SVNI VAl GRDPNVWEENPL EFL PERFLS
TRHP PL+R+ ++ VGYIP RL VN+WAI GRDPN VEENP EF PERF
TLRI HPGGPL- | VRESSKSVVVCGYEI PAKTRLFVNVWAI GRDPNHVENPFEFRPERFFE

EENGKI NPGGNDFKLI PFGAGRRI CAGTRMGWLVSY! LGTLVHSFDWKL PNGVAEL NVD
+++ G + IPFGFGRRC GI + + +V L ++ F WK NG +++Mr
NGQSQL DVRGOHYHFI PFGSGRRSCPGTSLALQ VHVNLAI M QCFQAKFDNGNNKVDIVE

ESFGLALQKAVPLSALVSPRLASNPY 504
E G- L +AP+ + PRL NP+
EKSG TLPRAHPI | CVPVPRL- - NPF 499
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GenPept Graphics

RecName: Full=Cytochrome P450 76C4
Sequence ID: 064635.1 Length: 511 Number of Matches: 1

Range 1: 38 to 503 GenPept Graphics

Expect Method Identities Positives

350 bits(897) 2e-114 Compositional matrix adjust. 191/472(40%) 285/472(60%)

LPPGPLGWPLVGAL PLL GAMPHVAL AKLAKKYGPI VHL KMGT CDMVVASTPESARAFLKT
LPPGP P++G + +G PH + A LAK YGPIMLK G + W ++PE+AR L+T
LPPGPPRLPI | GNI HQVGKNPHSSFADLAKI YGPI MSLKFGCLNSWVI TSPEAAREVLRT

L DLNFSNRPPNAGASHL AYGAQDL VFAKYGP- - - RWKTL RKL SNLHML GGKAL DDWANVR
D SR N S +G +++ P RM LRKLS M + + +R
HDQ LSGRKSND- - SI RCFGHEEVSVI W.PPSSARWRML RKL SVTL MFSPQRTEATKALR

VTEL GHVL KAMCEASRCGEPVVLAEM.TYAVMANM GQVI LSRRVFVTKGTESNEFKDMWV
+ ++ ++ ME+S E V ++ + N+l ++ S+ +SNEF+D V+
MKKVQEL VSFMNESSERKEAVDI SRASYTTVLNI | SNI LFSVDLGSYDSKKSNEFQDTVI

ELMTSAGYFNI GDFI PSI AWWDLQG ERGVKKLHTK- - - - FDVLLTKMVKEHRATSHERK
M+AG + ++ P + ++DLQG + M+ L + F + +E ++ +
GAVEAAGKPDAANYFPFMGFL DL QGNRKANVRGL TERL FRVFRGFMDAKI AEKSLGNYSKD
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915852
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915852
https://www.ncbi.nlm.nih.gov/protein/5915852?report=genbank&log$=protalign&blast_rank=15&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915852?report=graph&rid=E945S3A7016[5915852]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:523&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_5915852
https://www.ncbi.nlm.nih.gov/protein/5915852?report=genbank&log$=protalign&blast_rank=15&RID=E945S3A7016&from=10&to=499
https://www.ncbi.nlm.nih.gov/protein/5915852?report=graph&rid=E945S3A7016[5915852]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:523&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915834
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915834
https://www.ncbi.nlm.nih.gov/protein/5915834?report=genbank&log$=protalign&blast_rank=16&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915834?report=graph&rid=E945S3A7016[5915834]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=15:526&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_5915834
https://www.ncbi.nlm.nih.gov/protein/5915834?report=genbank&log$=protalign&blast_rank=16&RID=E945S3A7016&from=38&to=503
https://www.ncbi.nlm.nih.gov/protein/5915834?report=graph&rid=E945S3A7016[5915834]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=15:526&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/5915852?report=genbank&log$=protalign&blast_rank=15&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915834?report=genbank&log$=protalign&blast_rank=16&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/gene?term=5915852[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=15
https://www.ncbi.nlm.nih.gov/gene?term=5915834[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=16

NCBI Blast:Protein Sequence (506 |etters)

Query 266 - GKADFLDVLLEECDNTNGEKLSI TNI KAVLLNLFTAGTDTSSSI | EWALTEM KNPTI L 324
DFLD LL + EL +l + +LL++FTAGIDTSSS +EWA+ E+++NP  +
Sbjct 276 VSNRDFLDSLLI LNEGDEAE- LDNNDI EHLLLDVFTAGTDTSSSTLEWAMVAELLRNPKTM 334

Query 325 KKAQEEMDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al QACEVDGYY 384
KAQ EMDRV+G++ + ESDI S LPYLQA+ KET+R HP+ PL +PR A EV G+
Sbjct 335 VKAQAENMDRVLGONSWQESDI SGLPYLQAVVKETFRLHPAAPLLVPRKAESDVEVLGFM 394

Query 385 | PKDARLSVNI WAI GRDPNVWENPL EFL PERFL SEENGKI NPGGNDFKLI PFGAGRRI CA 444
+PKD ++ VN+WAI GRDP+VWENP +F PERF+ ++ I+ G D++L PFG GRRIC
Sbhjct 395 VPKDTQVLVNVWAI GRDPSVWENPSQFEPERFMEKD- - - | DVKGRDYELTPFGGGRRI CP - 451

Query 445 GIRMGWLVSYI LGTLVHSFDWKLPNGVA- - ELNVDESFGLALQKAVPLSAL 494
G + + VS +L +L++SFDWKLPNGV  +L+MDE+FG+ L + L A+
Sbj ct 452 GLPLAVKTVSLM_ASLLYSFDVWKLPNGVVSEDLDVDETFG TLHRTNTLYAI 503

Download GenPept Graphics Next Previous Descriptions
RecName: Full=Beta-amyrin 24-hydroxylase; AltName: Full=Cytochrome P450 93E1; AltName: Full=Sophoradiol 24-
hydroxylase

Sequence ID: QIXHC6.1 Length: 513 Number of Matches: 1
Related Information

Range 1: 4 to 512 GenPept Graphics . X
Gene - associated gene details

Score Expect Method Identities Positives Gaps

348 bits(893) 1le-113 Compositional matrix adjust. 193/515(37%) 310/515(60%) 20/515(3%)

Query 5  VIDFVWAAI | FLI TRFLVRSLFKKPTR- PLPPGP- LGAPLVGAL PLLGAMPHVALAKLAK 62
+ 44V ++ |+ L+RStFKKP R LPPGP + PL+G P L ++ H AL KL+
Sbjct 4 | KGYLVLFFLWFI STI LI RS| FKKPQRLRLPPGPPI S| PLLGHAPYLRSLLHQALYKLSL 63

Query 63 KYGPI MHLKMGT CDMWVVASTPESARAFL KTL DL NFSNRPPNAGASHLAYGAQDLVFAKYG 122
+YGP++H+ +G+  +WAS+ E+A+ LKT + F NRP + LYGAD F YG
Shjct 64 RYGPLI HVYM GSKHVVVASSAETAKQ LKTSEEAFCNRPLM ASESLTYGAADYFFI PYG 123

Query 123 PRWKTLRKLSNLHW. GGKAL DDWANVRVTEL GHVL KAMCEASRCG- - EPWLAEMLTYAM 180
W L+KL +L &K L+ + +R +E+ LKMES G E V+ E++T+
Shjct 124 TYWRFLKKLCMTELLSGKTLEHFVRI RESEVEAFLKRMVEI SGNGNYEVWMRKELI THT- 182

Query 181 ANM GQVI LSRRVFVTKGTESNEFKDMVWELMISAGYFNI GDFI PSI AWKDLQG ERGWK 240
N ++ + ++ + E + +V E+ GFN+GD I+ +DLQG +
Shjct 183 NN I TRM M3KKS- NAENDEVARL RKVWREVGEL L GAFNL GDVI GFVRPLDLQGFGKKNM 241

Query 241 KLHTKFDVLLTKMVKEHRATSHERKG - - - KADFLDVLLE- - ECONTNGEKLSI TNI KAV 294
+ H K D ++ K+++EH + K D D+LL ED + KL+ + KA
Shjct 242 ETHHKVDAMVEKVL REHEEARAKEDADSDRKKDLFDI LLNLI EADGADN- KLTRESAKAF 300

Query 295 LLNLFTAGTDTSSSI | EMALTEM KNPTI LKKAQEEMDRVI GRDRRLLESDI SSLPYLQA 354
L++F AGT+ +S++EWL E+++NP + KKA+EE++ V+G++R + ESDI +LPYLQA
Sbjct 301 ALDVFI AGTNGPASVLEWSL AELVRNPHVFKKAREEI ESVWWGKERLVKESDI PNLPYLQA 360

Query 355 | AKETYRKHPSTPLNLPRI Al QACEVDGYY! PKDARLSVNI WAl GRDPNVVENPLEFLPE 414
+ KET R HP TP+ R A++ CHV4GY | P+++ + ++ WAl GRDPN W+ LE+ PE
Sbjct 361 VLKETLRLHPPTPI - FAREAVRTCQVEGYDI PENSTI LI STWAI GRDPNYWDDALEYKPE 419

Query 415 RFLSEEN- - - GKI NPGGNDFKLI PFGAGRRI CAGTRMGWLVSY! LGTLVHSFDWKLPNG 471
RFL ++ KI+ G ++L+PFGtGRR C G + ++++ L +L+ FDW+ +G
Shjct 420 RFLFSDDPGKSKI DVRGQYYQLLPFGSGRRSCPGASLALLVMQATLASLI QCFDW VNDG 479

Query 472 V- AELNVDESFGLALQKAVPLSALVSPRLASNPYA 505
+ME + + APL PR P+A
Shjct 480 KNHHVDVBEEGRVTVFLAKPLKCKPVPRFE- - TPFA 512

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=Cytochrome P450 76C1

Sequence ID: 064636.1 Length: 512 Number of Matches: 1

Related Information
Range 1: 38 to 503 GenPept Graphics

— = - associated gene details
Score Expect Method Identities Positives Gaps Gene 9

345 bits(884) 2e-112 Compositional matrix adjust. 187/471(40%) 290/471(61%) 14/471(2%)

Query 33  LPPGPLGAPLVGALPLLGAMPHVALAKLAKKYGPI MHLKMGTCDM/VASTPESARAFLKT 92
LPPGP  P++G + L+G PH + A+L+K YGP+M LK+Gt + W ++PE+AR  L+T
Sbjct 38  LPPGPPRLPI | GNI HLVGKHPHRSFAEL SKTYGPVVBLKLGSLNTWWI ASPEAAREVLRT 97

Query 93 L DLNFSNRPPNAGASHL AYGAQDL VF- AKYGPRWKTL RKL SNLHML GGKALDDWANVRVT 151
D SRP + + LV+ RWM LR+LS  +L + ++ +R+
Shjct 98 HDQ LSARSPTNAVRSI NHQDASLVW. PSSSARVRLLRRLSVTQLLSPQRI EATKALRWN 157

Query 152 ELGHWMLKAMCEASRCGEPVVLAEMLTYAMANM GQVI LSRRVFVTKGTES- NEFKDWVE 210
++ ++ + E+S  E V ++ + N+l ++ S+ S N +D V+
Shjct 158 KVKELVSFI SESSDREESVDI SRVAFI TTLNI | SNI LFSVDLGSYNAKASI NGVQDTVI S 217

Query 211 LMISAGYFN GDFI PSI AWWDLQG ERGWK- - - - KLHTKFDVLLTKMWKEHRATSHERK- 265
+M +AG + ++ P + ++DLQG + K +L F  + + E + ++ +
Shjct 218 VNMDAAGTPDAANYFPFLRFLDLQGNVKTFKVCTERLVRVFRGFI DAKI AEKSSQNNPKDV 277

Query 266 GKADFLDVLLEECDNTNGEKLSI TNI KAVLLNLFTAGTDTSSSI | EWALTEM KNPTI LK 325
K DF+D LL+ + +LSI++l + +LL++FTAGIDTSSS +EWA+TE++KNP  +
Sbhj ct 278 SKNDFVDNLLDY- - KGDESELSI SDI EHLLLDVMFTAGTDTSSSTLEWAMIELLKNPKTVA 335
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75315258
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75315258
https://www.ncbi.nlm.nih.gov/protein/75315258?report=genbank&log$=protalign&blast_rank=17&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/75315258?report=graph&rid=E945S3A7016[75315258]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:537&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_75315258
https://www.ncbi.nlm.nih.gov/protein/75315258?report=genbank&log$=protalign&blast_rank=17&RID=E945S3A7016&from=4&to=512
https://www.ncbi.nlm.nih.gov/protein/75315258?report=graph&rid=E945S3A7016[75315258]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:537&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5921185
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5921185
https://www.ncbi.nlm.nih.gov/protein/5921185?report=genbank&log$=protalign&blast_rank=18&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5921185?report=graph&rid=E945S3A7016[5921185]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=15:526&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_5921185
https://www.ncbi.nlm.nih.gov/protein/5921185?report=genbank&log$=protalign&blast_rank=18&RID=E945S3A7016&from=38&to=503
https://www.ncbi.nlm.nih.gov/protein/5921185?report=graph&rid=E945S3A7016[5921185]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=15:526&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/75315258?report=genbank&log$=protalign&blast_rank=17&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5921185?report=genbank&log$=protalign&blast_rank=18&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/gene?term=75315258[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=17
https://www.ncbi.nlm.nih.gov/gene?term=5921185[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=18

NCBI Blast:Protein Sequence (506 |etters)

Query 326 KAQEENMDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al QACEVDGYYl 385
KAQ E+D VI G++ + ESDI S LPYLQA+ KET+R H PL +PR A E+ G+ +
Shjct 336 KAQAEI DCVI GONG VEESDI SKLPYLQAVWKETFRLHTPVPLLI PRKAESDAEI LGFMWV 395

Query 386 PKDARLSVNI WAI GRDPNVWENPL EFL PERFL SEENGKI NPGGNDFKLI PFGAGRRI CAG 445
KD ++ VN+WAI GRDP+VWNP +F PERFL ++ ++ G D++L PFGAGRRIC G
Sbjct 396 LKDTQVLVNVWAI GRDPSVWDNPSQFEPERFLGKD- - - MDVRGRDYELTPFGAGRRI CPG 452

Query 446 TRMGAWLVSYI LGTLVHSFDWKLPNGV- - AELNVDESFGLALQKAVPLSAL 494
+ M VS +L +L++SFDVWKLP GV  +L+MDE+FGL L K PL A+
Sbj ct 453 MPLAMKTVSLM.ASLLYSFDWKLPKGVLSEDLDVDETFGLTLHKTNPLHAV 503

Download GenPept Graphics Next Previous Descriptions
RecName: Full=Costunolide synthase; Short=LsCOS; AltName: Full=Cytochrome P450 71BL2

Sequence ID: F8S110.1 Length: 490 Number of Matches: 1
Related Information

Range 1: 9 to 475 GenPept Graphics

Score Expect Method Identities Positives Gaps

340 bits(873) 5e-111 Compositional matrix adjust. 186/481(39%) 285/481(59%) 20/481(4%)

Query 10  VAAI | FLI TRFLVRSLFKKPTRPLPPGPLGWPLVGAL PLLGA- MPHVALAKLAKKYGPI M 68
+A  FL+ F +L K ++ LPPGP P++G+ L + PH L LAKKYGPIM
Shjct 9 LAVASFLL- - FAFWAL SPKTSKNLPPGPPKLPI | GNI HQLKSPTPHRVLRNLAKKYGPI M 66

Query 69 HLKMGT CDMWVASTPESARAFL KTL DL NFSNRPPNAGASHL AYGAQDL VFAKYGPRVWKTL 128
HL++G W STP AR +KT D++F++RP + Y AQD+ +A YG W +
Shjct 67 HLQLGQVSTVVVSTPRLAREI MKTNDI SFADRPTTTTSQ FFYKAQDI GAMAPYGEYWRQM 126

Query 129  RKLSNLHWL.GGKAL DDWANVRVTEL GHM_KAMCEASRCGEPVVLAEMLTYAMANM GQvI 188
+K+ L +L K+ ++++R EL + K + S+ GPV EM + N+ o+
Shjct 127 KKI CTLELLSAKKVRSFSSI REEELRRI SKVL- - ESKAGTPVNFTEMIVEMVNNVI CKAT 184

Query 189 LSRR\/FVTKGTESNEFKDM/VELMTSAGYFNI GDFI PSI AWWD- LQG ERGWKKLHTKFD 247
+ +++ +++ +  FN+ + P+ +++ + G + K+ + D
Shjct 185 LGDSC ————— KDQATLI EVLYDVLKTLSAFNLASYYPGLQFLNVI LGKKAKW.KMXQLD 239

Query 248 VLLTKMVKEHRATSHERKGKADFLDVLLEECDNTNGEKLSI TN- - | KAVLLNLFTAGIDT 305
+L  ++KEHR+ + + D +DVLL DTG ++T+ +KAV+L++ TAGIDT
Sbhj ct 240 DI LEDVLKEHRSKGRNKSDQEDL VDVLLRVKD- TGGLDFTVTDEHVKAVWLDM.TAGTDT 298

Query 306 SSSI | EWALTEM KNPTI LKKAQEEMDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHPS 365
SS+ +EWAHTE+++NP ++K+AQEE+ V+ D + E+D+ SL YL+ | KET R H
Shjct 299 SSATLEWAMIEL VRNPHMVKRAQEEVRSWKGD- TI TETDLQSLHYLKLI VKETLRLHAP 357

Query 366 TPLNLPRI Al QACEVDGYYI PKDARLSVNI WAI GRDPNVWENPLEFLPERFLSEENGKI N 425
TPL +PR  QAC VDGY IP  ++ VN WA G DP+ W+ F+PERF EN IN
Shj ct 358 TPLLVPRECRQACNVDGYDI PAKTKI LVNAWACGTDPDSWKDAESFI PERF- - - ENCPI N 414

Query 426 PGGNDFKLI PFGAGRRI CAGTRMGWLVSYI LGTLVHSFDVWKLPNGVA- - ELNVDESFG. 483
G DF+ IPFGAGRRIC G G+ +V Y L ++ FDWKLPNG+ EL++ E G+
Shjct 415 YMGADFEFI PFGAGRRI CPCGLTFGLSMWEYPLANFLYHFDVWKLPNGLKPHELDI TEI TG 474

Query 484 A 484
+

Sbjct 475 S 475

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=Costunolide synthase; Short=CiCOS; AltName: Full=Cytochrome P450 71BL3

Sequence ID: G3GBKO0.1 Length: 494 Number of Matches: 1
Related Information
Range 1: 9 to 475 GenPept Graphics

Score Expect Method Identities Positives Gaps

340 bits(871) 1le-110 Compositional matrix adjust. 183/482(38%) 286/482(59%) 21/482(4%)

Query 9  WWAAI | FLI TRFLVRSLFKKPTRPLPPGPLGWPLVGALPLLGA- MPHVALAKLAKKYGP| 67
+V A+FL  F  +L K ++ LPPGP P++G+ L + PH L LA+KYGPI
Sbjct 9  LVWASLFL- - - FAFWALSPKTSKNLPPGPPKLPI | GNI HQLKSPTPHRVLRNLARKYGPI 65

Query 68  MHLKMGTCDMVVASTPESARAFLKTLDLNFSNRPPNAGASHL AYGAQDLVFAKYGPRWKT 127
MHL++G W STP AR +KT D++F++RP  + Y AQD+ +A YG Wk
Shjct 66  MHLQLGQVSTVWVSTPRLAREI MKTNDI SFADRPTTTTSQ FFYKACDI GMPYGEYWRQ 125

Query 128 LRKLSNLHWM.GGKALDDWANVRVTEL GHMLKAMCEASRCGEPVVLAEMLTYAVANM GQV 187
++K+ L +L K + ++++R EL + K + S+ G P+ EM + N+l o+
Sbjct 126 MKKI CTLELLSAKKVRSFSSI REEELSRI SKVL- - ESQAGTPI NFTEMI'VEMVNNVI CKA 183

Query 188 | LSRR\/FVTKGTESNEFKDM/VELMTSAGYFNI GDFI PSI AWWD- LQGE ERGVKKLHTKF 246
L +++ +++ + FN+ + P + +++ + G + K+ +
Sbjct 184 TLGDSC ---- KDQATLI EVLYDVLKTLSAFNLASYYPGLQFLNVI LGKKAKW.KMKQL 238

Query 247 DVLLTKMWKEHRATSHERKGKADFLDVLLEECDNTNGEKLSI TN- - | KAVLLNLFTAGTD 304
D +L ++KEHR+ + + D +DVLL DTG ++T+ +KAV+L++ TAGID
Sbjct 239 DDl LEDVLKEHRSKGSNKSDQEDLVDVLLRVKD- TGALDFTVTDEHVKAWLDM.TAGTD 297

Query 305 TSSSI | EWALTEM KNPTI LKKAQEEVDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHP 364
TSS+ +EWA+TE+++NP ++K+AQ+E+ R + + + E+D+ SL YL+ | KET R H
Shjct 298 TSSATLEWAMIEL MRNPHMIVKRAQDEV- RSVWKGNTI TETDLQSLHYLKLI VKETLRLHA 356

Query 365 STPLNLPRI Al QACEVDGYYI PKDARLSVNI WAI GRDPNVWENPLEFLPERFLSEENGKI 424
TPL +PR  Q C VDGY IP  ++ VN WA G DP+ W+P F+PERF EN |
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_476007202
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_476007202
https://www.ncbi.nlm.nih.gov/protein/476007202?report=genbank&log$=protalign&blast_rank=19&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/476007202?report=graph&rid=E945S3A7016[476007202]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:498&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_476007202
https://www.ncbi.nlm.nih.gov/protein/476007202?report=genbank&log$=protalign&blast_rank=19&RID=E945S3A7016&from=9&to=475
https://www.ncbi.nlm.nih.gov/protein/476007202?report=graph&rid=E945S3A7016[476007202]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:498&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_476007172
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_476007172
https://www.ncbi.nlm.nih.gov/protein/476007172?report=genbank&log$=protalign&blast_rank=20&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/476007172?report=graph&rid=E945S3A7016[476007172]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:498&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_476007172
https://www.ncbi.nlm.nih.gov/protein/476007172?report=genbank&log$=protalign&blast_rank=20&RID=E945S3A7016&from=9&to=475
https://www.ncbi.nlm.nih.gov/protein/476007172?report=graph&rid=E945S3A7016[476007172]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:498&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/476007202?report=genbank&log$=protalign&blast_rank=19&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/476007172?report=genbank&log$=protalign&blast_rank=20&RID=E945S3A7016

NCBI Blast:Protein Sequence (506 |etters)

Shj ct 357 PTPLLVPRECRQDCNVDGYDI PAKTKI LVNAWACGTDPDSVIKDPESFI PERF- - - ENCPI 413

Query 425 NPGGNDFKLI PFGAGRRI CAGTRMGWLVSYI LGTLVHSFDVKLPNGVA- - ELNVDESFG 482
N GDF+ IPFGAGRRIC G G+ +V Y L ++ FDWKLPNG+ EL++ E G
Shjct 414 NYMGADFEFI PFGAGRRI CPGLTFGLSMVEYPLANFL YHFDWKLPNGLKPHELDI TEI TG 473

Query 483 LA 484
++

Sbjct 474 IS 475

Download GenPept Graphics Next

Short=SmG10H
Sequence ID: DIMI46.1 Length: 495 Number of Matches: 1

Previous Descriptions

RecName: Full=Geraniol 8-hydroxylase; AltName: Full=Cytochrome P450 76B10; AltName: Full=Geraniol 10-hydroxylase;

Range 1: 4 to 494 GenPept Graphics
Score Expect Method Identities Positives Gaps

339 bits(869) 3e-110 Compositional matrix adjust. 198/496(40%) 298/496(60%) 10/496(2%)

Query 7 DFWAAI | FLI TRFLVRSL- - FKKPTRPLPPGPLGAPLVGAL PLLGAMPHVALAKLAKKY 64
DF+ Al FL T L ++L F + ++ LPPGP PL+G L LLG PH +LAKLAKK+
Shjct 4 DFLTI Al GFLFTI TLYQALNFFSRKSKNLPPGPSPLPLI GNLHLL GDQPHKSLAKLAKKH 63

Query 65  GPI MHLKMGTCDMWASTPESARAFLKTLDLNFSNRP- PNAGASHLAYGAQDLVFAKYGP 123
GPIML++G  +V ++ A+ L+ DL FStR PNA +H Y  +++
Sbjct 64  GPl MELQLGQVTTI WTSSGVAKEVL QKQDLAFSSRSI PNAI HAHDQY- KYSVI W.PVAS 122

Query 124 RWKTLRKLSNLHW. GGKAL DDWANVRVTEL GHMLKAMCEASRCGEPVWLAEM_LTYAVANM 183
RM LRK N +M G LD ++R ++ ++ ++S+ G+ + + N+
Shjct 123 RWRGLRKALNSNVFSGNRLDANQHLRSRKVQEL| AYCRKSSQTGDAI DVGRAAFRTSLNL 182

Query 184 | GQVI LSRRVFVTKGTESNEFKDMWVELMISAGYFNI GDFI PSI AWWDLQG ERGWKKLH 243
+ + S+ + + EFKD+V +M AG N D+ P+ +D Q3 + M
Sbhjct 183 LSNTMFSKDLTDPYSDSAKEFKDL VWNVMVEAGKPNL VDYFPLLDKVDPQG RKRMTI HF - 242

Query 244 TKFDVLLTKMKEHRATSHERKGKADFLDVLLEECDNTNGEKLSI TNI KAVLLNLFTAGT 303
K L ++ E + D LDVLL + + E++ T+l + + L+LF AGT
Sbhj ct 243 CKI LELFGGLI DERLQQKKAKGVNDDVLDVLLTTSEES- PEEI DRTH QRVCLDLFVAGT 301

Query 304 DTSSSI | EWALTEM KNPTI LKKAQEENMDRVI GRDRRLLESDI SSLPYLQAI AKETYRKH 363
DT+SS +EWA++EMrKNP  +K AQ E+ +VI G+ + + E+D++ LPYL+ KET R H
Sbhj ct 302 DTTSSTLEWAVSEM.KNPEKMKAAQAEL AQVI GKGKAVEEADLARLPYLRCAI KETLRIH 361

Query 364 PSTPLNLPRI Al QACEVDGYY! PKDARLSVNI WAI GRDPNVWENPL EFL PERFLSEENGK 423
P PL +PR  Q EV GY +PK++++ VNWWAI RD +W+PL F PERFL E
Sbjct 362 PPVPLLI PRRTEQEVEVCGYTVPKNSQVLVNVWAI SRDDAI WKDPL SFKPERFLESE- - - 418

Query 424 | NPGGNDFKLI PFGAGRRI CAGTRMGWLVSY! LGTLVHSFDWKLPNGVA- - ELNVDESF 481
+ G DF+LIPFGAGRRIC G + + +V +LG+HL++SFDVWKL G+A +L+M+E F
Shjct 419 LEMRGKDFELI PFGAGRRI CPGLPLAVRWPVM.GSLLNSFDWKLEGG APKDLDVEEKF 478

Query 482 GLALQKAVPLSALVSP 497
G+ LOKA PL A+ +P
Shjct 479 G TLQKAHPLRAVATP 494

Related Information

Download GenPept Graphics Next

RecName: Full=Cytochrome P450 76C2; AltName: Full=Protein YELLOW-LEAF-SPECIFIC GENE 6
Sequence ID: 064637.1 Length: 512 Number of Matches: 1

Previous Descriptions

Range 1: 47 to 504 GenPept Graphics
Score Expect Method Identities Positives Gaps

339 bits(870) 3e-110 Compositional matrix adjust. 182/462(39%) 276/462(59%) 13/462(2%)

Query 42 LVGALPLL GAMPHVAL AKLAKKYGPI MHLKMGTCDWVASTPESARAFLKTLDLNFSNRP 101
++G + L+G PH + A L+K YGPIM LK G+ + W ++PE+AR L+T D S+R
Shjct 47 11 GNI HLVGRNPHHSFADL SKTYGPI MBLKFGSLNTVVWTSPEAAREVLRTYDQ LSSRT 106

Query 102 PNAGASHLAYGAQDL VF- AKYGPRWKTL RKL SNLHM. GGKAL DDWANVRVTELGHMLKAM 160
P + + +V+ RW LRKLS  + + ++ +R ++ ++ M
Sbjct 107 PTNSI RSI NHDKVSVVW. PPSSSRWRL L RKLSATQLFSPQORI EATKTLRENKVKELVSFM 166

Query 161 CEASRCGEPVVLAEMLTYAVANM GQVI LSRRVFVTKGTESNEFKDWVELMISAGYFNI 220
E+S E V ++ N+l ++ S+ +S F+D V+ +M+ G +
Sbjct 167 SESSEREEAVDI SRATFI TALNI | SNI LFSVDLGNYDSNKSGVFQDTVI GVMEAVGNPDA 226

Query 221 CDFI PSI AWDLQG ERGVKKLHTKFDVLLTKW- - - - - - KEHRATSHERKGKADFLDVL 274
+F P + ++DLQG + +K + + + K R T+ + + DF+DVL
Sbjct 227 ANFFPFLGFLDLQGNRKTLKACSERLFKVFRGFI DAKLAEKSLRDTNSKDVRERDFVDVL 286

Query 275 LEECDNTNGEKLSI TNI KAVLLNLFTAGIDTSSSI | EWALTEM KNPTI LKKAQEEMDRV 334
L+ + E L+ +I +LL+LF AGIDT+SS +EWA+ E+++NP + KAQ E+D V
Shj ct 287 LDLTEGDEAE- LNTNDI VHLLLDLFGAGTDTNSSTVEWAVAEL LRNPETMVKAQAEI DCV 345

Query 335 | GRDRRLLESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al QACEVDGYYI PKDARLSVN 394
| G+ + ESDI S+LPYLQA+ KET+R HP+ PL +PR A EV G+ +PKD ++ VN
Sbhjct 346 | GQKGYVEESDI SALPYLQAVVKETFRLHPAAPLLVPRKAESDVEVL GFMWPKDTQVFVN 405

Query 395 | WAI GRDPNVVEENPL EFL PERFL SEENGKI NPGGNDFKL I PFGAGRRI CAGTRMGWLVS 454
+WAI GRDPNVAEEN  F PERFL ++ I+ G D++L PFGAGRRIC G + + V
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Related Information

Gene - associated gene details



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_403399733
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_403399733
https://www.ncbi.nlm.nih.gov/protein/403399733?report=genbank&log$=protalign&blast_rank=21&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/403399733?report=graph&rid=E945S3A7016[403399733]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:518&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_403399733
https://www.ncbi.nlm.nih.gov/protein/403399733?report=genbank&log$=protalign&blast_rank=21&RID=E945S3A7016&from=4&to=494
https://www.ncbi.nlm.nih.gov/protein/403399733?report=graph&rid=E945S3A7016[403399733]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:518&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915832
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915832
https://www.ncbi.nlm.nih.gov/protein/5915832?report=genbank&log$=protalign&blast_rank=22&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915832?report=graph&rid=E945S3A7016[5915832]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=25:526&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_5915832
https://www.ncbi.nlm.nih.gov/protein/5915832?report=genbank&log$=protalign&blast_rank=22&RID=E945S3A7016&from=47&to=504
https://www.ncbi.nlm.nih.gov/protein/5915832?report=graph&rid=E945S3A7016[5915832]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=25:526&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/403399733?report=genbank&log$=protalign&blast_rank=21&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915832?report=genbank&log$=protalign&blast_rank=22&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/gene?term=5915832[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=22

NCBI Blast:Protein Sequence (506 |etters)

Shjct 406 VWAl GRDPNVWAENSSRFKPERFLGKD- - - | DLRGRDYELTPFGAGRRI CPGLPLAVKTVP 462

Query 455 Yl LGTLVHSFDVKLPNGVA- - ELNVDESFGLALQKAVPLSAL 494
+L +L++SFDVWKLPNGV ~ +L+MDE+FGL L K PL A+
Shjct 463 LM.ASLLYSFDWKLPNGVGSEDLDVDETFGLTLHKTNPLHAV 504

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Licodione synthase; AltName: Full=(2S)-flavanone 2-hydroxylase; AltName: Full=CYP GE-5; AltName:
Full=Cytochrome P450 93B1; AltName: Full=Flavone synthase I
Sequence ID: P93149.2 Length: 523 Number of Matches: 1

Related Information
Range 1: 15 to 501 GenPept Graphics
Score Expect Method Identities Positives Gaps

336 bits(861) 9e-109 Compositional matrix adjust. 181/498(36%) 288/498(57%) 36/498(7%)

Query 16 LI TRFLVRSLFKKPTRPLPPGPL- GAPLVGAL PLLGAVPHVALAKLAKKYGPI MHLKMGT 74
LI F R F+ +LPPP P++G+ +LG+ H+ L+ +YGP+ L Gr
Sbjct 15 LI CYFFFRPYFHRYGKNLPPSPFFRLPI | GHVHVLGPLLHQSFHNL SHRYGPLFSLNFGS 74

Query 75 CDWVASTPESARAFLKTL DL NFSNRPPNAGASHL AYGAQDL VFAKYGPRWKTLRKLSNL 134
WASTP A+ L+T +L F+ R + LY+ L FAYG W ++KLS
Shjct 75 VLCVVASTPHFAKQLLQTNELAFNCRI ESTAVKKLTYESS- LAFAPYGDYWRFI KKLSWN 133

Query 135 HM.GGKALDDWANVRVTEL GHVL KAMCEASRCGEPVWLAEM.TYAVANM GQVI LSRRVF 194

+LG ++++++ ++R E 4L+ + +R EV + E L N+l +++
Shjct 134 ELLGSRSI NNFOHLRAQETHQLLRLLSNRARAFEAVNI TEELLKLTNNVI S| MWG- - - - 189
Query 195 VTKGTESNEFKDMWELMTSAGYFNI GDFI PSI AWWDLQG ERGVKKLHTKFDVLLTKW 254
E+ E +D¥V ++ G FN+ DFl MDLQG + ++ L +FD L+ +++
Shjct 190 ----- EAEEARDVVRDVTEI FGEFNVSDFI W.FKKMDLQGFCGKRI EDLFQRFDTLVERI | 244
Query 255 KEHRATSHERK------------ GKADFLDVLLEECDNTNGE- KLSI TNI KAVLLNLFTA 301
+ T +R+ G DFLD+LL+ ++ N E K+ +| KA++++ FTA

Sbhjct 245 SKREQTRKDRRRNGKKGEQGSGDG RDFLDI LLDCTEDENSEI KI QRVHI KALI MDFFTA 304

Query 302 GIDTSSSI | EWALTEM KNPTI LKKAQEEMDRVI GRDRRLLESDI SSLPYLQAI AKETYR 361
GTDT++ EWAL E++K P++L+K +EE+D V+G+tDR + ESD +LPYLQAI KET+R
Sbhj ct 305 GIDTTAI STEWALVELVKKPSVLQKVREEI DNVVGKDRLVEESDCPNLPYLQAI LKETFR 364

Query 362 KHPSTPLNLPRI Al QACEVDGYY! PKDARLSVNI WAl GRDPNVWENPLEFLPERFLSEE- 420
HP P+ + R + CV+ Y IP+D+ L VNHWH GR+P  WHNPLEF PERFL E
Sbhjct 365 LHPPVPM VTRRCVAECTVENYVI PEDSLLFVNVWSI GRNPKFWDNPLEFRPERFLKLEG 423

Query 421 --NGKI NPGGNDFKLI PFGAGRRI CAGTRMGWLVSYI LGTLVHSFDWKLPNGVAE- - - - 474
+G ++ Gt F+L+PFGtGRR¥C G + M V +LG ++ FD+ + E
Sbjct 424 DSSGUWDVRGSHFQLLPFGSGRRMCPGVSLAMQEVPALLGAI | QCFDFHWGPKGEI LKG 483

Query 475 ----LNVDESFGLALQKA 488
+N+DE GL  +A
Shjct 484 DDl VI NVDERPGLTAPRA 501

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=Cytochrome P450 71A1; AltName: Full=ARP-2; AltName: Full=CYPLXXIA1

Sequence ID: P24465.2 Length: 502 Number of Matches: 1
Related Information
Range 1: 40 to 499 GenPept Graphics

Score Expect Method Identities Positives Gaps

328 bits(841) 5e-106 Compositional matrix adjust. 174/465(37%) 279/465(60%) 13/465(2%)

Query 42 LVGAL PLL GAMPHVAL AKL AKKYGPI MHLKMGTCDWVASTPESARAFLKTLDLNFSNRP 101
++G L LG +PH +L LA + GP++ L +G ++ ST E A LKT DL F++RP
Shjct 40 I | GNLHQLGNLPHRSLRSLANELGPLI LLHLGHI PTLI VSTAEI AEEI LKTHDLI FASRP 99

Query 102 PNAGASHLAYGAQDLVFAKYGPRWKTLRKL SNLHM.GGKAL DDWANVRVTELGHMLKAMC 161
A +Y D+ F+ YG W +RK+ L +L K ++ + ++R E+G M+ +
Sbjct 100 STTAARRI FYDCTDVAFSPYGEYWRQVRKI CVLELLSI KRVNSYRSI REEEVGLMVERI S 159

Query 162 EASRCGEPVVLAEM.TYAVANM GQVI LSRRVFVTKGTESNEFKDWVELMISAGYFNI G 221
++ GE V L+E+L + 1 +V o+ + o+ N+F D+ EL T GF +G
Shjct 160 QSCSTGEAVNLSELLLLLSSGTI TRVAFGKK- YEGEEERKNKFADLATELTTLMGAFFVG 218

Query 222 DFI PSI AWWD- LQGE ERGVKKLHTKFDVLLTKMWKEH- - - - RATSHERKGKADFLDVLLE 276
D+ PS AWD L G++ +K+ H+ D + ++ +H +A  + + D +DVLL
Sbjct 219 DYFPSFAWDVLTGVDARLKRNHGEL DAFVDHVI DDHL L SRKANGSDGVEQKDLVDVLLH 278

Query 277 - ECDNTNGEKLSI TNI KAVLLNLFTAGTDTSSSI | EMALTEM KNPTI LKKAQEEMDRVI 335
+ D++ G L+ N+KAV+L++F+ GIDT++ +EWA+ E+l K+P +++KAQ+E+ RV+
Shjct 279 LQKDSSLGVHLNRNNLKAVI LDMFSGGTDTTAVTLEWAVAEL | KHPDVVEKAQQEVRRW 338

Query 336 GRDRRLLESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al QACEVDGYY!I PKDARLSVNI 395
G+ ++ ED+ L YL+ | KET RHP PL +PR + + + GY+l P R+ +N
Shjct 339 GKKAKVEEEDLHQLHYLKLI | KETLRLHPVAPLLVPRESTRDWI RGYH PAKTRVFI NA 398

Query 396 WAl GRDPNVVENPL EFL PERFL SEENGKI NPGGNDFKLI PFGAGRRI CAGTRMGWLVSY 455
WAl GRDP  WEN EFLPERF+ N ++ G DF+LIPFGAGRRC G G+ V
Sbhjct 399 WAl GRDPKSWENAEEFLPERFV- - - NNSVDFKGQDFQLI PFGAGRRGCPG AFG SSVEI 455

Query 456 | LGTLVHSFDWKLPNGVA- - ELNVDESFGLALQKAVPLSALVSPR 498
L L++ F+WLP + +L+M E+ G+ + PL LV+ R

NCBI Blast_Protein Sequence (506 letters) blue.html[5/04/2017 4:41:54 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915860
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915860
https://www.ncbi.nlm.nih.gov/protein/5915860?report=genbank&log$=protalign&blast_rank=23&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915860?report=graph&rid=E945S3A7016[5915860]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:525&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_5915860
https://www.ncbi.nlm.nih.gov/protein/5915860?report=genbank&log$=protalign&blast_rank=23&RID=E945S3A7016&from=15&to=501
https://www.ncbi.nlm.nih.gov/protein/5915860?report=graph&rid=E945S3A7016[5915860]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:525&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_311033356
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_311033356
https://www.ncbi.nlm.nih.gov/protein/311033356?report=genbank&log$=protalign&blast_rank=24&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/311033356?report=graph&rid=E945S3A7016[311033356]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=18:521&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_311033356
https://www.ncbi.nlm.nih.gov/protein/311033356?report=genbank&log$=protalign&blast_rank=24&RID=E945S3A7016&from=40&to=499
https://www.ncbi.nlm.nih.gov/protein/311033356?report=graph&rid=E945S3A7016[311033356]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=18:521&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/5915860?report=genbank&log$=protalign&blast_rank=23&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/311033356?report=genbank&log$=protalign&blast_rank=24&RID=E945S3A7016

NCBI Blast:Protein Sequence (506 |etters)

Shjct 456 SLANLLYWFNWELPGDLTKEDLDVSEAVG TVHWKFPLQ LVAKR 499

Download GenPept Graphics

RecName: Full=Cytochrome P450 98A1
Sequence ID: O48956.1 Length: 512 Number of Matches: 1

Range 1: 32 to 499 GenPept Graphics
Score Expect Method Identities Positives Gaps

327 bits(839) 1le-105 Compositional matrix adjust. 178/476(37%) 270/476(56%) 18/476(3%)

Query 34 PPGPL GAPLVGAL PLL GAMPHVAL AKL AKKYGPI MHLKMGTCDMVWASTPESARAFLKTL 93
PPGP WP++G L + + + A++YGP++ + G+ W ST E A+ LK
Shjct 32 PPGPRPVWPVLGNLRQ KPI RCRCFQEWAERYGPVI SVWWFGSGLTVVWSTSELAKEVLKEN 91

Query 94 DL NFSNRPPNAGASHL AYGAQDL VFAKYGPRWKTL RKL SNLHML GGKALDDWANVRVTEL 153
D ++RP N + Q@DL++A YGP + +RKL NL + K L+ +R  E+
Sbjct 92 DQQLADRPRNRSTQRFSRNGQDL I WADYGPHYI KVRKLCNLELFTPKRLEALRPI REDEV 151

Query 154 GHMLKAMCEASRC- - - - GEPVWILAEM_ TYANMANM GQVI LSRRVFVTKG: - - TESNEFKD 206
Mttt A+ GHP+V+ L+ NI ++ <R G + EFK
Sbjct 152 TAMVESVYRAATAPGNEGKPMWRNHL SMVAFNNI TRLAFGKRFMNANGDI DEQGREFKT 211

Query 207 MVWELMISAGYFNI GDFI PSI AWWDL QG ERGVKKLHT- KFDVLLTKMVKEHRATSHERK 265
Vo4 ++ +FI + W L + +KH +DL K+++EH + E
Shjct 212 | VNNG KI GASLSVAEFI WYLRW - LCPLNEEL YKTHNERRDRLTIMKI | EEHAKSLKESG 269

Query 266 GKADFLDVLLEECDNTNGEKLSI TNI KAVLLNLFTAGTDTSSSI | EWALTEM KNPTI LK 325
K F+D L + LS + +L ++ TAG DT+ +EWA+ E+++NP + K
Shjct 270 AKQHFVDALFTLKQQYD- - - LSEDTVI GLLWDM TAGVDTTVI SVEWAMAELVRNPRVQK 326

Query 326 KAQEENMDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al QACEVDGYYl 385
K QEE+DRV+GRDR +LE+D +LPYLQA+ KE+ R HP TPL LP A ++ GY |
Sbhjct 327 KLQEELDRVVGRDRVM.ETDFQONLPYLQAVVKESLRLHPPTPLMLPHKASTNVKI GGYDI 386

Query 386 PKDARLSVNI WAI GRDPNVWENPL EFL PERFL SEENGKI NPGGNDFKLI PFGAGRRI CAG 445
PK A + VN+WA+ RDP VW NPLE+ PERFL E | + G+DF+++PFGAGRR+C G
Sbhjct 387 PKGANVMVNVWAVARDPKVWBNPLEYRPERFLEE- - - NI DI KGSDFRVLPFGAGRRVCPG 443

Query 446 TRMGAWLVSYI LGTLVHSFDVWKLPNGV- - AELNVDESFGLALQKAVPLSALVSPRL 499
++G+ LV+ ++G L+H F+WLP G ++NM ES GL PL A+ PRL
Sbhjct 444 AQLG NLVASM GHLLHHFEWSL PEGTRPEDVNMVESPGLVTFMGTPLQAVAKPRL 499
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Gene - associated gene details

Download GenPept Graphics
RecName: Full=Cytochrome P450 71D11
Sequence ID: 022307.1 Length: 490 Number of Matches: 1

Range 1: 5 to 482 GenPept Graphics
Score Expect Method Identities Positives Gaps

325 bits(834) 5e-105 Compositional matrix adjust. 181/489(37%) 285/489(58%) 24/489(4%)
Query 21 LVRSLFKKPTR- - PLPPGPLGAPLVGALP- LLGAVMPHVALAKLAKKYGPI MHLKMGTCDM 77

++R  KKP +PPGP  P++G++P L+G+ PH L LAKKYGP+MHL++G
Shjct 5 I LRKNLKKPDSI PNI PPGPVKLPI | GSI PHLVGSPPHRKLRDLAKKYGPLVHLQLGEVI F 64
Query 78 VWASTPESARAFLKTLDLNFSNRPPNAGASHL AYGAQDL VFAKYGPRWKTLRKLSNLHWML. 137
++ S+ E A+ +KT D+ F++RP + + YG+ D+ F+ YG W +RK+ N+ +L
Shjct 65 11 VSSAEYAKEVMKTHDVTFASRPRSLFTDI VFYGSTDI GFSPYGDYWRQVRKI CNVELL 124

Query 138 GGKALDDWANVRVTEL GHVLKAMCEASRCGEPWWLAEM. TYAVANM GQVI LSRRVFVTK 197
K + +R E+ ++++ + AS G V L++ A+ ++ | SR F +
Sbjct 125 SMKRVQSLWPI REEEVKNLI QRI - - ASEEGSVWNLSQ - - - Al DSLI F- TI TSRSAFGKR 177

Query 198 GTESNEFKDWVELMISAGYFNI GDFI PSI AWWD- LQGE ERGVKKLHTKFDVLLTKMWVKE 256
E EF VEM AGFN D PS W+ L + + LHK D +L  ++ +
Shjct 178 YMEQEEFI SCVREVVKLAGGFNI ADLFPSAKW.ENL TRVRSKFEYLHQKMDRI LETI I DD 237

Query 257 HRATSHERKGKA- - - - - DFLDVLLEECDNTNGE- - KLS| TNI KAVLLNLFTAGTDTSSSI 309
HEA S ++Gt D +DVLL+ +++ + L+l NI KA+L ++F AGH+TS++
Sbjct 238 HKANSRTKEGQVEGGEEDL| DVLLKYENSSTDQDFHLTI RNI KAI LFDI FI AGSETSATT 297

Query 310 | EWALTEM KNPTI LKKAQEENVDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHPSTPLN 369
I W+ EMK+P +LKKAQ+E+ + R ++ E+ 1 L YL+A E R HP PL
Shjct 298 | NWIVAEMVKDPI LLKKAQDEVREI FORRGKVDETCI YELKYLKAFI NEVLRLHPPGPLY 357

Query 370 LPRI Al QACEVDGYY! PKDARLSVNI WAl GRDPNVWENPL EFL PERFL SEENGKI NPGGN 429
R QACE++GY+IP + + VN +tAIGD W P F PERF+ + 1+ G
Shj ct 358 F- RECRQACEI NGYHI PAKSTVLVNTFAI GTDSKYWAEPERFCPERFI - - - DSSI DYKGT 413

Query 430 DFKLI PFGAGRRI CAGTRMGWLVSY! LGTLVHSFDVKLPNGV- - AELNVDESFGLALQK 487
+F+ +PFGAGRRIC G GV V +L L++ FDWLP G+ +L++ E FG+ + K
Shjct 414 NFEHLPFGAGRRI CPG NYGVANVELVLALLLYHFDWLPKG KNEDLDLTEEFGVTVSK 473

Query 488 AVPLSALVS 496
L +S
Sbhjct 474 KEDLCLIPS 482
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915857
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915857
https://www.ncbi.nlm.nih.gov/protein/5915857?report=genbank&log$=protalign&blast_rank=25&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915857?report=graph&rid=E945S3A7016[5915857]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=9:522&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_5915857
https://www.ncbi.nlm.nih.gov/protein/5915857?report=genbank&log$=protalign&blast_rank=25&RID=E945S3A7016&from=32&to=499
https://www.ncbi.nlm.nih.gov/protein/5915857?report=graph&rid=E945S3A7016[5915857]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=9:522&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915840
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915840
https://www.ncbi.nlm.nih.gov/protein/5915840?report=genbank&log$=protalign&blast_rank=26&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915840?report=graph&rid=E945S3A7016[5915840]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:505&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_5915840
https://www.ncbi.nlm.nih.gov/protein/5915840?report=genbank&log$=protalign&blast_rank=26&RID=E945S3A7016&from=5&to=482
https://www.ncbi.nlm.nih.gov/protein/5915840?report=graph&rid=E945S3A7016[5915840]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:505&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915837
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915837
https://www.ncbi.nlm.nih.gov/protein/5915837?report=genbank&log$=protalign&blast_rank=27&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915837?report=graph&rid=E945S3A7016[5915837]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:514&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_5915837
https://www.ncbi.nlm.nih.gov/protein/5915857?report=genbank&log$=protalign&blast_rank=25&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915840?report=genbank&log$=protalign&blast_rank=26&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/gene?term=5915857[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=25
https://www.ncbi.nlm.nih.gov/gene?term=5915840[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=26

NCBI Blast:Protein Sequence (506 |etters)

RecName: Full=Cytochrome P450 71D8; AltName: Full=Cytochrome P450 CP7
Sequence ID: 081974.1 Length: 504 Number of Matches: 1

Related Information
Range 1: 9 to 490 GenPept Graphics

Score Expect Method Identities Positives Gaps

325 bits(832) 1le-104 Compositional matrix adjust. 174/493(35%) 290/493(58%) 25/493(5%)

Query 9 WAAI I FLI TRFLVRSLFKKPTRPLPPGPLGWPLVG- - - ALPLLGAVPHVALAKLAKKYG 65
VH#  +FL+ +LV++ +K + LPPGP  P++G L L ++P AL KL +KYG
Sbjct 9 VI TFFVFLLLHW VKTYKQKSSHKLPPGPVIRLPI | GNLHQLAL AASLPDQALQKLVRKYG 68

Query 66 Pl VHLKMGT CDMVVASTPESARAFL KTL DL NFSNRPPNAGASHL AYGAQDLVFAKYGPRW 125
P+VHL++G +V S+P+ A +KT D++F RP + YGA D+ FA YG W
Shjct 69 PLMHLQLGEI STLVWSSPKVAVEMVKTHDVHFVQRPQLLAPQFM/YGATDI AFAPYGDYW 128

Query 126  KTLRKLSNLHW. GGKAL DDWANVRVTEL GHVL KAMCEASRCGEPVWLAEMLTYAMANM G 185
+ +RK+ L +L K + ++++R E +++++ S GP+ L+ L +++G
Shjct 129 RQ RKI CTLELLSAKRVQSFSHI RQDENKKLI QSI - - HSSAGSPI DLSGKL- - - - FSLLG 182

Query 186 QVI LSRRVFVTKGTESNEFKDMWVELMISAGYFNI GDFI PSI AWWDLQG ERG MKKLHT 244
+ SR F + + +EF +V + +T GF + D PS+ + L ++ ++ +H
Shjct 183 TTV- SRAAFGKENDDQDEFMSLVRKAI TMIGGFEVDDVFPSLKPLHLLTRQKAKVEHVHQ 241

Query 245 KFDVLLTKM/KEH- - - RATSHERKG - - - KADFLDVLLEECDNTNGE- KLSI TNI KAVLL 296
+D+L ++++H R E G+ D +DVLL  ++ + E +++ NIKAV+
Sbjct 242 RADKI LEDI LRKHVEKRTRVKEGNGSEAEQEDL VDVLL RLKESGSLEVPMIVENI KAVI W 301

Query 297 NLFTAGIDTSSSI | EWALTEM KNPTI LKKAQEEVDRVI GRDRRLLESDI SSLPYLQAI A 356
N+F AGIDTS+S +EWA++EMFKNP + +KAQ E+ ++ + E+D+ L YL+++
Sbhjct 302 N FAAGTDTSASTLEVWAVSEMVKNPKVKEKAQAELRQI FKGKEI | RETDLEELSYLKSVI 361

Query 357 KETYRKHPSTPLNLPRI Al QACEVDGYY! PKDARLSVNI WAI GRDPNVWENPLEFLPERF 416
KET RHP + L +PR | + +DGY IP  ++ +N WAIGRDP W+ F+PERF
Sbjct 362 KETLRLHPPSQL- | PRECI | STNI DGYEI PI KTKVM NTWAI GRDPQYWSDADRFI PERF 420

Query 417 LSEENGKI NPGGNDFKLI PFGAGRRI CAGTRVGWLVSY! LGTLVHSFDVKLPNGV- - AE 474
+ 1+ ONF+ IPFGAGRRFC G Gt ++ L L++ F*WLPN + =+
Sbjct 421 ---NDSSI DFKGNSFEY| PFGAGRRMCPGMIFGLASI TLPLALLLYHFNELPNKMKPED 477

Query 475 LNVDESFGLALQK 487
L+MDE FG+ + +
Shjct 478 LDVDEHFGMIVAR 490

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Germacrene A oxidase; Short=BsGAO; AltName: Full=Germacrene A alcohol dehydrogenase; AltName:
Full=Germacrene A hydroxylase
Sequence ID: D5JBX1.1 Length: 496 Number of Matches: 1

Related Information
Range 1: 5 to 482 GenPept Graphics

Score Expect Method Identities Positives Gaps

321 bits(823) 2e-103 Compositional matrix adjust. 180/492(37%) 276/492(56%) 18/492(3%)

Query 4 LVTDFWAAI | FLI TRFLVRSLFKKPTRPLPPGPLGWPLVGALP- LLGAMPHVALAKLAK 62
LT +A +F++ +L S KT+ P P++G + L+G +PH + +A+
Shjct 5 LTTSLG.AVFVFI LFKLLTGS- - - KSTKNSLPEAVRLPI | GHVHHLVGTLPHRGVTDVAR 61

Query 63 KYGPI MHLKMGT CDMVVAST PESARAFL KTL DL NFSNRPPNAGASHLAYGAQDLVFAKYG 122
KYG +MHL++G +V S+P A+ L T D+ F+NRP +AY DtV + YG
Shjct 62 KYGSLMHLQLGEVSTI VWSSPRWAKEVLTTYDI TFANRPETLTGEI VAYHNTDI VLSPYG 121

Query 123 PRWKTLRKLSNLHW. GGKAL DDWANVRVTEL GHVL KAMCEASRCGEPVWLAEMLTYAVAN 182
W LRKL L +L K+ + ++R E +++K + +S G PV L+E + +A
Sbhjct 122 EYWRQLRKLCTLELLSAKKVKSFQSLREEECWNLVKEV- RSSGSGSPVDLSESI FKLI A- 179

Query 183 M GQVI LSRRVFVTKGTESNEFKDM/VELMISAGYFNI GDFI PSI AWVD- LQG ERGVKK 241
ILSR F + EF ++VE++ GF++D PS + LG  +
Sbjct 180 ----TI LSRAAFGKG KDQREFTEI VKEI LRLTGGFDVADI FPSKKI LHHLSGKRAKLTN 235

Query 242 LHTKFDVLLTKMVKEHRATSHERKGKADFLDVLLEECDNTNGEKLSI TNI KAVLLNLFTA 301
+tHK DL+ +VEH S + LDVLL D+ L+ N+KAV+L++F A
Sbjct 236 | HNKLDSLI NNI VSEHPG- SRTSSSQESLLDVLLRLKDSAE- LPLTSDNVKAVI LDMFGA 293

Query 302 GIDTSSSI | EMALTEM KNPTI LKKAQEENMDRVI GRDRRLLESDI SSLPYLQAI AKETYR 361
GIDTSS+ | EWA++E+l + P ++K Q E+ + + R+ ED L YL+ + KET R
Sbhj ct 294 GIDTSSATI EWAI SELI RCPRAMVEKVQTELRQALNGKERI QEEDI QELSYLKLVI KETLR 353

Query 362 KHPSTPLNLPRI Al QACEVDGYY! PKDARLSVNI WAI GRDPNVWEENPLEFLPERFLSEEN 421
HP PL +PR + C+ GY IP +L VN++Al RDP W+ F+PERF EN
Shjct 354 LHPPLPLVMPRECREPCVLAGYEI PTKTKLI VNVFAI NRDPEYWKDAETFMPERF- - - EN 410

Query 422  GKI NPGGNDFKLI PFGAGRRI CAGTRMGWLVSY! LGTLVHSFDVKLPNG- - VAELNVDE 479
IN Gr+++ +PFGAGRR+C G +G+ V L +++ F+VWKLPNG + EL+M E
Sbjct 411 SPI NI MGSEYEYLPFGAGRRMCPGAAL GLANVELPLAHI LYYFNVKLPNGARLDELDVSE 470

Query 480 SFGLALQKAVPL 491
FG +Or L
Shjct 471 CFGATVQRKSEL 482
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https://www.ncbi.nlm.nih.gov/protein/5915837?report=genbank&log$=protalign&blast_rank=27&RID=E945S3A7016&from=9&to=490
https://www.ncbi.nlm.nih.gov/protein/5915837?report=graph&rid=E945S3A7016[5915837]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:514&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_347602396
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_347602396
https://www.ncbi.nlm.nih.gov/protein/347602396?report=genbank&log$=protalign&blast_rank=28&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/347602396?report=graph&rid=E945S3A7016[347602396]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:505&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_347602396
https://www.ncbi.nlm.nih.gov/protein/347602396?report=genbank&log$=protalign&blast_rank=28&RID=E945S3A7016&from=5&to=482
https://www.ncbi.nlm.nih.gov/protein/347602396?report=graph&rid=E945S3A7016[347602396]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:505&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_347602397
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_347602397
https://www.ncbi.nlm.nih.gov/protein/347602397?report=genbank&log$=protalign&blast_rank=29&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/347602397?report=graph&rid=E945S3A7016[347602397]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:505&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_347602397
https://www.ncbi.nlm.nih.gov/protein/5915837?report=genbank&log$=protalign&blast_rank=27&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/347602396?report=genbank&log$=protalign&blast_rank=28&RID=E945S3A7016

NCBI Blast:Protein Sequence (506 |etters)

RecName: Full=Germacrene A oxidase; Short=CiGAO; AltName: Full=Germacrene A alcohol dehydrogenase; AltName:
Full=Germacrene A hydroxylase
Sequence ID: D5JBW8.1 Length: 488 Number of Matches: 1

Related Information
Range 1: 5 to 482 GenPept Graphics

Score Expect Method Identities Positives Gaps

320 bits(821) 4e-103 Compositional matrix adjust. 175/492(36%) 276/492(56%) 18/492(3%)

Query 4 LVTDFWAAI | FLI TRFLVRSLFKKPTRPLPPGPLGAPLVGALP- LLGAMPHVALAKLAK 62
LT +Al+ +++ R K + P P++G + L+G MPH + +LA+
Sbjct 5 LTTSI ALATI VLI LYKLATRP- - - KSNKKRLPEASRLPI | GHVHHLI GTMPHRGVMELAR 61

Query 63 KYGPI MHLKMGT CDMWVASTPESARAFL KTL DL NFSNRPPNAGASHLAYGAQDLVFAKYG 122
K+G +MHL++G +V StP+ A+ L T D+ F+NRP +AY D+V A YG
Shjct 62 KHGSLMHLQLGEVSTI VWWSSPKWAKEI LTTYDI TFANRPETLTGEI | AYHNTDI VLAPYG 121

Query 123 PRWKTLRKLSNLHW. GGKAL DDWANVRVTEL GHVL KAMCEASRCGEPVWLAEM_TYAMAN 182
W LRKL L +L K+ + ++R E +++K + E S G+P+ L+E + +A
Shjct 122 EYWRQLRKLCTLELLSVKKVKSFQSI REEECWNLVKEVKE- SGSGKPI SLSESI FKM A- 179

Query 183 M GQVI LSRRVFVTKGTESNEFKDMVWELMTSAGYFNI GDFI PSI AWWD- LQG ERGWKK 241
ILSR F + EF ++VE++ GF++ D PS ++ L G +
Sbjct 180 ----TI LSRAAFGKG KDQREFTEI VKEI LRQTGGFDVADI FPSKKFLHHLSGKRARLTS 235

Query 242 LHTKFDVLLTKMVKEHRATSHERKGKADFLDVLLEECDNTNGEKLSI TNl KAVLLNLFTA 301
+H K D L+ +V EH ++ K LDVLL D+ L+ N+KA+H+L++F A
Sbjct 236 | HKKLDTLI NNI VAEHHVST- SSKANETLLDVLLRLKDSAEF- PLTADNVKAI | LDMFGA 293

Query 302 GIDTSSSI | EWALTEM KNPTI LKKAQEEMDRVI GRDRRLLESDI SSLPYLQAI AKETYR 361
GIDTSS+ +EWA++E+l + P ++K Q E+ + + ++ E DI LPYL + +ET R
Shjct 294 GIDTSSATVEWAI SELI RCPRAMVEKVQAEL RQALNGKEQ HEEDI QDLPYLNLVI RETLR 353

Query 362 KHPSTPLNLPRI Al QACEVDGYYI PKDARLSVNI WAI GRDPNVVENPLEFLPERFLSEEN 421
HP PL +PR  + + GY | +L VN++Al RDP W+ F+PERF EN
Sbjct 354 LHPPLPLVMPRECREPVNLAGYEI ANKTKLI VNVFAI NRDPEYVKDAEAFI PERF- - - EN 410

Query 422 GKI NPGGNDFKLI PFGAGRRI CAGTRMGWLVSY! LGTLVHSFDWKLPNGVA- - ELNVDE 479
N G D++ +PFGAGRR+C G +G+ V L +++ F+VWKLPNG + +L+M E
Shjct 411 NPNNI MGADYEYLPFGAGRRMCPGAAL GLANVQLPLANI L YHFNVWKLPNGASHDQLDMTE 470

Query 480 SFGLALQKAVPL 491
SFG +Or L
Sbjct 471 SFGATVQRKTEL 482

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Germacrene A oxidase; Short=HaGAO; AltName: Full=Germacrene A alcohol dehydrogenase; AltName:
Full=Germacrene A hydroxylase

Sequence ID: D5JBX0.1 Length: 488 Number of Matches: 1
Related Information
Range 1: 5 to 482 GenPept Graphics

Score Expect Method Identities Positives Gaps

320 bits(819) 6e-103 Compositional matrix adjust. 178/494(36%) 275/494(55%) 22/494(4%)

Query 4  LVIDFWAAI | FLI TRFLVRSLFKKPTRPLPPGPLGW - PLVGALP- LLGAMPHVALAKL 60
LT +AI+F++LR K PP W P++G + L+G MPH + L
Sbjct 5  LTTSI ALATI VFFLYKLLTRPTSSKNRLPEP- - - - - VRLPI | GHVHHLI GTMPHRGVMDL 59

Query 61 AKKYGPI VHLKMGT CDMWVASTPESARAFL KTL DL NFSNRPPNAGASHLAYGAQDLVFAK 120
A+KYG +MHL++G +V S+P+ A+ L T D+ F+NRP +AY  D+V A
Shjct 60  ARKYGSLMHLQLCGEVSAI VWSSPKWAKEI LTTYDI PFANRPETLTCE! | AYHNTDI VLAP 119

Query 121  YGPRWKTLRKLSNLHVLGGKAL DDWANVRVTEL GHMLKAMCEASRCGEPVWLAEMLTYAM 180
YG W LRKL L +L K+ + ++R E ++++ + +AS G P L+E + +
Shjct 120 YGEYWRQLRKLCTLELLSVKKVKSFQSLREEECWNLVQEI - KASGSGTPFNLSEG FKVI 178

Query 181 ANM GQVI LSRRVFVTKGTESNEFKDMWELMISAGYFNI GDFI PSI AWWDLQE ERG- M 239
A +LSR F + +F ++V E++ G F++ D PS ++ +RG +
Sbjct 179 A----- TVLSRAAFGKG KDQKQFTEI VKEI LRETGGFDVADI FPSKKFLHHLSGKRGRL 233

Query 240 KKLHTKFDVLLTKMKEHRATSHERKGKADFLDVLLEECDNTNGEKLSI TNI KAVLLNLF 299
+tHKDL+ +VEH S K LDVLL N+ L+ N+KA++L++F
Shjct 234 TSI HNKLDSLI NNLVAEH- TVSKSSKVNETLLDVLLR- LKNSEEFPLTADNVKAI | LDVF 291

Query 300 TAGIDTSSSI | EWALTEM KNPTI LKKAQEEVDRVI GRDRRLLESDI SSLPYLQAI AKET 359
AGIDTSS+ +EWA++E+l+ P ++K Q E+ + + R+ E +I LPYL + +ET
Shjct 292 GAGIDTSSATVEWAI SELI RCPRAVEKVQAEL RQALNGKERI KEEEI QDLPYLNLVI RET 351

Query 360 YRKHPSTPLNLPRI Al QACEVDGYY! PKDARLSVNI WAI GRDPNVWENPLEFLPERFLSE 419
RHP PL +PR QA + GY + +L VN++Al RDP  WH+ F PERF
Shjct 352 LRLHPPLPLVMPRECRQAMNLAGYDVANKTKLI VNVFAI NRDPEYWKDAESFNPERF- - - 408

Query 420 ENGKI NPGGNDFKLI PFGAGRRI CAGTRMGWLVSYI LGTLVHSFDVWKLPNGVA- - ELNM 477
EN G D++ +PFGAGRR+C G+ +G+ VL +++ F WKLPNG + +L+M
Shj ct 409 ENSNTTI MGADYEYLPFGAGRRMCPGSALGLANVQLPLANI LYYFKWKLPNGASHDQLDM 468

Query 478 DESFGLALQKAVPL 491
ESFG +Q+ L
Shjct 469 TESFGATVORKTEL 482

NCBI Blast_Protein Sequence (506 letters) blue.html[5/04/2017 4:41:54 PM]



https://www.ncbi.nlm.nih.gov/protein/347602397?report=genbank&log$=protalign&blast_rank=29&RID=E945S3A7016&from=5&to=482
https://www.ncbi.nlm.nih.gov/protein/347602397?report=graph&rid=E945S3A7016[347602397]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:505&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_347602398
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_347602398
https://www.ncbi.nlm.nih.gov/protein/347602398?report=genbank&log$=protalign&blast_rank=30&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/347602398?report=graph&rid=E945S3A7016[347602398]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:505&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_347602398
https://www.ncbi.nlm.nih.gov/protein/347602398?report=genbank&log$=protalign&blast_rank=30&RID=E945S3A7016&from=5&to=482
https://www.ncbi.nlm.nih.gov/protein/347602398?report=graph&rid=E945S3A7016[347602398]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:505&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13878370
https://www.ncbi.nlm.nih.gov/protein/347602397?report=genbank&log$=protalign&blast_rank=29&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/347602398?report=genbank&log$=protalign&blast_rank=30&RID=E945S3A7016
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GenPept Graphics

RecName: Full=Cytochrome P450 71B11
Sequence ID: P58049.1 Length: 496 Number of Matches: 1

Range 1: 5 to 489 GenPept Graphics

Expect Method Identities Positives

319 bits(818) 1e-102 Compositional matrix adjust. 174/495(35%) 282/495(56%)

FVVAAI | FLI TRFLVRSLFKKPTRPLPPGPL GAPLVGAL PLL GAVPHVAL AKL AKKYGPI
+++ A +F_ T +VRr +K_+ LPPGP  P++G L LGt PH ++ KL++KYGP+
YI I VAFVFFSTI | | VRNT- RKTKKNLPPGPPRLPI | GNLHQL GSKPHSSMFKL SEKYGPL

VHL KMGTCDWVASTPESARAFL KTL DL NFSNRPPNAGASHL AYGAQDL VFAKYGPRVKT
ML+ G+ VWASTPE+ + LKT D +RP +LY +D+F Y W
MALRFGSVSTWWASTPETVKEVLKTFDAECCSRPYMIYPARL TYNLKDI GFCPYTKYWRE

L RKL SNL HVL GGKAL DDWANVRVTEL GHML KAMCEASRCGEPVVLAEML TYAVANM GQV
+RK++ + + K+ ++ R E+ ++ + +A+ +PV L L ++ +V
VRKMI'VWVEL YTAKRVQSFQHTRKEEVASL VDFI TQAASL EKPVNLNTKLMKLSGSVI CRV

| LSRRVFVTKGTE- SNEFKDMWVELMTSAGYFNI GDFI PSI AWM - DLQG ERGVKKLHT
+ + KG++ N +++++ M GF D+ Pl + + G+ +K+
VFG NL- - - KGSKLENLYEEVI QGTMEVWGSFAAADYFPI | GRI | DRI TGLHSKCEKI FK

KFDVLL TKMVKEHRATSHERKGKADFLDVLL - - EECDNTNGE- KLSI TNI KAVLLNLFTA
D + +K H + KD +D+LL E + GE +L+ N K +L N+ A
ANVDAFFDQSI KHHL- - - EDESI KDDI | DLLLKMVERGEI ELGEFQLTRDNTKG LFNI LNA

GTDTSSSI | EWALTEM KNPTI LKKAQEENVDRVI GRDRRLLESDI SSLPYLQAI AKETYR
G DTS+ ++ W+T +I NP ++KKAQ E+ VI ++E DI L YL+ + KET+R
G DTSAQVMIVWMIYLI SNPRVIVKKAQAEVREVI KNKDDI | EEDI ERLEYLKMVWKETFR

KHPSTPLNLPRI Al QACEVDGYY! PKDARLSVNI WAI GRDPNVWENPL EFL PERFL SEEN
P PL +PR A + ++ GY IPK + VNIWAI R+PNVW+P F+PERF+  +
VLPLVPLLI PREASKDVKI GGYDI PKKTW HVNI WAl HRNPNVMKDPEAFI PERFM: - - D

@K1 NPGGNDFKLI PFGAGRRI CAGTRVMGWLVSY! LGTLVHSFDVKL PNG- - VAEL NVDE
++ G +F+ +PFGFGRR#*C G MGM LV L L++ FDWKLP G V +++++E
NQ DYKGLNFEFLPFGSGRRVMCPG GMGVALVHLTLI NLL YRFDVKL PEGVEVEDVDLEE

SFGLALQKAVPLSAL 494
S+GL K VPL +
SYGLVCPKKVPLQLI 489
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Sequence ID: F8S1H3.1 Length: 488 Number of Matches: 1

Range 1: 23 to 479 GenPept Graphics
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RecName: Full=Cytochrome P450 71BL1; AltName: Full=Germacrene A acid 8-beta-hydroxylase; Short=HaG8H

Related Information

NCBI Blast_Protein Sequence (506 letters) blue.html[5/04/2017 4:41:54 PM]

Score Expect Method Identities Positives Gaps
319 bits(817) 1le-102 Compositional matrix adjust. 178/471(38%) 271/471(57%) 21/471(4%)
Query 28 KPTRPLPPGPLGWPLVGAL PLLGAM PHVALAKLAKKYGPI MVHLKMGTCDMWVASTPESA 86
K + LPPGP P++G + LL + PH L LA+KYGPI MHL++G W S+P A
Shjct 23 KVPKNLPPGPPKLPI | GNI HLLDKI APHRNLRNLARKYGPI MHLRLGQVSTWVI SSPRLA 82
Query 87 RAFLKTLDLNFSNRPPNAGASHL AYGAQDL VFAKYGPRWKTL RKLSNLHVL GGKALDDWA 146
+KT DL+F++RP  + Y A ++ +A+YG W ++K+ L +L K+
Shjct 83 HElI MKTQDLSFADRPTTTTSQ FFYKASNI AWVARYGNYWRQWKKI CTLELLSAKKSRSFF 142
Query 147 NVRVTELGHWLKAMCEASRCGEPVVLAEM.TYAMANM GQVI LSRRVFVTKGTESNEF- K 205
+REL K+ +S GP+ L+ + + N+ + L +E +F
Shjct 143 YI REEELTRTYKFLDFSS- - GTPI TLRDTI QEMWNNVWSRATLG - - - - - DVSEDRQFI | 194
Query 206 DWVELMISAGYFNI GDFI PSI AWWD- LQGE ERGVKKLHTKFDVLLTKMWKEHRATSHER 264
D ++ S FN+ +4+ PS+++++ + G + K+H + DV+L K+++EHR+ +
Shjct 195 DSTYTM.KSFNSFNLFNYYPSLSFI NVI SGKQAQALKVHKEVDVI LEKI LREHRSRPRGK 254
Query 265 KGKADFLDVLLEECDNTNGEKLSI T-- NI KAVLLNLFTAGTDTSSSI | EWALTEM KNPT 322
D +DVL+ T ++l T N KA++L + TAGI +SS | EWA TEM++NP
Sbjct 255 NDHEDLVDVLI - RI KETGDLDVAI TDDNI KAI | LEMLTAGTSSSSMII EWAFTEMVRNPK 313
Query 323 | LKKAQEEVDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al QACEVDG 382
I +KKAQ E+ V+ DR+ E+DI +L Y + + KET R H P+ +PR + C V+G
Shjct 314 | MKKAQTEVRSVWKGD- RVTEADI QNLDYTKLVI KETLRLH GVPI LVPRENQEDCVVNG 371
Query 383 YYI PKDARLSVNI WAI GRDPNVWENPL EFL PERFLSEENGKI NPGGNDFKLI PFGAGRRI 442
YIP RL VN WA DP+ VWE+P F+PERF EN | G DF+ | PFGAGRRI
Shjct 372 YDl PAKTRLLVNAWACATDPDSWEDPDSFI PERF- - - ENNSI GYSGADFEFI PFGAGRRI 428
Query 443 CAGTRMGWLVSYI LGTLVHSFDWKLPNGVA- - ELNVDESFGLALQKAVPL 491
CG GM V Y++ L+ +DWKLP+G+ +++M E G+ PL
Shjct 429 CPGWFGVGTVEYWWANLLLHYDWKLPDGVKPHDI DVREI TG STLPI HPL 479
Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Germacrene A oxidase; Short=LsGAQO; AltName: Full=Germacrene A alcohol dehydrogenase; AltName:
Full=Germacrene A hydroxylase



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13878370
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13878370
https://www.ncbi.nlm.nih.gov/protein/13878370?report=genbank&log$=protalign&blast_rank=31&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/13878370?report=graph&rid=E945S3A7016[13878370]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:513&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_13878370
https://www.ncbi.nlm.nih.gov/protein/13878370?report=genbank&log$=protalign&blast_rank=31&RID=E945S3A7016&from=5&to=489
https://www.ncbi.nlm.nih.gov/protein/13878370?report=graph&rid=E945S3A7016[13878370]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:513&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_476007112
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_476007112
https://www.ncbi.nlm.nih.gov/protein/476007112?report=genbank&log$=protalign&blast_rank=32&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/476007112?report=graph&rid=E945S3A7016[476007112]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=1:501&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_476007112
https://www.ncbi.nlm.nih.gov/protein/476007112?report=genbank&log$=protalign&blast_rank=32&RID=E945S3A7016&from=23&to=479
https://www.ncbi.nlm.nih.gov/protein/476007112?report=graph&rid=E945S3A7016[476007112]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=1:501&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_347602399
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_347602399
https://www.ncbi.nlm.nih.gov/protein/347602399?report=genbank&log$=protalign&blast_rank=33&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/347602399?report=graph&rid=E945S3A7016[347602399]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:505&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_347602399
https://www.ncbi.nlm.nih.gov/protein/13878370?report=genbank&log$=protalign&blast_rank=31&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/476007112?report=genbank&log$=protalign&blast_rank=32&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/gene?term=13878370[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=31
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Sequence ID: D5J9UB.1 Length: 488 Number of Matches: 1

Range 1: 5 to 482 GenPept Graphics

Expect Method Identities Positives

319 bits(817) 1le-102 Compositional matrix adjust. 175/492(36%) 275/492(55%)

LVTDFWAAI | FLI TRFLVRSLFKKPTRPLPPGPL GIPLVGAL P- LL GAVPHVAL AKLAK
+T +AI+F ++ R KT+ P P++G + L+G MPH + LA+
| TTSI ALATI VFFLYKLATRP- - - KSTKKQLPEASRLPI | GHVHHLI GTMPHRGVMVDLAR

KYGPI MHLKMGT CDMWVASTPESARAFL KTL DL NFSNRPPNAGASHL AYGAQDL VFAKYG
K+G +MHL++G +V S+P+ A+ L T D+ F+NRP +AY D+V A YG
KHGSLMHLQLGEVSTI VWWSSPKWAKEI LTTYDI TFANRPETLTGEI | AYHNTDI VLAPYG

PRWKTL RKL SNL HML GGKAL DDWANVRVT EL GHML KAMCEASRCGEPVVL AEML TYAVAN
W LRKL L +L K+ + ++R E +++K + ES G+tP+ L+E + +A
EYWRQLRKLCTLELLSVKKVKSFQSI REEECWNL VKEVKE- SGSGKPI NLSESI FTM A-

M GQVI LSRRVFVTKGTESNEFKDM/VELMTSAGYFNI GDFI PSI AWVD- LQG ERGVKK
ILSR F + EF ++VE++ GF++ D PS ++ LG  +
- - - - TI LSRAAFGKG KDQREFTEI VKEI LRQTGGFDVADI FPSKKFLHHLSGKRARLTS

LHTKFDVLL TKMVKEHRAT SHERKGKADFLDVLLEECDNTNGEKLSI TNI KAVLLNLFTA
+H K D L+ +V EH ++ K LDVLL D+ L+ N+KA++L++F A
I HKKLDNLI NNI' VAEHHVST- SSKANETLLDVLLRLKDSAEF- PLTADNVKAI | LDMFGA

GTDTSSSI | EMALTEM KNPTI LKKAQEEVDRVI GRDRRLLESDI SSLPYLQAI AKETYR
GIDTSS+ +EVWA++E+l+ P ++K Q E+ + + ++ ED L YL + +ET R
GTDTSSATVEVAI SELI RCPRAMVEKVQAEL RQALNGKEKI QEEDI QDLAYLNLVI RETLR

KHPSTPLNLPRI Al QACEVDGYY! PKDARLSVNI WAI GRDPNVWVEENPL EFL PERFL SEEN
HP PL +PR + + GY | +L VN++Al RDP W+ F+PERF EN
LHPPLPLVMPRECREPVNLAGYEI ANKTKLI VNVFAI NRDPEYWKDAEAFI PERF- - - EN

GKI NPGGNDFKLI PFGAGRRI CAGTRMGWL VSY! LGTLVHSFDVKLPNGVA- - ELNVDE
N G D++ +PFGAGRR+C G +G+ V L +++ F+WKLPNG + +L+ME
NPNNI MGADYEYL PFGAGRRMCPGAAL GLANVQL PLANI L YHFNVKL PNGASHDQL DMTE

SFGLALQKAVPL 491
SFG +Or L
SFGATVORKTEL 482
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Range 1: 5 to 482 GenPept Graphics

Expect Method Identities Positives

318 bits(816) 2e-102 Compositional matrix adjust. 178/492(36%) 275/492(55%)

LVTDFWVAAI | FLI TRFLVRSLFKKPTRPLPPGPL GAPLVGAL P- LL GAVPHVAL AKLAK
T VAI+F++ + R K +L PP P++G+ L+GMH + LA¥
FTTSI AVATI VFVLFKLATRP- - - KSNKKLLPEPWRLP| | GHVHHLI GTMPHRGVVDLAR

KYGPI VHLKMGT CDMVVAST PESARAFL KTL DL NFSNRPPNAGASHL AYGAQDL VFAKYG
KYG +MHL++G +V S+P+ A+ L T D+ F+NRP +AY D+V A YG
KYGSLMHLQLGEVSTI VWWSSPKWAKEI LTTHDI TFANRPETLTGEI | AYHNTDI VLAPYG

PRWKTL RKL SNL HML GGKAL DDWANVRVTEL GHML KAMCEASRCGEPVVLAEML TYAVAN
W LRKL L +L K+ + ++R E ++++ + ES GPV L+E + +A
EYWRQLRKLCTLELL SVKKVKSFQSL REEECWNL VQEVKE- SGSGRPVDLSENI FKM A-

M GQVI LSRRVFVTKGTESNEFKDMELMTSAGYFNI GDFI PSI AWVD- LQG ERGVKK
ILSR F + EF ++VE++ GF++ D PS ++ LG  +
- - - - TI LSRAAFGKG KDQKEFTEI VKEI LRQTGGFDVADI FPSKKFLHHLSGKRARLTS

LHTKFDVLL TKMVKEHRAT SHERKGKADFLDVL L EECDNTNGEKLSI TNI KAVLLNLFTA
+tHK DL+ +VEH ++ K LDV+L D+ L+ N+KA++L++F A
I HKKLDNLI NNI' VAEHPG- NNSSKSNETL L DVM_RLKDSVEF- PLTADNVKAI | LDMFGA

GIDTSSSI | EWVALTEM KNPTI LKKAQEENVDRVI GRDRRLLESDI SSLPYLQAI AKETYR
GIDTSS+ +EVWA++E+l+ P ++K Q E+ + + ++ ED L YL + KET R
GTDTSSATVEVAI SEL I RCPRAMVEKVQAEL RQALKGKDKVKEEDI QDLSYLDLVI KETLR

KHPSTPLNLPRI Al QACEVDGYY! PKDARLSVNI WAI GRDPNVVENPL EFL PERFL SEEN
HP PL +PR Q + GY I +L VN++Al RDP W+ F+PERF EN
LHPPLPLVMPRECRQPVNLAGYDI ANKTKLI VNVFAI NRDPEYWKDAESFI PERF- - - EN

GKI NPGGNDFKLI PFGAGRRI CAGTRMGWLVSY! LGTLVHSFDVWKL PNGVA- - ELNVDE
| G +++ +PFGAGRR*C G +G+ V L +++ F+WKLPNG + +L+M E
SPI TVMGAEYEYL PFGAGRRVMCPGAAL GLANVQLPLANI L YHFNVKL PNGASHDQL DMTE

SFGLALQKAVPL 491
SFG +Qr L
SFGATVORKTHL 482

Next  Previous Descriptions

RecName: Full=Germacrene A oxidase; Short=SIGAO; AltName: Full=Germacrene A alcohol dehydrogenase; AltName:
Full=Germacrene A hydroxylase
Sequence ID: D5JBW9.1 Length: 488 Number of Matches: 1
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RecName: Full=Cytochrome P450 703A2; AltName: Full=Protein DEFECTIVE IN EXINE FORMATION 2



https://www.ncbi.nlm.nih.gov/protein/347602399?report=genbank&log$=protalign&blast_rank=33&RID=E945S3A7016&from=5&to=482
https://www.ncbi.nlm.nih.gov/protein/347602399?report=graph&rid=E945S3A7016[347602399]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:505&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_347602400
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_347602400
https://www.ncbi.nlm.nih.gov/protein/347602400?report=genbank&log$=protalign&blast_rank=34&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/347602400?report=graph&rid=E945S3A7016[347602400]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:505&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_347602400
https://www.ncbi.nlm.nih.gov/protein/347602400?report=genbank&log$=protalign&blast_rank=34&RID=E945S3A7016&from=5&to=482
https://www.ncbi.nlm.nih.gov/protein/347602400?report=graph&rid=E945S3A7016[347602400]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:505&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75311401
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75311401
https://www.ncbi.nlm.nih.gov/protein/75311401?report=genbank&log$=protalign&blast_rank=35&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/75311401?report=graph&rid=E945S3A7016[75311401]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=18:532&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_75311401
https://www.ncbi.nlm.nih.gov/protein/347602399?report=genbank&log$=protalign&blast_rank=33&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/347602400?report=genbank&log$=protalign&blast_rank=34&RID=E945S3A7016

NCBI Blast:Protein Sequence (506 |etters)

Sequence ID: Q9LNJ4.1 Length: 510 Number of Matches: 1
Related Information

Range 1: 41 to 509 GenPept Graphics

Score Expect Method Identities Positives Gaps

319 bits(817) 2e-102 Compositional matrix adjust. 163/472(35%) 266/472(56%) 12/472(2%)

Gene - associated gene details

Query 42 LVGAL PLLGAMPHVAL AKLAKKYGPI MHLKMGTCDWVASTPESARAFLKTLDLNFSNRP 101
++G L LG+PH LA L KYGP+++L++G D+ + P++ R L D FS+RP
Shjct 41 | LGNLLQLGPLPHRDLASL CDKYGPLVYLRLGNVDAI TTNDPDTI REI LLRQDDVFSSRP 100

Query 102 PNAGASHLAYGAQDLVFAKYGPRWKTL RKL SNL HVL GGKAL DDWANVRVTELGHMLKAMC 161
A HLAYG D+ A GP WK +R++ HL KL+ + R E ++++ +
Shjct 101 KTLAAVHLAYGCGDVALAPMGPHWKRVRRI CVEHLLTTKRLESFTTQRAEEARYLI RDVF 160

Query 162 EASRCGEPVVLAEM.TYAMANM GQVI LSRRVF- - - - VTKGTESNEFKDMWELMISAGY 217
+ S GHP+ L E+L N+ +++L ++ F  + E+EF + +L G
Sbjct 161 KRSETGKPI NLKEVL GAFSMNNVTRM.LGKQFFGPGSLVSPKEAQEFLHI THKLFW.LGY 220

Query 218 FNI GDFI PSI AWWDL QG ERGVKKLHTKFDVLL TKMWKEHRATSHE- - - RKGKADFLDVL 274
+G++P WD GE+ M + + D TK++ EHR E + G DF+DVL
Shjct 221 | YLGDYLPFWRW/DPSGCEKENVRDVEKRVDEFHTKI | DEHRRAKL EDEDKNGDVDFVDVL 280

Query 275 LEECDNTNGEKLSI TNI KAVLLNLFTAGTDTSSSI | EWALTEM KNPTI LKKAQEEMDRV 334
+ | KA++ ++ A TDTS+ EWA+ E | K P +++K QEE+D V
Shjct 281 LSLPGENGKAHNED\/EI KALI QDM AAATDTSAVTNEVWAMAEAI KQPRVIVRKI QEELDNV 340

Query 335 | GRDRRLLESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al QACEVDGYY| PKDARLSVN 394
+G +R + ESD+ L YL+ + +ET+R HP+ P +P +++A ++GYYIP R+ +N
Sbjct 341 VGSNRMVDESDLVHLNYLRCVWRETFRVHPAGPFLI PHESVRATTI NGYYI PAKTRVFI N 400

Query 395 | WAI GRDPNVVEENPLEFLPERFLS- EENGKI N- PGGNDFKLI PFGAGRRI CAGTRMGWL 452
+GR+ +W+ +F PER E +G++ G DFK++PF AGtR C G +G+ +
Shjct 401 THGLGRNTKI WDDVEDFRPERHWPVEGSGRVEI SHGPDFKI LPFSAGKRKCPGAPLGVTM 460

Query 453  VSYI LGTLVHSFDWKLPNGVAEL NVDESFGLAL QKAVPLSALVSPRLASNPY 504
V. L LHFfW P + + E +G+ + KA PL At PRLA++ Y
Sbjct 461 VLMALARLFHCFEWSSPGNI DTV- - - EVYGMTMPKAKPLRAI AKPRLAAHLY 509

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Cytochrome P450 84A1; AltName: Full=Ferulate-5-hydroxylase; Short=F5H
Sequence ID: Q42600.1 Length: 520 Number of Matches: 1

Related Information

Range 1: 47 to 516 GenPept Graphics . X
Gene - associated gene details

Score Expect Method Identities Positives Gaps

319 bits(818) 3e-102 Compositional matrix adjust. 174/481(36%) 267/481(55%) 32/481(6%)

Query 40  WPLVGALPLLGAMPHVALAKLAKKYGPI VHLKMGTCDWVASTPESARAFLKTLDLNFSN 99
WP++G + ++ + H LA LAKKYG + HL+MG M S+PE AR L+ D FSN
Shjct 47 WPl | GNML MVDQL THRGLANL AKKYGGL CHL RMGFLHMYAVSSPEVARQVLQVQDSVFSN - 106

Query 100 RPPNAGASHLAYGAQDLVFAKYGPRWKTLRKLSNLHWML.GGKAL DDWANVRVTELGHMLKA 159
RP S+L Y D+ FA YGP W +RK+ + + K + WA+tVR E+ Mr++
Sbjct 107 RPATI Al SYLTYDRADVAFAHYGPFVRQVRKVCVMKVFSRKRAESWASVR- DEVDKWRS 165

Query 160 MCEASRCGEPVVLAEM.TYAVANM GQVI LSRRVFVTKGTE- SNEFKDWVELMISAGYF 218

+ + GHP+ + E + N I R F+ + +EF ++ E GF
Shjct 166 V-- SCNVGKPI NVGEQ FALTRN- - - - - | TYRAAFGSACEKGQDEFI RI LQEFSKLFGAF 218
Query 219 N GDFI PSI AWWDLQG ERGVKKLHTKFDVLLTKMVKEHRATSHERKGK- - - - - - - - - - - 267
N+ DFIP WD Qd + + K D + ++ EH +

Sbhjct 219 NVADFI PYFGA DPQG NKRLVKARNDLDGFI DDI | DEHVKKKENOQNAVDDGDVWDTDW 278

Query 268 ------- ADFLDVLLEECDNTNGEKLSI TNI KAVLLNLFTAGTDTSSSI | EWALTEM KN 320
++ ++ E D N KL+ N KA+++++ GT+T +S | EWALTE++++
Sbjct 279 DDLLAFYSEEAKLVSETADLONSI KLTRDNI KAl | MDVMFGGTETVASAI EMALTELLRS 338

Query 321 PTI LKKAQEENVDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al QACEV 380
P LK+ QtE+ V+G DRR+ ESDI L YL+ KET RHP PLL A+ +
Sbj ct 339 PEDLKRVQQELAEVWGLDRRVEESDI EKLTYLKCTLKETLRVHPPI PLLLHETA- EDTSI 397

Query 381 DGYYI PKDARLSVNI WAI GRDPNVWENPL EFL PERFL SEENGKI NPGGNDFKLI PFGAGR 440
DG++I PK +R+ +N +AIGRDP W+P F P RFL E G + G++F+ | PFGFGR
Shjct 398 DGFFI PKKSRVM NAFAI GRDPTSWIDPDTFRPSRFL- - EPGVPDFKGSNFEFI PFGSGR 455
Query 441 R CAGTRMGWLVSYI LGTLVHSFDWKLPNGV- - AELNVDESFGLALQKAVPLSALVSPR 498
R C G ++G+ + + ++H F WKLP+G+ +EL+M++ FGL KA L A+ + R
Shjct 456 RSCPGMQLGLYALDLAVAHI LHCFTWKL PDGVKPSELDVNDVFGLTAPKATRLFAVPTTR 515
Query 499 L 499
L

Shjct 516 L 516

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Cytochrome P450 71AV8; AltName: Full=(+)-Valencene oxidase
Sequence ID: E1B279.1 Length: 496 Number of Matches: 1

Related Information
Range 1: 7 to 482 GenPept Graphics

Score Expect Method Identities Positives Gaps

NCBI Blast_Protein Sequence (506 letters) blue.html[5/04/2017 4:41:54 PM]



https://www.ncbi.nlm.nih.gov/protein/75311401?report=genbank&log$=protalign&blast_rank=35&RID=E945S3A7016&from=41&to=509
https://www.ncbi.nlm.nih.gov/protein/75311401?report=graph&rid=E945S3A7016[75311401]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=18:532&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5921932
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5921932
https://www.ncbi.nlm.nih.gov/protein/5921932?report=genbank&log$=protalign&blast_rank=36&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5921932?report=graph&rid=E945S3A7016[5921932]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=24:539&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_5921932
https://www.ncbi.nlm.nih.gov/protein/5921932?report=genbank&log$=protalign&blast_rank=36&RID=E945S3A7016&from=47&to=516
https://www.ncbi.nlm.nih.gov/protein/5921932?report=graph&rid=E945S3A7016[5921932]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=24:539&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_476007139
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_476007139
https://www.ncbi.nlm.nih.gov/protein/476007139?report=genbank&log$=protalign&blast_rank=37&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/476007139?report=graph&rid=E945S3A7016[476007139]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:505&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_476007139
https://www.ncbi.nlm.nih.gov/protein/476007139?report=genbank&log$=protalign&blast_rank=37&RID=E945S3A7016&from=7&to=482
https://www.ncbi.nlm.nih.gov/protein/476007139?report=graph&rid=E945S3A7016[476007139]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:505&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/75311401?report=genbank&log$=protalign&blast_rank=35&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5921932?report=genbank&log$=protalign&blast_rank=36&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/476007139?report=genbank&log$=protalign&blast_rank=37&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/gene?term=75311401[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=35
https://www.ncbi.nlm.nih.gov/gene?term=5921932[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=36

NCBI Blast:Protein Sequence (506 |etters)

Score

RecName: Full=Cytochrome P450 82A3; AltName: Full=Cytochrome P450 CP6
Sequence ID: 049858.1 Length: 527 Number of Matches: 1

Range 1: 15 to 526 GenPept Graphics

Expect Method Identities Positives

317 bits(812) 2e-101 Compositional matrix adjust. 188/519(36%) 284/519(54%)

NCBI Blast_Protein Sequence (506 letters) blue.html[5/04/2017 4:41:54 PM]

Gaps
29/519(5%)

318 bits(814) 4e-102 Compositional matrix adjust. 178/490(36%) 278/490(56%) 18/490(3%)
Query 6 TDFVWVAAI | FLI TRFLVRSLFKKPTRPLPPGPLGWPLVGALP- LLGAMPHVALAKLAKKY 64
T +AI1IF+ + L R+ KK LPP P++G+ L+G MPH + +LA+K+
Shjct 7 TTLGAVI | FI | FKLLTRTTSKKN- - - LLPEPWRLPI | GHVHHLI GTMPHRGVMELARKH 63
Query 65 GPl VHLKMGT CDMVVASTPESARAFL KTL DL NFSNRPPNAGASHLAYGAQDLVFAKYGPR 124
G +MHL++G +V S+P A+ L T D+ F+NRP +AY D+V A YG
Shjct 64  GSLMHLQLGEVSTI WSSPRWAKEVLTTYDI TFANRPETLTGEI VAYHNTDI VLAPYGEY 123
Query 125 WKTLRKLSNLHWLGGKAL DDWANVRVTEL GHVL KAMCEASRCGEPVWLAEMLTYAVANM 184
W LRKL L +L K+ + ++R E +++K + ++ G P+ L+E + +A
Shjct 124 WRQLRKLCTLELLSNKKVKSFQSLREEECWALVKDI - RSTGQGSPI NLSENI FKM A--- 179
Query 185 GQVI LSRRVFVTKGTESNEFKDMWVELMISAGYFNI GDFI PSI AWVD- LQG ERGVKKLH 243
ILSR F + +F ++V E++ GF+ D PS + L G + +H
Shjct 180 --TILSRAAFGKG KDQVWKFTELVKEI LRLTGGFDVADI FPSKKLLHHLSGKRAKLTNI H = 237
Query 244 TKFDVLLTKMVKEHRATSHERKGKADFLDVLLEECDNTNGEKLSI TNI KAVLLNLFTAGT 303
KDL+ ++ EH + + LDVLL ++ L+ N+KAV+L++F AGT
Sbjct 238 NKLDNLI NNI | AEHPG- NRTSSSQETLLDVLLRLKESAEF- PLTADNVKAVI LDMFGAGT 295
Query 304 DTSSSI | EMALTEM KNPTI LKKAQEEVDRVI GRDRRLLESDI SSLPYLQAI AKETYRKH 363
DTSS+ | EWA++E+l + P ++K Q E+ + + R+ ED+ L YL+ + KET RH
Shjct 296 DTSSATI EWAI SELI RCPRAMEKVQTELRQALNGKERI QEEDLQELNYLKLVI KETLRLH 355
Query 364 PSTPLNLPRI Al QACEVDGYYI PKDARLSVNI VAl GRDPNVWEENPLEFLPERFLSEENGK 423
P PL+PR + C+ GY IP +L VN++Al RDP W+ F+PERF  EN
Shjct 356 PPLPLVMPRECREPCVLGGYDI PSKTKLI VNVFAI NRDPEYWKDAETFMPERF- - - ENSP 412
Query 424 | NPGGNDFKLI PFGAGRRI CAGTRMGWLVSYI LGTLVHSFDVWKLPNG- - VAELNVDESF 481
| Gt+++ +PFGAGRR+C G +G+ V L +++ F+VWKLPNG +L+M ESF
Shjct 413 | TVMGSEYEYLPFGAGRRMCPGAAL GLANVELPLAHI LYYFNVKLPNGKTFEDLDMTESF 472
Query 482 GLALQKAVPL 491
G +Qt L
Shjct 473 GATVQRKTEL 482
Download GenPept Graphics Next  Previous Descriptions
RecName: Full=Cytochrome P450 71D10
Sequence ID: 048923.1 Length: 510 Number of Matches: 1
Related Information
Range 1: 22 to 509 GenPept Graphics . "
Score Expect Method Identities Positives Gaps Gene - associated gene details
318 bits(814) 6e-102 Compositional matrix adjust. 180/497(36%) 282/497(56%) 19/497(3%)
Query 13 'l FLI TRFLVRSLFK- KPTRPLPPGPLGWPLVGAL - PLLGAMP- HVALAKLAKKYGPI VMH 69
I F+ ++ RS K T LPPGP PL+G+ ++G+H+P H L LA KYGP+MH
Shjct 22 | FFVFFKLVQRSDSKTSSTCKLPPGPRTLPLI GNI HQl VGSLPVHYYLKNLADKYGPLVH 81
Query 70 LKMGTCDMVVASTPESARAFLKTL DL NFSNRPPNAGASHL AYGAQDL VFAKYGPRWKTLR 129
LK+G ++ ++PE A+ +KT DLNFS+RP +  ++Y +VF+++G W LR
Shjct 82 LKLGEVSNI | VTSPENVAQEI MKTHDLNFSDRPDFVLSRI VSYNGSG VFSQHGDYWRQLR 141
Query 130 KLSNLHW.GGKALDDWANVRVTEL GHMLKAMC- EASRCGEPWLAEMLTYAVANM GQVI 188
K+ + +L K+ + ++R E+ ++K + AS G + Y+M |
Sbjct 142 KI CTVELLTAKRVQSFRSI REEEVAELVKKI AATASEEGGSI FNLTQSI YSMTFA A-- - 198
Query 189 LSRRVFVTKGTESNEF- KDMWVELMISAGYFNI GDFI PSI AWWDLQG ERGWKKLHTKFD 247
+R F K F +M +LM G F++ D PS + G ++K+H D
Shjct 199 - ARAAFGKKSRYQQVFI SNVHKQLM.LGG FSVADL YPSSRVFQVMGATGKLEKVHRVTD 256
Query 248 VLLTKMVKEHR- - - ATSHERKGKADFLDVLLEECDNTNGEKLSI TNI KAVLLNLFTAGTD 304
+L ++ EH+ +S ER+ D +DVLL+ + +L+ N KAV+ ++F G +
Shjct 257 RVLQDI | DEHKNRNRSSEEREAVEDLVDVLLK- FQKESEFRLTDDNI KAVI QDI FI GGGE 315
Query 305 TSSSI | EWALTEM KNPTI LKKAQEEVDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHP 364
TSSS++EW ++E+| +NP ++++AQ E+ RV + E+++ L YL++| KET R HP
Shjct 316 TSSSVWEWGVBELI RNPRVMEEAQAEVRRVYDSKGYVDETELHQLI YLKSI | KETMRLHP 375
Query 365 STPLNLPRI Al QACEVDGYYI PKDARLSVNI WAl GRDPNVWENPLEFLPERFLSEENGKI 424
PL +PR++ + C+++GY IP R+ +N WAIGR+P W F PERFL N |
Shjct 376 PVPLLVPRVSRERCQ NGYEI PSKTRI | | NAWAI GRNPKYWGETESFKPERFL- - - NSSI - 432
Query 425 NPGGNDFKLI PFGAGRRI CAGTRMGWLVSY! LGTLVHSFDWKLPNGV- - AELNVDESFG 482
+ G DF+ | PFGAGRRI C G + o+ L L++ FDWKLPN + EL+M ES G
Shjct 433 DFRGIDFEFI PFGAGRRI CPA TFAI PNI ELPLAQLL YHFDWKLPNKMKNEELDMTESNG 492
Query 483 LALQKAVPLSALVSPRL 499
+ L++ L + RL
Sbjct 493 | TLRRQNDLCLI PI TRL 509
Download GenPept Graphics Next Previous Descriptions

Related Information

Gene - associated gene details



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915839
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915839
https://www.ncbi.nlm.nih.gov/protein/5915839?report=genbank&log$=protalign&blast_rank=38&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915839?report=graph&rid=E945S3A7016[5915839]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:533&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_5915839
https://www.ncbi.nlm.nih.gov/protein/5915839?report=genbank&log$=protalign&blast_rank=38&RID=E945S3A7016&from=22&to=509
https://www.ncbi.nlm.nih.gov/protein/5915839?report=graph&rid=E945S3A7016[5915839]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:533&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915844
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915844
https://www.ncbi.nlm.nih.gov/protein/5915844?report=genbank&log$=protalign&blast_rank=39&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915844?report=graph&rid=E945S3A7016[5915844]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:551&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_5915844
https://www.ncbi.nlm.nih.gov/protein/5915844?report=genbank&log$=protalign&blast_rank=39&RID=E945S3A7016&from=15&to=526
https://www.ncbi.nlm.nih.gov/protein/5915844?report=graph&rid=E945S3A7016[5915844]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:551&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/5915839?report=genbank&log$=protalign&blast_rank=38&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915844?report=genbank&log$=protalign&blast_rank=39&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/gene?term=5915839[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=38
https://www.ncbi.nlm.nih.gov/gene?term=5915844[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=39
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VAAI | FLI TRFLVRSLFKKPTR- - - - PLPPGPLGWPLVGAL PLLGA- - MPHVALAKLAKK
+A+l+ LI FL L++K +R P+ G W++G L LL PH L LA K
I ASI LSLI - - FLCLFLYRKNSRGKDAPVVSG- - AWPI LGHL SLLNGSQTPHKVLGALADK

YGPI MHLKMGTCDWVASTPESARAFL KTL DL NFSNRPPNAGASHL AYGAQDL VFAKYGP
YCP+ +K+G +V'S E ++ T DL S+RP ++Y + A YG
YGPLFTI KLGVKPAL VL SNVEEVMSKEL FTTNDL AVSSRPKL VAVEVVSYNQAFVGLAPYGP

RWKT L RKL SNL HML GGKAL DDWANVRVTEL GHML KAMCEASRCGEP- - - - - - - VWLAEM.
W LRK+ L + ++ ++RV+E+  +K + + G V+ + L
YWRELRKI VTFEFLSNRRI EQRNHI RVSEVRTSI KELFDI WBNGNKNESRYTL VDI KQWL

TYAMANM GQVI LSRRVF- - - - VTKGTESNEFKDMWEL MTSAGYFNI GDFI PSI AVWDL
Y NV ++++ +RF V. ++ F +EM GF + D +P + WDL
AYLTFNMWRMWVGKRYF GVIVHVEGKDKAQRFMKNI REFMNLMGTFTVADGVPCL RV DL

QG ERGVKKLHTKFDVLL TKMVKEHRATS- - - HERKGKADFLDVLLEECDNTN- GEKLSI
G E+ MK+ D LL++ ++EHR +  DF+DVH+  + G +
GGHEKAMKANAKEVDKL L SEW. EEHRQKKL L GENVESDRDFMDVM SALNGAQ GAFDAD

TNI KAVLLNLFTAGTDTSSSI | EMALTEM KNPTI LKKAQEENMDRVI GRDRRLLESDI SS
T KA LL GID+++ + WAL+ +++NP L KA+EE+D |G+D + ESDI S
TI CKATSLELI LGGTDSTAVTLTWAL SLLLRNPLAL GKAKEEI DM GKDEYI RESDI SK

LPYLQAI AKETYRKHPSTPLNLPRI Al QACEVDGYY! PKDARLSVNI WAI GRDPNVWVENP
L YLQAl KET R +P P + PR + C+ GY+l K RL N+WI RDP+VW +P
LVYLQAI VKETLRLYPPAPFSSPREFTENCI LGGYH KKGTRLI HNLWKI HRDPSVWSDP

LEFL PERFL SEENGKI NPGGNDFKLI PFGAGRRI CAGTRVMGWLVSY! L GTLVHSFDWKL
LEF PERFL+ ++ Gr+F+L+PFGFGRR¥CAG +G+ +V + L L+HSFD +
LEFKPERFLTTHK- DVDLRGHNFEL L PFGSGRRVCAGVEL GLNMVHFTLANLLHSFD- - |

PNGVAE- LNVDESFGLALQKAVPL SALVSPRLASNPYAT 506
N AE ++M E FG KAPL LVPR+ NYT
LNPSAEPVDMTEFFGFTNTKATPLEI LVKPRQSPNYYET 526
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RecName: Full=Cytochrome P450 71B12
Sequence ID: Q9ZUQ7.1 Length: 496 Number of Matches: 1

Range 1: 5 to 489 GenPept Graphics

Expect Method Identities Positives

315 bits(808) 4e-101 Compositional matrix adjust. 170/492(35%) 281/492(57%)

FVVAAI | FLI TRFLVRSLFKKPTRPLPPGPLGWPLVGAL PLL GAVPHVAL AKL AKKYGPI
+++ A +F + +VR + +K + LPPGP  P++G L LG+ PH ++ KL++ YGP+
Y1 1 VAFVFFSSM | VR- | | RKTKKNLPPGPPRLPI | GNLHQL GSKPHRSMFKL SETYGPL

VHL KMGTCDWWVASTPESARAFLKTL DL NFSNRPPNAGASHL AYGAQDL VFAKYGPRVKT
M LK G+  VWASTPE+ + LKT D+ +RP ++Y +DLF+Y W
MBLKFGSVSTVVASTPETVKEVLKTFDVECCSRPNMTYPARVT YNL KDL CFSPYSKYWRE

L RKL SNL HML GGKAL DDWANVRVT EL GHVL KAMCEASRCGEPVWLAEM.TYAVANM GQV
+RK++ + + K+ + + R E+ ++ + +A+ +PV L + L ++ +V
VRKMI'VWEL YTAKRVQSFQHTRKEEVAAL VDRI KQAASL EKPVNLNKKL VKL SGSVI CRV

| LSRRVFVTKGTESNEFKDWVEL MITSAGYFNI GDFI PSI AWMt - DLQG ERGVKKLHTK
+ + N+++++ + GF D+P+ + + G+ +KL
AFG - | NLQGSKLENTYEEVI QGTVELVGSFAAADYFPWGRI | DRI TGLHSKCEKLFKA

FDVLLTKMVKEHRATSHERKGKADFL DVLLEECDNTNGE- KLSI TNI KAVLLNLFTAGTD
D + +K H + DL+ +E + T GE +L+ + K+L N+ AG D
VDAFFDQSI KHHLEDEI | KDDI | D- LLLKMERGETTLGEFQLTRDHTKG LANI LNAG D

TSSSI | EWALTEM KNPTI LKKAQEEMDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHP
TS+ ++ W+T +1 NP +LKKAQ E+ VI ++E DI L YL+ + KET+R +P
TSAQVMIWMIYLI SNPRVLKKAQAEVREVI KHKDDI | EEDI ERLQYLKMWI KETFRI NP

STPLNLPRI Al QACEVDGYY! PKDARL SVNI WAI GRDPNVVENPL EFL PERFL SEENGKI
PL +PR A + ++ GY IPK  + VNIWAI R+PNVWH+P  F+PERF+  + +I
LVPLLI PREASKDVKI GGYNI PKKTW HVNI WAI HRNPNVWKDPEAFI PERFM - - DSQ

NPGGNDFKLI PFGAGRRI CAGTRMGWLVSY! LGTLVHSFDVWKLPNG- - VAELNVDESFG
+ G +F+L+PFGFGRRIC G MGM LV L L++ FDWKLP G VA+++++ES+G
DYKGLNFELLPFGSGRRI CPG GVMGVALVHLTLI NLL YRFDWKL PEGVKVADVDLEESYG

LALQKAVPLSAL 494
L K +PL +
LVCPKKI PLQLI 489
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RecName: Full=Cytochrome P450 71B10
Sequence ID: QILVD2.1 Length: 502 Number of Matches: 1

Range 1: 31 to 502 GenPept Graphics
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PPGPL GAPLVGAL PLL GAMPHVAL AKLAKKYGPI MHL KMGTCDWVASTPESARAFLKTL
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13878407
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13878407
https://www.ncbi.nlm.nih.gov/protein/13878407?report=genbank&log$=protalign&blast_rank=40&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/13878407?report=graph&rid=E945S3A7016[13878407]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:513&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_13878407
https://www.ncbi.nlm.nih.gov/protein/13878407?report=genbank&log$=protalign&blast_rank=40&RID=E945S3A7016&from=5&to=489
https://www.ncbi.nlm.nih.gov/protein/13878407?report=graph&rid=E945S3A7016[13878407]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:513&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13878390
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13878390
https://www.ncbi.nlm.nih.gov/protein/13878390?report=genbank&log$=protalign&blast_rank=41&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/13878390?report=graph&rid=E945S3A7016[13878390]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=8:525&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_13878390
https://www.ncbi.nlm.nih.gov/protein/13878390?report=genbank&log$=protalign&blast_rank=41&RID=E945S3A7016&from=31&to=502
https://www.ncbi.nlm.nih.gov/protein/13878390?report=graph&rid=E945S3A7016[13878390]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=8:525&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/13878407?report=genbank&log$=protalign&blast_rank=40&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/13878390?report=genbank&log$=protalign&blast_rank=41&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/gene?term=13878407[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=40
https://www.ncbi.nlm.nih.gov/gene?term=13878390[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=41

NCBI Blast:Protein Sequence (506 |etters)

Shjct 31 PPSPPGLPI | GNLHQL GEL PHQSL CKL SKKYGPVMLLKLGRVPTVI VSTPETAKQVLKDY 90

Query 94  DLNFSNRPPNAGASHLAYGAQDLVFAKYGPRVKTLRKLSNLHVL GGKALDDWANVRVTEL 153
DL+ +RP G L+Y D+ F+++ VK LRKL  + K ++  ++ E+
Sbjct 91  DLHCCSRPSLEGTRKLSYNYLDI AFSRFDDYWKELRKLCVEELFCNKRI NSI QP KEAEM 150

Query 154 GHMLKAMCEASRCGEPVVLAEMLTYAMANM GQVI LSRRVFVTKGTESNEFKDWVELMI 213
++ ++ E++ V L++ N+l + + F +++F+D+V E +
Shjct 151 EKLI DSI AESASQKTLVNLSDTFLSLNVNVI CKAVFGYN- FQGTVLNNDKFQDLVHEALE 209

Query 214 SAGYFNI GDFI PSI AWWD- - LQE ERGVKKLHTKFDVLL TKMVKEHRATSHERKGKADFL 271
GF+ DF P+ W Gt ++ D +Mr H +E + + DF+
Sbjct 210 M.GSFSASDFFPYVGA VDWFTGLHARRERSVRDLDAFYEQV DLHLQKNRE- ESEDDFV 268

Query 272 DVLL---- EECDNTNGEKLSI TNl KAVLLNLFTAGTDTSSSI | EMALTEM KNPTI LKKA 327
D+LL EE G KL+  +| KA+L+N+ G +TS+ + WA+ E+l +NP ++KK
Sbhjct 269 DLLLRLEKEEAVLGYG KLTRNHI KAl LMNI LLGG NTSAI TMIVWAMAEL I RNPRVWKKY 327

Query 328 QEEMDRVI GRDR- - RLLESD- | SSLPYLQAI AKETYRKHPSTPLNLPRI Al QACEVDGYY 384
Q E+ | G++ R++ DI+ L YL + KET RHP PL +PR | +++GY
Shjct 328 QSElI RAQ GKNNKTRI | SLDEI NHLSYLNWI KETCRLHPVAPLLVPREVI SEFKI NGYT 387

Query 385 | PKDARLSVNI WAI GRDPNVVENPL EFL PERFL SEENGKI NPGGNDFKLI PFGAGRRI CA 444
| RL VN+WAI GRDP +W++P EFLPERF+ + |+ G D++L+PFG+GRRIC
Shjct 388 | QPKTRLHVNVWAI GRDPEI WKDPEEFLPERFM - - DCDI DVKGQDYELLPFGSGRRI CP 444

Query 445 GIRMGAWLVSYI LGTLVHSFDWKLPNGVA- - ELNVDESFGLALQKA- - - - - VPLSALV 495
MG+ V + L L++ FDWKLP GVA ++ MDE+ GL K VP+ +LV
Shjct 445 AVYMA TTVEFGLANLLYHFDWKLPEGVAVEDI YMDEASGLTSHKKHDLLLVPVKSLY 502

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=Cytochrome P450 71B34

Sequence ID: Q9LIP6.1 Length: 500 Number of Matches: 1
Related Information

Range 1: 1 to 486 GenPept Graphics . )
Gene - associated gene details

Score Expect Method Identities Positives Gaps

314 bits(805) 1e-100 Compositional matrix adjust. 180/498(36%) 279/498(56%) 27/498(5%)

Query 5 VTDFWAAI | FLI TRFLVRSLFKKPTRP- - - - LPPGPLGAPLVGALPLLGAMPHVALAKL 60
+T+  + ++ F+l ++ ++F R PP P GP++GL LG +PH +L KL
Sbjct 1 MINIVWLLSLI FVI C- - | LVAVFNHKNRRNYQRTPPSPPGCPI | GNLHQLGELPHQSLVKL 58

Query 61 AKKYGPI VHLKMGTCDWVASTPESARAFL KTL DL NFSNRPPNAGASHLAYGAQDLVFAK 120
+KKYGP+M LK+G V+ S+ E+A+ LK DL+ +RP AGA L+Y D+ F+
Shjct 59 SKKYGPVMLLKLGRVPTVI VSSSETAKQALKI HDLHCCSRPGFAGARELSYNYLDI AFSP 118

Query 121 YGPRWKTLRKLSNLHWLGGKAL DDWANVRVTEL GHVMLKAMCEASRCGEPWLAEMLTYAM 180
Y WK +RKL+ + K+ ++ E+ 4+ ++ E++ P+ L + L
Shjct 119 YDDYWKEVRKLAVQELFSSKQVHSI QPI KDEEVKKLI DSI SESAAQKTPI NLNKTLLALT 178

Query 181 ANM GQVI LSRRVFVTKGTESNEFKDWVELMISAGYFNI GDFI PSI AWM - - - - DLQE 235
+++ + S F S F++VE+ GF+ DFIP+ + LQG
Sbhjct 179 VSWCRTAFSVN- FEGTVLNSERFNNI VREALEM.GSFSASDFI PYVGRI | DLLTGLQGR 237

Query 236 - ERGWKKLHTKFDVLLTKMVKEHRATSHERKGKADFLDVLL- - - EECDNTNGEKLSI TNl 291
ER M+ L D +M  H+ E G DF+D+LL +E +KL+  +|
Sbhj ct 238 RERSMRDL- - - - DAFYEQVFDLHKQKKEE- - GSEDFVDLLLRLEKEEAVLGNDKLTRNHI 291

Query 292 KAVLLNLFTAGTDTSSSI | EWALTEM KNPTI LKKAQEENMDRVI GRDRRLLESDI SSLPY 351
KA+L+++ AG DTS+ + WA+ E+ KNP ++KK Q E+ | R+ D LY
Sbhjct 292 KAI LMDVLLAGVDTSAI TMI'VWAVAEL AKNPRVIVKKVQSEI RSQI KNKERI SFDDTDKLEY 351

Query 352 LQAI AKETYRKHPSTPLNLPRI Al QACEVDGYY! PKDARLSVNI WAI GRDPNVENPLEF 411
L+ + KET+R HP+TPL +PR A+ E++GY | P RL VN+WAI GRDP+ W+P  F
Sbhjct 352 LKWI KETWRLHPTTPLLI PREAVSEFEI NGYTI PVKTRLHVNVWAI GRDPDTVWKDPEVF 411

Query 412 LPERFLSEENGKI NPGGNDFKLI PFGAGRRI CAGTRMGWLVSY! LGTLVHSFDWKLPNG 471
LPERF + |+ G F+L+PFG GRR+C MG +V + L L++ FDWKLP G
Sbjct 412 LPERF--- TDNNI DAKGQHFEL L PFGGGRRMCPAVYMGT TWEFGLANLLYHFDWKLPEG 468

Query 472 --VAELNVDESFGLALQK 487
V +++MrE+ G + K
Shjct 469 MKVDDI DVMEEAPGLTVNK 486

Download GenPept Graphics Next Previous Descriptions
RecName: Full=Cytochrome P450 76A2; AltName: Full=CYPLXXVIA2; AltName: Full=Cytochrome P-450EG7

Sequence ID: P37122.1 Length: 505 Number of Matches: 1
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Range 1: 18 to 501 GenPept Graphics

Score Expect Method Identities Positives Gaps

311 bits(798) 2e-99 Compositional matrix adjust. 177/494(36%) 279/494(56%) 20/494(4%)

Query 11  AAIIFLI TRFLVRSLFKKPTRPLPPGPL GIPLVGAL PLLGANMPHVALAKLAKKYGPI MHL 70
AT+F  + S 4K PPGP G P+ G+ LG P+ +A L +KYGP++ L
Sbjct 18  AFI LFFSQKNTTKSSYK- - - - - FPPGPPGLPI FGNVFEL GTEPYKKMAVL RQKYGPVLW. 72

Query 71 KMGTCDWVASTPESARAFL KTL DLNFSNRP- PNAGASHLAYGAQDLVFAKYGPRVWKTLR 129
K+G+ VT +++ K D++F+NR P+  +H +Y L AYGW R
Shjct 73 KLGSTYTMVWQTAQASEEL FKNHDI SFANRVI PDVNQAH- SYYQGSLAI APYGPFWRFQR 131
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13878379
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13878379
https://www.ncbi.nlm.nih.gov/protein/13878379?report=genbank&log$=protalign&blast_rank=42&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/13878379?report=graph&rid=E945S3A7016[13878379]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:510&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_13878379
https://www.ncbi.nlm.nih.gov/protein/13878379?report=genbank&log$=protalign&blast_rank=42&RID=E945S3A7016&from=1&to=486
https://www.ncbi.nlm.nih.gov/protein/13878379?report=graph&rid=E945S3A7016[13878379]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:510&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_584865
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_584865
https://www.ncbi.nlm.nih.gov/protein/584865?report=genbank&log$=protalign&blast_rank=43&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/584865?report=graph&rid=E945S3A7016[584865]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:525&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_584865
https://www.ncbi.nlm.nih.gov/protein/584865?report=genbank&log$=protalign&blast_rank=43&RID=E945S3A7016&from=18&to=501
https://www.ncbi.nlm.nih.gov/protein/584865?report=graph&rid=E945S3A7016[584865]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:525&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/13878379?report=genbank&log$=protalign&blast_rank=42&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/584865?report=genbank&log$=protalign&blast_rank=43&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/gene?term=13878379[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=42

NCBI Blast:Protein Sequence (506 |etters)

Query 130 KLSNLHM.GGKALDDWANVRVTELGHMLKAM - - CEASRCGEPVWLAEMLTYAVANM GQ 186
++ + M K+ + VR + +MLK + ++ G + + + A NWG
Sbjct 132 RI CTI EMFVHKKI SETEPVRRKCVDNMLKW EKEANSAEKGSG EVTRFVFLASFNMLGN 191

Query 187 VI LSRRVFVTKGTESNEFKDMWVELMISAGYFNI GDFI PSI AWWDLQG ERGVKKLHTKF 246
+ LS+ + + EHEF + + +G N D P+ DQ++ M+ K
Sbjct 192 LI LSKDLADLESEEASEFFI AVKRI NEWSG ANVSDI FPFLKKFDLQSLRKKVARDMGKA 251

Query 247 DVLLTKMWKEHRATSHE- - RKGKADFLDVLLEECDNTNGE- - KLSI TNI KAVLLNLFTAG 302
+++ +KE + KGK DFLDVLLE E KLS IK +L +F AG
Sbhjct 252 VEI MSMFLKEREEERKKGTEKGK- DFLDVLLEFQGTGKDEPAKL SEHEI KI FVLEMFLAG 310

Query 303 TDTSSSI | EWALTEM KNPTI LKKAQEEMDRVI GRDRRLLESDI SSLPYLQAI AKETYRK 362
T+T+SS +EWALTE++++P  + K + E+ + | +Rt +SDI +LPY+QA+ KE+ R
Sbjct 311 TETTSSSVEWALTELLRHPEAMAKVKTEI SQAI EPNRKFEDSDI ENLPYMOQAVLKESLRL 370

Query 363 HPSTPLNLPRI Al QACEVDGYY! PKDARLSVNI WAI GRDPNVWENPL EFLPERFLSEENG 422
HP P +PR 1Q + GY +PKD ++ VN WAl GRDP W++P+ F PERFL
Sbhjct 371 HPPLPFLI PRETI QDTKFMGYDVPKDTQVLVNAWAI GRDPECWDDPVSFKPERFL- - -GS 427

Query 423 Kl NPGGNDFKLI PFGAGRRI CAGTRMGWLVSY! LGTLVHSFDVWKLPNGVA- - ELNVDES 480
KI+ G + LIPFGAGRR+C G +G ++ + LGHL+ F+WLP+Gv+ +NVD S
Sbhjct 428 KI DVKGQHYGLI PFGAGRRMCVGL PLGHRMVHFAL GSLLREFEWEL PDGVSPKSI NVDGS 487

Query 481 FGLALQKAVPLSAL 494
Gt +K L +
Sbhj ct 488 MGVTARKRDSLKVI 501

Download GenPept Graphics Next Previous Descriptions
RecName: Full=Cytochrome P450 71B35

Sequence ID: QILIP5.1 Length: 500 Number of Matches: 1
Related Information

Range 1: 9 to 485 GenPept Graphics

Score Expect Method Identities Positives Gaps

311 bits(796) 2e-99 Compositional matrix adjust. 172/483(36%) 268/483(55%) 14/483(2%)

Gene - associated gene details

Query 13 I'I FLI TRFL- VRSLFKKPTRPL PPGPLGAPLVGAL PLL GAMPHVALAKLAKKYGPI MHLK 71
+l FL+ LV+ KP P P GP++G L +G +PH L KL+KKYGP+MHL
Shjct 9 LI FLVCl LLAVFNHKKHPKYRQFPCPPGFPI | GNLHQ GELPHQTLWKLSKKYGPVMHLM 68

Query 72 MGT CDMWVASTPESARAFL KTL DLNFSNRPPNAGASHLAYGAQDLVFAKYGPRWKTLRKL 131
+G W S+ ++AR L+ DL+ RP +G L+Y D+ F+ Y WK +RKL
Shjct 69 LGRVPTVWVSSSDTARQVL RVHDL HCCTRPSL SGPREL SYNYL DI AFSPYDDYWKEVRKL 128

Query 132  SNLHWLGGKALDDWANVRVTEL GHML KAMCEASRCGEPVVLAEMLTYAVANM GQVI LSR 191
+ K+ ++ E+ M ++ E++ PV L +++ +
Shjct 129 CVQELFSTKQVHSI QPl KDEEVKKM DSI AESASQKNPVNLNNKCLELTVSVVCRTAFGY 188

Query 192 RVFVTKGTESNEFKDMWELMISAGYFNI GDFI PSI AWWD- - LQGE ERGVKKLHTKFDVL 249
F S+ F +VE+ GF+ DFIP + W L Gh+  ++ +
Sbjct 189 S- FEGTVLNSDRFNKI VREALEM GSFSAADFI PYVGW | DVLTGLQGRRERSKRDLNAF 247

Query 250 LTKMWKEHRATSHERKGKADFLDVLL- - - EECDNTNGEKLSI TNI KAVLLNLFTAGTDTS 306
+M  H+ E G DF+D+LL +E +KL+ +| KA+LL++ AG DTS
Shjct 248 FEQWFDLHKEGKKE- - GNEDFVDLLLRLEKEEAVLGNDKLTRNHI KAI LLDVLLAG DTS 305

Query 307 SSI1EWALTEM KNPTI LKKAQEENDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHPST 366
+ + WA+TE+ +NP ++KK Q E+ +G  + D+ L YL+ + KET+R HP+T
Sbjct 306 Al TMMAMIELARNPRVMKKVQSE! RTQVGNRSM SFEDVDQLEYLKMWI KETWRLHPTT 365

Query 367 PLNLPRI Al QACEVDGYYI PKDARLSVNI WAI GRDPNVVENPLEFLPERFLSEENGKI NP 426
PL LPR A+ +++GY P RL VN+WAI GRDP+ WH+P  FLPERF+ + 1+
Shjct 366 PLLLPREAVSEFDI NGYTI PVKTRLHVNVWAI GRDPDTWKDPEVFLPERFM - - DNNI DA 422

Query 427 GGNDFKLI PFGAGRRI CAGTRVGWLVSYI LGTLVHSFDWKLPNGVA- - ELNVDESFGLA 484
G F+L+PFG GRRIC MG +V + L L++ FDVKLP GV  +++++E+ G
Sbjct 423 KGQHFELLPFGGGRRI CPAI YMGTTMVEFGLANLL YHFDVKLPEGVEVKDI DVEEAPGLT 482

Query 485 LQK 487
+ K
Sbjct 483 VNK 485

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=Premnaspirodiene oxygenase; Short=HPO; AltName: Full=Cytochrome P450 71D55

Sequence ID: A6YIH8.1 Length: 502 Number of Matches: 1
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Range 1: 29 to 496 GenPept Graphics
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310 bits(795) 4e-99 Compositional matrix adjust. 172/479(36%) 267/479(55%) 22/479(4%)

Query 30  TRPLPPGPLGAPLVGA- LPLLGANPHVALAKLAKKYGPI NHLKMGTCDM/VASTPESARA 88
++ LPPGP  PL+Gt L ++G +PH L LAKKYGP+MHL++G W ++P+ A+
Sbjct 29  SKKLPPGPWKLPLLGSM HWGGLPHHVLRDLAKKYGPLMHLQLGEVSAVWTSPDVAKE 88

Query 89 FLKTLDLNFSNRPPNAGASHL AYGAQDL VFAKYGPRWKTL RKL SNLHVML GGKALDDWANV 148
LKT D+ F++RP + Y Dt F YG W +RK+ L +L K + ++++
Shjct 89 VLKTHDI AFASRPKLLAPEI VCYNRSDI AFCPYGDYWRQVRKI CVLEVLSAKNVRSFSSI 148

Query 149 RVTELGHMLKAMCEASRCGEPVWLAEM. TYAMANM GQVI LSRRVFVTKGTESNEFKDW 208
R E+ ++ + S EPV EL  +M R F E F ++
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13878378
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13878378
https://www.ncbi.nlm.nih.gov/protein/13878378?report=genbank&log$=protalign&blast_rank=44&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/13878378?report=graph&rid=E945S3A7016[13878378]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:508&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_13878378
https://www.ncbi.nlm.nih.gov/protein/13878378?report=genbank&log$=protalign&blast_rank=44&RID=E945S3A7016&from=9&to=485
https://www.ncbi.nlm.nih.gov/protein/13878378?report=graph&rid=E945S3A7016[13878378]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:508&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_334305730
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_334305730
https://www.ncbi.nlm.nih.gov/protein/334305730?report=genbank&log$=protalign&blast_rank=45&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/334305730?report=graph&rid=E945S3A7016[334305730]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=6:519&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_334305730
https://www.ncbi.nlm.nih.gov/protein/334305730?report=genbank&log$=protalign&blast_rank=45&RID=E945S3A7016&from=29&to=496
https://www.ncbi.nlm.nih.gov/protein/334305730?report=graph&rid=E945S3A7016[334305730]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=6:519&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/13878378?report=genbank&log$=protalign&blast_rank=44&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/334305730?report=genbank&log$=protalign&blast_rank=45&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/gene?term=13878378[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=44

NCBI Blast:Protein Sequence (506 |etters)

Sbjct 149 RRDEVLRLVNFV- - RSSTSEPVNFTERLFLFTSSM- - - - - CRSAFGKVFKEQETFI QLI 201
Query 209 VELMISAGYFNI GDFI PSI AWKD- LQG ERGVKKLHTKFDVLL TKMVKEHR: - - - - ATSH 262
E++ AG F++ D PS+ ++ L GFE + K H K D ++ ++ EH+ ++

Shjct 202 KEVI GLAGGFDVADI FPSLKFLHVLTGVEGKI MKAHHKVDAI VEDVI NEHKKNLAMGKTN 261

Query 263 ERKGKADFLDVLLEECDNTNGEKLSI TN- - | KAVLLNLFTAGTDTSSSI | EWALTEM KN 320
G D +DVLL N G+ |ITN |KA++ ++F AGI+TSSS + WA+ +Mr+N
Shjct 262 GALGGEDLI DVLLR- LMNDGGLQFPI TNDNI KAl | FDMFAAGTETSSSTLVWAWQWRN 320

Query 321 PTI LKKAQEEMDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al QACEV 380
PTIL KAQ E+ E+D+ L YL+ + KET RHP PL +PR + E+
Shjct 321 PTI LAKAQAEVREAFKGKETFDENDVEELKYLKLVI KETLRLHPPVPLLVPRECREETElI 380

Query 381 DGYYl PKDARLSVNI WAl GRDPNVVENPLEFL PERFL SEENGKI NPGGNDFKL| PFGAGR 440
+GY P ++ VN#WA+GRDP W+ F PERF E  ++ GQWF+ +PFG GR
Sbjct 381 NGYTI PVKTKVIWNVWAL GRDPKYWDDADNFKPERF- - - EQCSVDFI GNNFEYLPFGGGR 437

Query 441 Rl CAGTRMGWLVSYI LGTLVHSFDVKLPNGV- - AELNVDESFGLALQKAVPLSALVSP 497
RCG G+ V L L++ FDWKLP G+ +L++ E G+ + L + +P
Shjct 438 R CPA SFGLANVYLPLAQLLYHFDVWKLPTGVEPKDLDLTELVGVTAARKSDLMLVATP 496

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=(S)-N-methylcoclaurine 3'-hydroxylase isozyme 1; AltName: Full=Cytochrome P450 80B1; AltName:
Full=Cytochrome P450 80B3

Sequence ID: Q9SP06.1 Length: 481 Number of Matches: 1
Related Information

Range 1: 30 to 473 GenPept Graphics

Score Expect Method Identities Positives Gaps

309 bits(791) 8e-99 Compositional matrix adjust. 178/458(39%) 259/458(56%) 20/458(4%)

Query 40 WPLVGAL PLL GAMPHVAL AKLAKKYGPI MHLKMGTCDMVVASTPESARAFLKTLDLNFSN 99
W+VG L LG PH A+LA+ YG + LK+G+ +WASTP +A LKT D S
Sbjct 30 WPl VGNL L QL GEKPHSQFAQLAETYGDL FSLKL GSETVVWASTPLAASEI LKTHDRVLSG 89

Query 100 RPPNAGASHLAYGAQDLVFAKYGPRWKTLRKL SNLHV. GGKALDDWANVRVTELGHVLKA 159
R + +VH++ WK LRK+ + K ++ A VR ++ M+
Shjct 90  RYVFQSFRVKEHVENSI VASECNETVKKLRKVCRTELFTQKM ESQAEVRESKAMEMVEY 149

Query 160 MCEASRCGEPWLAEM. TYAMANM GQVI LSRRVFVTKGTESN- - - EFKDMWVELMISAG 216
+ G V +AE++ + Nt G+l St +F  GES+ E Kb + ++
Sbjct 150  L- - KKNVGNEVKI AEWFGTLVNI FGNLI FSQNI F- KLGDESSGSVEMKEHLVWRMLELGN 206

Query 217 YFN GDFI PSI AWWDLQG ERGVKKLHTKFDVLLTKMVKEHR- ATSHERKGKADFLDVLL 275
N D+ P + DL G + + + MHKE + A H K DF+++LL
Shj ct 207 STNPADYFPFLGKFDLFGQSKDVADCLQG YSVWGAMLKERKI AKQHNNSKKNDFVEI LL - 266

Query 276 EECDNTNGEKLSI TNI KAVLLNLFTAGIDTSSSI | EWALTEM KNPTI LKKAQEEMDRVI 335
+ L | A+L+ +F AGIT+TS+S | EWAL+E+ KNP + + E+ V+
Sbhjct 267 DS------- GLDDQQ NALLMVEI FGAGTETSASTI EWALSEL TKNPQVTANVRLELLSVV 319

Query 336 GRDRRLLESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al QACEVDGYY! PKDARLSVNI 395
G+ R + ESDI ++PYLQA KET R HP+TPL LPR A++ C+V Y | PK+ ++ VN
Shjct 320 GK- RPVKESDI PNVPYLQAFVKETLRLHPATPLLLPRRALETCKVLNYTI PKECQ MVNA 378

Query 396 WAl GRDPNVWENPL EFL PERFL SEENGKI NPGGNDFKLI PFGAGRRI CAGTRMGWLVSY 455
W | GRDP W +PL+F PERFL N I+ G\DF+LIPFGAGRRIC G + +S
Shjct 379 WG GRDPKRWIDPLKFSPERFL- - - NSSI DFKGNDFEL| PFGAGRRI CPGVPLATQFI SL - 435

Query 456 | LGTLVHSFDVWKLPNGV- - AELNVDESFGLALQKAVPL 491
I+ +LV +FDW P G+ ++L MVE FGL LQK PL
Shjct 436 | VSSLVONFDWGFPKGVDPSQLI MEEKFGLTLQKEPPL 473

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=Cytochrome P450 98A2

Sequence ID: 048922.1 Length: 509 Number of Matches: 1
Related Information

Range 1: 9 to 502 GenPept Graphics . X
Gene - associated gene details

Score Expect Method Identities Positives Gaps

309 bits(792) 1e-98 Compositional matrix adjust. 181/502(36%) 284/502(56%) 19/502(3%)

Query 14 | FLI TRFLVRSLFKKPTRPLPPGPL GAPLVGAL PLL GAMPHVALAKLAKKYGPI VHLKMG 73
| L+T +L  +L+++ LPPGP WP+VG L + + A+ A+ YCGPI+ + G
Shjct 9 | SLVTLWLGYTL YQRLRFKLPPGPRPWPVVGNL YDI KPVRFRCFAEWAQSYGPI | SWWFG 68

Query 74 TCDWVASTPESARAFLKTL DLNFSNRPPNAGASHL AYGAQDL VFAKYGPRAKTLRKLSN 133
+ V+ S EA+ LK D ++R + A+ + +DL++A YGP + +RK+
Shjct 69 STLNVI VSNSEL AKEVL KEHDQL L ADRHRSRSAAKFSRDGKDL | WADYGPHYVKVRKVCT 128

Query 134 LHVLGGKALDDWANVRVTELGHM_KAM - - CEASR- CGEPVVLAEMLTYAMANM GQVI L 189
L + K L+ +R E+ M ++ C ++ G+ ++L + L N1 ++
Sbjct 129 LELFSPKRLEALRPI REDEVTSMDSVYNHCTSTENLGKG LLRKHLGVWAFNNI TRLAF 188

Query 190 SRRVFVTKGT- - - ESNEFKDMVWELMISAGYFNI GDFI PSI AWKDLQG ERGVKKLH- TK 245
+R  ++G + EFK +V + + + IP+ W +E G H +
Sbjct 189 GKRFVNSEGVMDEQGVEFKAI VENGLKLGASLAVAEHI PW.RWW - FPLEEGAFAKHGAR 246

Query 246 FDVLLTKMWKEHRATSHERKG KADFLDVLLEECDNTNGEKLSI TNI KAVLLNLFTAGID 304
DL ++ EH + GK F+D LL D + LS | +L ++ TAGD
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75313670
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75313670
https://www.ncbi.nlm.nih.gov/protein/75313670?report=genbank&log$=protalign&blast_rank=46&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/75313670?report=graph&rid=E945S3A7016[75313670]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=8:495&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_75313670
https://www.ncbi.nlm.nih.gov/protein/75313670?report=genbank&log$=protalign&blast_rank=46&RID=E945S3A7016&from=30&to=473
https://www.ncbi.nlm.nih.gov/protein/75313670?report=graph&rid=E945S3A7016[75313670]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=8:495&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915858
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915858
https://www.ncbi.nlm.nih.gov/protein/5915858?report=genbank&log$=protalign&blast_rank=47&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915858?report=graph&rid=E945S3A7016[5915858]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:526&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_5915858
https://www.ncbi.nlm.nih.gov/protein/5915858?report=genbank&log$=protalign&blast_rank=47&RID=E945S3A7016&from=9&to=502
https://www.ncbi.nlm.nih.gov/protein/5915858?report=graph&rid=E945S3A7016[5915858]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:526&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/75313670?report=genbank&log$=protalign&blast_rank=46&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915858?report=genbank&log$=protalign&blast_rank=47&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/gene?term=5915858[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=47

NCBI Blast:Protein Sequence (506 |etters)

Shj ct 247 RDRLTRAI MAEHTEARKKSGGAKQHFVDALLTLQDKYD- - - LSEDTI | GLLWDM TAGVD 303

Query 305 TSSSI I EWALTEM KNPTI LKKAQEEVDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHP 364
T++ +EWA+ E+l +NP + +K QEE+DRVIG +R + E+D S+LPYLQ + KE R HP
Shjct 304 TTAI SVEWAMAEL | RNPRVQOKVQEELDRVI GLERVMIEADFSNLPYLQCVTKEAMRLHP 363

Query 365 STPLNLPRI Al QACEVDGYYI PKDARLSVNI WAI GRDPNVWENPLEFLPERFLSEENGKI 424
TPL LP A +V GY | PK + + VN+WA+ RDP VWM+PLEF PERFL E+ +
Shjct 364 PTPLM_PHRANANVKVGGYDI PKGSNVHVNVWAVARDPAVWKDPLEFRPERFLEED- - -V 420

Query 425 NPGGNDFKLI PFGAGRRI CAGTRMGWLVSYI LGTLVHSFDVWKLPNGV- - AELNVDESFG 482
+ G+DF+L+PFG+GRR+C G ++G+ L + +LG L+H F W P G+ E++M E+ G
Shjct 421 DMKGHDFRLLPFGSGRRVCPGAQLG NLAASM.GHL L HHFCWIPPEGVKPEEI DMGENPG 480

Query 483 LALQKAVPLSALVSPRLASNPY 504
L P+ A+VSPRL S+ Y
Sbhjct 481 LVTYMRTPI QAVWSPRLPSHLY 502

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Cytochrome P450 76C3
Sequence ID: 064638.2 Length: 515 Number of Matches: 1

Related Information

Range 1: 48 to 504 GenPept Graphics . )
Gene - associated gene details

Score Expect Method Identities Positives Gaps

310 bits(793) 1e-98 Compositional matrix adjust. 178/462(39%) 268/462(58%) 15/462(3%)

Query 43 VGAL PLL GAMPHVAL AKLAKKYGPI MHLKMGTCDMVWASTPESARAFLKTLDLNFSNRPP 102
VG + LG PH +LA +K YGPI M LK+G W S+PE+A+ L+T D S R
Shjct 48 VGONI FQLGFNPHRSLAAFSKTYGPI MSLKLGRLTAWVI SSPEAAKEALRTHDHVIVSARTF 107

Query 103 NAGASHLAYGAQZ)LVFAKYGPRW(TLRKLSNL HWML GGKAL DDWANVRVTELGHMLKAMCE 162
+ +V+ RW L+K ++L + LD ++R+ ++ ++ + E
Sbjct 108 NDALRAFDHHKHSI VW PPSARWRFLKKTI TKYLLSPQNLDAI QSLRVRKVEELVSLVNE 167

Query 163 ASRCGEPVVLAEMLTYAVANM GQVI LSRRVFVTKGTESN- EFKDWVELMISAGYFNI G 221
GE + LA N+ +S + S+ EF + WL AG MG
Sbj ct 168 FRERGEAI DLARASFVTSFNI | SNALFSVDLATYDSNSSSYEFHNTVWHLTDI AG PNVG 227

Query 222 DFI PSI AWWDLQG ERG- - - - MKKLHTKFDVLL- TKMVKEHRATSHERKGKA- - DFLDVL 274
D+ + ++DLQG + ++KL F + ++ K T EK + DLDL
Sbjct 228 DYFQYMRFLDLQGTRKKAVLCI EKLFRVFQEFI DARLAKRFSRTEKEPKEASSI DMLDSL 287

Query 275 LEECDNTNGEKLSI TNI KAVLLNLFTAGTDTSSSI | EWALTEM KNPTI LKKAQEEMDRV 334
L+ E L++ ++K +LL++F AGIDT+SS +EWA+TE+ ++ + KAQ E+ +V
Shjct 288 LDLTQQNEAE- LTMNDLKHLLLDVFVAGTDTNSSTVEWAMIEL FRSTEKMWKAQSEI RQV 346

Query 335 | GRDRRLLESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al QACEVDGYYl PKDARLSVN 394
I G++ + ESDI SLPYLQAI KET R HP+ PL +PR + ++ G+ +PK+ ++ VN
Shjct 347 | GONGFVQESDI PSLPYLQAI VKETLRLHPAAPL - | PRKSESDVQ MGFLVPKNTQVWVN 405

Query 395 | WAI GRDPNVVENPL EFL PERFL SEENGKI NPGGNDFKL I PFGAGRRI CAGTRMGWLVS 454
+WAI GRD +WENP++F PERFL E + G DF+LIPFGtGRR+C G M+ +
Sbhjct 406 VWAl GRDASWAENPVKFEPERFLLRET- - - DVKGRDFELI PFGSGRRMCPG SMALKTIVH - 462

Query 455 VI LGTLVHSFDVWKLPNGV- - AELNVDESFGLALQKAVPLSAL 494
+L +L++SFDVWKL NGV ++M E+FGL L KA L A+
Sbhjct 463 MLASLLYSFDVWKLONGVVPGNI DVSETFGLTLHKAKSLCAV 504

Download GenPept Graphics Next Previous Descriptions
RecName: Full=Cytochrome P450 82A4; AltName: Full=Cytochrome P450 CP9

Sequence ID: 049859.1 Length: 525 Number of Matches: 1
Related Information

Range 1: 11 to 524 GenPept Graphics

Score Expect Method Identities Positives Gaps

310 bits(793) 1e-98 Compositional matrix adjust. 185/517(36%) 281/517(54%) 19/517(3%)

Query 6 TDFVVAAI | FLI TRFLVRSLFK- - KPFTRPLPPGPLGAPLVGALPLL- - GAMPHVALAKLA 61
T V ++lFL+ FL L K ++ P WP+ G LPLL PH AL LA
Shjct 11 TTI GWSLI FLLCLFLYGPLKKVHGSSKEAPTVGGAWPI FGHLPLLI GSKSPHKALGALA 70

Query 62 KKYGPI MHLKMGT CDMVWASTPESARAFLKTL DLNFSNRPPNAGASHLAYGAQDLVFAKY 121
+K+GP+  +K+G +V' S E AR TD+ SRP A +Y L+ AY
Shjct 71 EKHGPLFTI KLGAKKAL VVSDWENMARECFT TNDVAVSARPKLLVAEL MCYNNAMLLVAPY 130

Query 122 GPRWKTLRKLSNLHVLGGKAL DDWANVRVTEL GHMLKAMCEASRCCE- - - - - - PWLAEM 175
GP W LRK+ +L ++  +VRV+E+ + + + + R + VL +
Shjct 131 GPYWRELRKI | VTEI LSSSRVEQLQDVRVSEVONSI VEL YDVWRSQKNESDYASVELKQW 190

Query 176 LTYAVANM GQVI LSRRVFVTKGTESNEFKDM - VWELMISAGYFNI GDFI PSI AWWDLQ 233
+ NWF ++++ +R T+ K+ VEM AGF +@&@ IP + WD
Shjct 191 FAQPI FNWLRWVGKRFL SATATDEKAEKCVKAVDEFVRLAGVFTVGDAI PYLRW.DFG 250

Query 234 G ERGMVKKLHTKFDVLLTKM/KEHR- - - ATSHERKGKADFLDVLLEECDNTNGEKLSI - T 289
G E+ MK+ + DVa+++ ++EHR A G DF++W+L D+ + T
Sbjct 251 GYEKAMKETAKELDVM SEW EEHRQKRAL GEGVDGAQDFM\VM_SSLDGKTI DGl DADT 310

Query 290 NI KAVLLNLFTAGIDTSSSI | EWMALTEM KNPTI LKKAQEENVDRVI GRDRRLLESDI SSL 349
IK+ +L + AGI+ S S| WA+ ++KNP IL+ + E+D +G+DR + ESDI S+L
Sbjct 311 LIKSTVLTI | QAGTEASI STI | WAMCLI LKNPLI LEN- KAELDI QVGKDRCI CESDI SNL 369
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_47117814
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_47117814
https://www.ncbi.nlm.nih.gov/protein/47117814?report=genbank&log$=protalign&blast_rank=48&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/47117814?report=graph&rid=E945S3A7016[47117814]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=26:526&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_47117814
https://www.ncbi.nlm.nih.gov/protein/47117814?report=genbank&log$=protalign&blast_rank=48&RID=E945S3A7016&from=48&to=504
https://www.ncbi.nlm.nih.gov/protein/47117814?report=graph&rid=E945S3A7016[47117814]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=26:526&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915845
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915845
https://www.ncbi.nlm.nih.gov/protein/5915845?report=genbank&log$=protalign&blast_rank=49&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915845?report=graph&rid=E945S3A7016[5915845]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:549&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_5915845
https://www.ncbi.nlm.nih.gov/protein/5915845?report=genbank&log$=protalign&blast_rank=49&RID=E945S3A7016&from=11&to=524
https://www.ncbi.nlm.nih.gov/protein/5915845?report=graph&rid=E945S3A7016[5915845]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:549&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/47117814?report=genbank&log$=protalign&blast_rank=48&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915845?report=genbank&log$=protalign&blast_rank=49&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/gene?term=47117814[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=48

NCBI Blast:Protein Sequence (506 |etters)

Score

RecName: Full=Cytochrome P450 71A2; AltName: Full=CYPLXXIA2; AltName:
Sequence ID: P37118.1 Length: 505 Number of Matches: 1

Range 1: 9 to 504 GenPept Graphics

Expect Method Identities Positives

Gaps

308 bits(789) 3e-98 Compositional matrix adjust. 176/508(35%) 294/508(57%) 24/508(4%)

Query 350 PYLQAI AKETYRKHPSTPLNLPRI Al QACEVDGYYI PKDARLSVNI WAl GRDPNVWENPL 409
YLQA+ KET R + PL+ PR + C+ Gr++ K RL NIWI DPNVW +P

Shjct 370 VYLQAVWKETLRLYAPGPLSSPREFAEDCTLGGYHVKKGTRLI TNI VKI HTDPNVWSDPF 429
Query 410 EFLPERFLSEENGKI NPGGNDFKLI PFGAGRRI CAGTRMGWLVSY! LGTLVHSFDVWKLP 469

EF P+RFL+ I+ G+ F+L+PFG+tCGRR+C G G+ V L + +HSF+ P
Shjct 430 EFKPDRFLTTHK- DI DVKGHHFQLLPFGSGRRVCPA SFGLQTVHLALASFLHSFEI LNP 488
Query 470 NGVAELNVDESFCGLALQKAVPLSALVSPRLASNPYAT 506

+ L+M E+FG+ KAPL LVPL+ + Y+
Shjct 489 S- TEPLDMIEAFGVTNTKATPLEVLVKPCLSPSCYKS 524

Download GenPept Graphics Next Previous Descriptions

Full=Cytochrome P-450EG4

Related Information

Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query

34
32

94

92

154
152
214
211
272
269
329
329
389

PPGPL GAPLVGAL PLL GAMPHVAL AKL AKKYGPI MHL KMGTCDWWVASTPESARAFLKTL
PP P G+tP++G L LG +PH +L L+KKYGP+M LK G+ W S+ E+A+ LK
PPSPPGFPI | GNLHQL GEL PHQSLWSL SKKYGPVMLLKFGSI PTVVVSSSETAKQALKI H

DL NFSNRPPNAGASHL AYGAQDL VFAKYGPRWKT L RKL SNL HM. GGKAL DDWANVRVTEL
DLN +RP AG L+Y D+VF+ + WK LR++ + K + +R  E+
DLNCCSRPSLAGPRALSYNYLDI VFSPFNDYWKEL RRMCVQEL FSPKQVHLI QPI REEEV

GHVMLKAMCEASRCGEPVVLAEM.TYAVANM GQVI L SRRVFVTKGTESNEFKDMWVELMI
++ + B+t PV L+E L + o+ F S+ F ++ +
KKLMNSFSESAAQKTPVNL SEKLASL TVGVI CKAAFGVS- FQGTVLNSDNFDKLI HDAFL

SAGYFNI GDFI PSI AWWD- - LQG ERGVKKLHTKFDVL L TKMVKEHRATSHERKGKADFL
G F+ D+ P++ W L G+  ++ D +M H+ + E G DF+
FLGSFSASDYFPNVGW | DWL. TG QGORERSVRGL DAF YEQWFDL HKQGNKE- - GVEDFV

DVLL- - EECDNTNGE- KLSI TNI KAVLLNLFTAGTDTSSSI | EMALTEM KNPTI LKKAQ
D+LL E+ + G KL+ +l KAVL+N+ G TS+ + WA+TE+++NP ++KK Q
DLLLKLEKEETVLGYGKLTRNHI KAVLM\VLLGGE GTSAI TMIWAMIEL MRNPRVIVKKVQ

EENMDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al QACEVDGYY! PKD
E+ 1G + D L YL+ + ET+RHP PL +PR + E++GY | P
SEI RNQI GGKSM CLDDI DQLHYLKMWI NETVWRLHPPAPLLVPREVMSEFEI NGYTI PAK

ARLSVNI WAI GRDPNVWENPL EFL PERFL SEENGKI NPGGNDFKL I PFGAGRRI CAGTRM
RL VN+W | GRDP+ W-+P EFLPERF+ N 1+ G +F+L+PFG+GRR+C M

NCBI Blast_Protein Sequence (506 letters) blue.html[5/04/2017 4:41:54 PM]

308 bits(788) 4e-98 Compositional matrix adjust. 169/461(37%) 259/461(56%) 13/461(2%)

93
91
153
151

388
388
448

Query 2 Al LVTDFWAAI | FLI TRFLVRSLFKKPTRPLPPGPLGWPLVGALPLLGAMPHVALAKLA 61

++L+ FV | FL+ + KK L PP P++G L LG+H+PH +L KL+
Shjct 9 SLLI PLFV- - - FI FLLI HHCFFTTSKKONMLLLPSPRKLPI | GNLHQLGSLPHRSLHKLS 65
Query 62 KKYGPI MHLKMGT CDMWVASTPESARAFL KTL DLNFSNRPPNAGASHLAYGAQDLVFAKY 121

+KYGP+M L G+ ++VAS+ ++AR +KT D+ +++RP ++ L+YGH+D+ F+ +
Shjct 66 KYGPVMLLHFGSKPVI VASSVDAARDI MKTHDVWWASRPKSSI VDRLSYGSKDVGFSPF 125
Query 122 GPRWKTLRKLSNLHW. GGKAL DDWANVRVTEL GHMLKAMCEASRCGEPWV- LAEMLTYAM 180

G W + ++ LH+L + + NVR E +Mt + + C V+LEL
Shjct 126 GEYWRRAKSI TVLHLLSNTRVQSYRNVRAEETANM GKI RQG- - CDSSVI NLGEHLCSLT 183
Query 181 ANM GQVI LSRRVFVTKGTESNEFKDWVELMISAGYFNI GDFI PSI AWWD- LQE ERGM 239

N+l +V L R+ K+ + VEL+ G FN+CD+HI P + WH+ Gt+ +

Sbhjct 184 NN | SRVALG RTYDEKESG EHI | EQFVELL- - - G FNVGDYI PRLEW/NKFTGLDAKY 239
Query 240 KKLHTKFDVLLTKMWKEH- - - - RATSHERKGKA- DFLDVLLE- ECDNTNGEKLSI TNI KA 293

KK+ + D+ L +++EH + + G+A DF+DVLLE + N L ++KA
Shj ct 240 KKVAKELDMFLEI VI EEHI | RKKKEEYTSTGEAKDFVDVLLEI QNGNETDFPLQRDSLKA 299
Query 294 VLLNLFTAGIDTSSSI | EMALTEM KNPTI LKKAQEENVDRVI GRDRRLLESDI SSLPYLQ 353

+LL+ F AGIDT+ + ++W+ E+++ P LK OQtE+ + + E D+ ++ YL+
Sbhjct 300 | LLDSFAAGTDTTFATLDWIMAEL LROPRALKTLQDEVRGLAQGKSEI TEDDLKNMQYLR 359
Query 354 Al AKETYRKHPST- PLNLPRI Al QACEVDGYY- | PKDARLSVNI WAl GRDPNVWENPLEF 411

A+ KE+ R HP+ L +PR +++ + GYY IP  + +N WAIGRDP VENP E+
Shjct 360 AVI KESLRLHPTQESLLVPRESMEDVNLLGYYH PARTQAI | NAWAI GRDPLSVENPEEY 419
Query 412 LPERFLSEENGKI NPGGNDFKLI PFGAGRRI CAGTRMGWLVSY! LGTLVHSFDWKLPNG 471

PERFL N + G +FKL+PFGAGRR C G+ + ++ L LVHFD+ LP G

Shj ct 420 QPERFL- - - NSDADVKGLNFKLLPFGAGRRGCPGSSFAI AVI ELALARLVHKFDFALPEG 476
Query 472 V-- AELNVDESFGLALQKAVPLSALVSP 497

+ +L+M E+ G+ ++ +PL + +P
Sbhjct 477 | KPEDLDMTETI G TTRRKLPLLWATP 504

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=Cytochrome P450 71B37
Sequence ID: Q9LIP3.2 Length: 500 Number of Matches: 1
Related Information

Range 1: 32 to 486 GenPept Graphics . detail
Score Expect Method Identities Positives Gaps Gene - associated gene details



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_584861
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_584861
https://www.ncbi.nlm.nih.gov/protein/584861?report=genbank&log$=protalign&blast_rank=50&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/584861?report=graph&rid=E945S3A7016[584861]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:528&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_584861
https://www.ncbi.nlm.nih.gov/protein/584861?report=genbank&log$=protalign&blast_rank=50&RID=E945S3A7016&from=9&to=504
https://www.ncbi.nlm.nih.gov/protein/584861?report=graph&rid=E945S3A7016[584861]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:528&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_21542404
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_21542404
https://www.ncbi.nlm.nih.gov/protein/21542404?report=genbank&log$=protalign&blast_rank=51&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/21542404?report=graph&rid=E945S3A7016[21542404]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=10:508&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_21542404
https://www.ncbi.nlm.nih.gov/protein/21542404?report=genbank&log$=protalign&blast_rank=51&RID=E945S3A7016&from=32&to=486
https://www.ncbi.nlm.nih.gov/protein/21542404?report=graph&rid=E945S3A7016[21542404]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=10:508&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/584861?report=genbank&log$=protalign&blast_rank=50&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/21542404?report=genbank&log$=protalign&blast_rank=51&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/gene?term=21542404[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=51

NCBI Blast:Protein Sequence (506 |etters)

308 bits(788) 8e-98 Compositional matrix adjust. 181/517(35%) 282/517(54%) 24/517(4%)

Shjct 389 TRLYVNVWGE GRDPDTWKDPEEFLPERFV- - - NSNI DAKGONFEL L PFGSGRRMCPAMYM 445
Query 449 GWLVSYI LGTLVHSFDVKLPNG - VAELNVDESFGLALQK 487
G +V + L L++ FDWKLP G V +++MtES GL K

Shjct 446 GITMVEFGLANLLYHFDVWKLPEGWVEDI DVEESPGLNASK 486

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=Cytochrome P450 82C4
Sequence ID: Q9SZ746.1 Length: 524 Number of Matches: 1

Related Information

Range 1: 5 to 518 GenPept Graphics . i
Score Expect Method Identities Positives Gaps Gene - associated gene details

Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct
Query
Shj ct

8

5
68
64
128
124
188
184
246
242
303
299
363
359
423
416

FVWVAAI | FLI TRFLVRSLFKKPTRPLPPGPLGWPLVGAL PLL GAVPHVAL AKL AKKYGP!
+++ +F + F+ ++ +K + LPPGP  P++G L LG PH ++ KL++KYGP+
Y11 VWFVFFASI FI AKNT- RKTKKNLPPGPPRLPI | GNLHQL GSKPHRSMFKL SEKYGPL

MHLKMGTCDMWVASTPESARAFL KTL DL NFSNRPPNAGASHL AYGAQDL VFAKYGPRVKT
++LK+G VWASTPE+ + LKT D + +R + ++Y +DL FAY W
VYLKLGKVPSWWASTPETVKDVLKTFDKDCCSRAFLTYPARI SYNLKDLAFAPYSKYVKA

L RKL SNL HML GGKAL DDWANVRVT EL GHML KAMCEASRCGEPVWLAEM_TYAVANM GQV
+RK++ + + K+ + MR E+ ++ + ++ EVL + L ++ +V
VRKMI'VWEL YTAKRVKSFRNI REEEVASFVEFI KHSASLEEI VNLNQTLVKLSGSVI CRV

| LSRRVFVTKGTESNEFKDWVEL MITSAGYFNI GDFI PSI AWMt - DLQG ERGVKKLHTK
+ + N+++++ M GF D+PIl + + G+ +K+
GFG- - | NLEGSKLENTYEEVI HGTMEVLGSFAASDYFPVI GG | DRI TGLHNKCEKVFKG

FDVLLTKMVKEHRATSHERKGKADFLDVLL- - EECDNTNGE- KLSI TNI KAVLLNLFTAG
D +K H + KD +D+LL E + GE + + + K +LL++ AG
TDSFFDHCI KHHL - - - EDGGSKDDI VDLLLKVERGEI GLGEFQFTRNHTKG LLDI LLAG

TDTSSSI | EWALTEM KNPTI LKKAQEEVDRVI GRDRRLLESDI SSLPYLQAI AKETYRK
DTS | W+T +l KNP ++KKAQ E+ VI + ED L YL+ + KET R
VDTSGHTI TW/MTIHLI KNPRVMKKAQAEVREVI KNKDNI TEEDI EGLEYLKMYWKETLRI

HPSTPLNLPRI Al QACEVDGYY! PKDARLSVNI WAl GRDPNVVENPL EFL PERFL SEENG
+P PL PRA + ++ GY IPK + VNIVAI RePNWW+P  F+PERF+  +
NPLVPLLTPREASKDVKI GGYNI PKKTW HVNI WA HRNPNVVKDPEAFI PERFM - - DN

KI' NPGGNDFKLI PFGAGRRI CAGTRMGWLVSY! LGTLVHSFDVKLPNG- - VAELNVDES
+l+ G +F+L+PFGFGRRIC G MGM L+ L L++ FDWKLP G V +++++ES
Q DYKGLNFELLPFGSGRRI CPG GMGVALI HLTLI NLLYRFDWKL PEGVEVEDVDL EES

NCBI Blast_Protein Sequence (506 letters) blue.html[5/04/2017 4:41:54 PM]

306 bits(783) 2e-97 Compositional matrix adjust. 171/494(35%) 277/494(56%) 16/494(3%)

67

480
475

Query 4 LVTDFWAAI | FLI TRFLVRSLFKKPTRPLPPGPLGAPLVGALPLLGAMPHV- - - ALAKL 60

L+FV + I F K PPG W++GL LLG + L K+
Shjct 5 LFSLFVPI LVFVFI ALFKKSKKPKYVKAPAPSG - AWPI | GHLHLLGGKEQLLYRTLGKM 62
Query 61 AKKYGPI MHLKMGT CDMVWASTPESARAFLKTL DL NFSNRPPNAGASHLAYGAQDLVFAK 120

A YG ML++G+ + V S+ E A+ D ++RP A AH+ Y FA
Shjct 63 ADHYGPAMSL QL GSNEAFVVSSFEVAKDCFTVNDKALASRPMTAAAKHMGYNFAVFGFAP - 122
Query 121 YGPRWKTLRKLSNLHWL GGKAL DDWANVRVTEL GHMLKAMCE- - - ASRCGEPWV- - LAEM 175

Y W +RK++ + +L + L +VRV+E+ +K + + +PV+ L
Shjct 123 YSAFVWREMRKI ATl ELLSNRRLQVLKHVRVSEI TMGVKDL YSLWFKNGGTKPVM/DLKSW 182
Query 176 LTYAMANM GQVI LSRRVFVTKGTESNE- - - - - - - FKDWVELMISAGYFNI GDFI PSI A 228

L NM +++ +R F G+ S+E K + + GF + D P+++
Shjct 183 LEDMILNM VRWAGKRYFGGGGSVSSEDTEEAMQCKKAI AKFFHLI G FTVSDAFPTLS 242
Query 229 WWDLQGE ERGWKKLHTKFDVLLTKMVKEHRAT- - - SHERKGKADFLDVLLEECDNTNGEK 285

+ DLQG E+ MK+ ++ DV+L + ++ HR S ++ +DF+DV++ +
Shj ct 243 FFDLQGHEKEMKQTGSELDVI LERW ENHRQORKFSGTKENDSDFI DVMVBSLAEQGKLSH 302
Query 286 LSI---TN KAVLLNLFTAGIDTSSSI | EWALTEM KNPTI LKKAQEEVDRVI GRDRRLL 342

L TH K+ L L G+DTS+S + WA++ ++ N +LKKAQ+E+D +GRDR +
Shj ct 303 LQYDANTSI KSTCLALI LGGSDTSASTLTWAI SLLLNNKEM_KKAQDE!I DI HYGRDRNVE =~ 362
Query 343 ESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al QACEVDGYY! PKDARLSVNI WAI GRDP 402

+SDI +L YLQAI KET R +P+ PL PR A++ C V GYY+P RL VN+W | RDP
Shj ct 363 DSDI ENLVYLQAI | KETLRLYPAGPLLGPREAMEDCTVAGYYVPCGTRLI VNWKI QRDP 422
Query 403 NVMENPLEFLPERFLSEENGKI NPGGNDFKLI PFGAGRRI CAGTRMGWLVSYI LGTLVH 462

V+ P EF PERF++ E + + G +F+L+PFGFGRR C G+ + M ++ L +H

Shj ct 423 KVYMEPNEFRPERFI TGEAKEFDVRGONFEL MPFGSGRRSCPGSSLAMNVLHLGLARFLH 482
Query 463 SFDWKLPNGVAELNVDESFGLALQKAVPLSALVSPRL 499

SFD K + ++ME+ G + KA PL L+SPR+
Shjct 483 SFDVKTVNVDVP- VDVSENPGLTI PKATPLEVLI SPRI 518

Download GenPept Graphics Next Previous Descriptions
RecName: Full=Cytochrome P450 71B13
Sequence ID: P58050.1 Length: 496 Number of Matches: 1
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Range 1: 5 to 489 GenPept Graphics . .
Score Expect Method Identities Positives Gaps Gene - associated gene details



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75314129
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75314129
https://www.ncbi.nlm.nih.gov/protein/75314129?report=genbank&log$=protalign&blast_rank=52&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/75314129?report=graph&rid=E945S3A7016[75314129]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:543&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_75314129
https://www.ncbi.nlm.nih.gov/protein/75314129?report=genbank&log$=protalign&blast_rank=52&RID=E945S3A7016&from=5&to=518
https://www.ncbi.nlm.nih.gov/protein/75314129?report=graph&rid=E945S3A7016[75314129]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:543&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13878371
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13878371
https://www.ncbi.nlm.nih.gov/protein/13878371?report=genbank&log$=protalign&blast_rank=53&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/13878371?report=graph&rid=E945S3A7016[13878371]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:513&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_13878371
https://www.ncbi.nlm.nih.gov/protein/13878371?report=genbank&log$=protalign&blast_rank=53&RID=E945S3A7016&from=5&to=489
https://www.ncbi.nlm.nih.gov/protein/13878371?report=graph&rid=E945S3A7016[13878371]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:513&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/75314129?report=genbank&log$=protalign&blast_rank=52&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/13878371?report=genbank&log$=protalign&blast_rank=53&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/gene?term=75314129[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=52
https://www.ncbi.nlm.nih.gov/gene?term=13878371[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=53

NCBI Blast:Protein Sequence (506 |etters)

Query 481 FGLALQKAVPLSAL 494
+CGL K VPL +
Sbjct 476 YGLVCPKKVPLELI 489

Download GenPept Graphics Next Previous Descriptions
RecName: Full=Cytochrome P450 82A1; AltName: Full=CYPLXXXII

Sequence ID: Q43068.2 Length: 544 Number of Matches: 1
Related Information

Range 1: 18 to 543 GenPept Graphics

Score Expect Method Identities Positives Gaps

305 bits(782) 1e-96 Compositional matrix adjust. 181/532(34%) 285/532(53%) 43/532(8%)

Query 12 Al'l FLI TRFLVRSLFKKPTRPLPPGPLGWPLVGALPLL- - GAMPHVALAKLAKKYGPI VH 69
+++F + RF S K+P P+ G WPL+G LPL+ PH L L KYGPI
Shjct 18 SLLFFLFRFSKVSHTKEP- - PI | SG- - SWPLLGHLPLMRNTQTPHKTLGALVDKYGPI FT 73

Query 70 LKMGTCDMWVASTPESARAFLKTL DLNFSNRPPNAGASHL AYGAQDL VFAKYGPRVWKTLR 129
+K+G + +V S E A+ D+ S+RP ++Y + +A YG W LR
Shjct 74 | KLGATNALVL SNVEELAKECFTKNDI VWSSRPKPVAVEL MSYNQAFI GAMAPYGAYWRQLR 133

Query 130 KLSNLHVLGGKALDDWANVRVTELGHVLKAMC- - - - - === - - - - m oo - - EASRCGEP- - 169
K+ L +L + ++ +++RV+E+ +K + +S  EP
Shjct 134 KI VTLEI LSNRRI ELLSHI RVSEVQTSI KELVNVWENQ SSQYGLLDDTKSSSTNDEPST 193
Query 170 ----- VWLAEM_TYAMANM GQVI LSRRVF- - - - VTKGTESNEFKDMWVELMISAGYFNI 220
VL o+ NV ++++ +RF V. E+ F+++M GF +
Shjct 194 TDYVSVELKKWAQLTLNWLRWVGKRCFGDVDVENKEEAKRFLENI RDFMRLI GTFTV 253
Query 221 GDFI PSI AWWDLQG ERGVKKLHTKFDVLLTKMWKEHR- - - - - ATSHERKGKADFLDVLL 275
G +P + WDL G E+ MKK KFDV+L + ++EHR + + G+ DF+D +L

Shjct 254 GDGVPFLKW. DL GGHEKENMKKCAKKFDVM.NEW. EEHREKKGL GSEDKVVGERDFMDAML - 313

Query 276 EECDNTNGEKLSI - TNI KAVLLNLFTAGTDTSSSI | EWALTEM KNPTI LKKAQEEMDRV ~ 334
+ E + TIKA L L GHDT++ + WA+ ++K+P +L+K +EE++
Sbjct 314 LVLKDKPI EGFDVDTI | KATTLELI LGGSDTTAGTL TWAMCLLLKHPHVLEKLKEELNTY 373

Query 335 | GRDRRLLESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al QACEVDGYYI PKDARLSVN 394
IG++R + ESDI+ L YL Al KET R +P P + PR + C+ Gr+l K RL N
Shjct 374 | GKERCVNESDI NKLVYLHAI | KETLRLYPPAPFSSPREFTEDCTI GGYH KKGTRLMPN 433

Query 395 | WAl GRDPNVWAENPL EFL PERFL SEENGKI NPGGNDFKLI PFGAGRRI CAGTRMGWLVS 454
+W1 RDP+VW +PLEF PERFLS + ++ G +F+L+PFG+GRR+CAG +G+ +V
Shjct 434 LWKI HRDPSVWPDPL EFKPERFLS- THKDVDVRGONFEL L PFGSGRRMCAGVBLGLHWH 492

Query 455 Y| LGTLVHSFDWKLPNGVAEL NVDESFGLAL QKAVPLSALVSPRLASNPYAT 506
YIL  +HSF+ P+ +++ E KAPL LVP L+ Y+
Sbjct 493 Yl LANFLHSFEI LNPSP- ES| DVTEVLEFVTTKATPLEVLVKPCLSFKCYES 543

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=Cytochrome P450 71A23

Sequence ID: Q9STLO0.1 Length: 483 Number of Matches: 1
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Range 1: 31 to 480 GenPept Graphics
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303 bits(777) 1e-96 Compositional matrix adjust. 171/465(37%) 272/465(58%) 18/465(3%)

Query 35 PGPLGWPLVGAL PLL GAMPHVAL AKLAKKYGPI MVHLKMGT CDMWVASTPESARAFLKTLD 94
PP PL+GL L PH +L L+ +YGP+M L G+ ++VAST E+AR LKT D
Sbhjct 31 PSPPRLPLI GNLHQL SQHPHRSL CYL SHRYGPLM_LHFGSVPVI VASTAEAARDVLKTHD 90

Query 95  LNFSNRPPNAGASHL AYGAQDL VFAKYGPRWKTLRKL SNLHVL GGKALDDWANVRVTELG 154
F++RP + LY ++++ A YG W ++ +S LHtL K + + +VR E+
Shjct 91  RVFASRPRSKI FEKLLYKSRNVASAPYGEYWRQVKSVSVLHLLSNKMRSFQDVRQEEI T 150

Query 155 HMLKAMCEASRCGEPVVLAEMLTYAVANM GQVI LSRRVFVTKGTESNEFKDMWWVELMIS 214
M-+ + ++S +PV L+++L+ ++ +V L R+ V GT+ FK+++ LM
Sbjct 151 LMVETI RKSS- - SKPVNLSKI LSSLTNDVI CRVALGRKYGV- - GTD- - - FKELI DRLMRQ 203

Query 215 AGYFN GDFI PSI AWWD- LQE ERGVKKLHTKFDVLLTKMVKEHRATSHERKGKADFLDY 273
GF IG ++P +AWD + GtE ++K FD LL ++V++H + K DF+DV
Shjct 204 LGTFTI GSYVPW. AW DW/SGLEARL EKTANDFDKLLERI VQDHEDGDGD- - - KTDFVDV 260

Query 274 LLE- ECONTNGEKLSI TNI KAVLLNLFTAGTDTSSSI | EWALTEM KNPTI LKKAQEEMD 332
LL + D+ G + +| KA++L+ F  GIDTSS+++EW +TE++++PT LKK QEE+
Shjct 261 LLAAQRDKSFGFDI DRLSI KAl VLDAFVGGTDTSSTLVEWEMIELLRHPTCLKKLQEEVR 320

Query 333 RVI GRDRRLLESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al QACEVDGYY! PKDARLS 392
+ ED  + YL+A+ KE RHP PL +P + Q + +IP ++
Shjct 321 TI CKGKSSVSEDDI QGVEYLKAVVKEAL RLHPPVPLM/PHQSTQDVRLRDNHI PAGTQVI 380

Query 393 VN WAI GRDPNVW ENPLEFLPERFL SEENGKI NPGGNDFKLI PFGAGRRI CAGTRMGW 451
VNHWA+GR+ W + EF PER L + + G DF+LI PFGAGRR+C G +V
Sbjct 381 VNLWAVGREAATWGPDANEFRPERHLESPS- - - DFRGQDFELI PFGAGRRMCPG SFAW 437

Query 452 LVSYI LGTLVHSFDVWKLPNGVAELNVDESFGLALQKAVPLSALVS 496
L +L  LVH FDW + E++ ESG +++ PL + S
Sbhjct 438 LNEVVLANLVHGFDWQSI DD- - ETDVAESI GSVI RRVHPLYVI PS 480
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_18314355
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_18314355
https://www.ncbi.nlm.nih.gov/protein/18314355?report=genbank&log$=protalign&blast_rank=54&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/18314355?report=graph&rid=E945S3A7016[18314355]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:569&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_18314355
https://www.ncbi.nlm.nih.gov/protein/18314355?report=genbank&log$=protalign&blast_rank=54&RID=E945S3A7016&from=18&to=543
https://www.ncbi.nlm.nih.gov/protein/18314355?report=graph&rid=E945S3A7016[18314355]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:569&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13878402
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13878402
https://www.ncbi.nlm.nih.gov/protein/13878402?report=genbank&log$=protalign&blast_rank=55&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/13878402?report=graph&rid=E945S3A7016[13878402]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=9:502&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_13878402
https://www.ncbi.nlm.nih.gov/protein/13878402?report=genbank&log$=protalign&blast_rank=55&RID=E945S3A7016&from=31&to=480
https://www.ncbi.nlm.nih.gov/protein/13878402?report=graph&rid=E945S3A7016[13878402]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=9:502&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_3929333
https://www.ncbi.nlm.nih.gov/protein/18314355?report=genbank&log$=protalign&blast_rank=54&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/13878402?report=genbank&log$=protalign&blast_rank=55&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/gene?term=13878402[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=55

NCBI Blast:Protein Sequence (506 |etters)

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=7-ethoxycoumarin O-deethylase; Short=ECOD; AltName: Full=Cytochrome P450 76B1; AltName:
Full=Phenylurea dealkylase

Sequence ID: 023976.1 Length: 490 Number of Matches: 1
Related Information
Range 1: 2 to 488 GenPept Graphics

Score Expect Method Identities Positives Gaps

303 bits(776) 2e-96 Compositional matrix adjust. 179/493(36%) 277/493(56%) 8/493(1%)

Query 7 DFVWWAAI | FLI TRFLVRSLFKKPTRPLPPGPLGAPLVGAL PLLGAMPHVALAKLAKKYGP 66
DF++ L++ L+ L + LPPGP  P++G L LLGA+PH +LAKLAK +GP
Shjct 2 DFLI I VSTLLLSYI LI WLGVGKPKNLPPGPTRLPI | GNLHLLGALPHQSLAKLAKI HGP 61

Query 67 | VHLKMGT CDMWVASTPESARAFL KTL DL NFSNRPPNAGASHLAYGAQDL VFAKYGPRWK 126
IM L++G +vV S+ +A LK DL FS R + + F W
Shjct 62 I MVSLQLGQ TTLVI SSATAAEEVL KKQDLAFSTRNVPDAVRAYNHERHSI SFLHVCTEWR 121

Query 127 TLRKLSNLHW.GGKAL DDWANVRVTEL GHMLKAMCEASRCGEPWLAEMLTYAVANM GQ 186
TLR++ + ++ +L+  ++R  ++  ++ +A+ E V + N++
Shjct 122 TLRRI VSSNI FSNSSLEAKQHLRSKKVEEL| AYCRKAALSNENVHI GRAAFRTSLNLLSN 181

Query 187 VI LSRRVFVTKGTESNEFKDMWVELMISAGYFNI GDFI PSI AWWDL QG ERGVKKLHTKF 246
| S+ + EF++++ +M + N+ D P + +D Q3 +RGM + +K
Shjct 182 Tl FSKDLTDPYEDSGKEFREVI TNl MWVDSAKTNLVDVFPVLKKI DPQGE KRGVARHFSKY 241

Query 247 DVLLTKMVKEHRATSHERKGKADFLDVLLEECDNTNGEKLSI TNI KAVLLNLFTAGTDTS 306
+ ++++E T +G D LDV L+ + N + + TNI KA+ L+LF AGIDT+
Shjct 242 LG FDQLI EERVRTGRFEQG - DVLDVCLKMMQD- NPNEFNHTNI KALFLDLFVAGTDTT 298

Query 307 SSI| EWALTEM KNPTI LKKAQEENMDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHPST 366
S | EWAHTE+++ P | + KA+EE+++VI G+ + ED+ LPYL | KE RHP +
Sbhjct 299 SI TI EWAMIELLRKPHI MSKAKEELEKVI GKGSI VKEDDVLRLPYLSCI VKEVLRLHPPS 358

Query 367 PLNLPRI Al QACEVDGYY! PKDARLSVNI WAI GRDPNVWENPL EFLPERFLSEENGKI NP 426
PL LPR + E+ GY | P + VN WAI GRDP VW-+ LEF P+RFL +++
Sbj ct 359 PLLLPRKVWTQVELSGYTI PAGTLVFVNAVWAI GRDPTVWDDSLEFKPQRFLE- - - SRLDV 415

Query 427 GGN\DFKLI PFGAGRRI CAGTRMGWLVSY! LGTLVHSFDWKLPNGVAE- - LNVDESFGLA 484
G+DF LIPFGAGRRIC G + +V  +LGHL+++FDWK+  V L+ME G
Sbhjct 416 RGHDFDLI PFGAGRRI CPGA PLATRMVPI MLGSLLNNFDVWKI DTKVPYDVLDMIEKNGTT 475

Query 485 LQKAVPLSALVSP 497
+KAPL + P
Shjct 476 | SKAKPLCWPI P 488

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=Cytochrome P450 71B4

Sequence ID: 065786.2 Length: 504 Number of Matches: 1
Related Information

Range 1: 26 to 503 GenPept Graphics

- - Gene - associated gene details
Score Expect Method Identities Positives Gaps I 9

303 bits(777) 2e-96 Compositional matrix adjust. 164/483(34%) 268/483(55%) 14/483(2%)

Query 27 KKPTRPLPPGPL GAPL VGAL PLL GAMPHVAL AKLAKKYGPI MHLKMGTCDMWVASTPESA 86
K+ + LPPGP P++GL L + H L L+KK+GP+MHL++G MWV S+ E+A
Shjct 26 KESKQNLPPGPAKLPI | GNL HQL QGL L HKCL HDL SKKHGPVMHLRLGFAPMWVI SSSEAA 85

Query 87 RAFLKTLDLNFSNRPPNAGASHL AYGAQDL VFAKYGPRWKTL RKL SNLHVL GGKALDDWA 146
LKT DL +RP + o+ +D+ F YG W LRKLS K+ +
Shjct 86 EEALKTHDLECCSRPI TMASRVFSRNGKDI GFGVYGDEWREL RKLSVREFFSVKKVQSFK 145

Query 147 NVRVTELGHMLKAMCEASRCGEPVVLAEMLTYAVANM GQVI LSRRVFVTKGTESNEFKD 206
+R E MK + E + PV L+++L A++l + + F K + K+
Shjct 146 YI REEENDLM KKLKELASKQSPVDLSKI LFGLTASI | FRTAFGQSFFDNKHVDQESI KE 205

Query 207 MVWELMISAGYFNI GDFI PS- - | AWWD- - LQGE ERGVKKLHTKFDVLLTKMWKEHRATSH 262
++ E +++ F DF P+ + W +G ++ + + D +V +H +
Shjct 206 LMFESLSNMI- FRFSDFFPTAGLKWFI GFVSGQHKRLYNVFNRVDTFFENHI VDDHHSKK- 263

Query 263 ERKGKADFLDVLLEECDNTNGE- - - KLSI TNI KAVLLNLFTAGTDTSSSI | EWALTEM K = 319
+ + D +D +L+ DN KL++ ++K VL Nt+ AG DTS+ + WA+ E+++
Shjct 264 ATQDRPDWDAI LDM DNEQQYASFKLTVDHLKGVLSNI YHAG DTSAI TLI WAMAELVR 323

Query 320 NPTI LKKAQEEMDRVI G- - RDRRLLESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al QA 377
NP ++KKAQ+E+ IG ++ R++E D+ L YL+ + KET R HP+ PL LPR +
Shjct 324 NPRVMKKAQDE! RTCl Gl KQEGRI MEEDLDKLQYLKLVWVKETLRLHPAAPLLLPRETMAD 383

Query 378 CEVDGYYI PKDARLSVNI WAl GRDPNVMENPL EFL PERFLSEENGKI NPGGNDFKLI PFG 437
++ GY IP+ L VN W GRDP WNP EF PERF+ + ++ G+ F+L+PFG
Sbjct 384 | KI QGYDI PQKRALLVNAWSI GRDPESVKNPEEFNPERF! - - - DCPVDYKGHSFELLPFG 440

Query 438 AGRRI CAGTRMGWLVSYI LGTLVHSFDWKLPNGVAELNVDESFGLALQKAVPLSALVSP 497
+GRRIC G M+ + L L++ FDW+P +++MrE+ L + K VPL L
Shjct 441 SGRRI CPG AVAI ATl ELGLLNLLYFFDWNMPEKKKDVDVEEAGDLTVDKKVPLELLPVI 500

Query 498 RLA 500
R++
Shjct 501 RIS 503
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_3929333
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_3929333
https://www.ncbi.nlm.nih.gov/protein/3929333?report=genbank&log$=protalign&blast_rank=56&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/3929333?report=graph&rid=E945S3A7016[3929333]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:512&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_3929333
https://www.ncbi.nlm.nih.gov/protein/3929333?report=genbank&log$=protalign&blast_rank=56&RID=E945S3A7016&from=2&to=488
https://www.ncbi.nlm.nih.gov/protein/3929333?report=graph&rid=E945S3A7016[3929333]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:512&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_47117815
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_47117815
https://www.ncbi.nlm.nih.gov/protein/47117815?report=genbank&log$=protalign&blast_rank=57&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/47117815?report=graph&rid=E945S3A7016[47117815]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=3:526&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_47117815
https://www.ncbi.nlm.nih.gov/protein/47117815?report=genbank&log$=protalign&blast_rank=57&RID=E945S3A7016&from=26&to=503
https://www.ncbi.nlm.nih.gov/protein/47117815?report=graph&rid=E945S3A7016[47117815]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=3:526&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915836
https://www.ncbi.nlm.nih.gov/protein/3929333?report=genbank&log$=protalign&blast_rank=56&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/47117815?report=genbank&log$=protalign&blast_rank=57&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/gene?term=47117815[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=57

NCBI Blast:Protein Sequence (506 |etters)

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=Cytochrome P450 71D7

Sequence ID: P93531.1 Length: 500 Number of Matches: 1
Related Information

Range 1: 28 to 497 GenPept Graphics

Score Expect Method Identities Positives Gaps

302 bits(774) 5e-96 Compositional matrix adjust. 163/483(34%) 269/483(55%) 28/483(5%)

Query 30  TRPLPPGPLGAPLVGALP- LLGANPHVALAKLAKKYGPI MHLKMGTCDM/VASTPESARA 88
T+ LPPGP P +G+ L G+PH L LA*KYGP+MHL++G W ++PE A+
Sbjct 28  TKKLPPGPWKLPFI GAVHHLAGGLPHRVLRDLAEKYGPLMHLQLGEVSAVWTSPEMAKQ 87

Query 89  FLKTLDLNFSNRPPNAGASHLAYGAQDLVFAKYGPRWKTLRKLSNLHMLGGKALDDWANYV 148
LKT D+ F++RP + Y +D+ F+ YG W +RK+ + +L  Kt+  ++++
Shjct 88  VLKTHDI AFASRPKLLAMDI | CYNRRDI AFSPYGDYWRQVRKI Cl MEVLSAKSVRSFSSI 147

Query 149 RVTELGHVMLKAMCEASRCGEPVVLAEM.TYANMANM - - - - | GQVI LSRRVFVTKGTESNE 203
R E+ ++ ++ CE V E+ + ++M GQv+ + VF+
Sbjct 148 RHDEVVRLI DSI QPCFTSGELVNFTERI | WFTSSMICRSAFGQVLKEQEVFI K- - - - - - - 200

Query 204 FKDWVELMISAGYFNI GDFI PSI AWWD- LQG ERGVKKLHTKFDVLLTKMVKEHRATSH 262
++ E+++ A F++ D PS ++ G ++ + H K D ++ ++KEH+

Sbjct 201 ---LIREVI SLAEGFDVADI FPSYKFLHGFGGAKQKLLNAHRKVDSI VEDVI KEHKKNLA 257
Query 263 ERK----- GKADFLDVLLEECDNTNGE- KLSI TNl KAVLLNLFTAGTDTSSSI | EMALTE 316
RK G D +D L+ ++ + + ++ N KAV+++LF AGT+TSS+ WA+ E

Sbhj ct 258 TRKSDDAI GGEDLVDALVRLMNDKSLQFPI NNDNI KAVI | DLFAAGTETSSTTTWAMAE 317

Query 317 M KNPTI LKKAQEEMDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al Q 376
MrKNP++  KAQ ++ E+D+ L YL+ + KET RH PL +PR +
Shjct 318 MKNPSVFAKAQAKVREAFRDKVTFDENDVEELKYLKLVI KETMRLHAPVPLLVPRECRE 377

Query 377 ACEVDGYY PKDARLSVNI WAI GRDPNVMENPL EFL PERFL SEENGKI NPGGNDFKLI PF 436
E++GY |P  ++ VNFWAtGRDP W+ F PERF E |+ GNtF+ +PF
Sbjct 378 ETEl NGYTI PVKTKVIMNVWAL GRDPKYWDDAESFKPERF- - - EQCSI DFI GNNFEYLPF 434

Query 437 GAGRRI CAGTRMGWLVSYI LGTLVHSFDVWKLPNGV- - AEL NNDESFGLALQ(AVPLSAL 494
GGRRICG G+ V L L++ FDWKLP G+ +L++ ES G+ + L
Sbhj ct 435 GGGRRI CPGA SFGLANVYLPLAQLL YHFDVWKLPTGVEPKDLDLTESAG TAARKGDLYLI 494

Query 495 VSP 497
+P
Shjct 495 ATP 497

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Cytochrome P450 98A3; AltName: Full=Protein REDUCED EPIDERMAL FLUORESCENCE 8; AltName:
Full=p-coumaroylshikimate/quinate 3'-hydrolxylase; Short=C3'H
Sequence ID: 022203.1 Length: 508 Number of Matches: 1

Related Information

Range 1: 8 to 501 GenPept Graphics

- - Gene - associated gene details
Score Expect Method Identities Positives Gaps I 9

302 bits(773) 8e-96 Compositional matrix adjust. 179/507(35%) 274/507(54%) 25/507(4%)

Query 10  VAAI | FLI TRFLVRSLFKKPTRPLPPGPLGAPLVGAL PLL GAMPHVALAKLAKKYGPI MH 69
VAl +++ L++ L K PPGP P+VG L + + + A+ YGPI +
Sbjct 8 VATl AAWSYKLI QRLRYK- - - - FPPGPSPKPI VGNLYDI KPVRFRCYYEWAQSYGPI | S 63

Query 70 LKMGTCDMWVASTPESARAFL KTL DLNFSNRPPNAGASHLAYGAQDL VFAKYGPRVWKTLR 129
+ +G+ W S+ EA+ LK D ++R N + QDL++A YGP + +R
Shjct 64 VW GSI LNVWWSSAEL AKEVL KEHDQKL ADRHRNRSTEAFSRNGQDL I WADYGPHYVKVR 123

Query 130  KLSNLHVLGGKAL DDWANVRVTEL GHVL KAMCEASRCGEP- - - - - - WLAEMLTYAVANM 183
K+ L+ KL+ +RE+  Mr+++ cC P + L+ L N
Sbjct 124 KVCTLELFTPKRLESLRPI REDEVTAMVESVFRD- - CNLPENRAKGLQLRKYLGAVAFNN 181

Query 184 | GQVI LSRRVFVTKGT- - - ESNEFKDMVWWELMI'SAGYFNI GDFI PSI AWKDLQG ERGWK 240
| ++ +R +G + EFK +V  + +H o+ P+ W E+
Shjct 182 | TRLAFGKRFMNAEGVVDEQGLEFKAI VSNGLKLGASLSI AEHI PW.RWW FPADEKAFA 240

Query 241 KLHTKFDVLLTKMVKEHRATSHERKG KADFLDVLLEECDNTNGEKLSI TNI KAVLLNLF 299
+ + DL +++EH + GK F+D LL D + LS I +L ++
Shjct 241 EHGARRDRLTRAI MEEHTLARQKSSGAKQHFVDALLTLKDQYD- - - LSEDTI | GLLWDM 297

Query 300 TAGIDTSSSI | EWALTEM KNPTI LKKAQEEVDRVI GRDRRLLESDI SSLPYLQAI AKET 359
TAG DT++ EWA+ EM KNP + +K QEE DRV+G DR L E+D S LPYLQ + KE+
Shjct 298 TAGWDTTAI TAEWAVAEM KNPRVQOKVQEEFDRVVGLDRI LTEADFSRLPYLQCVVKES 357

Query 360 YRKHPSTPLNLPRI Al QACEVDGYY! PKDARLSVNI WAI GRDPNVWENPLEFLPERFLSE 419
+R HP TPL LP + ++ GY I PK + + VN#WA+ RDP VWHNP EF PERFL E
Shjct 358 FRLHPPTPLM.PHRSNADVKI GGYDI PKGSNVHVNVWAVARDPAVWKNPFEFRPERFLEE 417

Query 420 ENGKI NPGGNDFKLI PFGAGRRI CAGTRMGWLVSYI LGTLVHSFDWKLPNGV- - AELNM 477
+  ++ G+DF+L+PFGAGRR+C G ++G+ LV+ ++ L+HF W P G E++M
Sbjct 418 D--- VDMKGHDFRLLPFGAGRRVCPGAQLG NLVTSMVBHLLHHFVWIPPQGTKPEEI DM 474

Query 478 DESFGLALQKAVPLSALVSPRLASNPY 504
E+ G P+ A+ +PRL S+ Y
Sbjct 475 SENPGLVTYNRTPVQAVATPRLPSDLY 501
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915836
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915836
https://www.ncbi.nlm.nih.gov/protein/5915836?report=genbank&log$=protalign&blast_rank=58&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915836?report=graph&rid=E945S3A7016[5915836]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=5:520&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_5915836
https://www.ncbi.nlm.nih.gov/protein/5915836?report=genbank&log$=protalign&blast_rank=58&RID=E945S3A7016&from=28&to=497
https://www.ncbi.nlm.nih.gov/protein/5915836?report=graph&rid=E945S3A7016[5915836]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=5:520&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915859
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915859
https://www.ncbi.nlm.nih.gov/protein/5915859?report=genbank&log$=protalign&blast_rank=59&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915859?report=graph&rid=E945S3A7016[5915859]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:525&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_5915859
https://www.ncbi.nlm.nih.gov/protein/5915859?report=genbank&log$=protalign&blast_rank=59&RID=E945S3A7016&from=8&to=501
https://www.ncbi.nlm.nih.gov/protein/5915859?report=graph&rid=E945S3A7016[5915859]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:525&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75293566
https://www.ncbi.nlm.nih.gov/protein/5915836?report=genbank&log$=protalign&blast_rank=58&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915859?report=genbank&log$=protalign&blast_rank=59&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/gene?term=5915859[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=59

NCBI Blast:Protein Sequence (506 |etters)

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=2-methylbutanal oxime monooxygenase; AltName: Full=Cytochrome P450 71E7

Sequence ID: Q6XQ14.1 Length: 511 Number of Matches: 1
Related Information
Range 1: 43 to 479 GenPept Graphics

Score Expect Method Identities Positives Gaps

301 bits(771) 2e-95 Compositional matrix adjust. 156/447(35%) 259/447(57%) 18/447(4%)

Query 33 LPPGPL GAPLVGAL PLL GAMPHVAL AKLAKKYGPI MHLKMGTCDWVASTPESARAFLKT 92
LPPGP PL+G L LG P+V  K+AKKYGP+MHL++G C W S+ E+++ +K
Sbhjct 43 LPPGPRQLPLI GNLHQL GEQPYVDFVKMAKKYGPVMYLQLGRCPTVWLSSTETSKELMKD 102

Query 93 L DL NFSNRPPNAGASHL AYGAQDL VFAKYGPRWKTL RKL SNLHML GGKALDDWANVRVTE 152
D+ +RP + G L+Y D+ F+ Y W +RKL +L o+ + o+ R +
Sbjct 103 RDVECCSRPLSVGPGQLSYNFLDVAFSPYSDYWREVRKLFI FELLSVRRVQTFWYAREEQ 162

Query 153 LGHWMLKAMCEASRCGEPVVLAEMLTYAMANM GQVI LSRRVFVTKGTESNEFKDWVELM 212
+ M+ + A PV L E + M +I G+ R + + EF+D V+++
Shjct 163 NMDKM EI LDGAY- - PNPVNLTEKVFNWVDG | GTI AFGRTTYAQQ- - - - - EFRDGFVKVL 215

Query 213 TSA----GYFN GDFI PSI A- WD- LQE ERGWKKLHTKFDVLLTKMVKEHRATSHERKG 266
+ F+ +F P+ ++DL G ++ T D K++++H + 4+
Sbjct 216 AATMDM.DNFHAENFFPVVCRFI DSLTGALAKRQRTFTDVDRYFEKVI EQHLDPNRPKPE 275

Query 267 KADFLDVLLEEC- DNTNGEKLSI TNl KAVLLNLFTAGTDTSSSI | EWALTEM KNPTI LK 325
D +DVL+ D + K++ ++KA+L+N+F G DTS+ | WA +E++KNP ++K
Shjct 276 TEDI VDVLI GLMKDESTSFKI TKDHVKAI LMNVFVGE DTSAVTI TWAFSELLKNPKLMK 335

Query 326 KAQEENMDRVI GRDRRLLE- SDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al QACEVDGYY 384
KAQEE+ R +G ++R +E  ++ + Y+ | KET+RKHP PL +P +++ C++ GY
Sbhj ct 336 KAQEEVRRAVGPNKRRVEGKEVEKI KYI DCl VKETFRKHPPVPLLVPHFSMKHCKI GGYD 395

Query 385 | PKDARLSVNI WAI GRDPNVWENPL EFL PERFL SEENGKI NPGGNDFKLI PFGAGRRI CA 444
| + VN WA+G+DP +WENP E+ P+RF+ N +++ G+DF+L+PFGAGRRI C
Sbjct 396 | LPGTTI YVNAWAMGKDPTI WVENPEEYNPDRFM - - NSEVDFRGSDFELVPFGAGRRI CP 452

Query 445 GITRMGAWLVSYI LGTLVHSFDWKLPNG 471
G M VYL L++ +D+++P G
Shjct 453 GLAMGITAVKYI LSNLLYGADYEMPRG 479

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Cytochrome P450 71B2
Sequence ID: O65788.2 Length: 502 Number of Matches: 1

Related Information

Range 1: 1 to 495 GenPept Graphics

= . - associated gene details
Score Expect Method Identities Positives Gaps Gene 9

301 bits(770) 2e-95 Compositional matrix adjust. 166/505(33%) 285/505(56%) 23/505(4%)

Query 1 MAILVIDFWAAI | FLI TRFLVRSLFKKPTRPLPPGPLGWPLVGALPLLGAMPHVALAKL 60
MIL+ F+V+ + + + FL ++ K LPPP P++GL L +PH KL
Sbjct 1 MIILLCFFLVSLLTI VSSI FLKQN- - KTSKFNLPPSPSSLPI | GNLHHLAGLPHRCFHKL 58

Query 61 AKKYGPI MHLKMGT CDMVVASTPESARAFL KTL DL NFSNRPPNAGASHLAYGAQDL VFAK 120
+ KYGP++ L++G+ +W S+ E+A A LKT DL +RP G+ L+YG +D+ FA
Shjct 59 S| KYGPLVFLRLGSVPVVWVI SSSEAAEAVLKTNDLECCSRPKTVGSGKLSYGFKDI TFAP 118

Query 121 YGPRWKTLRKLSNLHWL.GGKAL DDWANVRVTEL GHMLKAMCEASRCGEPVWLAEMLTYAM 180
YG W +RKL+ + + K+ + +R E+ ++K + E++ PV L++
Shjct 119 YGEYWREVRKLAVI ELFSSKKVQSFRYI REEEVDFVVKKVSESALKQSPVDLSKTFFSLT 178

Query 181 ANM GQVI LSRRVFVTKG - TESNEFKDMVELMISAGYFNI GDFI PS- - - - - I AWDLQ 233
Attl +V L + F G ++ +++VE + GF DF P + W+
Sbjct 179 ASI | CRVALGQN- FNESGFVI DQDRI EELVTESAEAL GTFTFSDFFPGGLGRFVDW.FQR 237

Query 234 G ERGWKKLHTKFDVLLTKMVKEHRATSHERKGKADFLDVLLEECD- - - NTNGEKLSI TN 290
+ + K+ + D ++ +H E+ D+ ++tL+ D +++ KL++ N
Shjct 238 - - HKKI NKVFKELDAFYQHVI DDH- - LKPEGRKNQDI VTLI LDM DKQEDSDSFKLNVDN 293

Query 291 | KAVLLNLFTAGTDTSSSI | EWALTEM KNPTI LKKAQEEMDRVI G RDRRLLESDI SSL 349
+KA+++++F AG DTS+ + WAHTE+ +NP ++KKAQE + +G + R+ E D+ +
Sbjct 294 LKAl VMDVFLAG DTSAVTM WAMTELI RNPRVMKKAQES! RTTLGLKKER| TEEDLGKV 353

Query 350 PYLQAI AKETYRKHPSTPLNLPRI Al QACEVDGYY! PKDARLSVNI WAl GROPNVVENPL 409
YL | KET+R HP+ P +PR_+ ++ GY IP_ ++ +NtWIGRDP W +P
Sbjct 354 EYLNH LKETFRLHPALPFVWPRETMSH KI QGYDI PPKTQ QLNVWIT GRDPKRWNDPE 413

Query 410 EFLPERFLSEENGKI NPGGNDFKLI PFGAGRRI CAGTRMGWLVSYI LGTLVHSFDVKLP 469
EF PERF N ++ G F L+PFGtGRRIC G M+ V L L++ FDW+P
Sbhj ct 414 EFNPERF- - - ANSSVDFRGOHFDLLPFGSGRRI CPGVPVAI ASVELALMNLLYYFDWSMP - 470

Query 470 NGV- - AELNVDESFGLALQKAVPLS 492
+G +++MHE+  +++ K +PL
Sbhjct 471 DGTKGEDI DVEEAGNI SI VKKI PLQ 495

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Cytochrome P450 71A9; AltName: Full=Cytochrome P450 CP1
Sequence ID: 081970.1 Length: 499 Number of Matches: 1

Related Information
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75293566
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75293566
https://www.ncbi.nlm.nih.gov/protein/75293566?report=genbank&log$=protalign&blast_rank=60&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/75293566?report=graph&rid=E945S3A7016[75293566]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=22:500&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_75293566
https://www.ncbi.nlm.nih.gov/protein/75293566?report=genbank&log$=protalign&blast_rank=60&RID=E945S3A7016&from=43&to=479
https://www.ncbi.nlm.nih.gov/protein/75293566?report=graph&rid=E945S3A7016[75293566]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=22:500&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_38503391
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_38503391
https://www.ncbi.nlm.nih.gov/protein/38503391?report=genbank&log$=protalign&blast_rank=61&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/38503391?report=graph&rid=E945S3A7016[38503391]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:519&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_38503391
https://www.ncbi.nlm.nih.gov/protein/38503391?report=genbank&log$=protalign&blast_rank=61&RID=E945S3A7016&from=1&to=495
https://www.ncbi.nlm.nih.gov/protein/38503391?report=graph&rid=E945S3A7016[38503391]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:519&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915816
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915816
https://www.ncbi.nlm.nih.gov/protein/5915816?report=genbank&log$=protalign&blast_rank=62&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915816?report=graph&rid=E945S3A7016[5915816]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:519&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_5915816
https://www.ncbi.nlm.nih.gov/protein/75293566?report=genbank&log$=protalign&blast_rank=60&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/38503391?report=genbank&log$=protalign&blast_rank=61&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915816?report=genbank&log$=protalign&blast_rank=62&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/gene?term=38503391[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=61

NCBI Blast:Protein Sequence (506 |etters)

Score

Range 1: 22 to 496 GenPept Graphics

Expect Method Identities Positives

Gene - associated gene details
Gaps

301 bits(770) 2e-95 Compositional matrix adjust. 175/484(36%) 272/484(56%) 21/484(4%)

Score

Range 1: 26 to 478 GenPept Graphics

Expect Method Identities Positives

Query 26 FKKPT- - - - RPLPPGPLGWPL VGAL PLL GAMPHVALAKLAKKYGPI VHLKMGTCDWVAS 81
+KPT R LPPGP P+GL LG +PH +L L+ K+GP+M L++G+ +V S

Shjct 22 LRKPTAEKRRLLPPGPRKLPFI GNLHQL GTLPHQSLQYLSNKHGPLMFLQLGSI PTLWS 81

Query 82 TPESARAFLKTLDLNFSNRPPNAGASHL AYGAQDL VFAKYGPRWKTLRKLSNLHMLGGKA 141
+ E AR K D FS RP A+ L YG+ + FAYG W +RK+ L +L K

Shjct 82 SAEMAREI FKNHDSVFSGRPSL YAANRL GYGST- VSFAPYGEYWREMRKI M LELLSPKR 140

Query 142 LDDWANVRVTEL GHVLKAMCEASRCGEPVVLAEMLTYAMANM GQVI LSRRVFVTKGTES 201
+ + VR E+ +L+ + + PV L+E+ N++ ++ L +R + ++

Shjct 141 VQSFEAVRFEEVKLLLQTI ALSH- - - GPVNLSELTLSLTNNI VCRI ALGKRN- RSGADDA 196

Query 202 NEFKDWVELMISAGYFNI GDFI PSI AWWD- LQG ERGVKKLHTKFDVLLTKMVKEHRA- 259
N+ +M+ E GF DF P + W+ GtE ++K+ + D +++KEH A

Shjct 197 NKVSEM.KETQAM.GGFFPVDFFPRLGALNKFSGLENRLEKI FREVMDNFYDQVI KEHI AD 256

Query 260 TSHERKG - KADFLDVLLEECDNTNGEKLSI TN- - | KAVLLNLFTAGTDTSSSI | EWALT 315

SERG D +DVLL + N+ ++I T+ | K VL+++F AGIDT+S+ | W ++

Shjct 257 NSSERSGAEHEDVVDVLLRVQKDPN- QAI Al TDDQ KGVLVDI FVAGTDTASATI | WMS 315

Query 316 EM KNPTI LKKAQEENVDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al 375
E+l +NP  +K+AQEE+ ++ + ED+tS L Y++++ KE R HP PL +PR

Shjct 316 ELI RNPKAVKRAQEEVRDLVTGKEMVEEI DLSKLLYI KSVWKEVLRLHPPAPLLVPREI T 375

Query 376 QACEVDGYY! PKDARLSVNI WAl GRDPNVWENPL EFL PERFL SEENGKI NPGGNDFKLI P 435
+ C+ G+ IP R+ VN +I DP WENP EFLPERFL I+ G F+++P

Shjct 376 ENCTI KGFEI PAKTRVLVNAKSI AMDPCCVWENPNEFLPERFLV- - - SPI DFKGQHFEMLP 432

Query 436 FGAGRRI CAGTRMGWLVSYI LGTLVHSFDWKLP- - NGVAELNVDESFGLALQKAVPLSA 493
FGGRR C G M +V L L+ FDWLP G+ +L+MtE+ G+ + K L

Shjct 433 FGVGRRGCPGVNFAMPVVELALANLLFRFDWELPLGLG QDLDVEEAI Gl TI HKKAHLW. 492

Query 494 LVSP 497

+P
Shjct 493 KATP 496
Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Tabersonine 16-hydroxylase; AltName: Full=Cytochrome P450 71D12
Sequence ID: P98183.1 Length: 495 Number of Matches: 1

Related Information

Gaps

299 bits(765) 1e-94 Compositional matrix adjust. 173/465(37%) 272/465(58%) 22/465(4%)

Query

8

FVAAI | FLI TRFLVRSLFKKPTRPLPPGPL GAPLVGAL PLL GAMPHVAL AKL AKKYGPI

NCBI Blast_Protein Sequence (506 letters) blue.html[5/04/2017 4:41:54 PM]

Query 33 LPPGPLGWPLVG ALPLLGAMPHVALAKLAKKYGPI MHLKMGTCDMWASTPESARAFLK 91

LPPGP P++GA L G H L LAKKYGP+MHLK+G +VAS+P+ A +
Shjct 26 LPPGPPQ Pl LGNAHQL SGGHTHHI LRDLAKKYGPLMHLKI GEVSTI VASSPQ AEEI FR 85
Query 92 TLDLNFSNRPPNAGASHL - AYGAQDL VFAKYGPRWKTLRKLSNLHVLGGKALDDWANVRY 150

T D+t F++RP N + + +Y DtV + YG W LRK+S + +L K++ + ++R
Shjct 86 THDI LFADRPSNLESFKI VSYDFSDWVSPYGNYWRQLRKI SMVELLSQKSVQSFRSI RE 145
Query 151 TELGHMLKAMCEASRCGEPVWLAEM.TYAMANM GQVI LSRRVFVTKGTESNEFKDWVE 210

E+ + +K++ S+ G + L++ ++ + I +R F K + EF ++ +

Sbjct 146 EEVLNFI KSI - - GSKEGTRI NLSKEI SLLI YG - - - - | TTRAAFGEKNKNTEEFI RLLDQ 198
Query 211 LMISAGYFN GDFI PSI AWWDLQG ER- GVKKLHTKFDVLLTKMWKEHRA:- - - - - - TSHE 263

L + Nl D PS+ ++ L +  ++K+H +FDV++  ++K H+ +
Shjct 199 LTKAVAEPNI ADMFPSLKFLQLI STSKYKI EKI HKQFDVI VETI LKGHKEKI NKPLSQEN 258
Query 264 RKGKADFLDVLLEECDNTNGEK- LS| TNl KAVLLNLFTAGTDTSSSI | EWALTEM KNPT 322

+ K D +DVLL + E L NI KA++ N+F+AGT+TSS+ ++WA+ EM KNPT

Sbj ct 259 GEKKEDLVDVLLNI QRRNDFEAPLGDKNI KAI | FNI FSAGTETSSTTVDWAMCEM KNPT 318
Query 323 | LKKAQEENDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al QACEVDG 382

++KKAQEE+ +V  + + E+ + L YLQA+ KET RHP PL LPR + C++ G
Shjct 319 VMKKAQEEVRKVFNEEGNVDETKLHQLKYLQAVI KETLRLHPPVPLLLPRECREQCKI KG 378
Query 383 YYI PKDARLSVNI WAI GRDPNVWENPL EFL PERFL SEENGKI NPGGNDFKLI PFGAGRRI 442

Y IP +R+ VN WAIGRDPN W P +F P+RFL K++ GN F+ +PFG GRRI
Shjct 379 YTl PSKSRVI VNAWAI GRDPNYW EPEKFNPDRFLE- - - SKVDFKGNSFEYLPFGGGRRI 435
Query 443 CAGTRMGWLVSYI LGTLVHSFDWKLPNGVAELNVDESFGLALQK 487

CG + o+ L L+ FDW + +LNM ES G+ +++
Shjct 436 CPG TFALANI ELPLAQLLFHFDWQ - SNTEKLNMKESRGVTVRR 478

Download GenPept Graphics Next  Previous  Descriptions
RecName: Full=Cytochrome P450 71B14
Sequence ID: P58051.1 Length: 496 Number of Matches: 1
Related Information

Range 1: 5 to 489 GenPept Graphics . "
Score Expect Method Identities Positives Gaps Gene - associated gene details

298 bits(764) 1e-94 Compositional matrix adjust. 170/494(34%) 272/494(55%) 16/494(3%)

67



https://www.ncbi.nlm.nih.gov/protein/5915816?report=genbank&log$=protalign&blast_rank=62&RID=E945S3A7016&from=22&to=496
https://www.ncbi.nlm.nih.gov/protein/5915816?report=graph&rid=E945S3A7016[5915816]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:519&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75280114
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75280114
https://www.ncbi.nlm.nih.gov/protein/75280114?report=genbank&log$=protalign&blast_rank=63&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/75280114?report=graph&rid=E945S3A7016[75280114]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=4:500&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_75280114
https://www.ncbi.nlm.nih.gov/protein/75280114?report=genbank&log$=protalign&blast_rank=63&RID=E945S3A7016&from=26&to=478
https://www.ncbi.nlm.nih.gov/protein/75280114?report=graph&rid=E945S3A7016[75280114]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=4:500&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13878372
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13878372
https://www.ncbi.nlm.nih.gov/protein/13878372?report=genbank&log$=protalign&blast_rank=64&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/13878372?report=graph&rid=E945S3A7016[13878372]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:513&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_13878372
https://www.ncbi.nlm.nih.gov/protein/13878372?report=genbank&log$=protalign&blast_rank=64&RID=E945S3A7016&from=5&to=489
https://www.ncbi.nlm.nih.gov/protein/13878372?report=graph&rid=E945S3A7016[13878372]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:513&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/75280114?report=genbank&log$=protalign&blast_rank=63&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/13878372?report=genbank&log$=protalign&blast_rank=64&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/gene?term=5915816[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=62
https://www.ncbi.nlm.nih.gov/gene?term=13878372[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=64

NCBI Blast:Protein Sequence (506 |etters)

F+V A F ++ + + LPPGP  P++G L LG+ P +L KL++KYG +
Sbjct 5 FI VGASFFFAFI LI AKDT- RTTKKNLPPGPPRLPI | GNLHQLGSKPQRSLFKLSEKYGSL 63

Query 68 VHLKMGTCDWVASTPESARAFL KTL DL NFSNRPPNAGASHL AYGAQDL VFAKYGPRVWKT 127
M LK G WASTPE+ + LKT D +RP ++Y DLF+Y W
Shjct 64 VBLKFGNVSAVWASTPETVKDVLKTFDAECCSRPYMI YPARVTYNFNDLAFSPYSKYWRE 123

Query 128 LRKLSNLHWLGGKALDDWANVRVTEL GHMLKAMCEASRCGEPVVLAEMLTYAVANM GQV 187
+RK++ + + K+ + NVR E+ + o+ + + +V + + L ++ +V
Sbhjct 124 VRKMIVI ELYTAKRVKSFQNVRQEEVASFVDFI KQHASL EKTVNVKQKLVKLSGSVI CKV 183

Query 188 | LSRRVFVTKGTESNEFKDWVELMISAGYFNI GDFI PSI AWM - DLQG ERGVKKLHTK 245
+ +K +N +++++ M GF D+t P + + G+ +K+  +
Sbjct 184 GFG SLEWSK- - LANTYEEVI QGTMEVVGRFAAADYFPI | GRI | DRI TGLHSKCEKVFKE 241

Query 246 FDVLLTKMVKEHRATSHERKGKADFLDVLL- - EECDNTNGE- KLSI TNI KAVLLNLFTAG 302
D + +K H  ++ K D+ +LL E+ + CE +L+ + K +LLN+ AG
Shjct 242 NMDSFFDQSI KHHLEDTN- - - | KDDI | GLLLKVEKGETGLGEFQLTRNHTKG LLNVLI AG 298

Query 303 TDTSSSI | EMALTEM KNPTI LKKAQEENVDRVI GRDRRLLESDI SSLPYLQAI AKETYRK 362
DTS + W+T +l KNP ++KKAQ E+ VI + ED L YL+ + KET R
Sbhj ct 299 VDTSGHTVTWNMIHLI KNPRVIVKKAQAEVREVI KNKDDI TEEDI ERLEYLKWI KETLRI 358

Query 363 HPSTPLNLPRI Al QACEVDGYY! PKDARLSVNI WAI GRDPNVVENPLEFL PERFLSEENG 422
+P PL +PR A + ++ GY IPK  + VNIWA+ RFPNVWHP F+PERF+ E
Sbjct 359 NPLVPLLI PREASKYI KI GGYDI PKKTW YVNI WAVQRNPNVWKDPEVFI PERFMHSE- - 416

Query 423  KI NPGGNDFKLI PFGAGRRI CAGTRMGWLVSY! LGTLVHSFDVKLPNG - VAELNVDES 480
I+ G DF+L+PFGFGRRFC G +GM LV L L++ FDWKLP G + +++++ES
Sbjct 417 - | DYKGVDFELLPFGSGRRVMCPGMGLGVALVHLTLI NLLYRFDWKLPEGVNI EDVDLEES 475

Query 481 FGLALQKAVPLSAL 494
+GL K VWPL +
Sbjct 476 YGLVCPKKVPLQLI 489

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Cytochrome P450 71B19
Sequence ID: Q9LTM4.1 Length: 502 Number of Matches: 1

Related Information

Range 1: 1 to 494 GenPept Graphics

= . - associated gene details
Score Expect Method Identities Positives Gaps Gene 9

298 bits(763) 2e-94 Compositional matrix adjust. 167/499(33%) 277/499(55%) 16/499(3%)

Query 4  LVIDFWAAI | FLI TRFLVRSLFKKPTRPLPPGPLGAPLVGAL PLLGAMPHVALAKLAKK 63
+  F+ o+l 4+ Kt LPP P +P++G L +G +PH +L LA++
Sbjct 1 MAI SFLCVFLI TFVSLI FFAKKI KRSKWKNLPPSPPKFPVI GNLHQI GELPHRSLQHLAER 60

Query 64 YGPI MHLKMGT CDWVASTPESARAFLKTL DL NFSNRPPNAGASHL AYGAQDLVFAKYGP 123
YGP+ML G + V S+ E+A L+T DL+ +RP G L+ +D+ F YG
Shjct 61 YGPVM.LHFGFVPI TVVSSREAAEEVL RTHDL DCCSRPKLVGTRLLSRDFKDI GFTPYGN 120

Query 124 RWKTLRKLSNLHW.GGKAL DDWANVRVTEL GHMLKAMCEASRCGEPVWLAEM_TYAVANM 183
W RK+ + K+ + ++tR E  ++K + E++ PV L++ L + A++
Shjct 121 EWKARRKFALRELFCLKKVQSFRHI REEECNFLVKQLSESAVDRSPVDLSKSLFW.TASI 180

Query 184 | GQVI LSRRVFVTKGTESNEFKDMWVELMISAGYFNI GDFI P- - SI AWWD- - LQG ERGM 239
+ +V L + + + ++++VE T+ F DFP + W G + +
Shjct 181 LFRVALGONFHESDFI DKEKI EELVFEAETALASFTCSDFFPVAGLGALVDWFSGQHKRL 240

Query 240 KKLHTKFDVLLTKM/KEH- - - - RATSHERKGKADFLDVLLEECDNTNGEKLSI TNI KAVL 295
+ KDL +++H Rt HE  + LDV ++ ++++ E L+l +IK L
Sbjct 241 NDVFYKLDALFQHVI DDHLNPGRSKEHEDI | DS- M_DVI HKQGEDSSLE- LTI DHI KGFL 298

Query 296 LNLFTAGTDTSSSI | EWALTEM KNPTI LKKAQEENDRVI GRDR- RLLESDI SSLPYLQA 354
N+F AG DT + + WA+TE++KNP ++KK Q ++  +G ++ R+ E DI _ +PYL+
Sbjct 299 AN FLAG DTGAI TM WAVTELVKNPKLI KKVQGDI REQLGSNKERI TEEDI EKVPYLKM 358

Query 355 | AKETYRKHPSTPLNLPRI Al QACEVDGYY! PKDARLSVNI WAl GRDPNVWENPLEFLPE 414
+ KET+R HP+ PL LPR + +V GY IP R+ VN+ Al GRDP +W NP EF PE
Sbhjct 359 VI KETFRLHPAAPLI LPRETMAHI KVQGYDI PPKRRI LVNVSAI GRDPKLWINPKEFDPE 418

Query 415 RFLSEENGKI NPGGNDFKLI PFGAGRRI CAGTRVGWLVSY! LGTLVHSFDVKLPNGVAE 474
RF+ + ++ G ++L+PFGGGRRRIC G Me+ VL L++ FDVWKLP+G+
Sbhjct 419 RFM - - DSFVDYRGQHYELLPFGSGRRI CPGWPMG AAVELGLLNLLYFFDVWKLPDGMIH 475

Query 475 LNVD-- ESFGLALQKAVPL 491
++D E+ L + K VPL
Sbhjct 476 KDI DTEEAGTLTI VKKVPL 494

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Cytochrome P450 71A22
Sequence ID: Q9STL1.1 Length: 490 Number of Matches: 1

Related Information

Range 1: 33 to 487 GenPept Graphics . .
Gene - associated gene details

Score Expect Method Identities Positives Gaps

298 bits(762) 2e-94 Compositional matrix adjust. 165/468(35%) 266/468(56%) 18/468(3%)

Query 34 PPGPL GA\PLVGAL PLL GAMPHVAL AKL AKKYGPI MHLKMGTCDMWASTPESARAFLKTL 93
P P PL+G L LG PH +L L+ +YGP+M L+ G ++V S+ + AR LKT
Shjct 33 PASPPRLPLI GNLHQLGRHPHRSL CSL SNRYGPLM_LRFGLVPVLVWSSADVARDI LKTY 92
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13878387
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13878387
https://www.ncbi.nlm.nih.gov/protein/13878387?report=genbank&log$=protalign&blast_rank=65&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/13878387?report=graph&rid=E945S3A7016[13878387]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:518&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_13878387
https://www.ncbi.nlm.nih.gov/protein/13878387?report=genbank&log$=protalign&blast_rank=65&RID=E945S3A7016&from=1&to=494
https://www.ncbi.nlm.nih.gov/protein/13878387?report=graph&rid=E945S3A7016[13878387]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:518&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13878403
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13878403
https://www.ncbi.nlm.nih.gov/protein/13878403?report=genbank&log$=protalign&blast_rank=66&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/13878403?report=graph&rid=E945S3A7016[13878403]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=11:509&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_13878403
https://www.ncbi.nlm.nih.gov/protein/13878403?report=genbank&log$=protalign&blast_rank=66&RID=E945S3A7016&from=33&to=487
https://www.ncbi.nlm.nih.gov/protein/13878403?report=graph&rid=E945S3A7016[13878403]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=11:509&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/13878387?report=genbank&log$=protalign&blast_rank=65&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/13878403?report=genbank&log$=protalign&blast_rank=66&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/gene?term=13878387[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=65
https://www.ncbi.nlm.nih.gov/gene?term=13878403[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=66

NCBI Blast:Protein Sequence (506 |etters)

Query 94 DL NFSNRPPNAGASHL AYGAQDL VFAKYGPRWKTL RKLSNLHML GGKALDDWANVRVTEL 153
D F++RP + + Y AD+r AYG W ++ + LHL K+ + NVR E+
Shjct 93 DRVFASRPRSKI FEKI FYEARDVALAPYGEYWRQVKSVCVLHLLTNKMWRSFRNVRQEEI 152

Query 154 GHMLKAMCEASRCGEPVVLAEM.TYAVANM GQVI LSRRVFVTKGTESNEFKDMWELMI 213
M+ + ++S V L+E+L ++ +V L R K ++ +FK+++ L
Sbhjct 153 SLMVEKI QKSSSL- - QUNLSELLGSLTNDVI SRVALGR- - - - - KYSDETDFKELMKRLTK 205

Query 214 SAGYFNI GDFI PSI AWWD- LQG ERGVKKLHTKFDVLLTKMKEHRATSHERKGKADFLD 272
G F +G ++P +AWD + G++ +KK D L K+V++H +R DF+D
Sbhjct 206 LLGEFCVGTYVPW.AW DW SGLDGQLKKTGNDL DEFL EKVVQDHEDGDAQR- - - TDFVD 262

Query 273 VLLE- ECONTNGEKLSI TNI KAVLLNLFTAGTDTSSSI | EWALTEM KNPTI LKKAQEEM 331
VLL + + + G ++  +| KA++L++ GIDIS +++EWA+TE++ P L + QEE+
Sbjct 263 VLLRI QREKSVGFEI DRLSI KA | LDVWVGGTDTSYALMEWAMTEL LHRPECLNRLQEEV ~ 322

Query 332 DRVI GRDRRLLESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al QACEVDGYY! PKDARL 391
+ + +ED + YL+tAr KETRHP PL +P + Q + Y+HIP ++
Sbjct 323 RTI CKGNSSVSEDDI KDMNYLKAVI KETMRLHPPLPLM/PHESTQDVRLGDYH PAGTQV 382

Query 392  SVNI WAI GRDPNVVENPLE- FL PERFL SEENGKI NPGGNDFKL I PFGAGRRI CAGTRMGM - 450
+N VAIGR+ W E F PER L N ++ G++F+LI PFGAGRRI C +
Shj ct 383 M NAWAI GREAATWGPDAEKFRPERHL - - - NSSVDFRGHNFEL I PFGAGRRI CPAI SFAV 439

Query 451 VLVSYI LGTLVHSFDWKLPNGVAE- - LNVMDESFGLALQKAVPLSALVS 496
+L+ L LVH +DWLP E N+ ES G+ + + PL A+VS
Sbhj ct 440 | LI EVTLANLVHRYDWRLPEEYI EDQTNVAESTGWI HRLFPLYAI VS 487

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Cytochrome P450 82C2
Sequence ID: 049394.2 Length: 523 Number of Matches: 1

Related Information

Range 1: 5 to 522 GenPept Graphics . .
Gene - associated gene details

Score Expect Method Identities Positives Gaps

298 bits(764) 3e-94 Compositional matrix adjust. 178/521(34%) 278/521(53%) 23/521(4%)

Query 4 LVTDFWAAI | FLI TRFLVRSLFKKPTRPLPPGPLGAPLVGALPLLGAMPHV- - - ALAKL 60
L + FV + I F K PPG W++GL LL + L K+
Shjct 5 LFSLFVPI LVFVFI ALFKKSKKPKHVKAPAPSG- - AWPI | GHLHLLSCKEQLLYRTLGKM 62

Query 61 AKKYGPI MHLKMGT CDMWVASTPESARAFL KTL DL NFSNRPPNAGASHLAYGAQDLVFAK 120
A +YGP M L++G+ + V S+ E A+ D ++RP A AH+Y FA
Shjct 63 ADQYGPANVSLRLGSSETFVWSSFEVAKDCFTVNDKALASRPI TAAAKHVGYDCAVFGFAP 122

Query 121 YGPRVKTLRKLSNLHWLGGKAL DDWANVRVTEL GHMLKAMCE- - ASRCG- EPW- - LAEM 175
Y W +RK++ L +L + L +VRV+E+  +++ + + G EPV+ L
Shjct 123 YSAFWREMRKI ATLELLSNRRLOVLKHVRVSEI SMWMQDL YSLVWKKGGSEPVMVDLKSW 182

Query 176 LTYAVANM GQVI LSRRVF- - - - - - VTKGTESNEFKDMVVELMTSAGYFNI GDFI PSI AW 229
L NW +++ +R F E+ + + V GF+D P+ W
Shjct 183 LEDVSLNVMWRWAGKRYFGGGSL SPEDAEEARQCRKGVANFFHLVG FTVSDAFPKLGW 242

Query 230 MDLQGE ERGWKKLHTKFDVLLTKMVKEHRA- - - TSHERKGKADFLDVLL- - - EECDNTNG 283
D QG E+ MK+ + DV+L + ++ HR S + +DF+DV+L E+ ++
Shjct 243 FDFQGHEKEMKQTGRELDVI LERW ENHRQORKVSGTKHNDSDFVDVMLSLAEQGKFSHL 302

Query 284 EKLSI TNI KAVLLNLFTAGTDTSSSI | EWALTEM KNPTI LKKAQEENMDRVI GRDRRLLE 343
+ +HIT+HIK+ L L GH+TS S + WA++ ++ N +LKKAQ+E+D +GRDR + +
Sbjct 303 QHDAI TSI KSTCLALI LGGSETSPSTLTWAI SLLLNNKDM.KKAQDEI DI HVGRDRNVED 362

Query 344 SDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al QACEVDGYYI PKDARLSVNI WAI GRDPN 403
SDI +L Y+QAl KET R +P+ PL RA+ CVGY + + R+ VNWWI RDP
Sbjct 363 SDI ENLVYI QAl | KETLRLYPAGPLLGHREAI EDCTVAGYNVRRGTRMLVNWKI QRDPR 422

Query 404 VMENPLEFLPERFLSEENGKI NPGGNDFKLI PFGAGRRI CAGTRVGWLYVSYI LGTLVHS 463
V+ P EF PERF++ E + + G +F+L+PFGFGRRC G+ + M++ L + S
Sbjct 423  VYMEPNEFRPERFI TGEAKEFDVRGQNFEL MPFGSGRRSCPGSSLAMVLHLGLARFLQS 482

Query 464 FDWKLPNGVAELNVDESFGLALQKAVPLSALVSPRLASNPY 504
FD K + ++MES GL + KA PL L+SPRL Y
Sbjct 483 FDVKTVMDVP- VDMIESPGLTI PKATPLEI LI SPRLKEGLY 522

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=(S)-N-methylcoclaurine 3'-hydroxylase isozyme 1; AltName: Full=Cytochrome P450 80B1
Sequence ID: 064899.1 Length: 487 Number of Matches: 1

Related Information
Range 1: 5 to 487 GenPept Graphics

Score Expect Method Identities Positives Gaps

297 bits(760) 4e-94 Compositional matrix adjust. 189/496(38%) 269/496(54%) 19/496(3%)

Query 10  VAAI | FLI TRFLVRSLFKKPTRPLPPGPLGAPLVGAL PLL GAMPHVALAKLAKKYGPI MH - 69
VAl +l+ L + LPPGP WP+VG L LG PH A+LA+ YG |
Shjct 5 VALI AVI | SSI LYLLFGGSGHKNLPPGPKPWPI VGNLL QL GEKPHAQFAELAQTYGDI FT 64

Query 70 LKMGTCDMWVASTPESARAFL KTL DLNFSNRPPNAGASHL AYGAQDL VFAKYGPRVWKTLR 129
LKMGT +WAST +A LKT D SR + +V++ WK LR
Shjct 65 LKMGTETVVVASTSSAASEI LKTHDRI LSARYVFQSFRVKGHVENSI VWEDCTETWKNLR 124

Query 130 KLSNLHWLGGKAL DDWANVRVTEL GHMLKAMCEASRCGEPWLAEMLTYAMANM GQVI L 189
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75278027
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75278027
https://www.ncbi.nlm.nih.gov/protein/75278027?report=genbank&log$=protalign&blast_rank=67&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/75278027?report=graph&rid=E945S3A7016[75278027]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:547&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_75278027
https://www.ncbi.nlm.nih.gov/protein/75278027?report=genbank&log$=protalign&blast_rank=67&RID=E945S3A7016&from=5&to=522
https://www.ncbi.nlm.nih.gov/protein/75278027?report=graph&rid=E945S3A7016[75278027]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:547&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915849
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915849
https://www.ncbi.nlm.nih.gov/protein/5915849?report=genbank&log$=protalign&blast_rank=68&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915849?report=graph&rid=E945S3A7016[5915849]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:511&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_5915849
https://www.ncbi.nlm.nih.gov/protein/5915849?report=genbank&log$=protalign&blast_rank=68&RID=E945S3A7016&from=5&to=487
https://www.ncbi.nlm.nih.gov/protein/5915849?report=graph&rid=E945S3A7016[5915849]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:511&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/75278027?report=genbank&log$=protalign&blast_rank=67&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915849?report=genbank&log$=protalign&blast_rank=68&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/gene?term=75278027[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=67

NCBI Blast:Protein Sequence (506 |etters)

K+ + K ++ A+VR + M+ + + + GE V + E++ + N+ G +l
Sbhjct 125 KVCRTELFTQKM ESQAHVREKKCEEMVEYLMK- - KQGEEVKI VEVI FGTLVNI FGNLI F 182

Query 190 SRRVFV- - TKGTESNEFKDWVELMISAGYFNI GDFI PSI AWWDLQG ERGWKKLHTKFD 247
S+ +F + S+EFK+ + ++ N D+ P+ DL G + + +
Sbjct 183 SOQNI FELGDPNSGSSEFKEYLWRM.ELGNSTNPADYFPMLGKFDLFGORKEVAECLKG Y 242

Query 248 VLLTKMWKEHRATSH- - ERKGKADFLDVLLEECDNTNGEKLSI TNl KAVLLNLFTAGTDT 305
+ M-+E + K K DF+DV L+ L+ | A+L+ LF AGT+T
Shjct 243 Al WGAML QERKL AKKVDGYKSKNDFVDVCLDS- - - - - - - GLNDYQ NALLMELFGAGTET 295

Query 306 SSSI I EWALTEM KNPTI LKKAQEEVDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHPS 365
S+S | EWA+TE+ KNP | K + E+ V+G +R + ESD +LPYL+A KET R HP
Sbj ct 296 SASTI EWAMIELTKNPKI TAKI RSEI QTWG- ERSVKESDFPNLPYLEATVKETLRLHPP 354

Query 366 TPLNLPRI Al QACEVDGYYI PKDARLSVNI WAI GRDPNVWENPLEFLPERFLSEENGKI N 425
TPL LPR A++ C + Y IPKD ++ VN WICGRDP W +PL F PERFL N ++
Sbj ct 355 TPLLLPRRALETCTI LNYTI PKDCQ MVNAWG GRDPKTWIDPLTFSPERFL- - - NSSVD 411

Query 426 PGGNDFKLI PFGAGRRI CAGTRMGWLVSYI LGTLVHSFDWKLPNG- - VAELNVDESFGL 483
G\DF LI PFGAGRRIC G + ++ ++ T V + DWLPNG V L ++E FGL
Sbhjct 412 FRGNDFSLI PFGAGRRI CPGLPI ANQFI ALLVATFVONLDWCLPNGVBVDHLI VEEKFGL 471

Query 484 ALQKAVPLSALVSPRL 499
LOX PL + R+
Sbjct 472 TLQKEPPLFI VPKSRV 487

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Cytochrome P450 71B36
Sequence ID: Q9LIP4.1 Length: 500 Number of Matches: 1

Related Information

Range 1: 32 to 498 GenPept Graphics
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297 bits(761) 5e-94 Compositional matrix adjust. 166/473(35%) 264/473(55%) 18/473(3%)

Query 34 PPGPL GAPLVGAL PLL GAMPHVAL AKL AKKYGPI MHLKMGTCDMVWASTPESARAFLKTL 93
PP P GtP++G L LG +PH +L +L+KKYG +M LK G+ W S+ E+A+ LK
Shjct 32 PPSPPGFPI | GNLHQL GEL PHQSLVRL SKKYGHVMLLKFGSI PTVWVSSSETAKQVLKIH -~ 91

Query 94  DLNFSNRPPNAGASHLAYGAQDLVFAKYGPRVKTLRKL SNLHVL GGKALDDWANVRVTEL 153
DL+ +RP AG L+Y Df F+ + VKLRH+ + K+ + ++ E+
Sbjct 92  DLHOCSRPSLAGPRALSYNYLDI AFSPFDDYVKELRRI CVQELFSVKRVQSFQPI KEDEV 151

Query 154 GHMLKAMCEASRCCGEPVVLAEMLTYAMANM GQVI LSRRVFVTKGTESNEFKDMWVELMI 213
++ ++ E++ G PV L+E T + o+ F S+ F+ ++ +
Shjct 152 KKLI DSVSESASQGTPVNLSEKFTSLTVRVTCKATFGYN- FQGTVLNSDRFEKLI HDTYL 210

Query 214 SAGYFNI GDFI PSI AWWD- - LQE ERGVKKLHTKFDVLLTKMVKEHRATSHERKGKADFL 271
GF+ D+ P+ W L G+ ++ D +M H+ + E G DF+
Sbhjct 211 FLGSFSASDYFPNGGW | DW.TGLHGORERSVRAL DAFYEQWFDLHKQGNKE- - GVEDFV 268

Query 272 DVLL-- EECDNTNGE- KLSI TNI KAVLLNLFTAGTDTSSSI | EWVALTEM KNPTI LKKAQ 328
D+LL E+ + G KL+ +l KA+L+N+ G TS+ + WA+TE+++NP ++KK Q
Sbjct 269 DLLLRLEKEETVI GYGKLTRNHI KAl LMNVLI GA GT'SAI TMI'WAMTEL MRNPRVIVKKVQ 328

Query 329 EEMDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al QACEVDGYYI PKD 388
E+ IG- + D L YL+t + E+RHP +P +PR + E++ Y IP
Sbjct 329 SEI RNQ GKKSM TLDDI DQLHYLKM/I NETWRLHPPSPFLI PRQVVSEFELNDYVI PVK 388

Query 389 ARLSVN WAl GRDPNVVENPL EFL PERFL SEENCGKI NPGGNDFKL| PFGAGRRI CAGTRM 448
RL VN+WAI GRDP+ W-+P EFLPERF+ N I+ G F+L+PFG+GRR+C M
Shjct 389 TRLYVNVWAI GRDPDTWKDPEEFLPERFV- - - NSSI DAKGQHFELL PFGSGRRMCPAMYM 445

Query 449 GWLVSYI LGTLVHSFDVWKLPNG- VAE- LNVDESFGLALQKA- - - - - VPLSAL 494
G +V + L +++ FDWK+P G VAE ++++ES GL K VPL L
Sbhjct 446 GITMVEFGLANMLYHFDVKI PVGWAEDI DLEESPGLNASKKNELVLVPLKYL 498

Download GenPept Graphics Next Previous Descriptions
RecName: Full=Cytochrome P450 71B20

Sequence ID: Q9LTM3.1 Length: 502 Number of Matches: 1
Related Information
Range 1: 1 to 495 GenPept Graphics

- - Gene - associated gene details
Score Expect Method Identities Positives Gaps 9

296 bits(759) 8e-94 Compositional matrix adjust. 168/503(33%) 270/503(53%) 22/503(4%)

Query 4  LVIDFWAAI | FLI TRFLVRSLFKKPTRPLPPGPLGAPLVGAL PLLGAVPHVALAKLAKK 63
+  F+ 4+l L+ K LPP P +P++G L +G +PH +L LA++
Sbjct 1 MAISFLCFCLI TLASLI FFAKKI KHLKVWNLPPSPPKFPVI GNLHQ GELPHRSLQHLAER 60

Query 64 YGPI MHLKMGT CDMVWASTPESARAFL KTL DL NFSNRPPNAGASHLAYGAQDLVFAKYGP 123
YGP+M L G + V S+ E+A L+T DL+ +RP G L+ +D+ F YG
Shjct 61 YGPVM_LHFGFVPVTVVSSREAAEEVL RTHDL DCCSRPKLVGTRLLSRNFKDVCFTPYGN 120

Query 124 RWKTLRKLSNLHWL GGKAL DDWANVRVTEL GHVL KAMCEASRCGEPVWLAEM_LTYAVANM 183
WK RK + + K+ + ++tR E ++K + E++ PV L++ L + At++
Shjct 121 EWKARRKFALRELFCLKKVQSFRHI REEECNFLVKQLSESAVNRSPVDLSKSLFW.TASI 180

Query 184 | GQVI LSRRVFVTKGTESNEFKDMWVELMISAGYFNI GDFI P- - SI AWWD- - LQE ERGM 239
+V L+ + + + +++V E T+ F DF P + W G + +
Shjct 181 FFRVALGONFHESNFI DKEKI EELVFEAETALASFTCSDFFPVAGLGALVDWFSGOHKRL 240
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13878377
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13878377
https://www.ncbi.nlm.nih.gov/protein/13878377?report=genbank&log$=protalign&blast_rank=69&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/13878377?report=graph&rid=E945S3A7016[13878377]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=9:521&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_13878377
https://www.ncbi.nlm.nih.gov/protein/13878377?report=genbank&log$=protalign&blast_rank=69&RID=E945S3A7016&from=32&to=498
https://www.ncbi.nlm.nih.gov/protein/13878377?report=graph&rid=E945S3A7016[13878377]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=9:521&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13878386
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13878386
https://www.ncbi.nlm.nih.gov/protein/13878386?report=genbank&log$=protalign&blast_rank=70&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/13878386?report=graph&rid=E945S3A7016[13878386]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:519&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_13878386
https://www.ncbi.nlm.nih.gov/protein/13878386?report=genbank&log$=protalign&blast_rank=70&RID=E945S3A7016&from=1&to=495
https://www.ncbi.nlm.nih.gov/protein/13878386?report=graph&rid=E945S3A7016[13878386]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:519&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/13878377?report=genbank&log$=protalign&blast_rank=69&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/13878386?report=genbank&log$=protalign&blast_rank=70&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/gene?term=13878377[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=69
https://www.ncbi.nlm.nih.gov/gene?term=13878386[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=70

NCBI Blast:Protein Sequence (506 |etters)

Query 240 KKLHTKFDVLLTKMKEH- - - - RATSHERKGKADFLDVLLEECDNTNGE- - - KLSI TNI K 292
+ KDL ++ +H R+ HE D +D +L+ + +L 1 +IK
Sbhjct 241 NDVFYKLDALFQHVI DDHLNPGRSKEHE- - - - - DI | DSMLDAI HKEGKDSSLELI | DHI K 295

Query 293 AVLLNLFTAGIDTSSSI | EWALTEM KNPTI LKKAQEEMDRVI GRDR- RLLESDI SSLPY 351
L N+F AG DT + + WA+TE++KNP ++KK Q E+ +G ++ R+ E DI +PY
Sbjct 296 GFLAN FLAG DTGALTM WAMTIELVKNPKLI KKVQGEI REQLGSNKARI TEEDI DKVPY 355

Query 352 LQAI AKETYRKHPSTPLNLPRI Al QACEVDGYYI PKDARLSVNI WAl GRDPNVWENPLEF 411
L+ + KET+R HP+ PL LPR + +V GY I P R+ VN+ Al GRDP +W NP EF
Shjct 356 LKWI KETFRLHPAAPLI LPRETMAHI KVQGYDI PPKRRI LVNVSAI GRDPKLWINPEEF 415

Query 412 LPERFLSEENGKI NPGGNDFKLI PFGAGRRI CAGTRMGWLVSY! LGTLVHSFDVWKLPNG 471
PERF+ + ++ G ++L+PFGFGRRIC G M+ VL L++ FDWKLP+G
Sbhjct 416 DPERFM - - DSSVDYRGQHYELLPFGSGRRI CPGVWPMA AAVELGLLNLLYFFDVWKLPDG 472

Query 472 VAELNVD- - ESFGLALQKAVPLS 492
+ ++D E+ L + K VPL
Sbhj ct 473 MIHKDI DTEEAGTLTI VKKVPLQ 495

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Amorpha-4,11-diene 12-monooxygenase; AltName: Full=Amorpha-4,11-diene C-12 oxidase; AltName:
Full=Cytochrome P450 71AV1
Sequence ID: Q1PS23.1 Length: 495 Number of Matches: 1

Related Information
Range 1: 12 to 489 GenPept Graphics

Score Expect Method Identities Positives Gaps

296 bits(758) 1e-93 Compositional matrix adjust. 179/492(36%) 273/492(55%) 18/492(3%)

Query 4  LVIDFWAAI | FLI TRELVRSLFKKPTRPLPPGPLGWPLVGAL P- LLGAVPHVALAKLAK 62
LT +Al+ ++F RS KT+ PP P+G+ L+G PH + LA+
Sbjct 12 LTTSI ALATI LLFVYKFATRS- - - KSTKKSLPEPWRLPI | GHVHHLI GTTPHRGVRDLAR 68

Query 63 KYGPI MHLKMGT CDMVVASTPESARAFL KTL DL NFSNRPPNAGASHLAYGAQDL VFAKYG 122
KYG +MHL++G +V S+P+ A+ L T D+ F+NRP +Y DtV AYG
Shjct 69 KYGSLMHLQLGEVPTI VWSSPKWAKEI LTTYDI TFANRPETLTGEI VLYHNTDVWLAPYG 128

Query 123 PRWKTLRKLSNLHM. GGKAL DDWANVRVTEL GHVL KAMCEASRCGEPVWLAEMLTYAVAN 182
W LRK+ L +L K+ + ++R E ++++ + +AS G PV L+E + +A
Sbjct 129 EYWRQLRKI CTLELLSVKKVKSFQSLREEECWNLVQEI - KASGSGRPVNLSENVFKLI A- 186

Query 183 M GQVI LSRRVFVTKGTESNEFKDM/VELMISAGYFNI GDFI PSI AWVD- LQG ERGVKK 241
ILSR F + E ++VEt+ GF++ D PS ++ LG  +
Sbjct 187 ----TI LSRAAFGKG KDQKELTEI VKEI LRQTGGFDVADI FPSKKFLHHLSGKRARLTS 242

Query 242 LHTKFDVLLTKMVKEHRATSHERKGKADFLDVLLEECDNTNGEKLSI TNI KAVLLNLFTA 301
L KDL+ +VEH + + + LDVLL D+ L+ N KA++L++F A
Sbj ct 243 LRKKI DNLI DNLVAEHTVNTSSKTNET- LLDVLLRLKDSAEF- PLTSDNI KAI | LDMFGA 300

Query 302 GIDTSSSI | EMALTEM KNPTI LKKAQEENMDRVI GRDRRLLESDI SSLPYLQAI AKETYR 361
GIDTSSS | EWA++E+I K P ++K Q E+ + + ++ ED L YL + KET R
Sbj ct 301 GIDTSSSTI EWAI SELI KCPKAMVEKVQAEL RKALNGKEKI HEEDI QELSYLNWI KETLR 360

Query 362 KHPSTPLNLPRI Al QACEVDGYY! PKDARLSVNI WAI GRDPNVWENPLEFLPERFLSEEN 421
H PLLPR Q + GYIP +L VN++Al RDP W+ F+PERF EN
Sbjct 361 LHPPLPLVLPRECRQPVNLAGYNI PNKTKLI VNVFAI NRDPEYWKDAEAFI PERF- - - EN 417

Query 422  GKI NPGGNDFKLI PFGAGRRI CAGTRMGWLVSY! LGTLVHSFDVWKLPNGVA- - ELNVDE 479
G +++ +PFGAGRR*C G +G+ V L +++ F+WKLPNGV+ +++ME
Sbhjct 418 SSATVMGAEYEYLPFGAGRRMCPGAALGLANVQLPLANI LYHFNVKLPNGVSYDQ DMIE 477

Query 480 SFGLALQKAVPL 491
S G +Qt L
Shjct 478 SSGATMQRKTEL 489

Download GenPept Graphics Next Previous Descriptions
RecName: Full=(S)-N-methylcoclaurine 3'-hydroxylase isozyme 2; AltName: Full=Cytochrome P450 80B2

Sequence ID: 064900.1 Length: 488 Number of Matches: 1
Related Information

Range 1: 6 to 488 GenPept Graphics

Score Expect Method Identities Positives Gaps

296 bits(757) 1e-93 Compositional matrix adjust. 188/496(38%) 269/496(54%) 19/496(3%)

Query 10 VAAI | FLI TRFLVRSLFKKPTRPLPPGPL GAPLVGAL PLL GAMPHVALAKLAKKYGPI MH 69
VAl +l+ L + LPPGP WP+VG L LG PH A+LA+ YG |
Shjct 6 VALI AVI | SSI LYLLFGSSGHKNLPPGPKPWPI VGNLL QL GEKPHAQFAELAQTYGDI FT 65

Query 70 LKMGTCDWVASTPESARAFL KTL DLNFSNRPPNAGASHL AYGAQDL VFAKYGPRWKTLR 129
LKMGT +WAST +A LKT D SR + +V++ WK LR
Shjct 66 LKMGTETVVVASTSSAASEI LKTHDRI LSARYVFQSFRVKGHVENSI VWBDCTETWKNLR 125

Query 130 KLSNLHWM.GGKAL DDWANVRVTEL GHML KAMCEASRCGEPVVLAEMLTYAMANM GQVI L 189
K+ + K++ AHVR + M+ ++ + GEV + E++  + N+ G +l
Shjct 126 KVCRTELFTQKM ESQAHVREKKCEEMVEYLMK- - KQGEEVKI VEVI FGTLVNI FGN\LI F 183

Query 190 SRRVFV- - TKGTESNEFKDMYWWELMISAGYFNI GDFI PSI AWWDLQG ERGVKKLHTKFD 247
S+ +F + S+EFK+ +  ++ N D+ P+ DLG + + +
Shjct 184 SONI FELGXPNSGSSEFKEYLWRM.ELGNSTNPADYFPMLGKFDLFGQRKEVAECLKG Y 243
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_122225321
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_122225321
https://www.ncbi.nlm.nih.gov/protein/122225321?report=genbank&log$=protalign&blast_rank=71&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/122225321?report=graph&rid=E945S3A7016[122225321]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:512&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_122225321
https://www.ncbi.nlm.nih.gov/protein/122225321?report=genbank&log$=protalign&blast_rank=71&RID=E945S3A7016&from=12&to=489
https://www.ncbi.nlm.nih.gov/protein/122225321?report=graph&rid=E945S3A7016[122225321]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:512&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915850
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915850
https://www.ncbi.nlm.nih.gov/protein/5915850?report=genbank&log$=protalign&blast_rank=72&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915850?report=graph&rid=E945S3A7016[5915850]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:512&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_5915850
https://www.ncbi.nlm.nih.gov/protein/5915850?report=genbank&log$=protalign&blast_rank=72&RID=E945S3A7016&from=6&to=488
https://www.ncbi.nlm.nih.gov/protein/5915850?report=graph&rid=E945S3A7016[5915850]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:512&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/122225321?report=genbank&log$=protalign&blast_rank=71&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915850?report=genbank&log$=protalign&blast_rank=72&RID=E945S3A7016

NCBI Blast:Protein Sequence (506 |etters)

Query 248 VLLTKMWVKEHRATSH- - ERKGKADFLDVLLEECDNTNGEKLSI TNI KAVLLNLFTAGTDT 305
+ Mr+E + + K DF+DV L+ L+ | A+L+ LF AGT+T
Shjct 244 Al WGAML QERKLAKKVDGYQSKNDFVDVCLDS- - - - - - - GLNDYQ NALLMELFGAGTET 296

Query 306 SSSI | EWALTEM KNPTI LKKAQEEVDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHPS 365
S+S | EWA+TE+ KNP | K + E+ V+G +R + ESD +LPYL+A KET R HP
Sbhj ct 297 SASTI EWAMIELTKNPKI TAKLRSELQTWG- ERSVKESDFPNLPYLEATVKETLRLHPP 355

Query 366 TPLNLPRI Al QACEVDGYYI PKDARLSVNI WAl GRDPNVWENPLEFLPERFLSEENGKI N 425
TPL LPR A++ C + Y IPKD ++ VN WI GRDP W +PL F PERFL N ++
Sbj ct 356 TPLLLPRRALETCTI LNYTI PKDCQ MVNAWG GRDPKTW DPLTFSPERFL- - - NSSVD 412

Query 426 PGGNDFKLI PFGAGRRI CAGTRMGWLVSYI LGTLVHSFDWKLPNG- - VAELNVDESFGL 483
G\DF LI PFGAGRRIC G + ++ ++ TV + DWLPNG V L ++E FGL
Sbhj ct 413 FRGNDFSLI PFGAGRRI CPGLPI ANQFI ALLVATFVONLDWCLPNGVBVDHLI VEEKFGL 472

Query 484 ALQKAVPLSALVSPRL 499
LX PL + R+
Shjct 473 TLQKEPPLFI VPKSRV 488

Download GenPept Graphics Next Previous Descriptions
RecName: Full=Cytochrome P450 84A4

Sequence ID: E4JW83.1 Length: 512 Number of Matches: 1
Related Information

Range 1: 30 to 505 GenPept Graphics

Score Expect Method Identities Positives Gaps

296 bits(759) 1e-93 Compositional matrix adjust. 166/484(34%) 272/484(56%) 23/484(4%)

Gene - associated gene details

Query 31  RPLPPGPLGWPLVGALPLLGANPHVALAKLAKKYGPI MHLKMGTCDMWASTPESARAFL 90
+P PPGP G P++G + ++  H LAKL++ YG ++H.++G  + V S+P+ AR L
Sbjct 30  KPYPPGPKGLPVI GNI LMVNQFNHRGLAKLSRI YGGLLHLRLGFSHI FWSSPDI ARQVL 89

Query 91 KTL DLNFSNRPPNAGASHL AYGAQDL VFAKYGPRVKTL RKL SNLHVL GGKALDDWANVRV 150
+ D FSNRP +L YG DL F YGP W +RKL + + K +W VYV
Shjct 90 QVQDHVFSNRPTTI Al RYLTYGGSDLAFCNYGPFWRRVRKLYVMMLFSRKRAESW - VSV 147

Query 151 TELGHMLKAMCEASRCGEPVVLAEMLTYAMANM GQVI LSRRVFVTKGTESNEFKDMWVE 210
E H + AS GtP+ + ++ ++ o+ + + +EF +++ E
Shjct 148 DEEVHKSVRLV- ASNVGKPLNI CKLAFSLSRDI TFRAAFGSSSSTSDESRLDEFLEI | GE 206

Query 211 LMISAGYFNI GDFI PS- | AWWDLQG ERGVKKLHTKFDVLLTKMVKEH- - - RATSHER- K 265
G FN+ D++PS ++WD Q3 ++K D + +++H + Hr
Sbjct 207 FSKLFGEFNVADYVPSW.SW DPQG NGRVEKARKSLDGFI ESVI DDHLHKKKREHDNVD 266

Query 266 GKADFLDVLL- - - - EECD- NTNGEKLSI TNI KAVLLNLFTAGTDTSSSI | EWALTEM KN 320
+ D+DLL  EE N+ Kt++ NIK +++++  GI+T + | EWLTE++++
Sbjct 267 EETDMDQLLAFYEEEVKVNNSVTKI NLDNI KGI | MDVMFGGTETVALAI EWLTEI LRS 326

Query 321 PTI LKKAQEENDRVI GRDR- RLLESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al QACE 379
P +K+ QtE+ V*GDRR+ ++ + L +L+ | KETRHP PLL  ++ E
Sbjct 327 PENVKRVQDELTSVWGLDRARVEDTHLEKL TFLKCI LKETLRLHPPFPLLLHE- TVKDTE = 385

Query 380 VDGYY! PKDARLSVNI WAl GRDPNVWMENPL EFLPERFLSEENGKI NPG- - GNDFKLI PFG 437
+ GY+l PK +R+ VN +A+GRDPN W+P F P RFL+ | P GN+F+ +PFG
Sbjct 386 | SGYFI PKGSRVMYNTYAL GRDPNSWBDPESFNPGRFLN- - - - Pl APDLKGNNFEFVPFG 441

Query 438 AGRRI CAGTRVGWLVSYI LGTLVHSFDVWKLPNGVAELNMD- - ESFGLALQKAVPLSALY 495
+GRR C G ++G+ + L+HF WLP+G+ ++D E GL + KA+PL A+
Sbjct 442 SGRRSCPGMQLGLYAFELAVAHLLHCFTWSLPDGVNPGDVDTVEGPGLTVPKAI PLVAVP 501

Query 496 SPRL 499
+ RL
Sbjct 502 TTRL 505

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=Cytochrome P450 71A4; AltName: Full=CYPLXXIA4; AltName: Full=Cytochrome P-450EG2

Sequence ID: P37117.1 Length: 507 Number of Matches: 1
Related Information
Range 1: 36 to 504 GenPept Graphics

Score Expect Method Identities Positives Gaps

296 bits(757) 2e-93 Compositional matrix adjust. 170/483(35%) 278/483(57%) 32/483(6%)

Query 33  LPPGPLGWPLVGALPLLGAVPHVALAKLAKKYGPI MHLKMGTCDMVASTPESARAFLKT 92
LPP P P++G L LG+ PH +L KL++KYGP+M L +G+ ++VAS+ ++AR LKT
Sbjct 36  LPPSPRKLPI | GNLHQLGSHPHRSL RKL SQKYGPVM.LHLGSKPVI VASSVDAARDI LKT 95

Query 93 L DL NFSNRPPNAGASHL AYGAQDL VFAKYGPRWKTL RKL SNLHVML GGKALDDWANVRVTE 152
D ++ RP + A L YG++D+ F+ +G W +R + LH+L K+ + +VR E
Shjct 96 HDHVWATRPKYSI ADSL L YGSKDVGFSPFGEYWAQVRSI WLHLLSNKRVQSYRDVREEE 155

Query 153 LGHMLKAMCEASRCGEPVV- LAEMLTYAVANM GQVI LSRRVFVTKGTESN- EFKDWVE 210
+ME+ + + C V+LEL+ N+ +V L R ES + KD++ +
Sbhjct 156 TANM EKI RQG- - CDASVI NLGEHLCFLTNNI TSRVALGR- - - TYDERESG DAKDI LEQ 210

Query 211 LMISAGYFENI GDFI PSI AWWD- LQGE ERGVKKLHTKFDVLLTKMWKEH- - - - - - - - RATS 261
+ FN+GD+HI P + W+ + Gr+ ++K+ K D L +++EH A +
Shjct 211 FLQLLDTFNVGDYI PWLKW/NKI TGLDTKVEKI AKKLDTFLDSVI EEHI | RNKKEEYAI T 270

Query 262 HERKGKADFLDVLLEECDNTNGEK- - - - LSI TNI KAVLLNLFTAGIDTSSSI | EMALTEM 317
E K DF+DVLLE NG++ L ++KA+LL+ F AGTDT + ++W+ ++
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_550600135
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_550600135
https://www.ncbi.nlm.nih.gov/protein/550600135?report=genbank&log$=protalign&blast_rank=73&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/550600135?report=graph&rid=E945S3A7016[550600135]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=7:528&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_550600135
https://www.ncbi.nlm.nih.gov/protein/550600135?report=genbank&log$=protalign&blast_rank=73&RID=E945S3A7016&from=30&to=505
https://www.ncbi.nlm.nih.gov/protein/550600135?report=graph&rid=E945S3A7016[550600135]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=7:528&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_584863
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_584863
https://www.ncbi.nlm.nih.gov/protein/584863?report=genbank&log$=protalign&blast_rank=74&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/584863?report=graph&rid=E945S3A7016[584863]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=13:527&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_584863
https://www.ncbi.nlm.nih.gov/protein/584863?report=genbank&log$=protalign&blast_rank=74&RID=E945S3A7016&from=36&to=504
https://www.ncbi.nlm.nih.gov/protein/584863?report=graph&rid=E945S3A7016[584863]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=13:527&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/550600135?report=genbank&log$=protalign&blast_rank=73&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/584863?report=genbank&log$=protalign&blast_rank=74&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/gene?term=550600135[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=73

NCBI Blast:Protein Sequence (506 |etters)

Sbhjct 271 DEAK--- DFVDVLLE- - - | ONGKETDFPLQRDSLKAI LLDAFAAGTDTI YTNLDWIVADV 324

Query 318 | KNPTI LKKAQEEMDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al QA 377
++ P +K QE+ + + E D+ ++ YL+A+ KE+ R HP L +PR +++
Sbjct 325 LRQPRAMKTLQNEVRGLAQGKSE! TEDDLKNMQYLRAVI KESLRLHPPNSLLVPRESVED 384

Query 378 CEVDGYY-| PKDARLSVNI WAI GRDPNVVENPL EFL PERFL SEENGKI NPGGNDFKLI PF 436
++ GYY P+ +N+WAIGRDP VNP EF PERFL N I+ G F+L+PF
Shjct 385 VKLLGYYH PARTQALI NVWAI GRDPL SWENPEEFCPERFL- - - NNDI DMKGLKFELLPF 441

Query 437 GAGRRI CAGTRMGWLVSYI LGTLVHSFDVWKLPNGV- - AELNVDESFGLALQKAVPLSAL 494
G+tGRR C G+ + ++ L LVH F++ LP G +L+M E G+A ++ PL +
Shj ct 442 GSGRRGCPGSSFAI AVI ELALARLVHKFNFAL PKGTKPEDLDMIECTG ATRRKSPLPW 501

Query 495 VSP 497
+P
Sbjct 502 ATP 504

Download GenPept Graphics Next

RecName: Full=Cytochrome P450 71D6
Sequence ID: P93530.1 Length: 501 Number of Matches: 1

Previous Descriptions

Range 1: 28 to 498 GenPept Graphics
Score Expect Method Identities Positives Gaps

295 bits(755) 3e-93 Compositional matrix adjust. 164/479(34%) 266/479(55%) 19/479(3%)

Query 30  TRPLPPGPLGWPLVGALP- LLGAMPHVALAKLAKKYGPI MHLKMGTCDWVASTPESARA 88
T+ LPPGP P +Gt+ L G PH L LAKKYGP+MHL++G W ++P+ A+
Shjct 28 TKKLPPGPWKLPFI GSMHHL AGGRPHRVL RDLAKKYGPLVHLQLGEVSAVWTSPDVAKE 87

Query 89  FLKTLDLNFSNRPPNAGASHLAYGAQDLVFAKYGPRWKTLRKLSNLHM.GGKALDDWANYV 148
LKT D+ F++RP +Y D+ F+ YG WK +RK+ +L Kb+ At
Shjct 88  VLKTHDI AFASRPKLLANDI | CYDRCDI AFSPYGEYVKQVRKI CVTEVLSAKSVRSFSSI 147

Query 149 RVTELGHVMLKAMCEASRCGEPVVLAEM.TYAVANM GQVI LSRR\/FVTKGT ESNEFKDW 208
R E+ ++ ++ +S GE V E+ + ++M R E+F ++
Sbjct 148 RCDEVVRLI DSI QSSSSSGELVNFKERVI WFTSSMT- - - - - CRSAFGQ_PKEQDNFI KLl 202

Query 209 VELMISAGYFNI GDFI PSI AWWDLQG- | ERGVKKLHTKFDVLLTKMVKEHRATSHERK- - 265
E++ A F++ D PS ++ + G +R + +H K D ++ ++ EH+ RK
Shj ct 203 REVI RLAEGFDVADI FPSYKFLHVFGRAKRKLLNVHRKVDAI VEDVI NEHKKNFATRKND 262

Query 266 ---- GKADFLDVLLEECDNTNGE- KLSI TNI KAVLLNLFTAGTDTSSSI | EMALTEM KN 320
G + +DVLL+ ++ + + ++ N KA+++++F AGT+TSS+ WA+ EM+KN
Sbjct 263 DHALGGENLI DVLLKLMNDKSLQFPI NNDNI KAl | | DMFAAGTETSSTTTWAMWEMLKN 322

Query 321 PTI LKKAQEENMDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al QACEV 380
P +L KAQ E+ E+D+ L YL+ + KET RH PL +PR + E+
Shjct 323 PRVLAKAQAEVREAFRNKVTFDENDVEDLKYLKLVI KETVMRLHAPI PLLVPRECRKETEI 382

Query 381 DGYYI PKDARLSVNI WAI GRDPNVWENPL EFL PERFL SEENGKI NPGGNDFKLI PFGAGR 440
+GY IP ++ VNHWA+GRDP W+ F PERF E I+ GWHF+ +PFG GR
Shj ct 383 NGYTI PVKTKVMVNVWAL GRDPKYWDDVECFKPERF- - - EQCSI DFI GNNFEYLPFGGGR 439

Query 441 R CAGTRMGWLVSY! LGTLVHSFDVWKLPNGV- - AELNVDESFGLALQKAVPLSALVSP 497
RIC Gr G+ L L+ FDWKLP G+ +L++ E G+ L + +P
Sbhj ct 440 RI CPGTSFGLANDYLPLAQLLCHFDVKLPTGVEPKDLDLTELAGVBAASKDDLYLI ATP 498

Related Information

Download GenPept Graphics Next
RecName: Full=Psoralen synthase; AltName: Full=Cytochrome P450 CYP71AJ2

Previous Descriptions

Sequence ID: C0SJS4.1 Length: 476 Number of Matches: 1

Range 1: 5 to 475 GenPept Graphics
Score Expect Method Identities Positives Gaps

294 bits(753) 3e-93 Compositional matrix adjust. 165/483(34%) 281/483(58%) 21/483(4%)

Query 14 | FLI TRFLVR - SLFKKPTRPLPPGPLGWPLVGAL PLLGAVPHVALAKLAKKYGPI MHLK 71
+FL+T F+ + +L K P++ LPP P +P++G L +G P +L LA KYGP+M LK
Sbjct 5  LFLVTVFVYKLLTLKKTPSKNLPPSPPRYPI | GNLHQ GPDPQHSLRDLALKYGPLMBLK 64

Query 72  MGTCDM/VASTPESARAFLKTLDLNFSNRPPNAGASHLAYGAQDLVFAKYGPRWKTLRKL 131
GT ++V S+ ++AR LKT DL F++RP ++ A+ + Y +D+VFA+Y W ++ +
Sbjct 65  FGTVPVLVWSSADAAREVLKTHDLI FADRPYSSVANKVFYNGKDWFARYTEYWRQVKS! 124

Query 132  SNLHWLGGKALDDWANVRVTEL GHML KAMCEASRCGEPVVLAEMLTYAVANM GQVI LSR 191
+L K ++ + NVR E+ +++ + + C+ + L E+L N++
Shjct 125 CVTQLLSNKRVNSFQNVREEEVDLLVOQNI - - ENSCSKVI NLTELLI EVTGNWG- - - - - - 176

Query 192 RVFVTKGTESNEFKDWVELMISAGYF- NI GDFI PSI AWWD- LQE ERGWKKLHTKFDVL 249
+VV G+ + +K +++E+M  GY + DF P WD L G+ + K D
Shjct 177 KVSVGSGDKVDSYKI LI LEI MEMLGYSRSI EDFFPMFGWDW.TGLRGKVAKAAKGVDDF 236

Query 250 LTKMVKEHRAT- - SHERKGKADFLDVLLEECDNTNGEKLSI TNI KAVLLNLFTAGIDTSS 307
L ++KEH S+ DF+ +LLE + G + | K+++ ++ AGI+T S
Shjct 237 LEGVLKEHLTARASNNASADNDFVSI LLEI QEADAGSTVDNECI KSLI WDMLGAGTETI S 296

Query 308 SI I EWALTEM KNPTI LKKAQEENMDRVI GRDR- RLLESDI SSLPYLQAI AKETYRKHPST 366
+ +EWL +IKNP + KQE+ RIGH + ++ E+D+ + YLQA+ KE+ R + +
Shjct 297 TALEWILAALI KNPDAMLKLQNEV- REI GKGKSKI SEADL GKMTYLQAVMKESMRLYFTA 355
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Related Information



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915835
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915835
https://www.ncbi.nlm.nih.gov/protein/5915835?report=genbank&log$=protalign&blast_rank=75&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915835?report=graph&rid=E945S3A7016[5915835]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=5:521&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_5915835
https://www.ncbi.nlm.nih.gov/protein/5915835?report=genbank&log$=protalign&blast_rank=75&RID=E945S3A7016&from=28&to=498
https://www.ncbi.nlm.nih.gov/protein/5915835?report=graph&rid=E945S3A7016[5915835]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=5:521&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_313118200
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_313118200
https://www.ncbi.nlm.nih.gov/protein/313118200?report=genbank&log$=protalign&blast_rank=76&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/313118200?report=graph&rid=E945S3A7016[313118200]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:498&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_313118200
https://www.ncbi.nlm.nih.gov/protein/313118200?report=genbank&log$=protalign&blast_rank=76&RID=E945S3A7016&from=5&to=475
https://www.ncbi.nlm.nih.gov/protein/313118200?report=graph&rid=E945S3A7016[313118200]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:498&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/5915835?report=genbank&log$=protalign&blast_rank=75&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/313118200?report=genbank&log$=protalign&blast_rank=76&RID=E945S3A7016

NCBI Blast:Protein Sequence (506 |etters)

Query 367 PLNLPRI Al QACEVDGYY! PKDARLSVNI WAl GRDPNVWENPL EFL PERFLSEENGKI NP 426
PL +PR + Q + GY | ++ +N+WAI RDP++WE P EF PERFL N I+
Sbj ct 356 PLLVPRESRQDVKFMGYDI SAGTQVLI NVWAI ARDPSLWEKPEEFRPERFL- - - NSHI DY 412

Query 427 GGNDFKLI PFGAGRRI CAGTRMGWLVSY! LGTLVHSFDVWKLPNG- - VAELNVDESFGLA 484
G +++ +PFGAGRR C G + M+  ++ ++H F+++LP+G + +L+M Gt
Sbhj ct 413 KGFNYEYLPFGAGRRGCPG QFAVAVNEL VWANVI HKFNFELPDGERLEDLDMIAVSG T 472

Query 485 LQK 487
L+K
Shjct 473 LRK 475

Download GenPept Graphics Next Previous Descriptions
RecName: Full=Cytochrome P450 71A6

Sequence ID: 004164.1 Length: 511 Number of Matches: 1
Related Information

Range 1: 36 to 511 GenPept Graphics

Score Expect Method Identities Positives Gaps

295 bits(755) 4e-93 Compositional matrix adjust. 167/479(35%) 259/479(54%) 21/479(4%)

Query 42 LVGAL PLLGAMPHVAL AKLAKKYGPI MHLKMGTCDWVASTPESARAFLKTLDLNFSNRP 101
++G L LG PH+L L+++YGP+M L G+ ++VAS+PE+AR +K DLNFSNRP
Shjct 36 VLGNLHQL GTFPHRSL QSL SRRYGPVMQL HFGSVPVLVASSPEAAREI MKNQDLNFSNRP 95

Query 102 PNAGASHLAYGAQDLVFAKYGPRWKTL RKL SNL HVL GGKAL DDWANVRVTELGHMLKAMC 161
+ LY D+rFAYG W +R + L +L K+ + VR E M+ +
Shjct 96 NLSI PRRLLYDNHDVAFAPYGEYWRQ RSI CVLQLLSNKRVQSFRRVREEETSI WEKI M 155

Query 162 EASRCG - EPVWLAEM.TYAVANM GQVI LSRRVFVTKGTESN- - - - EFKDWVELMISA 215
+ o+ V L ++LT ++ ++ L ++ T+ K + E
Shjct 156 QLQKTTPTAAVNLTDLLTCLTNDVFCRI ALGKKYGGTTTGDGEYHVRSLKKNLAEFYVLL 215

Query 216 GYFNI GDFI PS| AWWD- LQG ERGVKKLHTKFDVL L TKMVKEHRATSHERKGKA: - - - - - 268
G + ++lP + W  GHR ++++ FD L K+++EHR
Sbjct 216 G SPLWEYI PALEWTRRFDGVDRRI EEVSRTFDEFLGKVI QGEHRVRDKREDTTWGDTVG 275

Query 269 - DFLDVLLE-- ECDNTNGEKLSI TNI KAVLLNLFTAGTDTSSSI | EWALTEM KNPTI LK 325
DF+D+LL+ + o+ + | KAV+L++F AGIDT+ + +EWAL+E+I KNP +K
Sbhjct 276 LDFVDLLLQFQRENERSSSPVDDLTI KAVI LDMFLAGTDTTVTALEWALSELI KNPRAMK 335

Query 326 KAQEEMDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al QACEVDGYYl 385
QtE+ V G + ESD+ +PYL+A+ KE+ RH PL +PR + + +V GY +
Shjct 336 | LQKEVRGVAGSKGEI EESDLEKMPYLKAVMKESLRLHAPVPLLVPRESTRDTKVLGYDV 395

Query 386 PKDARLSVNI WAI GRDPNVVENPLEFLPERFL SEENGKI NPGGNDFKLI PFGAGRRI CAG 445
R+ +N WAl GRD +WE FLPERFL I+ G F+LIPFGIGRR C G
Shjct 396 ASGTRVLI NCWAI GRDSSVWEESETFLPERFL- - - ETSI DYRGVHFELI PFGSGRRGCPG 452

Query 446 TRMGAWLVSYI LGTLVHSFDVWKLPNG- - VAELNVDESFGLAL QKAVPLSALVSPRLASN 502
+ L TLVH FD+KLPNG V +L+ME G + K PL + +P  ++
Shj ct 453 ATFAAAI DELALATLVHKFDFKLPNGVRVEDL DMSEGSGFTI HKKFPLLVWPTPHACTS 511

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Psoralen synthase; AltName: Full=Cytochrome P450 CYP71AJ1
Sequence ID: Q6QNI4.1 Length: 494 Number of Matches: 1

Related Information
Range 1: 16 to 494 GenPept Graphics

Score Expect Method Identities Positives Gaps

293 bits(750) 1e-92 Compositional matrix adjust. 169/493(34%) 284/493(57%) 21/493(4%)

Query 14 | FLI TRFLVR- - SLFKKPTRPLPPGPL GAPLVGAL PLL GAMPHVAL AKLAKKYGPI MHLK 71
+FL+T FL + +L KP + LPP P +P++G L +G P +L LA+KYGP+M LK
Sbjct 16  LFLVTI FLYKW.TLKKTPLKNLPPSPPQYPI | GNLHQ GPDPQASLRDLAQKYGPLMFLK 75

Query 72  MGTCDWVASTPESARAFLKTLDLNFSNRPPNAGASHLAYGAQDL VFAKYGPRWKTLRKL 131
GI  ++V S+ ++AR LKT DL F++RP ++ A+ + Y +D+VFA+Y Wk ++ +
Shjct 76  FGI'VPVLVVSSADAAREALKTHDLVFADRPYSSVANKI FYNGKDWFARYTEYWRQVKSI 135

Query 132 SNLHM.GGKAL DDWANVRVTEL GHMLKAMCEASRCGEPVWLAEMLTYAVANM GQVI LSR 191
+L K ++ + VR E+ +++ + + + L E+L N++
Sbjct 136 CVTQLLSNKRVNSFHYVREEEVDLLVQNLENSH- - SKVANLTELLI EVTGNWG- - - - - - 187

Query 192 RVFVTKGTESNEFKDWVELMISAGYF- NI GDFI PSI AWWD- LQE ERGWKKLHTKFDVL 249
RVV G+ + +K +++E+M  GY +l DF P + WD L G+ + + D
Sbj ct 188 RVSVGSGDKVDSYKI LI LEI MDM_GYSRS| EDFFPLLGAWDW. TGLRGKVAEAAKGVDTF 247

Query 250 LTKMWKEHRATSHERKGKADFLDVLLEECDNTNGEKLSI TNl KAVLLNLFTAGTDTSSSI 309
L ++KEH +T+ + DF+ +LLE + G + | K+++ ++ AGI+T S+
Sbjct 248 LEGVLKEHLSTTGSKYN- - DFVSI LLEI QEADAGSSVDNEC!I KSLI WDMLGAGTETI STA 305

Query 310 | EWALTEM KNPTI LKKAQEENMDRVI GRDR- RLLESDI SSLPYLQAI AKETYRKHPSTPL 368
+EWL +IKNP + K QE+ RIG+ + ++ E+D+ + YLQA+ KE+ R + + PL
Sbjct 306 LEWLAALI KNPDAMFKLQNEV- REI GKGKSKI SEADLVKINYLQAVIVKESMRLYFTAPL 364

Query 369 NLPRI Al QACEVDGYYI PKDARLSVNI WAI GRDPNVWENPL EFL PERFL SEENGKI NPGG 428
+PRAQ + GYI ++ +N WAl RDP +W P EF PERFL N I+ G
Sbhj ct 365 LVPREARQDI KFMGYDI SSGTQVLI NAWAI ARDPLLWDKPEEFRPERFL- - - NSPI DYKG 421

Query 429 NDFKLI PFGAGRRI CAGTRMGWLVSYI LGTLVHSFDWKLPNG- - VAELNVDESFGLALQ 486
++ +tPFGAGRR C G+ M+ ++ LVH F+++LP+G + +L+M + G+ L+
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915814
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915814
https://www.ncbi.nlm.nih.gov/protein/5915814?report=genbank&log$=protalign&blast_rank=77&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915814?report=graph&rid=E945S3A7016[5915814]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=13:534&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_5915814
https://www.ncbi.nlm.nih.gov/protein/5915814?report=genbank&log$=protalign&blast_rank=77&RID=E945S3A7016&from=36&to=511
https://www.ncbi.nlm.nih.gov/protein/5915814?report=graph&rid=E945S3A7016[5915814]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=13:534&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75291702
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75291702
https://www.ncbi.nlm.nih.gov/protein/75291702?report=genbank&log$=protalign&blast_rank=78&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/75291702?report=graph&rid=E945S3A7016[75291702]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:517&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_75291702
https://www.ncbi.nlm.nih.gov/protein/75291702?report=genbank&log$=protalign&blast_rank=78&RID=E945S3A7016&from=16&to=494
https://www.ncbi.nlm.nih.gov/protein/75291702?report=graph&rid=E945S3A7016[75291702]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:517&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/5915814?report=genbank&log$=protalign&blast_rank=77&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/75291702?report=genbank&log$=protalign&blast_rank=78&RID=E945S3A7016

NCBI Blast:Protein Sequence (506 |etters)

Shjct 422 FHYEFLPFGAGRRGCPG QFAMCI NELVVANLVHKFNFELPDGKRLEDLDMIAASG TLR 481

Query 487 KAVPLSALVSPRL 499
K PL + P+
Sbjct 482 KKSPLLWARPHV 494

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=5-epiaristolochene 1,3-dihydroxylase; Short=NtEAH; AltName: Full=Cytochrome P450 71D20

Sequence ID: Q94FM7.2 Length: 504 Number of Matches: 1
Related Information

Range 1: 29 to 477 GenPept Graphics

Score Expect Method Identities Positives Gaps

293 bits(751) 2e-92 Compositional matrix adjust. 156/462(34%) 262/462(56%) 26/462(5%)

Query 30  TRPLPPGPLGAPLVGA- LPLLGANPHVALAKLAKKYGPI NHLKMGTCDM/VASTPESARA 88
++ LPPGP  P++Gt L ++G PH L LAKKYGP+MHL++G W ++ + A+
Sbjct 29  SKKLPPGPVWKI PI LGSM_HM GGEPHHVLRDLAKKYGPLMHLQLGEI SAVWTSRDMAKE 88

Query 89  FLKTLDLNFSNRPPNAGASHLAYGAQDLVFAKYGPRWKTLRKLSNLHMLGGKALDDWANYV 148
LKT D+ F++RP +Y Dt F+ YG W +RK+ + +L K + ++++
Shjct 89  VLKTHDVWFASRPKI VAMDI | CYNQSDI AFSPYGDHWRQVRKI CVMELLNAKNVRSFSSI 148

Query 149 RVTELGHMLKAMCEASRCGEPVVLAEM.TYAMANM: - - - - | GQVI LSRRVFVTKGTESNE 203
R E+ ++ ++ S GEV + + + ++M GQv+ + +F K
Shjct 149 RRDEVVRLI DSI RSDSSSGELVNFTQRI | WFASSMICRSAFGQVLKGQDI FAKK- - - - - - 202
Query 204 FKDWVELMISAGYFENI GDFI PSI AVWWD- LQE ERGVKKLHTKFDVLLTKMWKEHR- - - - 258
+ E++ A F++ D P+ ++ L GHR + H K D ++ ++ EH+
Shjct 203 ----1REVI GLAEGFDVVDI FPTYKFLHVLSGVKRKLLNAHLKVDAI VEDVI NEHKKNLA 258

Query 259 - ATSHERKGKADFLDVLLEECDNTNGE- KLSI TNI KAVLLNLFTAGTDTSSSI | EWALTE 316
S+ G D +DVLL ++T+ + ++ N KAV++++F AGT+TSS+ WA+ E
Shjct 259 AGKSNGALGGEDLI DVLLRLMNDTSLQFPI TNDNI KAVI VDVFAAGTETSSTTTVWAMAE 318

Query 317 M KNPTI LKKAQEEMDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al Q 376
M-KNP++  KAQ E+ E+D+ L YL+ + KET R HP +PL +PR  +
Sbhjct 319 MWKNPSVFTKAQAEVREAFRDKVSFDENDVEELKYLKLVI KETLRLHPPSPLLVPRECRE 378

Query 377 ACEVDGYY! PKDARLSVNI WAI GRDPNVVENPL EFL PERFL SEENGKI NPGGNDFKLI PF 436
+++GY | P ++ VNFWA+GRDP W+ F PERF  E  ++ G\+F+ +PF
Sbjct 379 DTDI NGYTI PAKTKVIMVNVWAL GRDPKYVDDAESFKPERF- - - EQCSVDFFGNNFEFLPF 435

Query 437 GAGRRI CAGTRMGWLVSYI LGTLVHSFDWKLPNGVAELNVD 478
GGRRICG G+ + L L++ FDWKLP G+ ++D
Shjct 436 GGGRRI CPGVBFGLANLYLPLAQLLYHFDWKLPTG MPRDLD 477

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Cytochrome P450 71A25
Sequence ID: Q9STK8.1 Length: 490 Number of Matches: 1

Related Information
Range 1: 10 to 490 GenPept Graphics
Score Expect Method Identities Positives Gaps

292 bits(747) 3e-92 Compositional matrix adjust. 167/494(34%) 277/494(56%) 18/494(3%)

Gene - associated gene details

Query 12 Al | FLI TRFLVRSLFKKPTRPLPPGPLGWPLVGAL PLLGAVPHVALAKLAKKYGPI MHLK 71
+ 1 F+ FL + L K + PPPGPL+GL LG H+L L+++YGP+ML
Shjct 10 SI | FMI' LFLKKQLSGKKGKT- PPSPPGLPLI GNLHQLGRHTHRSLCDLSRRYGPLMLLH 68

Query 72 MGTCDWVASTPESARAFLKTL DL NFSNRPPNAGASHLAYGAQDL VFAKYGPRWKTLRKL 131
+G  +++ S+ + A+ LKT D F+NRP + + LY +D+ A YG W ++ +
Shjct 69 LGRVPVLI VSSADVAQE! L KTHDQAFANRPRSKL SQKL L YNNRDVASAPYGEYWRQWKSY 128

Query 132  SNLHWLGGKALDDWANVRVTEL GHML KAMCEASRCGEPVVLAEMLTYAVANM GQVI LSR 191
+H+L K + + +VR E+ M- + ++S P ++++L ++ +V L R
Shjct 129 CVI HLLSNKMWRSFRDVREEEI TLMVAKI RKSSSL- - PFNVSKVLECLTNDVI CRVALGR 186

Query 192 RVFVTKGTESNEFKDMWELMISAGYFNI GDFI PSI AWWD- LQG ERGVKKLHTKFDVLL 250
+ GE++ FK+ L  GF+ GF+P +AMD ++G + + K+ D
Sbjct 187 KY---- GGETD FKKLTDRLSELLGTFS| GSFVPW AWDW RGADAQLDKMGKDLDDFF 241

Query 251 TKMVKEHRATSHERKGKADFLDVLLE- ECONTNGEKLSI TNI KAVLLNLFTAGTDTSSS! 309
K+\V++H +Rf D +DLL + + + G ++ + KA+ L++F GFDTS ++
Sbjct 242 EKVWQDHE- - DGBDRRDGTDLI DALLRVKREKSPGFEI ERVSI KAl TLDVFVGGSDTSFTL 299

Query 310 | EWALTEM KNPTI LKKAQEENDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHPSTPLN 369
+EWATE++++P L + QEE+ + Rt ED + YL+A+ KE R HP_ P+
Sbjct 300 LEWAMIELLRHPKSLNRLQEEVRTI CKGKSRVSEDDI QGMKYLKAVI KEALRLHPPFPMM 359

Query 370 LPRI Al QACEVDGYYI PKDARLSVNI WA GRDPNVW ENPLEFLPERFLSEENGKI NPGG 428
P ++ ++ Y+HP ++ +NWIGRF W + EFPERL + ++ G
Sbjct 360 APHESTEDVKLRDYHI PAGTQUMVNAWAI GREVATWGPDAEEFKPERHL- - - DTSVDFRG 416

Query 429 NDFKLI PFGAGRRI CAGTRMGWLVSYI LGTLVHSFDWKLPNGVAELNWD- - ESFGLALQ 486
+F+L+PFGAGRRI C +VL +L  LVH FDVWKLP E D ES G ++
Shjct 417 QONFELLPFGAGRRI CPAVSFAVVLNEVVLANLVHGFDVWKL PEESKEDKTDVAESSGFSVH 476

Query 487 KAVPLSALVSPRLA 500
+ PL A+ SP L
Shj ct 477 REFPLYAVASPYLT 490
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_122239909
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_122239909
https://www.ncbi.nlm.nih.gov/protein/122239909?report=genbank&log$=protalign&blast_rank=79&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/122239909?report=graph&rid=E945S3A7016[122239909]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=7:499&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_122239909
https://www.ncbi.nlm.nih.gov/protein/122239909?report=genbank&log$=protalign&blast_rank=79&RID=E945S3A7016&from=29&to=477
https://www.ncbi.nlm.nih.gov/protein/122239909?report=graph&rid=E945S3A7016[122239909]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=7:499&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13878400
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13878400
https://www.ncbi.nlm.nih.gov/protein/13878400?report=genbank&log$=protalign&blast_rank=80&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/13878400?report=graph&rid=E945S3A7016[13878400]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:514&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_13878400
https://www.ncbi.nlm.nih.gov/protein/13878400?report=genbank&log$=protalign&blast_rank=80&RID=E945S3A7016&from=10&to=490
https://www.ncbi.nlm.nih.gov/protein/13878400?report=graph&rid=E945S3A7016[13878400]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:514&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/122239909?report=genbank&log$=protalign&blast_rank=79&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/13878400?report=genbank&log$=protalign&blast_rank=80&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/gene?term=13878400[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=80
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Download GenPept Graphics Next Previous Descriptions
RecName: Full=Ferruginol synthase; AltName: Full=Cytochrome P450 76AH1

Sequence ID: S4UX02.1 Length: 495 Number of Matches: 1
Related Information

Range 1: 4 to 487 GenPept Graphics

Score Expect Method Identities Positives Gaps

291 bits(744) 1e-91 Compositional matrix adjust. 165/490(34%) 266/490(54%) 12/490(2%)

Query 8  FWAAI | FLI TRFLVRSLFKKPTRPLPPGPLGAPLVGALPLLGAMPHVALAKLAKKYGPl 67
F+A+F | +  F++ RLPPGP +P+VG + LGA PH AKL+K+YGP+
Sbjct 4  FPLLAALFFI AATI TFLSFRR- RRNLPPGPFPYPI VGNM.QLGANPHQUFAKLSKRYGPL 62

Query 68 VHLKMGTCDMWVASTPESARAFL KTL DL NFSNRPPNAGASHLAYGAQDL VFAKYGPRVKT 127
M+ +G+ V+ S+PE A+ L FS R + + F W
Shjct 63 MBI HLGSLYTVI VSSPEVAKEI LHRHGQVFSGRTI AQAVHACDHDKI SMGFLPVASEWRD 122

Query 128 LRKLSNLHWL.GGKALDDWANVRVTEL GHMLKAMCEASRCGEPVWLAEMLTYAVANM GQV 187
+RK+ M ++++ +R +L +L ++S G V+ E N++
Shjct 123 MRKI CKEQVFSNQSMEASQGL RRQKL QQLL DHVQKCSDSGRAVDI REAAFI TTLNLMSAT 182

Query 188 | LSRRVFVTKGTESNEFKDMWVELMISAGYFNI GDFI PSI AWWDLQG ERG- - - - MKKLH 243
+ S + + EFK+++ + T G N D+ P + D QG++R KL
Sbhj ct 183 LFSSQATEFDSKATMEFKEI | EGVATI VGVPNFADYFPI LRPFDPQGVKRRADVFFGKLL 242

Query 244 TKFDVLLTKMKEHRATSHERKGKADFLDVLLEECDNTNGEKLSI TNI KAVLLNLFTAGT 303
K+ L+ ++ RA + K K DFL+++++ N KL+ ++L+LF Gt
Sbjct 243 AKI EGYLNERLESKRANPNAPK- KDDFLEI WDI | - QANEFKLKTHHFTHLM_DLFVGGS 300

Query 304 DTSSSI | EWALTEM KNPTI LKKAQEEMDRVI GRDRRLLESDI SSLPYLQAI AKETYRKH 363
DT+++ | EWA++E++ NP+ + + E+ V G ++ + ES + LPYLQA KE R H
Sbjct 301 DTNTTS| EWAVSELVMNPDKMARL KAELKSVAGDEKI VDESAMPKLPYLQAVI KEVMRI H 360

Query 364 PSTPLNLPRI Al QACEVDGYY! PKDARLSVNI WAl GRDPNVVENPLEFLPERFLSEENGK 423
P PL LPR A EV+GY | PK  ++ +N +Al GRDP++W +P F PERFL + K
Sbhjct 361 PPGPLLLPRKAESDQEVNGYLI PKGTQ LI NAYAI GRDPS| WIDPETFDPERFL- - - DNK 417

Query 424 | NPGGNDFKLI PFGAGRRI CAGTRMGWLVSY! LGTLVHSFDWKLPNG- - VAELNVDESF 481
I+ G D++L+PFGFGRR+C G+ ++ TLVHFDWKL + A + EF
Sbhjct 418 | DFKGQDYELLPFGSGRRVCPGVPLATRI LHVATATLVHNFDWKLEDDSTAAADHAGELF 477

Query 482 GLALQKAVPL 491
GHA+++AVPL
Shjct 478 GVAVRRAVPL 487

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=Cytochrome P450 71B1; AltName: Full=CYPLXXIB1

Sequence ID: P49264.1 Length: 496 Number of Matches: 1
Related Information
Range 1: 5 to 489 GenPept Graphics

Score Expect Method Identities Positives Gaps

290 bits(742) 2e-91 Compositional matrix adjust. 156/494(32%) 280/494(56%) 16/494(3%)

Query 8  FWAAI | FLI TRFLVRSLFKKPTRPLPPGPL GWPLVGAL PLLGAMPHVALAKLAKKYGPI 67
++VAA++  + + +S +KP + LPPGP P++G L LG PH A+ +L+K YGP+
Sbjct 5 Yl VAALVI FASLLI AKSK- RKPKKNLPPGPPRLPI | GNLHQLGEKPHRAMVELSKTYGPL 63

Query 68 VHL KMGTCDWVASTPESARAFL KTL DL NFSNRPPNAGASHL AYGAQDL VFAKYGPRWKT 127
M LK+G+  WA++ E+ R LKT DL +RP ++Y +DLVF+ Y W
Shjct 64 MBLKLGSVTTWWATSVETVRDVLKTYDLECCSRPYMIYPARI TYNLKDLVFSPYDKYWRQ 123

Query 128 LRKLSNLHWLGGKALDDWANVRVTEL GHMLKAMCEASRCGEPVVLAEMLTYAVANM GQV 187
+RKL+ + + K+ + ++R E+ ++ +A+ EV L++ + ++ ++
Sbhjct 124 VRKLTVVELYTAKRVQSFRHI REEEVASFVRFNKQAASSEETVNLSOKI LKMSGSVI CRI 183

Query 188 | LSRRVFVTKGTESNEFKDWVELMISAGYFNI GDFI PSI AWM - DLQG ERGVKKLHTK 245
+ + N +++++V+ G D+t PI + + G+ +K+
Sbjct 184 GFG - | NLEGSKLENTYQEI | VQAFEVLGSLAAVDYFPVI GTI | DRI TGLHAKCEKVFHG 241

Query 246 FDVLLTKMVKEHRATSHERKGKADFLDVLL- - EECDNTNGE- KLSI TNI KAVLLNLFTAG 302
+ ++ H + KD+D+tLL E + + CGE +L+ + K +L+N+ TAG
Sbjct 242 | DSFFDQAI QRH- - - | DDPSI KDDI | DLLLKMERGEGSLGEYELTREHTKG LMNI LTAG 298

Query 303 TDTSSSI | EWALTEM KNPTI LKKAQEENVDRVI GRDRRLLESDI SSLPYLQAI AKETYRK 362
DTS+ + WA+T ++ NP ++KK Q E+ | ++ D+t LY+ + KET+R
Sbjct 299 | DTSAQTMIM'MAMIHLLANPRVIVKKL QAEI REKI KNI DEI TDDDVEQLDYFKLVLKETFRI 358

Query 363 HPSTPLNLPRI Al QACEVDGYY! PKDARLSVNI WAl GRDPNVWENPLEFLPERFLSEENG 422
P P+ +PR+A + ++ GY +P+ + VN+WA+ P++W+P  F PERF+  +
Shjct 359 SPI VPVLVPRVAAKDLKI AGYDVPEKTW HVNMAAVHVEPSI WKDPETFNPERFI - - - DN 415

Query 423 Kl NPGGNDFKLI PFGAGRRI CAGTRVMAWLVSY! LGTLVHSFDVKLPNGV- - AELNVMDES 480
+ + G +F+L+PFG+GRR+C G MG+ +V L L++ FDWKLPNG+  EL+++E+
Sbjct 416 QTDFKGLNFELLPFGSGRRVMCPGVGMGLAVVHLTLI NLLYRFDWKLPNGVKAEELSI EEN 475

Query 481 FGLALQKAVPLSAL 494
+GL K +PL A+
Shjct 476 YGLI CVKKLPLEAI 489
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_704000326
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_704000326
https://www.ncbi.nlm.nih.gov/protein/704000326?report=genbank&log$=protalign&blast_rank=81&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/704000326?report=graph&rid=E945S3A7016[704000326]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:511&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_704000326
https://www.ncbi.nlm.nih.gov/protein/704000326?report=genbank&log$=protalign&blast_rank=81&RID=E945S3A7016&from=4&to=487
https://www.ncbi.nlm.nih.gov/protein/704000326?report=graph&rid=E945S3A7016[704000326]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:511&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1345641
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1345641
https://www.ncbi.nlm.nih.gov/protein/1345641?report=genbank&log$=protalign&blast_rank=82&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/1345641?report=graph&rid=E945S3A7016[1345641]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:513&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_1345641
https://www.ncbi.nlm.nih.gov/protein/1345641?report=genbank&log$=protalign&blast_rank=82&RID=E945S3A7016&from=5&to=489
https://www.ncbi.nlm.nih.gov/protein/1345641?report=graph&rid=E945S3A7016[1345641]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:513&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_939319618
https://www.ncbi.nlm.nih.gov/protein/704000326?report=genbank&log$=protalign&blast_rank=81&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/1345641?report=genbank&log$=protalign&blast_rank=82&RID=E945S3A7016
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Download GenPept Graphics Next  Previous Descriptions
RecName: Full=(S)-N-methylcoclaurine 3'-hydroxylase-like protein; AltName: Full=Cytochrome P450 80BX

Sequence ID: |I3V6B1.1 Length: 440 Number of Matches: 1
Related Information
Range 1: 6 to 436 GenPept Graphics

Score Expect Method Identities Positives Gaps

288 bits(737) 3e-91 Compositional matrix adjust. 172/445(39%) 245/445(55%) 19/445(4%)

Query 10  VAAI | FLI TRFLVRSLFKKPTRPLPPGPLGAPLVGAL PLL GAMPHVALAKLAKKYGPI VH 69
VAl + TFL + + LPPGP WP+VG L LG PH A+LA+ YG +
Sbhjct 6 VALI Al VFTTFLYLI VRESSPNGLPPGPKPWPI VGNLL QL GEKPHSQFAQLAETYGDLFT 65

Query 70 LKMGTCDWVASTPESARAFL KTL DLNFSNRPPNAGASHL AYGAQDL VFAKYGPRVWKTLR 129
LK+GTI  +WASTP +A LK D R + +V+ + WK LR
Shjct 66 LKLGTQTVWWASTPLAASEVL KAHDRTL CGRYVFQSFRVKNHVENSI VWNECNETVWKKLR 125

Query 130 KLSNLHWM.GGKALDDWANVRVTEL GHMLKAMCEASRCGEPVWLAEMLTYAMANM GQVI L 189
K+ + K +++ A VR + MK + + G V + E++ + NM G +I
Shjct 126 KVCRTQLFTQKM ENQAEVREI KTMEMVKYLKKNE- - J EVKI VEVI FGTLVNMFGNLI F 183

Query 190 SRRVFVTKGTESN - - EFKDMWELMISAGYFNI GDFI PSI AWWDLQG ERGVKKLHTKF 246
S+ +F  GES+ EK + ++ N GDHP + +DL G + +
Sbjct 184 SQDI F- KLGDESSGSLENKQH WRVLELGNSANPGDYVPLLGSLDLFGQRKDVADCLQGY 242

Query 247 DVLLTKMWKEHRATSHERKG- - KADFLDVLLEECDNTNGEKLSI TNl KAVLLNLFTAGTD 304
+ M-KE R + G K DF+DVLL+ L | ++LL++F+AGT+
Shjct 243 YGYWGAMLKERRI AKRQ NGDTKNDFVDVLLDS- - - - - - - GLDDQQ NSLLLDMFSAGTE 295

Query 305 TSSSI I EWALTEM KNPTI LKKAQEENVDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHP 364
T++S | EWALTE+ KNP + + E+ V+G+ R + ESDI +LPYLQA KET R HP
Sbjct 296 TTASTI EWALTELTKNPQVTADI RSELLSVVGK- RAVKESDI LNLPYLQAFVKETLRLHP 354

Query 365 STPLNLPRI Al QACEVDGYYI PKDARLSVNI WAI GRDPNVWENPLEFLPERFLSEENGKI 424
TPL +PR A++ C+V Y | PK+ ++ VN WIGRDP W +PL+F P+RFL N |
Sbj ct 355 PTPLLI PRRALETCQVLNYTI PKECQ MVNAWG GRDPKTWIDPLKFSPDRFL- - - NSSI 411

Query 425 NPGGNDFKLI PFGAGRRI CAGTRMG 449
+ GNDF+LIPFGAGRRIC G G
Sbjct 412 DFKGNDFELI PFGAGRRI CPGVPPG 436

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Cytochrome P450 76AD1
Sequence ID: I3PFJ5.1 Length: 497 Number of Matches: 1

Related Information
Range 1: 41 to 496 GenPept Graphics

Score Expect Method Identities Positives Gaps

290 bits(742) 3e-91 Compositional matrix adjust. 167/463(36%) 262/463(56%) 13/463(2%)

Query 42 LVGAL PLLGAMPHVAL AKLAKKYGPI MHLKMGTCDWVASTPESARAFLKTLDLNFSNRP 101
++G + +G PH + A LAK +GP++ L++G+  +V S+ + A+ D SNR
Shjct 41 11 GNI LEVGKKPHRSFANLAKI HGPLI SLRLGSVTTI VWSSADVAKEMFLKKDHPLSNRT 100

Query 102 - PN--- AGASHLAYGAQDL VFAKYGPRWKTL RKL SNLHVL GGKALDDWANVRVTELGHML 157
PN AG H + + P+W  RK++ +H+L  + LD R ++ +
Sbjct 101 | PNSVTAGDHH- - - - KLTMSW.PVSPKWRNFRKI TAVHL L SPORLDACQTFRHAKVQQLY 156

Query 158 KAMCEASRCGEPVVLAEMLTYAVANM GQVI LSRRVFVTKGTESNEFKDMWELMISAGY 217
+ + E ++ G+ V + + N++ ++ S + K S EFK+++ +M G
Shjct 157 EYVQECAQKGQAVDI GKAAFTTSLNLLSKLFFSVELAHHKSHTSQEFKELI WNI MEDI GK 216

Query 218 FNI GDFI PSI AWWDL QG ERGVKKLHTKFDVLL TKMWKEHRATSHERKGKADFLDVLLEE 277
N D+ P+ +D G R+ K+ ++ E A DVL
Sbhjct 217 PNYADYFPI LGCVDPSG RRRLACSFDKLI AVFQGQ | CERLAPDSSTTTTTTTDDVLDVL 276

Query 278 CDNTNGEKLSI TNI KAVLLNLFTAGTDTSSS! | EWALTEM KNPTI LKKAQEEMDRVI GR 337
+L++ | +L+++F AGTDT+SS EW +TE+| +NP +++KAQEE+ +V+GF
Sbjct 277 LQUFKQNELTMGEI NHLLVDI FDAGTDTTSSTFEWMIELI RNPEMVEKAQEE! KQULGK 336

Query 338 DRRLLESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al QACEVDGYY! PKDARLSVNI WA 397
D+++ ESDI +LPYLQAI KET RHP T LPR A E+ GY +PKDA++ VN+WA
Sbhj ct 337 DKQ QESDI | NLPYLQAI | KETLRLHPPTVFLLPRKADTDVELYGYI VPKDAQ LVNLWA 396

Query 398 | GRDPNVWENPLEFLPERFLSEENGKI NPGGNDFKLI PFGAGRRI CAGTRMGWLVSYI L 457
IGRDPN WFN F PERF+ E |1+ G DF L+PFGAGRRIC G + + +++ +L
Sbhjct 397 | GRDPNAWONADI FSPERFI GCE- - - | DVKGRDFGLLPFGAGRRI CPGWNLAI RMLTLML 453

Query 458 GTLVHSFDWKLPNGVA- - ELNVDESFGLALQKAVPLSALVSPR 498
TL+ F+WKL  ++ +L+MDE FGFALQK PL + PR
Sbjct 454 ATLLQFFNWKLEGDI SPKDLDVDEKFG ALQKTKPLKLI PI PR 496

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=Protopine 6-monooxygenase; AltName: Full=Protopine 6-hydroxylase; Short=P6H

Sequence ID: E2Z9C1.1 Length: 524 Number of Matches: 1
Related Information
Range 1: 17 to 523 GenPept Graphics

Score Expect Method Identities Positives Gaps

290 bits(742) 6e-91 Compositional matrix adjust. 176/514(34%) 274/514(53%) 26/514(5%)

NCBI Blast_Protein Sequence (506 letters) blue.html[5/04/2017 4:41:54 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_939319618
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_939319618
https://www.ncbi.nlm.nih.gov/protein/939319618?report=genbank&log$=protalign&blast_rank=83&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/939319618?report=graph&rid=E945S3A7016[939319618]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:457&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_939319618
https://www.ncbi.nlm.nih.gov/protein/939319618?report=genbank&log$=protalign&blast_rank=83&RID=E945S3A7016&from=6&to=436
https://www.ncbi.nlm.nih.gov/protein/939319618?report=graph&rid=E945S3A7016[939319618]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:457&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_765680545
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_765680545
https://www.ncbi.nlm.nih.gov/protein/765680545?report=genbank&log$=protalign&blast_rank=84&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/765680545?report=graph&rid=E945S3A7016[765680545]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=19:518&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_765680545
https://www.ncbi.nlm.nih.gov/protein/765680545?report=genbank&log$=protalign&blast_rank=84&RID=E945S3A7016&from=41&to=496
https://www.ncbi.nlm.nih.gov/protein/765680545?report=graph&rid=E945S3A7016[765680545]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=19:518&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_677995435
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_677995435
https://www.ncbi.nlm.nih.gov/protein/677995435?report=genbank&log$=protalign&blast_rank=85&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/677995435?report=graph&rid=E945S3A7016[677995435]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:548&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_677995435
https://www.ncbi.nlm.nih.gov/protein/677995435?report=genbank&log$=protalign&blast_rank=85&RID=E945S3A7016&from=17&to=523
https://www.ncbi.nlm.nih.gov/protein/677995435?report=graph&rid=E945S3A7016[677995435]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:548&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/939319618?report=genbank&log$=protalign&blast_rank=83&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/765680545?report=genbank&log$=protalign&blast_rank=84&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/677995435?report=genbank&log$=protalign&blast_rank=85&RID=E945S3A7016

NCBI Blast:Protein Sequence (506 |etters)

Query 10 VAAI | FLI TRFLVRSLFKKPTRPLPPGPLGWPLVGALPLLGA- - MPHVALAKLAKKYGPI 67
+ A +FL F RtL K R P W++G L L G+ +PH LA +A KYG
Shjct 17 1 I AFVFLYNLFSSRTLKNKKI RTAPMATGAWPVL GHLHL FGSGEL PHKMLAAMADKYGSA 76

Query 68 MHLKMGTCDWVASTPESARAFL KTL DL NFSNRPPNAGASHLAYGAQDL VFAKYGPRVKT 127
+K G +V S + T D FSNRP +Y ++F YG W
Sbhjct 77 FRVKFGKHTTLVVSDTRI VKECFTTNDTLFSNRPSTKAFQLMIYDNESVAFTPYGSYWRE 136

Query 128 LRKLSNLHWLGGKALDDWANVRVTEL GHM_KAMCEASR- - CGEPVVLAEMLTY- - - AVAN 182
+RK+S L +L L +VR +E+ K+ + + G +L +M + N
Sbjct 137 | RKI STLKLLSNHRLQAI KDVRASEVNVCFKTL YDQCKNPSGSAPI LI DMKKWFEEVSNN 196

Query 183 M GQVI LSRRVFVTKGTESNE- - - - FKDWVELMISAGYFNI GDFI PSI AWWMDL- Qd ER 237
++ +VI+ R+ F +K + E +K ++ EL+ A DF P + ++D+ QG
Shjct 197 VVWMRVI VGRQNFGSKI VQGEEEAI HYKKVVDEL LRLASL SMFSDFAPLLGFVDI FQGNLS 256

Query 238  GVKKLHTKFDVLLTKM/KEHRATSHE- RKGKADFLDVLL- - - EECDNTNGEKLS! TNI KA 293
MGt KD+l ++EHR  + + + DFDWL  EE  + + ++ IKA
Sbjct 257 ANMKRNAKKVDAI LENVLEEHRKKKNSVAESQQDFVDVM. S| VEESKLSGHDADAV- - | KA 314

Query 294 VLLNLFTAGIDTSSSI | EWALTEM KNPTI LKKAQEEMDRVI GRDRRLLESDI SSLPYLQ 353
L+ GIDT++ + W++ ++ N LKKA+EE+D ++G+DR++ +SD+ +L Y+
Sbjct 315 TCLAM MGGTDTTAVSLTW | SLLMNNRHAL KKAREEL DAL VGKDRQVEDSDLKNLVYMN 374

Query 354 Al AKETYRKHPSTPLNLPRI Al QACEVDGYYI PKDARLSVNI WAl GRDPNWAENPLEFLP 413
Al KET R+P L L R + CE+DGH++ RL VN+W + RDPNVW +P EF P
Sbhjct 375 Al VKETMRMYPLGTL- LERETKEDCEI DGFHVKGGTRLLVNVWKL QRDPNVWDPTEFRP 433

Query 414 ERFLSEENGKI NPGGNDFKLI PFGAGRRI CAGTRMGWLVSYI LGTLVHSFDVWKLPNGVA 473
ERFL+ EN 1+ GG F+L+PFGAGRR+C G + + +L L+H +D N +
Sbhj ct 434 ERFLT- ENADI DVGGOHFEL LPFGAGRRVCPGVXFALQFMHLVLARLI HGYDL- - - NTLN 489

Query 474 ELNMD- - ES- FGLALQKAVPLSALVSPRLASNPY 504
END ES G KA PL +++PRL Y
Shjct 490 EENVDLTESPEGHVNHKASPLDLI LTPRLHYKLY 523

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Cytochrome P450 71B7
Sequence ID: Q96514.1 Length: 504 Number of Matches: 1

Related Information

Range 1: 1 to 497 GenPept Graphics . .
Gene - associated gene details

Score Expect Method Identities Positives Gaps

289 bits(740) 6e-91 Compositional matrix adjust. 155/501(31%) 271/501(54%) 13/501(2%)

Query 1 MAI LVTDFWAAI | FLI TRFLVRSLFKKPTRPLPPGPLGAPLVGAL PLLGAMPHVALAKL 60
M L+ F+ +FL++  ++ K LPPGP P++GL L +PH L
Sbjct 1 MBI LLC- FLCLLPVFLVSLSI LSKRLKPSKVKLPPGPKTLPI | GNLHNLTGLPHTCFRNL 59

Query 61 AKKYGPI MHLKMGTCDMVVASTPESARAFLKTL DL NFSNRPPNAGASHLAYGAQDLVFAK 120
++K+GP+M L G +W S+ E A LKT DL +RP ++Y +D+ FA
Shjct 60 SQKFGPVM_LHFGFVPVWI SSKEGAEEALKTQDLECCSRPETVATRM SYNFKDI GFAP 119

Query 121 YGPRWKTLRKLSNLHMW. GGKALDDWANVRVTEL GHMLKAMCEASRCGEPVWLAEMLTYAM 180
YG WK LRKL + +L K + +R E ++K + E++ PV L+ L +
Shjct 120 YGEEWKALRKLVVNMELLNTKKFQSFRY! REEENDLLI KKLTESALKKSPVNLKKTLFTLV 179

Query 181 ANM GQVI LSRRVFVTKGTESNEFKDMVVELMI'SAGYFNI GDFI PSI AWM - DLQG ERG 238
Ar++ ++ + + o+ + DtV + DF P + W + G +
Sbhjct 180 ASI VCRLAFGVNI HKCEFVDEDNVADL VNKFEM.VAGVAFTDFFPGVGALVDRI SGONKT 239

Query 239 IVKKLHI'KFD\/LLTKWKEHRATSHERKG<ADFLD\/LLE— - ECDNTNGE- - KLSI TNI KAV 294
+ + ++ D ++ +H D +DV+L+ + +GE KL+ ++K +
Sbhjct 240 LNNVFSELDTFFQNVLDDHI KPGRQ\/SENPDWD\/NLDLM(KQEKDGESFKLTTDHLKG 299

Query 295 LLNLFTAGTDTSSSI | EMALTEM KNPTI LKKAQEEVDRVI G- RDRRLLESDI SSLPYLQ 353
+ ++F AG +TS+ + WA+ E+l +NP ++KK Q+E+ +G + +R+ E D+S + Y +
Sbjct 300 | SDI FLAGYNTSAVTLNWAVAEL I RNPRVIVKKVQDEI RTTLGDKKQRI TEQDLSQVHYFK 359

Query 354 Al AKETYRKHPSTPLNLPRI Al QACEVDGYY! PKDARLSVNI WAl GROPNVVENPLEFLP 413
+ KE +R HP+ PL LPR + ++ GY IP  ++ +N ++| RDP +WNP EF P
Sbjct 360 LVWWKEI FRLHPAAPLLLPRETMSHVKI QGYDI PVKTQWM NI YSI ARDPKLWINPDEFNP 419

Query 414 ERFLSEENGKI NPGGNDFKLI PFGAGRRI CAGTRMGWLVSY! LGTLVHSFDWKLPNG - 471
+RFL + |+ G +F+L+PFGtGRRIC G +Gt+ V L L++ FDW+P G
Sbjct 420 DRFL- - - DSSI DYRGLNFELLPFGSGRRI CPGMILG TTVELGLLNLLYFFDW/A/PVGKN 476

Query 472 VAELNVDESFGLALQKAVPLS 492
V ++N++E+ + + K L
Sbjct 477 VKD NLEETGSI | | SKKTTLE 497

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=4-hydroxyphenylacetaldehyde oxime monooxygenase; AltName: Full=Cytochrome P450 71E1
Sequence ID: 048958.1 Length: 531 Number of Matches: 1

Related Information
Range 1: 55 to 518 GenPept Graphics

Score Expect Method Identities Positives Gaps

290 bits(742) 7e-91 Compositional matrix adjust. 156/467(33%) 255/467(54%) 11/467(2%)

Query 33 LPPGPLGAPLVGAL PLL GAMPHVAL AKLAKKYGPI MHLKMGTCDWVASTPESARAFLKT 92
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915830
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915830
https://www.ncbi.nlm.nih.gov/protein/5915830?report=genbank&log$=protalign&blast_rank=86&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915830?report=graph&rid=E945S3A7016[5915830]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:521&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_5915830
https://www.ncbi.nlm.nih.gov/protein/5915830?report=genbank&log$=protalign&blast_rank=86&RID=E945S3A7016&from=1&to=497
https://www.ncbi.nlm.nih.gov/protein/5915830?report=graph&rid=E945S3A7016[5915830]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:521&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915841
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915841
https://www.ncbi.nlm.nih.gov/protein/5915841?report=genbank&log$=protalign&blast_rank=87&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915841?report=graph&rid=E945S3A7016[5915841]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=32:541&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_5915841
https://www.ncbi.nlm.nih.gov/protein/5915841?report=genbank&log$=protalign&blast_rank=87&RID=E945S3A7016&from=55&to=518
https://www.ncbi.nlm.nih.gov/protein/5915841?report=graph&rid=E945S3A7016[5915841]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=32:541&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/5915830?report=genbank&log$=protalign&blast_rank=86&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915841?report=genbank&log$=protalign&blast_rank=87&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/gene?term=5915830[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=86

NCBI Blast:Protein Sequence (506 |etters)

LPPGP  P++G L LLG +PH L +LA++YGP+M L++GI' W S+ E+AR LK
Sbhjct 55 LPPGPAQLPI LGNLHLLGPLPHKNLRELARRYGPVMQLRLGTVPTVWSSAEAAREVLKY 114

Query 93 L DL NFSNRPPNAGASHL AYGAQDL VFAKYGPRWKTL RKL SNLHMLGGKALDDWANVRVTE 152
D++ +RP + G L+Y +++ FAYG W +RKL L +L + + R E
Sbjct 115 HDVDCCSRPASPGPKRLSYDLKNVGFAPYGEYWREMRKLFALELL SMRRVKAACYAREQE 174

Query 153 LGHMLKAMCEASRCGEPVVLAEMLTYANVANM GQVI LSRRVFVTKGT ESNEFKDWVELM 212
+ 4+ + A+ +VL + + +1 GV F+ ++ + M
Sbjct 175 NDRLVADLDRAAASKASI VLNDHVFALTDA | GTVAFGNI YASKQ:AHKERFQ-NLDDAM 234

Query 213 TSAGYFN GDFI PSI AWM - - DLQG ERGVKKLHTKFDVLLTKMVKEHRATSHE- RKGKA 268
F+ DF P+ A L G +++ + DV K++ +H  +
Sbjct 235 DMVASFSAEDFFPNAAGRLADRL SGFLARRERI FNELDVFFEKVI DQHVDPARPVPDNGG 294

Query 269 DFLDVLLEECDNTNGE- KLSI TNI KAVLLNLFTAGTDTSSSI | EWALTEM KNPTI LKKA 327
D +DVL+ C +G + + ++KA++L+ F DTSS | WA++E+++ P +L+KA
Sbhjct 295 DLVDVLI NLCKEHDGTLRFTRDHVKAI VLDTFI GAI DTSSVTI LWAVSELVRKPQVLRKA 354

Query 328 QEENDRVI GRDR- RLLESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al QACEVDGYYI P 386
QE+ +GD+R+ D+ +PYL+ + KET RHP L +PR ++ + GY +P
Sbjct 355 QAEVRAAVGDDKPRVNSEDAAKI PYLKMWKETLRLHPPATLLVPRETNRDTTI CGYDVP 414

Query 387 KDARLSVNI WAI GRDPNVWENPL EFL PERFL SEENGKI NPGGNDFKLI PFGAGRRI CAGT 446
+ R+ VN WAIGRDP W P EF P+RF+ + ++ G+ F+LIPFGAGRRIC G
Sbhj ct 415 ANTRVFVNAWAI GRDPASWPAPDEFNPDRFVGSD- - - VDYYGSHFELI PFGAGRRI CPGL 471

Query 447 RMAWLVSYI LGTLVHSFDVKLPNGVA- - ELNVDESFGLALQKAVPL 491
MG  V++ L L++ +DWLP +  +++MrE+ L + PL
Shjct 472 TMGETNVTFTLANLLYCYDWAL PGAMKPEDVSMEETGALTFHRKTPL 518

Download GenPept Graphics Next Previous Descriptions
RecName: Full=Cytochrome P450 71B26

Sequence ID: QILTLO.1 Length: 500 Number of Matches: 1
Related Information

Range 1: 33 to 490 GenPept Graphics

= . - associated gene details
Score Expect Method Identities Positives Gaps Gene 9

288 bits(737) 1e-90 Compositional matrix adjust. 167/465(36%) 255/465(54%) 15/465(3%)

Query 35 PGPLGAPLVGAL PLL GAMPHVAL AKLAKKYGPI MHLKMGT CDMWVASTPESARAFLKTLD 94
PP GP++G L LG + H +L KL+KKYGP+M LK+G ++ S+ E+A+ L+ D
Shjct 33 PSPPGFPI | GNLHQL GEL QHQSL VKL SKKYGPVMLLKLGKVPTLI LSSSETAKQALRDYD 92

Query 95 LNFSNRPPNAGASHL AYGAQDL VFAKYGPRWKTL RKL SNLHVL GGKALDDWANVRVTELG 154
L+ +RP AG L+Y D+ + Y W LRKL + + + ++ E+
Shjct 93 LHCCSRPSL AGGREL SYNNL DVMSSSPYNEYWKEL RKL CSQEL FSANKI QSI QPI KDEEVK 152

Query 155 HM.KAMCEASRCGEPVVLAEM.TYAVANM GQVI LSRRVFVTKGT ESNEFKDMWVELMIS 214
++ ++ E+S PV L++ +++ + S+ F +V +
Shjct 153 KVI DSI AESSSLKNPVNL SKTFLALTTSVWCKAAFGVS- FEGSVLNSDRFNKLVRDTFEM 211

Query 215 AGYFN GDFI PSI AWM - DLQG ERGVKKLHTKFDVLLTKMVKEHRATSHERKGKADFLD 272
G F+ DFIP + W GH+ KK D ++ H+ + G D+D
Sbhjct 212 LGSFSASDFI PYVGW | DKFNGLQGARKKSFRDLDAFYEQ FDLHK- - EEKEVGSEDLVD 269

Query 273 VLL----EECDNTNGEKLSI TNI KAVLLNLFTAGTDTSSSI | EWVALTEM KNPTI LKKAQ 328
VLL EE NG KL+  +1 KA+L+N+ G DTS+ + WA+ E+ KNP ++KK Q
Sbjct 270 VLLRLEKEEI VWGNG- KLTRNHI KAl LMNI LLGGE DTSAI TMI'VWAVAEL AKNPRVIVKKVQ 328

Query 329 EENMDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al QACEVDGYY! PKD 388
E+ | R+ D L YL+ + KET+R HP TPL LPR | E++GY | P
Sbhjct 329 AElI RNQ KNKERI SFDDTDKLEYLKWI KETWRLHPPTPLLLPRDVI TEFEI NGYTI PAK 388

Query 389 ARLSVNI WAI GRDPNVWENPL EFL PERFL SEENGKI NPGGNDFKLI PFGAGRRI CAGTRM 448
RL VN+WAI GRDP+ W++P  FLPERF + |+ G+F+L+ FGtGRRIC G M
Sbhjct 389 TRLHVNVWAI GRDPDTWKDPEMFLPERF- - - NDSNI DAKGONFELLSFGSGRRI CPGLYM 445

Query 449 GWLVSYI LGTLVHSFDVWKLPNG- - VAELNVDESFGLALQKAVPL 491
G +V + L +++ FDIKLP G V +++MrE+ GL + K L
Shjct 446 GITMVEFGLANMLYHFDVWKLPEGWVEDI DVEEAPGLTVSKKSEL 490

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=Psoralen synthase; AltName: Full=Cytochrome P450 CYP71AJ3

Sequence ID: C0SJS2.1 Length: 473 Number of Matches: 1
Related Information

Range 1: 5 to 471 GenPept Graphics

Score Expect Method Identities Positives Gaps

287 bits(735) 2e-90 Compositional matrix adjust. 164/480(34%) 279/480(58%) 19/480(3%)

Query 14 | FLI TRFLVRSLFKK- PTRPLPPGPLGAPLVGALPLL GAVPHVAL AKLAKKYGPI MHLKM 72
+FL+T FL + L KK P++ LPP P P++G L +G P ++L LA++YGP+MHLK
Sbjct 5  LFLVTI FLYKW.VKKTPSKNLPPSPPRLPI | GNLHQ GPDPQ SLRDLAREYGPVNHLKF 64

Query 73  GTCDWVASTPESARAFLKTLDLNFSNRPPNAGASHLAYGAQDL VFAKYGPRWKTLRKLS 132
Gt ++V S+ + AR KT DL F++RP ++ A+ + Y +D+VFA+Y W ++
Sbjct 65  GSVPVLVVSSADGAREI FKTHDLVFADRPYSSVANRI FYNGRDMWFARYTEYWRQVKSTC 124

Query 133 NLHMLGGKALDDWANVRVTEL GHMLKAMCEASRCGEPVVLAEMLTYAMANM GQVI LSRR 192
+L K+ + NVR E+ +L + E S+ + + L+EML N++ + L
Shjct 125 VTQLLSVKRVQSFHNVREEEVALLLDNI - ENSKS- KVI NLSEMLI ELTGNVWCRAALG- - 180

NCBI Blast_Protein Sequence (506 letters) blue.html[5/04/2017 4:41:54 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13878380
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13878380
https://www.ncbi.nlm.nih.gov/protein/13878380?report=genbank&log$=protalign&blast_rank=88&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/13878380?report=graph&rid=E945S3A7016[13878380]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=11:512&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_13878380
https://www.ncbi.nlm.nih.gov/protein/13878380?report=genbank&log$=protalign&blast_rank=88&RID=E945S3A7016&from=33&to=490
https://www.ncbi.nlm.nih.gov/protein/13878380?report=graph&rid=E945S3A7016[13878380]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=11:512&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_313118201
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_313118201
https://www.ncbi.nlm.nih.gov/protein/313118201?report=genbank&log$=protalign&blast_rank=89&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/313118201?report=graph&rid=E945S3A7016[313118201]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:494&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_313118201
https://www.ncbi.nlm.nih.gov/protein/313118201?report=genbank&log$=protalign&blast_rank=89&RID=E945S3A7016&from=5&to=471
https://www.ncbi.nlm.nih.gov/protein/313118201?report=graph&rid=E945S3A7016[313118201]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:494&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/13878380?report=genbank&log$=protalign&blast_rank=88&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/313118201?report=genbank&log$=protalign&blast_rank=89&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/gene?term=13878380[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=88

NCBI Blast:Protein Sequence (506 |etters)

Query 193 VFVTKGTESNEFKDMWELMTSAGYF- NI GDFI PSI AWWD- LQG ERGVKKLHTKFDVLL 250
G+ +K +++++M  GY +| DF PS+ WD + Gr+ ++K D L
Sbjct 181 ---- SGYNVDSYKSLLLQ MDMLGYSRS| EDFFPSLGAWDW TGLKGKVEKAANGVDAFL 236

Query 251 TKMKEHRATSHERKGKADFLDVLLEECDNTNGEKLSI TNI KAVLLNLFTAGTDTSSSI | 310
++KH S K DF+ +LLE + G + | K+++ ++ AGT+T ++ +
Shj ct 237 EGVLKNHTNPSTSSANK- DFVSI LLEI QEADAGSSMDKEC!I KSLI WDMLGAGTETI ATAL 295

Query 311 EWALTEM KNPTI LKKAQEENMDRVI GRDR- RLLESDI SSLPYLQAI AKETYRKHPSTPLN 369
EW+ +IK+P + K QtE+ RIGr + R+ E D+ + YL+A+ KE+ R + + PL
Sbhjct 296 EWI GALI KSPDAVSKLQKEV- REI GKGKSRI EEGDL VKMDYLKAVMKESVRLYFTAPLL 354

Query 370 LPRI Al QACEVDGYY! PKDARLSVNI WAl GRDPNVWENPL EFL PERFL SEENGKI NPGGN 429
+tPRAQ + GY I ++ +N WAl RDP+ W-NP EF PERFL N I+ G
Sbhjct 355 VPREARQDVKFMGYDI KSGTQVLI NAWAI ARDPSSWDNPEEFRPERFL- - - NSPI DYKGF 411

Query 430 DFKLI PFGAGRRI CAGTRVMGWLVSYI LGTLVHSFDWKLPNG - VAELNVDESFGLALQK 487
+++ |PFGAGRR C G + + +  ++ +V+ F+++LP+G + E++M S Gr K
Sbjct 412 NYEYI PFGAGRRGCPG QFAI SVNELVWANVWNKFNFELPDGKRLEEMDMIASTG TFHK 471

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Cytochrome P450 83B1; AltName: Full=Protein ALTERED TRYPTOPHAN REGULATION 4; AltName:
Full=Protein RED ELONGATED 1; AltName: Full=Protein SUPERROOT 2
Sequence ID: 065782.1 Length: 499 Number of Matches: 1

Related Information

Range 1: 6 to 487 GenPept Graphics

= . ene - associated gene details
Score Expect Method Identities Positives Gaps Gene 9

288 bits(736) 2e-90 Compositional matrix adjust. 163/485(34%) 266/485(54%) 9/485(1%)

Query 9 WAAI | FLI TRFLVRSLFKKPTRPLPPGPLGAPLVGAL PLLGAM PHVALAKLAKKYGPI 67
++A ++ F +RS KK R LPPGP G P++G L + P L +L+K YGPI
Shjct 6 I 1 AGLVAAAAFFFLRSTTKKSLR- LPPGPKGLPI | GNLHQVEKFNPOHFLFRLSKLYGPI 64

Query 68  MHLKMGTCDMWWASTPESARAFLKTLDLNFSNRPPNAGASHLAYGAQDLVFAKYGPRVKT 127
+K+G  + V S+ E A+ LKT DLNF+ RP G ++Y ++L F +Y  ++
Sbjct 65  FTMKI GGRRLAVI SSAELAKELLKTQDLNFTARPLLKGQQTMSYQGRELGFGQYTAYYRE 124

Query 128 LRKLSNLHWM.GGKALDDWANVRVTEL GHMLKAMCEASRCGEPVWWLAEMLTYAVANM GQV 187
+RK+  +++ + + VR E M + +A+ V L+E+L ++ +
Shjct 125 NMRKMCMWNLFSPNRVASFRPVREEECORMVDKI YKAADQSGTVDLSELLLSFTNCVWCRQ 184

Query 188 | LSRRVFVTKGTESNEFKDWVELMISAGYFNI GDFI PSI AWWD- LQGE ERGVKKLHTKF 246
+R+ GIE F D++ E G D P ++D L Gt +KK -+
Sbhjct 185 AFGKR- YNEYGTEMKRFI DI LYETQALLGTLFFSDLFPYFGFLDNLTGLSARLKKAFKEL 243

Query 247 DVLLTKMKEHRATSHERKGKADFLDVLLE- ECONTNGEKLSI TNI KAVLLNLFTAGIDT 305
D L +++ E  + ++ F+DtL++ D K + NtKA++L++  GIDT
Sbhj ct 244 DTYLQELLDETLDPNRPKQETESFI DLLMJQ YKDQPFSI KFTHENVKAM LDI WPGTDT 303

Query 306 SSSI I EWALTEM KNPTI LKKAQEEVDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHPS 365
+++++ WAHT +1 K P +KKAQtE+ VI G + E DI +LPYL+A+ KE+ R P
Sbhjct 304 AAAVWWAMIYLI KYPEAVKKAQDEVRSVI GDKGYVSEEDI PNLPYLKAVI KESLRLEPV 363

Query 366 TPLNLPRI Al QACEVDGYYI PKDARLSVNI WAI GRDPNVW ENPLEFLPERFLSEENGKI 424
P+ L R | ++ GY I P + VN WA+ RD W +NP EF+PERF++E G +
Sbhjct 364 | PlILLHRETI ADAKI GGYDI PAKTI | QVNAWAVSRDTAAWGDNPNEFI PERFMNEHKG V422

Query 425 NPGGNDFKLI PFGAGRRI CAGTRVGWLVSY! LGTLVHSFDVKLPNGV- - AELNVDESFG 482
+ G DFfL+PFGFGRR+C  +Gr +V L++ FDWNLP G+ ++ MD G
Sbjct 423 DFKGQDFELLPFGSGRRMCPAVHLG AWEI PFANLLYKFDASLPKG KPEDI KNDVMIG 482

Query 483 LALQK 487
LA+ K
Sbjct 483 LAMHK 487

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Cytochrome P450 71A26
Sequence ID: Q9STK7.1 Length: 489 Number of Matches: 1

Related Information
Range 1: 28 to 486 GenPept Graphics
Score Expect Method Identities Positives Gaps

287 bits(735) 3e-90 Compositional matrix adjust. 167/476(35%) 274/476(57%) 23/476(4%)

Gene - associated gene details

Query 27 KKPTRPL PPGPL GAPL VGAL PLL GAMPHVAL AKLAKKYGPI VHLKMGTCDWVASTPESA 86
K+ T P PPG PL+G L LG PH+L L+ +YGP+ML G ++V S+ E A
Shjct 28 KRNTLPSPPG- - - LPLI GNLHQL GRHPHRSL CSL SHRYGPLM_LLHFGRVPVLVVSSAELA 84

Query 87 RAFLKTLDLNFSNRPPNAGASHL AYGAQDL VFAKYGPRVWKTLRKLSNLHVLGGKALDDWA 146
R LKT D F++RP + LY D+ AYG W ++ + LH+ K+ +
Shjct 85 RDVLKTHDRVFASRPRSKI FEKLL YDKHDVASAPYGEYWRQVKSVCVLHLFSNKMWRSFR 144

Query 147 NVRVTELGHMLKAMCEASRCGEPVVLAEM.TYAMANM GQVI LSRRVFVTKGTESNEFKD 206
VR E+ M+ + ++ PV L+++L ++ +V L R+ G E++ FK+
Sbjct 145 EVREEEI SLMVEKI RKS- - | SLPVNLSKI LVSLTNDVI CKVALGRKY- - - - GGETD- FKE 197

Query 207 MVWELMISAGYFNI GDFI PSI AWWD- LQG ERGVKKLHTKFDVLLTKMVKEHRATSHERK 265
++ L G F++G ++P +AWMD ++G++ ++K D ++V++H o+ o+
Shjct 198 LMERLNKLLGTFSVGSYVPW.AW DW RGLDCQLEKTANDVDKFFERVWQDHVDGN- - - R 254

NCBI Blast_Protein Sequence (506 letters) blue.html[5/04/2017 4:41:54 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13878365
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13878365
https://www.ncbi.nlm.nih.gov/protein/13878365?report=genbank&log$=protalign&blast_rank=90&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/13878365?report=graph&rid=E945S3A7016[13878365]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:511&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_13878365
https://www.ncbi.nlm.nih.gov/protein/13878365?report=genbank&log$=protalign&blast_rank=90&RID=E945S3A7016&from=6&to=487
https://www.ncbi.nlm.nih.gov/protein/13878365?report=graph&rid=E945S3A7016[13878365]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:511&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13878399
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13878399
https://www.ncbi.nlm.nih.gov/protein/13878399?report=genbank&log$=protalign&blast_rank=91&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/13878399?report=graph&rid=E945S3A7016[13878399]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=6:508&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_13878399
https://www.ncbi.nlm.nih.gov/protein/13878399?report=genbank&log$=protalign&blast_rank=91&RID=E945S3A7016&from=28&to=486
https://www.ncbi.nlm.nih.gov/protein/13878399?report=graph&rid=E945S3A7016[13878399]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=6:508&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/13878365?report=genbank&log$=protalign&blast_rank=90&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/13878399?report=genbank&log$=protalign&blast_rank=91&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/gene?term=13878365[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=90
https://www.ncbi.nlm.nih.gov/gene?term=13878399[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=91

NCBI Blast:Protein Sequence (506 |etters)

Query 266 GKADFLDVLLE- ECONTNGEKLSI TNI KAVLLNLFTAGTDTSSSI | EWALTEM KNPTI L 324
DF¥DVLL + D T G +++ -+ KA+++NF GIDTSS+++EWA+TE++++P L
Sbjct 255 DMIDFVDVLLAI QRDKTVGFEI NRVSI KAl VMNVFVGGTDTSSTLVEWAMIELLRHPKCL 314

Query 325 KKAQEEMDRVI GRDR- RLLESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al QACEVDGY 383
K+ QEE+ R| +D+ + E 4| ++ YL+A+ KE RHP PL +P + Q + +
Sbhjct 315 KRLQEEV- RTI CKDKSSVSEEEI QNMBYLKAVI KEALRLHPPLPLMVPHESTQDVRLGDH 373

Query 384 VI PKDARLSVN WAl GRDPNVW ENPLEFLPERFLSEENGKI NPGGNDFKLI PFGAGRRI 442
+HP ++ +NWAIGR+ W + EF PERL + ++ G F+LI PFGrGRRI
Sbhjct 374 H PAGTQVLI NAWAI GREAATWGPDVEEFRPERHL - - - DSSVDYRGQAFELI PFGSGRRI 430

Query 443 CAGTRMGWLVSY! LGTLVHSFDWKLPNGVAELNVD- - ESFGLALQKAVPLSALVS 496
C +VL +L LVH FDWL E + ES GtA+ + PL A+ S
Sbjct 431 CPAI SFAVWLNEVVLANLVHRFDWRLSVESTEDQTEVAESTG Al HRVFPLYAI AS 486

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Probable (S)-N-methylcoclaurine 3'-hydroxylase isozyme 2; AltName: Full=Cytochrome P450 80B2
Sequence ID: Q9EXW4.1 Length: 488 Number of Matches: 1

Related Information
Range 1: 22 to 487 GenPept Graphics
Score Expect Method Identities Positives Gaps

287 bits(734) 3e-90 Compositional matrix adjust. 193/481(40%) 275/481(57%) 21/481(4%)

Query 28 KPTRP- - LPPGPL GAPL VGAL PLL GAVMPHVAL AKL AKKYGPI MVHLKMGTCDMVVASTPES 85
+ +RP LPPGP P+VG L LG PH AKLA+KYG + LK+G+ +VVAS+P +
Shjct 22 RDSRPKNL PPGPRPSPI VGNL L QL GDKPHAEFAKL AQKYGEL FSLKLGSQTVVWVASSPAA 81

Query 86 ARAFLKTL DL NFSNRPPNAGASHL AYGAQDL VFAKYGPRVKTL RKLSNLHMLGGKALDDW 145
A LKTD SR + +V+++ WK LRK+ + K ++
Shjct 82 AAEI LKTHDKI L SGRYVFQSFRVKEHVENSI VWSECNDNVKLLRKVCRTELFTPKM ESQ 141

Query 146 ANVRVTELGHMLKAMCEASRCGEPVVLAEMLTYAVANM GQVI LSRRVFVTKGTE- - SNE 203
+ +R + MK + + GE V + E++ + N+ G+l S+ VF + S E
Shjct 142 SEI REAKAREMVKFL- - RGKEGEVVKI VEVVFGTLVNI FGNLI FSKDVFDLEDPTGGSVE 199

Query 204 FKDMWWELMISAGYFNI GDFI PSI AWVDLQG ERGVKKLHTKFDVLLTKMVKEHRATSHE 263
Kt + +L+ N DrP+ +DL G R+ ++ + + MKERT
Sbjct 200 LKEHLVKLLDVGNSTNPADYFPI MeKLDLFGQRRAVAEVLQQ YDVWAGVMLKERRGTKGS 259

Query 264 RKGKADFLDVLLEECDNTNGEKLSI TNI KAVLLNLFTAGIDTSSSI | EWALTEM KNPTI 323
+ K DF+DVLL L I A+L+ LF AGT+TS+S | EWA+TE+ K P +
Sbhjct 260 -ESKNDFVDVLL------- NAGLDDQKI NALLMELFGAGTETSASTI EWAI TELTKKPLYV 311

Query 324 LKKAQEENMDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al QACEVDGY 383
+ K+ E+ V+tGD + ESD+ LPYLQA KET RHP TPL LPR A++ CV Y
Shjct 312 VSKI RLELVNVWG DNTVKESDLPHLPYLQAFVKETLRLHPPTPLLLPRRALETCTVMNY 370

Query 384 Yl PKDARLSVNI WAl GRDPNVWENPL EFL PERFL SEENGKI NPGGNDFKLI PFGAGRRI C 443
| PK+ ++ VN WAl GRDP  W-+PL F PERFLS + ++ GNDF+LI PFG GRRI C
Shjct 371 TI PKECQ MVNAWAI GRDPKTVDDPLNFKPERFLSSD- - - VDYKGNDFELI PFGGGRRI C 427

Query 444 AGTRMGWLVSYI LGTLVHSFDWKLPNGV- - AELNVDESFGLALQKAVPLSALVSPRLAS 501
G + + |+ TLV +F+WLP G+ +EL+MDE FGL LOK PL ++ R AS
Shjct 428 PGLPLASQFSNLI VATLVONFEWSLPQGVSTSEL SMDEKFGLTLQKDPPLLI VLKAR- AS 486

Query 502 N 502
N
Sbjct 487 N 487

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Cytochrome P450 71B23
Sequence ID: Q9LTMO.1 Length: 501 Number of Matches: 1

Related Information

Range 1: 40 to 500 GenPept Graphics . )
Gene - associated gene details

Score Expect Method Identities Positives Gaps

287 bits(735) 3e-90 Compositional matrix adjust. 150/464(32%) 265/464(57%) 10/464(2%)

Query 42 LVGAL PLL GAMPHVAL AKLAKKYGPI MHLKMGTCDWVASTPESARAFLKTLDLNFSNRP 101
++GL L +PH L L K +GP+M L++G +W S+ ++A LKT DL+ +RP
Shjct 40 I GNLHYLNGLPHKCLLNLWKI HGPVMQL QL GYVPLVVI SSNQAAEEVLKTHDLDCCSRP 99

Query 102 PNAGASHLAYGAQDL VFAKYGPRWKTL RKL SNLHM.GGKAL DDWANVRVTELGHMLKAMC 161
+ ++Y +D+ FA YG W LRKL+ + + K ++ +R E ++K +
Shj ct 100 ETI ASKTI SYNFKDI GFAPYGEEVRAL RKLAVI ELFSLKKFNSFRYl REEENDLLVKKLS 159

Query 162 EASRCGEPVVLAEMLTYAVANM GQVI LSRRVFVTKGTESNEFKDMWELMISAGYFNI G 221
EAS PV L+ L A+++ ++ + + ++ + + +D+ F
Shjct 160 EASEKQSPVNLKKALFTLSASI VCRLAFGONLHESEFI DEDSMVEDLASRSEKI QAKFAFS 219

Query 222 DFI PSI AWWD- LQGE ERGVKKLHTKFDVL L TKMWKEHRATSHERKGKADFLDVLLEECDN 280
+F P +D+ G + + ++ D +++ +H + D +DV+++ +
Sbhjct 220 NFFPGGW LDKI TGQSKSLNEI FADL DGFFNQVL DDHLKPGRKVLETPDVVDVM DMMNK 279

Query 281 TNGE---KLSI TNI KAVLLNLFTAGTDTSSSI | EWALTEM KNPTI LKKAQEEMDRVI GR 337
+ + KL+ +I K ++ ++F AG +TS++ | WA+TE+l +NP ++KK QtE+ V+G
Sbjct 280 QSQDGSFKLTTDHI KG | SDI FLAGYNTSATTI LWAMTELI RNPRVMKKVQDEVRTVLGE 339

Query 338 DR RLLESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al QACEVDGYYI PKDARLSVNI W 396
R R+ ED++ L Y + + KET+R HP+ PL LPR A+ ++ GY | P+ ++ VN++

NCBI Blast_Protein Sequence (506 letters) blue.html[5/04/2017 4:41:54 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75309900
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_75309900
https://www.ncbi.nlm.nih.gov/protein/75309900?report=genbank&log$=protalign&blast_rank=92&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/75309900?report=graph&rid=E945S3A7016[75309900]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:510&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_75309900
https://www.ncbi.nlm.nih.gov/protein/75309900?report=genbank&log$=protalign&blast_rank=92&RID=E945S3A7016&from=22&to=487
https://www.ncbi.nlm.nih.gov/protein/75309900?report=graph&rid=E945S3A7016[75309900]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:510&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13878383
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13878383
https://www.ncbi.nlm.nih.gov/protein/13878383?report=genbank&log$=protalign&blast_rank=93&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/13878383?report=graph&rid=E945S3A7016[13878383]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=17:523&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_13878383
https://www.ncbi.nlm.nih.gov/protein/13878383?report=genbank&log$=protalign&blast_rank=93&RID=E945S3A7016&from=40&to=500
https://www.ncbi.nlm.nih.gov/protein/13878383?report=graph&rid=E945S3A7016[13878383]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=17:523&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/75309900?report=genbank&log$=protalign&blast_rank=92&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/13878383?report=genbank&log$=protalign&blast_rank=93&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/gene?term=13878383[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=93

NCBI Blast:Protein Sequence (506 |etters)

Shjct 340 KRDRI TEQDLNQLNYFKLVI KETFRLHPAAPLLLPREAVAKI KI QGYDI PEKTQ MVNVY 399

Query 397 Al GRDPNVWENPL EFL PERFL SEENGKI NPGGNDFKLI PFGAGRRI CAGTRMGWLVSYl 456
Al GRDP++WENP EF PERF+ + ++ G +F+L+PFG:GRRIC G MG+ V
Shj ct 400 Al GRDPDLWENPEEFKPERFV- - - DSSVDYRGLNFELLPFGSGRRI CPGMIMA ATVELG 456

Query 457 LGTLVHSFDVIKLPNG - VAELNVDESFGLALQKAVPLSALVSPR 498
L L++t FDNLP G V +++++E  + + KV L + + R
Sbjct 457 LLNLLYFFDWGLPEGRTVKDI DLEEEGAI | | GKKVSLELVPTRR 500

Download GenPept Graphics Next  Previous Descriptions
RecName: Full=Cytochrome P450 82A2; AltName: Full=Cytochrome P450 CP4

Sequence ID: 081972.1 Length: 522 Number of Matches: 1
Related Information

Range 1: 37 to 521 GenPept Graphics . .
Gene - associated gene details

Score Expect Method Identities Positives Gaps

287 bits(734) 8e-90 Compositional matrix adjust. 169/487(35%) 257/487(52%) 16/487(3%)

Query 34 PPGPLG WPLVGALPLL - - GAMPHVAL AKLAKKYGPI MHLKMGTCDWVASTPESARAFL 90
PP G WP++G LPLL PH L LA KYGPI +K+G + W S E A+
Sbhjct 37 PPTVAGAWP! | GHLPLLLGSKTPHKTLGDLADKYGPI FSI KI GAKNAVVWSNVEMAKECY 96

Query 91 KTLDLNFSNRPPNAGASHL AYGAQDL VFAKYGPRVWKTL RKL SNLHVL GGKALDDWANVRV 150
TD+ S+ P A+ LY +V A YGP W LRK+ L ++  +VRV
Shjct 97 TTNDI AVSSLPDLI SANLLCYNRSM WAPYGPYWRQLRKI LMBEFLSPSRVEQLHHVRV 156

Query 151 TELGHMLKAMCEASRCCE------- PWLAEMLTYAMANM GQVI LSRRVF- - - VTKGTE 200
+E+ +  + R + VL+ + +NM +++ +RF + +
Sbjct 157 SEVQSS| TELFRDWRSNKNVQSGFATVELKQWFSLLVFNM LRWCCGKRYFSASTSDDEK 216

Query 201 SNEFKDMWVELMISAGYFNI GDFI PSI AWWDLQG ERGVKKLHTKFDVLLTKMVKEHRAT 260
+N VE+ A F+&DIP+ WD GE M+ + D ++ + + EHR
Shjct 217 ANRCVKAVDEFVRLAATFTVGDAI PYLRWFDFGGYENDVRETGKELDEI | GEW.DEHRQK 276

Query 261 SHERKGKADFLDVLLEECDNTNGEKLSI - TNI KAVLLNLFTAGTDTSSSI | EWALTEM K 319
+ D + VLL + E +++ K+ +L + AGT+ S + + WA + ++
Sbjct 277 RKMGENVQDLMSVLLSLLECGKTI EGVNVDI VI KSFVLTVI QAGTEASI TTLI WATSLI LN 336

Query 320 NPTI LKKAQEEVMDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al QACE 379
NP++L+K + E+D +G++R + ESD+S L YLQA+ KET R +P PL+ PR + C
Shjct 337 NPSVLEKLKAELDI QVGKERY! CESDLSKLTYLQAVVKETLRLYPPAPLSRPREFEEDCT 396

Query 380 VDGYYI PKDARLSVNI WAI GRDPNVVEENPL EFL PERFL SEENGKI NPGGNDFKLI PFGAG 439
+ G + K RL N+ | D NVWNPLEF PERFL+ + I+ G F+L+PFG G
Sbhjct 397 | GGYTVKKGTIRLI TNLSKI HTDHNVWSNPL EFKPERFLTTDK- DI DMKGOHFQLLPFGGG 455

Query 440 RRI CAGTRMGWLVSY! LGTLVHSFDWKLPNGVAELNVDESFGLALQKAVPLSALVSPRL 499
RRIC G +G+ V L + +HSF+ P+ L+M E F KA PL L+ PRL
Shjct 456 RRI CPG NLGLQTVRLTLASFLHSFEI LNPS- TEPLDMIEVFRATNTKATPLEI LI KPRL 514

Query 500 ASNPYAT 506
++ Y +
Shjct 515 SPSCYES 521

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Berbamunine synthase; AltName: Full=(S)-N-methylcoclaurine oxidase [C-O phenol-coupling]; AltName:
Full=CYPLXXX; AltName: Full=Cytochrome P450 80

Sequence ID: P47195.1 Length: 487 Number of Matches: 1
Related Information
Range 1: 2 to 487 GenPept Graphics

Score Expect Method Identities Positives Gaps

285 bits(729) 2e-89 Compositional matrix adjust. 175/501(35%) 267/501(53%) 23/501(4%)

Query 7 DFVVAAI | FLI TRFLVRSLFKKPTRPLPPGPLGWPLVGALPLL- - - GAMPHV- ALAKLAK 62
D++V +  + L LFK LPP P WP+VG LP L + P+ ++ +A+
Shjct 2 DYl VGFVSI SLVALLYFLLFKPKHTNLPPSPPAWPI VGHLPDLI SKNSPPFLDYMSNI AQ 61

Query 63  KYGPI MHLKMGTCDM/VASTPESARAFLKTLDLNFSNRPPNAGASHLAYGAQDLVFAKYG 122
KYGP++HLK G+ ASTE+A L+T D SRP + bt
Sbjct 62  KYGPLI HLKFGLHSSI FASTKEAAVEVL QTNDKVLSGRQPLPCFRI KPHI DYS| LWSDSN 121

Query 123 PRWKTLRKLSNLHW. GGKAL DDWANVRVTEL GHVL KAMCEASRCGEPVWLAEM_LTYAMAN 182
WK RK+ + + K L R Gt++ + ++ G+ V L L N
Shjct 122 SYWKKGRKI LHTEI FSQKM-QAQEKNRERVAGNLVNFI - - MTKVGDVWVELRSW.FGCALN 179

Query 183 M GQVI LSRRVFVTKGTESNEFKDMVWE- LMTSAGYFNI GDFI PSI AWWDLQG ERGWKK 241
++G V+ S+ VF D++ ++ + GF++ + P +A DL Gt++R K
Sbjct 180 VLGHVVFSKDVFEYSDQSDEVGVDKLI HGVLMI GGDFDVASYFPVLARFDLHGLKR- - - K 236

Query 242 LHTKFDVLLTKMVKEHRATSHERKGK- ADFLDVLLEECDNTNGEKLSI TNl KAVLLNLFT 300
+ +F +L+ E A R + D LDVL+ N + | A+ + F
Shjct 237 NMDEQFKLLI KI WEGEVLARRANRNPEPKDMLDVLI ANDFNEH- - - - - - - Q NAMFMETFG 289

Query 301 AGIDTSSSI | EWALTEM KNPTI LKKAQEEMDRVI GRDRRLLESDI SSLPYLQAI AKETY 360
G+DT+S+l | EMAL ++I KNP L K +EE+DRV+GR + ES S LPYLQA KET
Sbj ct 290 PGSDTNSNI | EWALAQLI KNPDKLAKLREELDRVVGRSSTVKESHFSELPYLQACVKETM 349

Query 361 RKHPSTPLNLPRI Al QACEVDGYY! PKDARLSVNI WAI GRDPNVWENPLEFLPERFLSEE 420
R+P + +P ++ C+V GY IPK + VN AIGRDP W-+PL+F PERFL +
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915843
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915843
https://www.ncbi.nlm.nih.gov/protein/5915843?report=genbank&log$=protalign&blast_rank=94&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915843?report=graph&rid=E945S3A7016[5915843]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=13:545&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_5915843
https://www.ncbi.nlm.nih.gov/protein/5915843?report=genbank&log$=protalign&blast_rank=94&RID=E945S3A7016&from=37&to=521
https://www.ncbi.nlm.nih.gov/protein/5915843?report=graph&rid=E945S3A7016[5915843]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=13:545&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1169078
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1169078
https://www.ncbi.nlm.nih.gov/protein/1169078?report=genbank&log$=protalign&blast_rank=95&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/1169078?report=graph&rid=E945S3A7016[1169078]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:511&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_1169078
https://www.ncbi.nlm.nih.gov/protein/1169078?report=genbank&log$=protalign&blast_rank=95&RID=E945S3A7016&from=2&to=487
https://www.ncbi.nlm.nih.gov/protein/1169078?report=graph&rid=E945S3A7016[1169078]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:511&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/5915843?report=genbank&log$=protalign&blast_rank=94&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/1169078?report=genbank&log$=protalign&blast_rank=95&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/gene?term=5915843[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=94

NCBI Blast:Protein Sequence (506 |etters)

Sbhjct 350 RLYPPI SI M PHRCVETCQVMGYTI PKGVDVHVNAHAI GRDPKDVWKDPLKFQPERFLDSD 409

Query 421 NGKI NPGGNDFKLI PFGAGRRI CAGTRVGWLVSYI LGTLVHSFDVKLPNGV- - AELNVD 478
| G F+ IPEGIGRRIC G + + ++ +L +LVHHF WHLP+GV  +L+Mr
Sbjct 410 --- | EYNGKQFQFI PFGSGRRI CPGRPLAVRI | PLVLASLVHAFGWEL PDGVPNEKLDVE 466

Query 479 ESFGLALQKAVPLSALVSPRL 499
EFL+tL APL + R+
Shjct 467 ELFTLSLCVAKPLRVI PKVRI 487

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Cytochrome P450 71D9; AltName: Full=Cytochrome P450 CP3
Sequence ID: 081971.1 Length: 496 Number of Matches: 1

Related Information
Range 1: 12 to 483 GenPept Graphics

Score Expect Method Identities Positives Gaps

285 bits(729) 2e-89 Compositional matrix adjust. 175/491(36%) 266/491(54%) 30/491(6%)

Query 8 FWWAAI | FLI TRFLVRSLFKKPTRPLPPGPLGAPLVGALP- LLGA- MPHVALAKLAKKYG 65
F + +F+ + + + P+ LPPGP P++G + L+G+ +PH L L+ KYG
Shjct 12 FSI FI FMFMTHKI VTKKSNSTPS- - LPPGPVKLPI | GNVHNLVGSPLPHHRLRDLSAKYG 69

Query 66 Pl MVHLKMGT CDMVVASTPESARAFL KTL DL NFSNRPPNAGASHLAYGAQDL VFAKYGPRW 125
+VHLK+G +V S+PE A+ +KT D F++RP A +Y ++F YG W
Shjct 70 SLMHLKLGEVSTI WSSPEYAKEVMKTHDHI FASRPYVLAAEI MDYDFKGVAFTPYGDYW 129

Query 126 KTLRKLSNLHW. GGKALDDWANVRVTEL GHMLKAMC- - EASRCGEPVWLAEMLTYAMANM 183
+ LRK+ L +L K+ + +R L +K M E S+ V  Et+++
Shbjct 130 RQLRKI FALELLSSKRVQSFQPI REEVLTSFI KRVATI EGSQUN- - - VTKEVI STVFT-- 184

Query 184 | GQVI LSRRVFVTKGTESNEFKDMWVELMISAGYFNI GDFI PSI AWWD- LQG ERGWKKL 242
I +R +K + +V E +G F++GD PS+ ++ + G++ ++KL
Sbjct 185 ----1 TARTALGSKSRHHQKLI SWTEAAKI SGGFDLGDL YPSVKFLQHVSGLKPKLEKL 240

Query 243 HTKFDVLLTKMWKEHRATSHERKGKAD- - - - FLDVLLEECDNTNGEKLSI TNI KAVLLNL 298
H+ D ++ ++ EHR G LDVLL++ LS +l KAV+ ++
Shjct 241 HQQADQ MNI | NEHREAKSSATGDQGEEEVLLDVLLKKEFG- - - - - LSDESI KAVI WDI 295

Query 299 FTAGIDTSSSI | EWALTEM KNPTI LKKAQEEMDRVI GRDRRLLESDI SSLPYLQAI AKE 358
F G+DTSS+ | WA+ EMKNP ++K QE+ RV ++ R S +L YL+++ E
Shj ct 296 FGGGSDTSSATI TWAVAEM KNPRTMEKVQTEVRRVFDKEGRPNGSGTENLKYLKSVWSE 355

Query 359 TYRKHPSTPLNLPRI Al QACEVDGYY! PKDARLSVNI WAl GRDPNVWENPLEFLPERFLS 418
T RHP PL LPR QACE++GY+l P +R+ VN WAI GRDP +W F PERF+
Sbhj ct 356 TLRLHPPAPLLLPRECGQACEI NGYHI PAKSRVI VNAWAI GRDPRLWIEAERFYPERFI E 415

Query 419 EENGKI NPGGNDFKLI PFGAGRRI CAGTRMGWLVSY! LGTLVHSFDWKLPNGV- - AELN 476
| N F+ | PFGACRR+C G G+ V Y+L L++ FDWKLP G +L
Shjct 416 R---SlI EYKSNSFEFI PFGAGRRVCPGLTFGLSNVEYVLAMLMYHFDWKLPKGTKNEDLG 472

Query 477 NDESFGLALQK 487
ME FG+ + +
Sbjct 473 MIEIFG TVAR 483

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Cytochrome P450 71B17
Sequence ID: QILTM6.1 Length: 502 Number of Matches: 1

Related Information
Range 1: 10 to 494 GenPept Graphics
Score Expect Method Identities Positives Gaps

285 bits(729) 3e-89 Compositional matrix adjust. 161/489(33%) 270/489(55%) 14/489(2%)

Gene - associated gene details

Query 13 I FLI TRFLVRSLFKKPTRPLPPGPLGAPLVGALPLLGAVPHVALAKLAKKYGPI NHLKM 72
+] 4+ +V K+  LPP P  P++GL +G+PH + +LA++ G +ML +
Sbjct 10 LI TFVSLTI VGCKI KRS WNLPPSPPKLPVI GNLHQVGEL PHRSFRRLAERTGHVMLLHL 69

Query 73 GTCDWVASTPESARAFLKTL DL NFSNRPPNAGASHL AYGAQDL VFAKYGPRVWKTLRKLS 132
G +VS+E+A L+T DL+ +RP G+ ++ G+DL F YG WK R+
Shjct 70 GFVPVTVI SSREAAEEVL RTHDLDCCSRPNLVGSRLI SRGFKDLNFTPYGEEWKERRRFL 129

Query 133 NLHWVLGGKAL DDWANVRVTEL GHMLKAMCEASRCGEPVWLAEMLTYAVMANM GQVI LSRR 192
+ KL + ++ E ++K + E++ PV L++ L + A+++ +V  +
Shjct 130 VGELFCSKKLQSFI YI KEVECNFLVKKLSESAVDQSPVDLSKTLFW.AASI LFRVAFGQS 189

Query 193 VFVTKGTESNEFKDMWVELMISAGYFNI GDFI P- - S| AWWD- - LQGE ERGWKKLHTKFDV 248
++ T++++ ++VE T+ GF DFP +W +G ++ + KD
Shjct 190 FHESEFTDTDKI DELVFETETAQGSFTCSDFFPI AGLGALVDW SGQHKRLNDVFLKLDA 249

Query 249 LLTKMVKEHRATSHERKGKADFLDVLLEECDNTNGE- - - KLSI TNI KAVLLNLFTAGTDT 305
LL ++ +H + K D +DV+L+ + +L+1 +I K +L N+ AG DT
Sbhjct 250 LLQHVI DDHSNPGRSKDHK- DI VDVM.DVVHKQGKDDSLRLTI DHI KGLLTNI | | AG DT 308

Query 306 SSSI I EWALTEM KNPTI LKKAQEEMDRVI GRDR- RLLESDI SSLPYLQAI AKETYRKHP 364
+ + W+TE+ +NP | +KK Q E+  +G +R R+ + D+ +P+L  + KET+R HP
Sbjct 309 GALTM WIMTELARNPEI MKKVQGE! RDRLGNNRER! TKEDLDKVPFLNLVI KETFRLHP 368

Query 365 STPLNLPRI Al QACEVDGYYI PKDARLSVNI WAI GRDPNVENPLEFLPERFLSEENGKI 424
PL LPR + +V GY IP R+ VN WAIGRDP +W +P EF PERF+ + +
Shjct 369 VAPLLLPRETMAHVKVQGYDI PPKRRI LVNAWAI GRDPKLWIDPEEFKPERFI - - - DSPV 425
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915838
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915838
https://www.ncbi.nlm.nih.gov/protein/5915838?report=genbank&log$=protalign&blast_rank=96&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/5915838?report=graph&rid=E945S3A7016[5915838]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:506&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_5915838
https://www.ncbi.nlm.nih.gov/protein/5915838?report=genbank&log$=protalign&blast_rank=96&RID=E945S3A7016&from=12&to=483
https://www.ncbi.nlm.nih.gov/protein/5915838?report=graph&rid=E945S3A7016[5915838]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:506&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13878388
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_13878388
https://www.ncbi.nlm.nih.gov/protein/13878388?report=genbank&log$=protalign&blast_rank=97&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/13878388?report=graph&rid=E945S3A7016[13878388]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:518&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_13878388
https://www.ncbi.nlm.nih.gov/protein/13878388?report=genbank&log$=protalign&blast_rank=97&RID=E945S3A7016&from=10&to=494
https://www.ncbi.nlm.nih.gov/protein/13878388?report=graph&rid=E945S3A7016[13878388]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=0:518&appname=ncbiblast&link_loc=fromHSP
https://www.ncbi.nlm.nih.gov/protein/5915838?report=genbank&log$=protalign&blast_rank=96&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/13878388?report=genbank&log$=protalign&blast_rank=97&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/gene?term=13878388[PUID]&RID=E945S3A7016&log$=genealign&blast_rank=97

NCBI Blast:Protein Sequence (506 |etters)

Query 425 NPGGNDFKLI PFGAGRRI CAGTRVGWLVSY! LGTLVHSFDVKLPNGVAELNVD- - ESFG 482
+ G F+L+PFGFGRRIC G MGM + L L++ FDVKLP+Gr+ ++D E+
Sbjct 426 DYRGQHFELLPFGSGRRI CPGVAMGMVATLEL GLLNLLYFFDVWKLPDGVBHKDI DTEEAGT 485

Query 483 LALQKAVPL 491
L+ KVL
Sbjct 486 LTVVKKVHL 494

Download GenPept Graphics Next Previous Descriptions

RecName: Full=Methyltetrahydroprotoberberine 14-monooxygenase; AltName: Full=(S)-cis-N-methylstylopine 14-
hydroxylase; AltName: Full=(S)-cis-N-methyltetrahydroprotoberberine-14-hydroxylase; AltName:
Full=Methyltetrahydroprotoberberine 14-hydroxylase; AltName: Full=N-methylstylopine hydroxylase; Short=MSH

Sequence ID: L7X3S1.1 Length: 526 Number of Matches: 1
Related Information
Range 1: 38 to 524 GenPept Graphics

Score Expect Method Identities Positives Gaps

285 bits(729) 4e-89 Compositional matrix adjust. 163/490(33%) 277/490(56%) 20/490(4%)

Query 27 KKPTRPL- PPGPLGAPLVGALPLL- - GAMPHVALAKLAKKYGPI VHLKMGTCDWVASTP 83
+ PT+ L P GP++G L L G+ H L +A YGP+ +++ Gt +V S
Shjct 38 RNPTKKLAPEASGGRPI MGHL HL FNDGEL THRKL GAVADT YGPVFNI RFGSHKTLVVSDW 97

Query 84 ESARAFLKTL DL NFSNRPPNAGASHL AYGAQDL VFAKYGPRWKTLRKLSNLHMLGGKALD 143
E + TD FSNRP G + YA + +AYG W LRK+S L +L +D
Shjct 98 El VKECFTTNDKLFSNRPGTLG KLMFYDADSVGYAPYGAYWRDLRKI STLKLLSNHRI D 157

Query 144 DWANVRVTELGHMLKAMCEASRCGE- - - - - - PWLAEMLTYANVANM GQVI LSRRVFVTK 197
++R +E+ +++ GE PV + L N++ +++  ++ F
Shjct 158 TI KHLRSSEVESCFESLYSQAGNGEKSGEFAPVRVDSW. GDLTFNVVARI VAGKKNFSAN 217

Query 198 G TESNEFKDWVELMISAGYFNI GDFI PSI AWWD- LQG ERGVKKLHTKFDVLLTKWK 255
G + +K +EM +F D | PS++WD L+G+ R MKK ++ D ++ V+
Shjct 218 CDVGAQRYKAANVDEANVRLMRFFAFSDVI PSLSW.DNLRGLVREMKKCASEI DSI MATWE 277

Query 256 EHRATSHE- - - RKGKADFLDVLLEECDNTN- - GEKLSI TNI KAVLLNLFTAGTDTSSSI | 310
EHR + + + DF+DV L+ ++++ G+ +  +K+ L++ G+HDT++ +
Shjct 278 EHRVKRNSGGNSQLEHDFI DVCLDI MEHSSLPGDDPDLV- VKSTCLDM LGGSDTTTVTL 336

Query 311 EWALTEM KNPTI LKKAQEEMDRVI GRDRRLLESDI SSLPYLQAI AKETYRKHPSTPLNL 370
WA++ ++ +P +L+KA+EE++ +G++R++ +SDI +LP++QAl KET R +P+ PL +
Sbjct 337 TWAMSLLLNHPQVLQKAKEEL ETQVGKNRQVDDSDI PNLPFI QAI | KETMRLYPAGPL-1 395

Query 371 PRI Al QACEVDGYYI PKDARLSVNI WAl GRDPNVWE- NPLEFL PERFLSEENGKI NPGGN 429
R ++ CEV GY +P RL VNWW+ RD NV++ +PLEF P+RFL+ N ++ G
Sbjct 396 ERRTMEDCEVAGYQVPAGTRLLVNVWKMORDGNVYKGDPLEFRPDRFLT- SNADVDLKGR 454

Query 430 DFKLI PFGAGRRI CAGTRMGWLVSY! LGTLVHSFDWKLPNGVAELNVDESFGLALQKAV 489
++L1 PFGAGRRI C G + L+ +L L+H F+ +++M ES GL K +
Sbhj ct 455 HYELI PFGAGRRI CPGVSFAVQLMHLVLARLLHEFEI TTVEPETKVDVAESGGLLCYKI M 514

Query 490 PLSALVSPRL 499
PL L+ PRL
Sbhjct 515 PLEVLIKPRL 524

Download GenPept Graphics Next Previous Descriptions
RecName: Full=Cytochrome P450 71A8

Sequence ID: Q42716.1 Length: 502 Number of Matches: 1
Related Information

Range 1: 26 to 498 GenPept Graphics

Score Expect Method Identities Positives Gaps

282 bits(722) 3e-88 Compositional matrix adjust. 168/495(34%) 284/495(57%) 31/495(6%)

Query 9 VVAAIIFL- | TRFLVRSLFKKPTRPLPPGPLG/PLVGALPLLGAMPHVALAKLAKKYGPl 67
+V+ I+ + IT++L S K+ P PP  P++GL LGHPH L +A+K+GPl
Sbjct 26  LVSLILLI S| TKWLSNSPKNKNSSP- - PSPRKLPI LGNLLQLGSLPHHNLRSMARKHGPI 83

Query 68 VHLKMGTCDWVA- - - - - STPESARAFLKTLDLNFSNRPPNAGASHLAYGAQDLVFAKYG 122
ML +G+ V + E++R+ L+ RP + ++ L + YG
Shjct 84 M_LHLGSVRPVSSRRRPRGNHENSRSRLR- - - - - - - - RPRGSRSAALQLQGR- - - VGGYG 132

Query 123 PRWKTLRKLSNLHM. GGKAL DDWANVRVTEL GHMLKAMCEASRCGEPVWLAEMLTYAVAN 182
WL+ + + 4L K+ + +VR E ++K + ++S VL+ MT +
Shjct 133 EYWRQLKTI CVWWQLLSNKRVQSFRSVREEETELLMKKI GDSS- - - GNVNLSHWFTQLTND 189

Query 183 M GQVI LSRRVFVTKGTESNE- FKDMWVELMISAGYFNI GDFI PSI AWWD- LQGE ERGWK 240
++ + + R+ GE+ EF +++ E + G +| GDF+PS+ W+ + G +R +
Shjct 190 VVCRSAI GRKY- - GAGDENGEKFLEI LREFLELLGAI SI GDFVPSLWN NRI NGFDRRVD 247

Query 241 KLHTKFDVLLTKMWKEHRATSHERKGKADFLDVLLE- ECDNTNGEKLSI TNI KAVLLNLF 299
++ + D LK++ ER + K+ +F+D+LLE  +N+ G +  +| KA++L++F
Sbjct 248 RI AKEMDEFLEKVI HE- RLENPAAKAEENFVDI LLEI YRNNSAGVSI DRDSI KAI | LDVF 306

Query 300 TAGIDTSSSI | EWALTEM KNPTI LKKAQEEMDRVI GRDRRLLESDI SSLPYLQAI AKET 359
AGTDT++ ++EWA+TE++++P | +KK Q E+ +V+ + + DI+ YL+A+ KET
Shjct 307 AAGIDTTAVWLEWAMIELLRHPEI MKKLQSEVRQVVKDKHNI TDDDI EKMHYLKAVMKET 366

Query 360 YRKHPSTPLNLPRI Al QACEVDGYY! PKDARLSVNI WAI GRDPNVWENPLEFLPERFLSE 419
R H PL +PR+A EV GY +P + +N WAIGRDP W P +F PERFL
Shjct 367 MRFHTPI PLLVPRVARNDVEVMGYDVPVGTWM NAWAI GRDPTSWDEPEKFRPERFL- - 424

NCBI Blast_Protein Sequence (506 letters) blue.html[5/04/2017 4:41:54 PM]



https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_677992527
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_677992527
https://www.ncbi.nlm.nih.gov/protein/677992527?report=genbank&log$=protalign&blast_rank=98&RID=E945S3A7016
https://www.ncbi.nlm.nih.gov/protein/677992527?report=graph&rid=E945S3A7016[677992527]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=14:548&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_677992527
https://www.ncbi.nlm.nih.gov/protein/677992527?report=genbank&log$=protalign&blast_rank=98&RID=E945S3A7016&from=38&to=524
https://www.ncbi.nlm.nih.gov/protein/677992527?report=graph&rid=E945S3A7016[677992527]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=14:548&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915815
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_5915815
https://www.ncbi.nlm.nih.gov/protein/5915815?report=genbank&log$=protalign&blast_rank=99&RID=E945S3A7016
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Query 420 ENGKI NPGGNDFKLI PFGAGRRI CAGTRMGWLVSY! LGTLVHSFDWKLPNGVAELNVDE 479
N ++ GDF+LIPFGAGRRCGI M + + L L+ FDWLP+ EL+M E
Sbhjct 425 - NSSVDFKGLDFELI PFGAGRRGCPGTTFPVATLEFTLANLMOKFDWEL PHECRELDVSE 483

Query 480 SFGLALQKAVPLSAL 494
GHA+++ +PL A+
Shjct 484 RPGVAI RRVI PLLAI 498

Download GenPept Graphics

RecName: Full=Cytochrome P450 82C3
Sequence ID: 049396.3 Length: 512 Number of Matches: 1

Range 1: 5 to 506 GenPept Graphics
Score Expect Method Identities Positives Gaps

282 bits(722) 3e-88 Compositional matrix adjust. 180/517(35%) 270/517(52%) 36/517(6%)
Query 4 LVTDFWAAI | FLI TRFLVRSLFKKPTRPLPPGPLGAPLVGALPLLGAMPHV- - - ALAKL 60

L + FV + I F K PPG W++GL LLG + L K+
Shjct 5 LFSLFVSI LVFVFI ALFKKSKKPKYVKAPAPSG- - AWPI | GHLHLLGCKEQLLYRTLGKM 62

Query 61 AKKYGPI VHLKMGT CDWVASTPESARAFL KTL DL NFSNRPPNAGASHLAYGAQDLVFAK 120

A YGP ML++G+ + V S+ E A+ D ++ AAHY VF
Sbjct 63  ADHYGPAMSLRLGSSETFVGSSFEVAKDCFTVNDKALASL M TAAAKHMGY- - - - - VF-- 114
Query 121  YGPRWKTLRKLSNLHVLGGKAL DDWANVRVTEL GHMLKAMCE- - ASRCG- EPW- - LAEM 175
W +RK++ + +L  + L NVRV+E+  +K + + G EPV+ L
Sbjct 115 ----W.EMRKI AM ELLSNRRLOVLNNVRVSEI SMGVKDL YSLWKKGGSEPVMWDLKSW 170
Query 176 LTYAVANM GQVI LSRRVFVTKGTESNE- - - - - - - FKDMWVELMTSAGYFNI GDFI PSI A 228
L +ANM +++ +R F G ES+E ++ o+ + GF+D P+

Shjct 171 LEDM ANM MRWAGKRYFGGGGAESSEHTEEARQWRKG AKFFHLVG FTVSDAFPKLG 230

Query 229 WWDLQE ERGWKKLHTKFDVLLTKMVKEHRA- - - TSHERKGKADFLDVLLEECDNTNGEK 285
WDLQG E+ MK+  + DV+L + ++ HR S + +DF+DV+L  +
Sbjct 231 W.DLQGHEKEMKQTRRELDVI LERW ENHRQQRKVSGTKHNDSDFVDVMLSLAEQGKLSH 290

Query 286 LSI---TN KAVLLNLFTAGIDTSSSI | EWALTEM KNPTI LKKAQEENMDRVI GRDRRLL 342
L TIK LL G+H+TS S + WA++ ++ N +LKK Q+E+D +GRDR +
Shjct 291 LQYDANTCI KTTCLALI LGGSETSPSTLTWAI SLLLNNKDM_KKVQDE! DI HVGRDRNVE 350

Query 343 ESDI SSLPYLQAI AKETYRKHPSTPLNLPRI Al QACEVDGYY! PKDARLSVNI WAI GRDP 402
+SDI +L YLQAI KET R +P+ PL R A++ CV Gy +P RL VN+WI| RDP
Sbhjct 351 DSDI KNLVYLQAI | KETLRLYPAAPLLGHREAVEDCTVAGYNVPCGTRLI VNVWKI QRDP 410

Query 403 NVVENPLEFLPERFLSEENGKI NPGGNDFKLI PFGAGRRI CAGTRVMGWLVSYI LGTLVH 462
V+ P EF PERF++ E  + G +F+L+PFGFGRRC G + M++ L +H
Sbjct 411 KVYMEPNEFRPERFI TGEAKDFDVRGONFELMPFGSGRRSCPGPSLAMM.HLGLARFLH 470

Query 463 SFDWKLPNGVAELNVDESFGLALQKAVPLSALVSPRL 499
SF+ K ++M ES GL + KA PL L++PRL
Shjct 471 SFEVKTVLD- RPVDVSESPCGLTI TKATPLEVLI NPRL 506
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BLAST ® > blastp suite >» RID-E94APRYP013 Home Recent Results Saved Strategies Help

BLAST Results
| Your search is limited to records matching entrez query: toxin.

Edit and Resubmit Save Search Strategies Formatting options Download How to read this page Blast report description
Job title: Protein Sequence (506 letters)

RID E94APRYP013 (Expires on 04-06 14:40 pm)

Query ID Icl|Query_298952 Database Name swissprot
Description None Description Non-redundant UniProtKB/SwissProt sequences
Molecule type amino acid Program BLASTP 2.6.0+ Citation

Query Length 506

Other reports: Search Summary [Taxonomy reports] [Distance tree of results] [Multiple alignment] [MSA viewer
Analyze your query with SmartBLAST
Graphic Summary

how Conserved Domain

Putative conserved domains have been detected, click on the image below for detailed results.
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Query seq. [
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Distribution of the top 9 Blast Hits on 9 subject sequences
Mouse over to see the title, click to show alignments

Color key for alignment scores
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Descriptions

Sequences producing significant alignments:

Select: All None Selected:0

Alignments

Max Total Query E

Ident Accession
score score cover value

Description

254 254 5% 20 40% POC1F5.1

RecName: Full=Uncharacterized 14.9 kDa protein in rep-hol intergenic region: AltName: Full=ORF14 26.6 26.6 10% 2.6 28% P51716.1
246 246 5% 3.4 37% POCI1F4.1

RecName: Full=Hemolysin C 266 26.6 27% 4.6 25% Q68W10.1
25,8 25.8 10% 4.7 35% Q7SID6.2

RecName: Full=Orphan toxin OrtT 239 239 9% 6.6 43% P64453.2
235 235 5% 7.9 37% POC7P9.1
235 235 5% 8.0 37% POC7Q0.1

Oooooooooao
0

RecName: Full=Snake venom metalloproteinase neuwiedase; Short=SVMP 254 254 11% 8.4 28% Q9I9R4.1

Alignments
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_81610761
https://www.ncbi.nlm.nih.gov/protein/81610761?report=genbank&log$=prottop&blast_rank=4&RID=E94APRYP013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_97180271
https://www.ncbi.nlm.nih.gov/protein/97180271?report=genbank&log$=prottop&blast_rank=5&RID=E94APRYP013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_161789031
https://www.ncbi.nlm.nih.gov/protein/161789031?report=genbank&log$=prottop&blast_rank=6&RID=E94APRYP013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_193806548
https://www.ncbi.nlm.nih.gov/protein/193806548?report=genbank&log$=prottop&blast_rank=7&RID=E94APRYP013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_193806549
https://www.ncbi.nlm.nih.gov/protein/193806549?report=genbank&log$=prottop&blast_rank=8&RID=E94APRYP013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#alnHdr_82115319
https://www.ncbi.nlm.nih.gov/protein/82115319?report=genbank&log$=prottop&blast_rank=9&RID=E94APRYP013
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
https://blast.ncbi.nlm.nih.gov/Blast.cgi#
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RecName: Full=Delta-actitoxin-Bgr2b; Short=Delta-AITX-Bgr2b; AltName: Full=Bg Ill; Short=BglIl; AltName:
Full=Neurotoxin Bg-3
Sequence ID: POC1F5.1 Length: 48 Number of Matches: 1

Related Information
Range 1: 6 to 34 GenPept Graphics
Score Expect Method Identities Positives Gaps

25.4 bits(54) 2.0 Composition-based stats. 12/30(40%) 16/30(53%) 1/30(3%)

Query 378 CEVDGYYl PKDARLSVNI WAI GRDPNVWEN 407
C+ DG D L+ +WIGR P+ WN
Shjct 6 CDSDGPTSRGDT- LTGTLW.I GRCPSGMHN 34

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Uncharacterized 14.9 kDa protein in rep-hol intergenic region; AltName: Full=ORF14
Sequence ID: P51716.1 Length: 133 Number of Matches: 1

Related Information
Range 1: 73 to 125 GenPept Graphics

Score Expect Method Identities Positives Gaps

26.6 bits(57) 2.6 Compositional matrix adjust. 15/53(28%) 27/53(50%) 0/53(0%)

Query 222 DFl PSI AWWDLQG ERGVKKLHTKFDVLLTKMVKEHRATSHERKGKADFLDVL 274
DFl ++ +DL + +K++ LL  ++ AT E K +++FL L
Sbjct 73 DFI VIVWDVDLTHLMGKAEKI NI TVPALLLHRI DQFI ATHPEYKNRSNFLSQL 125

Download GenPept Graphics Next Previous Descriptions
RecName: Full=Delta-actitoxin-Bgr2a; Short=Delta-AITX-Bgr2a; AltName: Full=Bg II; Short=Bgll; AltName: Full=Neurotoxin
Bg-2
Sequence ID: POC1F4.1 Length: 48 Number of Matches: 1

Related Information
Range 1: 6 to 34 GenPept Graphics

Score Expect Method Identities Positives Gaps

24.6 bits(52) 3.4 Composition-based stats. 11/30(37%) 16/30(53%) 1/30(3%)

Query 378 CEVDGYYl PKDARLSVNI WAI GRDPNVWEN 407
C+ DG + L+ +WIGR P+ WN
Shjct 6 CDSDGP- TSRGNTLTGTLW.I GRCPSGMAHN 34

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Hemolysin C
Sequence ID: Q68W10.1 Length: 305 Number of Matches: 1

Related Information
Range 1: 123 to 264 GenPept Graphics

Score Expect Method Identities Positives Gaps

26.6 bits(57) 4.6 Compositional matrix adjust. 39/153(25%) 67/153(43%) 26/153(16%)

Query 215 AGYFNI GDFI PSI AWWDLQG ERGVKKLHT- - - - - - KFDVLLTKMWKE- - HRATSHERKG 266
G+ +I D ++A ++R ++K H K LL KM+E HA + G
Shjct 123 VGFI H KDLFKALATKQNSTLKRLI RK- HI | AAPSMKLLDLLAKMRRERTHI Al VWDEYG 181

Query 267 KADFL---DVLLEEG - - - DNTNGEKLSI TNI KAVLLNLFTAGTDTSSSI | EWALTEM K 319
DL + L+EE D+ + ++L TN K + + A ++E + E IK
Shjct 182 GIDG.VTI EDLI EEI VGRI DDEHDQQLDSTNFKVI NNSTI | ANARI EVELLEEI | KEKI K 241

Query 320 NPTI LKKAQEENMDRVI GRDRRLLESDI SSLPYL 352
N +E D+ G L+ + +SS+P +

Shjct 242 ND------ DDEFDTI GG - - - LVLTRVSSVPAI 264
Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Acidic phospholipase A2; Short=svPLA2; AltName: Full=Phosphatidylcholine 2-acylhydrolase
Sequence ID: Q7SID6.2 Length: 123 Number of Matches: 1

Related Information
Range 1: 67 to 112 GenPept Graphics
Score Expect Method Identities Positives Gaps

25.8 bits(55) 4.7  Composition-based stats. 18/52(35%) 21/52(40%) 6/52(11%)

Query 418 SEENGKI NPGGNDFKLI PFGAGRRI CAGTRMGWLVSYI LGTLVHSFDVKLP 469
SEENG | GG+D RIC R+ V LT W P
Shjct 67 SEENGDI VCGGEDD- - - - - - PCKREI CECDRVAAVCFRDNLDTYNSDTYWRYP 112
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_97217050
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_97217050
https://www.ncbi.nlm.nih.gov/protein/97217050?report=genbank&log$=protalign&blast_rank=1&RID=E94APRYP013
https://www.ncbi.nlm.nih.gov/protein/97217050?report=graph&rid=E94APRYP013[97217050]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=5:35&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_97217050
https://www.ncbi.nlm.nih.gov/protein/97217050?report=genbank&log$=protalign&blast_rank=1&RID=E94APRYP013&from=6&to=34
https://www.ncbi.nlm.nih.gov/protein/97217050?report=graph&rid=E94APRYP013[97217050]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=5:35&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1730858
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_1730858
https://www.ncbi.nlm.nih.gov/protein/1730858?report=genbank&log$=protalign&blast_rank=2&RID=E94APRYP013
https://www.ncbi.nlm.nih.gov/protein/1730858?report=graph&rid=E94APRYP013[1730858]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=71:127&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_1730858
https://www.ncbi.nlm.nih.gov/protein/1730858?report=genbank&log$=protalign&blast_rank=2&RID=E94APRYP013&from=73&to=125
https://www.ncbi.nlm.nih.gov/protein/1730858?report=graph&rid=E94APRYP013[1730858]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=71:127&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_97217045
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_97217045
https://www.ncbi.nlm.nih.gov/protein/97217045?report=genbank&log$=protalign&blast_rank=3&RID=E94APRYP013
https://www.ncbi.nlm.nih.gov/protein/97217045?report=graph&rid=E94APRYP013[97217045]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=5:35&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_97217045
https://www.ncbi.nlm.nih.gov/protein/97217045?report=genbank&log$=protalign&blast_rank=3&RID=E94APRYP013&from=6&to=34
https://www.ncbi.nlm.nih.gov/protein/97217045?report=graph&rid=E94APRYP013[97217045]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=5:35&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81610761
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_81610761
https://www.ncbi.nlm.nih.gov/protein/81610761?report=genbank&log$=protalign&blast_rank=4&RID=E94APRYP013
https://www.ncbi.nlm.nih.gov/protein/81610761?report=graph&rid=E94APRYP013[81610761]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=116:271&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_81610761
https://www.ncbi.nlm.nih.gov/protein/81610761?report=genbank&log$=protalign&blast_rank=4&RID=E94APRYP013&from=123&to=264
https://www.ncbi.nlm.nih.gov/protein/81610761?report=graph&rid=E94APRYP013[81610761]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=116:271&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_97180271
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_97180271
https://www.ncbi.nlm.nih.gov/protein/97180271?report=genbank&log$=protalign&blast_rank=5&RID=E94APRYP013
https://www.ncbi.nlm.nih.gov/protein/97180271?report=graph&rid=E94APRYP013[97180271]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=65:114&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_97180271
https://www.ncbi.nlm.nih.gov/protein/97180271?report=genbank&log$=protalign&blast_rank=5&RID=E94APRYP013&from=67&to=112
https://www.ncbi.nlm.nih.gov/protein/97180271?report=graph&rid=E94APRYP013[97180271]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=65:114&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_161789031
https://www.ncbi.nlm.nih.gov/protein/97217050?report=genbank&log$=protalign&blast_rank=1&RID=E94APRYP013
https://www.ncbi.nlm.nih.gov/protein/1730858?report=genbank&log$=protalign&blast_rank=2&RID=E94APRYP013
https://www.ncbi.nlm.nih.gov/protein/97217045?report=genbank&log$=protalign&blast_rank=3&RID=E94APRYP013
https://www.ncbi.nlm.nih.gov/protein/81610761?report=genbank&log$=protalign&blast_rank=4&RID=E94APRYP013
https://www.ncbi.nlm.nih.gov/protein/97180271?report=genbank&log$=protalign&blast_rank=5&RID=E94APRYP013
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RecName: Full=Orphan toxin OrtT
Sequence ID: P64453.2 Length: 57 Number of Matches: 1

See 1 more title(s)

Related Information
Range 1: 7 to 53 GenPept Graphics

- - Identical Proteins - Identical
Score Expect Method Identities Positives Gaps -

23.9 bits(50) 6.6  Composition-based stats.  21/49(43%) 26/49(53%) 4/49(8%) proteins to P64453.2

Query 3 I LVTDFVWAAI | FLI TRFLVRSLFKKPTRPLPPGPLG- - WPLVGALPLL 49
+LV  V+AAl FLIT FL KK R L +G WP+ + LL
Shject 7 M_VFYAVMAAI AFLI TWFLSHD- - KKRI RFLSAFLVGATWPVSFPVALL 53

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Delta-actitoxin-Bcglb; Short=Delta-AITX-Bcglb; AltName: Full=Cangitoxin II; AltName: Full=Cangitoxin-2;
AltName: Full=Cangitoxin-II; Short=CGTX-II
Sequence ID: POC7P9.1 Length: 48 Number of Matches: 1

Related Information
Range 1: 6 to 34 GenPept Graphics
Score Expect Method Identities Positives Gaps

23.5 bits(49) 7.9 Composition-based stats. 11/30(37%) 16/30(53%) 1/30(3%)

Query 378 CEVDGYYl PKDARLSVNI VAI GRDPNVWEN 407
C+ DG + D+ LS +W G P+ WN
Shjct 6 CDSDGPTVRGDS- LSGTLW.TGGCPSGMHN 34

Download GenPept Graphics Next  Previous Descriptions

RecName: Full=Delta-actitoxin-Bcglc; Short=Delta-AlITX-Bcglc; AltName: Full=Cangitoxin Ill; AltName: Full=Cangitoxin-3;
AltName: Full=Cangitoxin-IIl; Short=CGTX-III
Sequence ID: POC7Q0.1 Length: 48 Number of Matches: 1

Related Information
Range 1: 6 to 34 GenPept Graphics
Score Expect Method Identities Positives Gaps

23.5 bits(49) 8.0 Composition-based stats. 11/30(37%) 16/30(53%) 1/30(3%)

Query 378 CEVDGYYl PKDARLSVNI WAI GRDPNVWEEN 407
C+ DG + D+LS +W G P+ WN
Shjct 6 CDSDGPTVHGDS- LSGTLW.TGGCPSGMAHN 34

Download GenPept Graphics Previous Descriptions

RecName: Full=Snake venom metalloproteinase neuwiedase; Short=SVMP
Sequence ID: Q9I19R4.1 Length: 198 Number of Matches: 1

Related Information
Range 1: 14 to 80 GenPept Graphics
Score Expect Method Identities Positives Gaps

25.4 bits(54) 8.4 Compositional matrix adjust. 19/67(28%) 33/67(49%) 7/67(10%)

Query 187 VI LSRRVFVTKGTESNEFKDMWELM TSAGYFNI GDFI PSI A- - - - W - MDLQG ERGM 239
++ RR++  ++SNk + VEL+ T GHF  + S+A W DL +E+
Sbjct 14 1 VADRRMYTKYNSDSNKI RTRVHELVNTVNGFFRSMNVDASLANLEVWSKKDL| KVEKDS 73

Query 240 KKLHTKF 246
K TF
Shjct 74 SKTLTSF 80
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https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_161789031
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_161789031
https://www.ncbi.nlm.nih.gov/protein/161789031?report=genbank&log$=protalign&blast_rank=6&RID=E94APRYP013
https://www.ncbi.nlm.nih.gov/protein/161789031?report=graph&rid=E94APRYP013[161789031]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=5:55&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_161789031
https://www.ncbi.nlm.nih.gov/protein/161789031?report=genbank&log$=protalign&blast_rank=6&RID=E94APRYP013&from=7&to=53
https://www.ncbi.nlm.nih.gov/protein/161789031?report=graph&rid=E94APRYP013[161789031]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=5:55&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_193806548
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_193806548
https://www.ncbi.nlm.nih.gov/protein/193806548?report=genbank&log$=protalign&blast_rank=7&RID=E94APRYP013
https://www.ncbi.nlm.nih.gov/protein/193806548?report=graph&rid=E94APRYP013[193806548]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=5:35&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_193806548
https://www.ncbi.nlm.nih.gov/protein/193806548?report=genbank&log$=protalign&blast_rank=7&RID=E94APRYP013&from=6&to=34
https://www.ncbi.nlm.nih.gov/protein/193806548?report=graph&rid=E94APRYP013[193806548]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=5:35&appname=ncbiblast&link_loc=fromHSP
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_193806549
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dlgDwnl_193806549
https://www.ncbi.nlm.nih.gov/protein/193806549?report=genbank&log$=protalign&blast_rank=8&RID=E94APRYP013
https://www.ncbi.nlm.nih.gov/protein/193806549?report=graph&rid=E94APRYP013[193806549]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=5:35&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_193806549
https://www.ncbi.nlm.nih.gov/protein/193806549?report=genbank&log$=protalign&blast_rank=8&RID=E94APRYP013&from=6&to=34
https://www.ncbi.nlm.nih.gov/protein/193806549?report=graph&rid=E94APRYP013[193806549]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=5:35&appname=ncbiblast&link_loc=fromHSP
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https://www.ncbi.nlm.nih.gov/protein/82115319?report=graph&rid=E94APRYP013[82115319]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=11:83&appname=ncbiblast&link_loc=fromSubj
https://blast.ncbi.nlm.nih.gov/Blast.cgi#dtr_82115319
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https://www.ncbi.nlm.nih.gov/protein/82115319?report=graph&rid=E94APRYP013[82115319]&tracks=[key:sequence_track,name:Sequence,display_name:Sequence,id:STD1,category:Sequence,annots:Sequence,ShowLabel:true][key:gene_model_track,CDSProductFeats:false][key:alignment_track,name:other%20alignments,annots:NG%20Alignments|Refseq%20Alignments|Gnomon%20Alignments|Unnamed,shown:false]&v=11:83&appname=ncbiblast&link_loc=fromHSP
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Appendix 4. Results of search of FARRP allergen database

HYPERLINKS



AllergenOnline Search Results

Note: As of August 2015 we have included gid: groupid in the fasta results that provides detailed information on the allergenicity references for the
group, type of allergen, other sequences belonging to the same group and more.

% _1id 1 = 100% identity, alen=alignment length
AllergenOnline Database v17 (January 18, 2017)

fasta3S.exe -q -H -B -m 9i -w 80 -E 1 -d 20 C:\Windows\Temp\all2B6.tmp fasta/versionl7.fasta
User Query #1 >query

User Query #1

>query

MAAAAAAPSP SFSKTLSSSS SKSSTLLPRS TFPFPHHPHK TTPPPLHLTP THIHSQRRRF TISNVISTTQ KVSETQKAET FVSRFAPDEP RKGSDVLVEA LEREGVTDVF AYPGGASMEI
HQALTRSSII RNVLPRHEQG GVFAAEGYAR ATGFPGVCIA TSGPGATNLV SGLADALLDS VPIVAITGQV PRRMIGTDAF QETPIVEVTR SITKHNYLVM DVEDIPRVVR EAFFLARSGR
PGPVLIDVPK DIQQQLVIPD WDQPMRLPGY MSRLPKLPNE MLLEQIVRLI SESKKPVLYV GGGCSQSSEE LRRFVELTGI PVASTLMGLG AFPTGDELSL SMLGMHGTVY ANYAVDSSDL
LLAFGVRFDD RVTGKLEAFA SRAKIVHIDI DSAEIGKNKQ PHVSICADIK LALQGLNSIL ESKEGKLKLD FSAWRQELTV QKVKYPLNFK TFGDAIPPQY AIQVLDELTN GSAIISTGVG
QHOMWAAQYY KYRKPRQWLT SGGLGAMGFG LPAAIGAAVG RPDEVVVDID GDGSFIMNVQ ELATIKVENL PVKIMLLNNQ HLGMVVQWED RFYKANRAHT YLGNPSNEAE IFPNMLKFAE
ACGVPAARVT HRDDLRAAIQ KMLDTPGPYL LDVIVPHQEH VLPMIPSGGA FKDVITEGDG RSSY

# fasta3S5.exe -q -H -B -m 91 -w 80 -E 1 -d 20 C:\Windows\Temp\all2B6.tmp fasta/versionl7.fasta
FASTA searches a protein or DNA sequence data bank

version 35.04 Jan. 15, 2009

Please cite:

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

Query: C:\Windows\Temp\all2B6.tmp
1>>>query - 664 aa
Library: fasta/versionl7.fasta 481602 residues in 2035 sequences

481602 residues in 2035 sequences

Statistics: Expectation_n fit: rho(ln(x))= 4.2239+/- 0.004; mu= 20.3703+/- 0.212
mean_var=82.8044+/-20.798, 0's: 1 Z-trim: 1 B-trim: 285 in 1/43
Lambda= ©.140944

Algorithm: FASTA (3.5 Sept 2006) [optimized]



Parameters: BL50 matrix (15:-5) ktup: 2
join: 38, opt: 26, open/ext: -10/-2, width: 16
Scan time: ©0.000

The best scores are: opt z-sc E(2035) % _id % _sim alen
gi|34851180|gid|4@|profilin-like protein [Ambrosia arte ( 131) 91 105.0 0.99 0.362 0.638 47

>>>query, 664 aa vs fasta/versionl7.fasta library

>>gi|34851180|gid|40|profilin-like protein [Ambrosia artemisiifolia] (131 aa)
initn: 49 initl: 49 opt: 91 Z-score: 105.0 bits: 27.4 E(): 0.99
Smith-Waterman score: 91; 36.2% identity (63.8% similar) in 47 aa overlap (239-285:85-129)

200 210 220 230 240 250 260 270
query AFQETPIVEVTRSITKHNYLVMDVEDIPRVVREAFFLARSGRPGPVLIDVPKDIQQQLVIPDWDQPMRLPGYMSRLPKLP

50 60 70 80 90 100 110 120

280 290 300 310 320 330 340 350
query NEMLLEQIVRLISESKKPVLYVGGGCSQSSEELRRFVELTGIPVASTLMGLGAFPTGDELSLSMLGMHGTVYANYAVDSS
gi|348 GDYLLEQGF
130

664 residues in 1 query  sequences

481602 residues in 2035 library sequences

Scomplib [35.04]
start: Wed Apr 12 ©3:37:34 2017 done: Wed Apr 12 03:37:34 2017
Total Scan time: ©.000 Total Display time: ©.000

Function used was FASTA [version 35.04 Jan. 15, 2009]


http://www.ncbi.nlm.nih.gov/protein/34851180
http://www.allergenonline.org/groupdetail.php?v=17&gid=40
http://www.ncbi.nlm.nih.gov/protein/34851180
http://www.allergenonline.org/groupdetail.php?v=17&gid=40

AllergenOnline Search Results

Note: As of August 2015 we have included gid: groupid in the fasta results that provides detailed information on the allergenicity references for the
group, type of allergen, other sequences belonging to the same group and more.

% _1id 1 = 100% identity, alen=alignment length
AllergenOnline Database v17 (January 18, 2017)

fasta3S.exe -q -H -B -m 9i -w 80 -E 1 -d 20 C:\Windows\Temp\all3079.tmp fasta/versionl7.fasta
User Query #1 >query

User Query #1

>query
MASEAVHAPS PPVAVPTVCV TGAAGFIGSW LVMRLLERGY NVHATVRDPE NKKKVKHLLE LPKADTNLTL WKADLTVEGS FDEAIQGCQG VFHVATPMDF ESKDPENEVI KPTVRGMLSI
TIESCAKANTV KRLVFTSSAG TLDVQEQQKL FYDQTSWSDL DFIYAKKMTG WMYFVSKILA EKSAMEETKK KNIDFISIIP PLVVGPFITP TFPPSLITAL SLITGNEAHY CIIKQGQYVH
LDDLCEAHIF LYEHPKADGR FICSSHHAII YDVAKMVREK WPEYYVPTEF KGIDKDLPVV SFSSKKLTDM GFQFKYTLED MYKGAIETCR QKQLLPFSTR SAADNGHNRE AIAISAQNYA
SGKENAPVAN HTEMLTNVEV

# fasta3S5.exe -q -H -B -m 91 -w 80 -E 1 -d 20 C:\Windows\Temp\all3079.tmp fasta/versionl7.fasta
FASTA searches a protein or DNA sequence data bank

version 35.04 Jan. 15, 2009

Please cite:

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

Query: C:\Windows\Temp\all3079.tmp
1>>>query - 380 aa
Library: fasta/versionl7.fasta 481602 residues in 2035 sequences

481602 residues in 2035 sequences
Statistics: Expectation_n fit: rho(ln(x))= 2.9729+/-0.00311; mu= 21.1892+/- 0.163
mean_var=53.3979+/-14.394, 0's: 1 Z-trim: 1 B-trim: 79 in 1/43
Lambda= ©.175514
Algorithm: FASTA (3.5 Sept 2006) [optimized]
Parameters: BL50 matrix (15:-5) ktup: 2
join: 37, opt: 25, open/ext: -10/-2, width: 16



Scan time: ©.000
Il No sequences with E() < 1.000000

380 residues in 1 query sequences
481602 residues in 2035 library sequences

Scomplib [35.04]
start: Wed Apr 12 03:38:51 2017 done: Wed Apr 12 03:38:51 2017

Total Scan time: ©.000 Total Display time: ©.000

Function used was FASTA [version 35.04 Jan. 15, 2009]


Steve C
Highlight


AllergenOnline Search Results

Note: As of August 2015 we have included gid: groupid in the fasta results that provides detailed information on the allergenicity references for the
group, type of allergen, other sequences belonging to the same group and more.

% _1id 1 = 100% identity, alen=alignment length
AllergenOnline Database v17 (January 18, 2017)

fasta3S.exe -q -H -B -m 9i -w 80 -E 1 -d 20 C:\Windows\Temp\all28D4.tmp fasta/versionl7.fasta
User Query #1 >query

User Query #1

>query

MAILVTDFVV AAIIFLITRF LVRSLFKKPT RPLPPGPLGW PLVGALPLLG AMPHVALAKL AKKYGPIMHL KMGTCDMVVA STPESARAFL KTLDLNFSNR PPNAGASHLA YGAQDLVFAK
YGPRWKTLRK LSNLHMLGGK ALDDWANVRV TELGHMLKAM CEASRCGEPV VLAEMLTYAM ANMIGQVILS RRVFVTKGTE SNEFKDMVVE LMTSAGYFNI GDFIPSIAWM DLQGIERGMK
KLHTKFDVLL TKMVKEHRAT SHERKGKADF LDVLLEECDN TNGEKLSITN IKAVLLNLFT AGTDTSSSII EWALTEMIKN PTILKKAQEE MDRVIGRDRR LLESDISSLP YLQAIAKETY
RKHPSTPLNL PRIAIQACEV DGYYIPKDAR LSVNIWAIGR DPNVWENPLE FLPERFLSEE NGKINPGGND FKLIPFGAGR RICAGTRMGM VLVSYILGTL VHSFDWKLPN GVAELNMDES
FGLALQKAVP LSALVSPRLA SNPYAT

# fasta3S5.exe -q -H -B -m 91 -w 80 -E 1 -d 20 C:\Windows\Temp\all28D4.tmp fasta/versionl7.fasta
FASTA searches a protein or DNA sequence data bank

version 35.04 Jan. 15, 2009

Please cite:

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

Query: C:\Windows\Temp\all28D4.tmp
1>>>query - 506 aa
Library: fasta/versionl7.fasta 481602 residues in 2035 sequences

481602 residues in 2035 sequences

Statistics: Expectation_n fit: rho(ln(x))= 4.4678+/-0.00343; mu= 15.3463+/- 0.183
mean_var=53.5914+/-13.695, @'s: 1 Z-trim: 1 B-trim: 285 in 1/43
Lambda= ©.175197

Algorithm: FASTA (3.5 Sept 2006) [optimized]

Parameters: BL50 matrix (15:-5) ktup: 2



join: 37, opt: 25, open/ext: -10/-2, width: 16
Scan time: ©0.000

The best scores are: opt z-sc E(2035) % id % sim
gi|994779|gid|195|proteinase inhibitor [Solanum tuberos ( 221) 82 108.1 0.66 0.269 0.538
gi|75306610|gid|78|RecName: Full=Profilin; AltName: Ful ( 131) 78 105.8 0.89 0.333 0.540
gi|548948850|gid|159|profilin, partial [Triticum aestiv ( 131) 78 105.8 0.89 0.339 0.559
gi|190684061|gid|159|profilin [Triticum aestivum] ( 131) 78 105.8 9.89 0.339 0.559
gi|548948848|gid|159|profilin, partial [Triticum aestiv ( 131) 78 105.8 0.89 0.339 0.559
gi|576017879|gid|390|RecName: Full=Profilin-5; AltName: ( 131) 78 105.8 0.89 0.250 0.476
>>>query, 506 aa vs fasta/versionl7.fasta library

>>gi|994779|gid|195|proteinase inhibitor [Solanum tuberosum] (221 aa)

initn: 34 initl: 34 opt: 82 Z-score: 108.1 bits: 28.4 E(): 0.66

Smith-Waterman score: 82; 26.9% identity (53.8% similar) in 119 aa overlap (367-475:26-140)

330 340 350 360 370 380 390 400
query AQEEMDRVIGRDRRLLESDISSLPYLQAIAKETYRKHPSTPLNLPRIAIQACEVDGYYIPKDARLSVNI----W-AIGRD
gi|994 MKCLFLLCLCLVPIVVFSSTFTSKNPINLPSDATPVLDVAGKEL--DSRLSYRIISTFWGALGGD

10 20 30 40 50 60

410 420 430 440 450 460 470
query PNVWENPLEFLP-ERFLSEENGKINPGGNDFKLIPFGAGRRICAGTRMGMVL-VSYILGT--LVHSFD-WKLPNGVAELN

70 80 90 100 110 120 130 140

480 490 500
query MDESFGLALQKAVPLSALVSPRLASNPYAT

gi|994 TMLLETGGTIGQADSSWFKIVKSSQFGYNLLYCPVTSTMSCPFSSDDQFCLKVGVVHQNGKRRLALVKDNPLDVSFKQVQ
150 160 170 180 190 200 210 220

>>gi|75306610|gid|78|RecName: Full=Profilin; AltName: Full=Minor food allerg (131 aa)
initn: 75 initl: 52 opt: 78 Z-score: 105.8 bits: 27.2 E(): 0.89
Smith-Waterman score: 78; 33.3% identity (54.0% similar) in 63 aa overlap (378-437:13-64)

alen

119
63
59
59
59

124


http://www.ncbi.nlm.nih.gov/protein/994779
http://www.allergenonline.org/groupdetail.php?v=17&gid=195
http://www.ncbi.nlm.nih.gov/protein/75306610
http://www.allergenonline.org/groupdetail.php?v=17&gid=78
http://www.ncbi.nlm.nih.gov/protein/548948850
http://www.allergenonline.org/groupdetail.php?v=17&gid=159
http://www.ncbi.nlm.nih.gov/protein/190684061
http://www.allergenonline.org/groupdetail.php?v=17&gid=159
http://www.ncbi.nlm.nih.gov/protein/548948848
http://www.allergenonline.org/groupdetail.php?v=17&gid=159
http://www.ncbi.nlm.nih.gov/protein/576017879
http://www.allergenonline.org/groupdetail.php?v=17&gid=390
http://www.ncbi.nlm.nih.gov/protein/994779
http://www.allergenonline.org/groupdetail.php?v=17&gid=195
http://www.ncbi.nlm.nih.gov/protein/75306610
http://www.allergenonline.org/groupdetail.php?v=17&gid=78

340 350 360 370 380 390 400 410
query DRRLLESDISSLPYLQATAKETYRKHPSTPLNLPRIAIQACEVDGYYIPKDARLSVNIWAIGRDPNVW-ENPL--EFLPE

-----

gi|753 MSWQAYVDDHLMCE IDGQHLSSAAIL - - - - - - - GHDSTVWAQSPNFPQFKPE

10 20 30 40
420 430 440 450 460 470 480 490

query RFLSEENGKINPGGNDFKLIPFGAGRRICAGTRMGMVLVSYILGTLVHSFDWKLPNGVAELNMDESFGLALQKAVPLSAL

gi|753 EISAILNDFENPGS----LAPTGLYLGGTKYMVIQGEPGVVIRGKKGTGGITVKKTNLALIIGVYDEPMTPGQCNMVVER
50 60 70 80 90 100 110 120

>>gi|548948850|gid|159|profilin, partial [Triticum aestivum] (131 aa)
initn: 49 initl: 49 opt: 78 Z-score: 105.8 bits: 27.2 E(): 0.89
Smith-Waterman score: 78; 33.9% identity (55.9% similar) in 59 aa overlap (378-428:13-64)

340 350 360 370 380 390 400 410
query DRRLLESDISSLPYLQATAKETYRKHPSTPLNLPRIAIQACEVDGYYIPKDARLSVNIWAIGRDPNVW-ENPL--EFLPE

gi|548 MSWQAYVDDHLCCEIDGQHLTSAAIL------- GHDGSVWAESPNFPKFKPE

10 20 30 40
420 430 440 450 460 470 480
query RFLS----- EENGKINPGGNDFKLIPFGAGRRICAGTRMGMVLVSYILGTLVHSFDWKLPNGVAELNMDESFGLALQKAV
gi|548 EIAGIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDY
50 60 70 80 90 100 110 120
>>gi|190684061|gid|159|profilin [Triticum aestivum] (131 aa)

initn: 49 initl: 49 opt: 78 Z-score: 105.8 bits: 27.2 E(): 0.89
Smith-Waterman score: 78; 33.9% identity (55.9% similar) in 59 aa overlap (378-428:13-64)

340 350 360 370 380 390 400 410
query DRRLLESDISSLPYLQATIAKETYRKHPSTPLNLPRIAIQACEVDGYYIPKDARLSVNIWAIGRDPNVW-ENPL--EFLPE
gi|19e MSWQTYVDDHLCCEIDGQHLTSAAIL------- GHDGSVWAESPNFPKFKPE

10 20 30 40

420 430 440 450 460 470 480


http://www.ncbi.nlm.nih.gov/protein/548948850
http://www.allergenonline.org/groupdetail.php?v=17&gid=159
http://www.ncbi.nlm.nih.gov/protein/190684061
http://www.allergenonline.org/groupdetail.php?v=17&gid=159

query RFLS----- EENGKINPGGNDFKLIPFGAGRRICAGTRMGMVLVSYILGTLVHSFDWKLPNGVAELNMDESFGLALQKAV

gi|190 EIAGIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDY
50 60 70 80 90 100 110 120

>>gi|548948848|gid|159|profilin, partial [Triticum aestivum] (131 aa)
initn: 47 initl: 47 opt: 78 Z-score: 105.8 bits: 27.2 E(): 0.89
Smith-Waterman score: 78; 33.9% identity (55.9% similar) in 59 aa overlap (378-428:13-64)

340 350 360 370 380 390 400 410
query DRRLLESDISSLPYLQATAKETYRKHPSTPLNLPRIAIQACEVDGYYIPKDARLSVNIWAIGRDPNVW-ENPL--EFLPE

gi|548 MSWQTYVDDHLCCEIDGQHLTSAAIL------- GHDGSVWTESPNFPKFKPE

10 20 30 40
420 430 440 450 460 470 480

query RFLS----- EENGKINPGGNDFKLIPFGAGRRICAGTRMGMVLVSYILGTLVHSFDWKLPNGVAELNMDESFGLALQKAV

gi|548 EIAGIVKDFEEPGHLAPTGLFLGGTKYMVIQGEPGVVIRGKKGTGGITIKKTGMALILGIYDEPMTPGQCNLVVERLGDY
50 60 70 80 920 100 110 120

>>gi|576017879|gid|390|RecName: Full=Profilin-5; AltName: Full=Allergen Cor (131 aa)
initn: 72 initl: 46 opt: 78 Z-score: 105.8 bits: 27.2 E(): 0.89
Smith-Waterman score: 78; 25.0% identity (47.6% similar) in 124 aa overlap (378-487:13-128)

340 350 360 370 380 390 400 410
query DRRLLESDISSLPYLQATIAKETYRKHPSTPLNLPRIAIQACEVDGYYIPKDARLSVNIWAIGRDPNVWENPL---EFLPE

-------- .

gi|576 MSWQAYVDEHLMCEIDGHHLSAAA------- TIGHDGSVWAQSSTFPQFKPE

10 20 30 40
420 430 440 450 460 470 480
query RFLS----- EENGKINP----- GGNDFKLIPFGAGRRICAGTRMGMVLVSYILGTLVHS-FDWKLPNGVAELNMDESFGL
gi|576 EIAAIIKDFDEPGSLAPTGLHLGGIKYMVIQGESGAVIRGKKGAGGITVKKTSQALIFGIYDEPLTPGQCNM-IVERLGD
50 60 70 80 90 100 110 120
490 500

query ALQKAVPLSALVSPRLASNPYAT


http://www.ncbi.nlm.nih.gov/protein/548948848
http://www.allergenonline.org/groupdetail.php?v=17&gid=159
http://www.ncbi.nlm.nih.gov/protein/576017879
http://www.allergenonline.org/groupdetail.php?v=17&gid=390

gi|576 YLLKQGL
130

506 residues in 1 query sequences
481602 residues in 2035 library sequences

Scomplib [35.04]

start: Wed Apr 12 ©3:39:55 2017 done: Wed Apr 12 03:39:55 2017
Total Scan time: ©.000 Total Display time: ©.000

Function used was FASTA [version 35.04 Jan. 15, 2009]
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