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BLAST finds regions of similarity between biological sequences. more...

Align Sequences with BLAST

27 Designing or Testing PCR Primers? Try your search in Primer-BLAST. _Go)
A new Bl2seq functionality has been

added to the standard BLAST pages

that allows you to align a query against
BLAST Assembled Genomes you foalon @ query aga

a set of subject sequences.

Choose a species genome to search, or list all genomic BLAST databases. 2008-00-04:12:56:62

[2) More BLAST news...

o Human o Oryza sativa o Gallus gallus
o Mouse o Bos faurus o Pan troglodytes
o Rat o Danio rerio o Microbes
o Arabidopsis thaliana o Drosophila melanogaster o Apis mellifera Tip of the Day
BaSic BLAST How to Search Custom Databases
N R ntrez Queries.
Choose a BLAST program to run. Query T—IN—R

DNA1g EE2 51 —> DNAIZEELSI

Search a nucleotide database using a nucleotide query
Algorithms: blastn, megablast, discontiguous megablast

Search protein database using a protein query T/ ERED —» PI/EEERAI
Algorithms: blastp, psi-blast, phi-blast

blastx | Search protein database using a translated nucleotide queny DNAIEEFELHIZT7I/EEEHIIZEH: —» 73/ EEERSI

tblastn | Search translated nucleotide database using a protein queny

» nucleotide blast

protein blast

73/ BEECS —> DNAEEFRSI %73 /B 5I- 2 i
DNAK EE 5% 73/ BB 5 -2 —> DNAEEES|% 7S /EE5| - L i

tblastx | Search translated nucleotide database using a translated ny

Specialized BLAST
Choose a type of specialized search (or database name in parentheses.) TATGGCTT ——

Make specific primers with Primer-BLAST 1. T G L
Search trace archives

Find conserved domains in your sequence (cds)

Find sequences with similar conserved domain architecture (cdart) TATGGCTTA____

Search sequences that have gene expression profiles (GEO)

Search immunoglobulins (IgBLAST) 2
Search for SNPs (snp) M A

Screen sequence for vector contamination (vecscreen)

Align two sequences using BLAST (bl2seq) 3 . TATGGCTT ———

Search protein or nucleotide targets in PubChem BioAssay !
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Softberry/FGENESH: http://linux1.softberry.com/berry.phtml?topic=fgenesh&group=programs&subgroup=gfind

GeneMark: http://opal.biology.gatech.edu/GeneMark/eukhmm.cgi

GENSCAN : http://genes.mit.edu/GENSCAN.html
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. DNA — AA :DNAfii%I% 7 = / Bfislic £
. Spidey : DNA &cDNAD Vv F v 7

. BLAST(NCBI) : BEF D& ERn Y —iR#E
. BLAST(DDB)) : BEFDHEn Y —HR#E
. Softberry/FGENESH : 315+ DFHi

. GeneMark : BT D FHl

. GENESCAN : B5FDFHl

.SSPN : A7 74 v 7 DFH

. ORF Finder : ORFOD Tl

LclustalW : 794 XAV b

. TESEARCH : BE R FE5 &R 0 FHl

. MOTIF : ¥ Y32 HEF— 7

PubMed: # 3 MR
Entrez : #8& 57— R— R .

Google Scholar : JCER T — & R— 2
=R

BLAST [GenomeNET]
FASTA [GenomeNET]

pIMw : FHA, TFROFH

& % R FA D genomeDNAFLF
& % R A DDNARLF
& % BEFX D genomeDNAFLFI
& % BURFXDDNAFLF
& % BEFY DgenomicDNA
& % R FYDcDNA




# Safari

2710l @R/E =R

BE JTvoX—20 D14YET AMLT

600

m =%

* w

TEST ON LINE

4 GENE FINDING
in Eukaryota

+ GENE FINDING
WITH SIMILARITY

+ OPERON AND GENE
FINDING IN BACTERIA

+ GENE FINDING
IN VIRUSES

“ ALIGNMENT
ISequences&genomes

4 GENOME EXPLORER
linfogene

4 SEARCH FOR MOTIFS
Ipromoters&functional

4 PROTEIN LOCATION
Ipatterns/Epitops

4 RNA STRUCTURE
COMPUTING

“ PROTEIN
STRUCTURE

4« PROTEIN / DNA
3D-Visual Works

<+ SEQMAN

4+ MULTIPLE
ALIGNMENTS

4 CLUSTERING ESTs

+ ANALYSIS OF
EXPRESSION DATA

+ HUMAN-MOUSE-RAT
SYNTENY

4 PLANT PROMOTERS
DATABASE

“ REPEATS
lfind&map repeats

4« SNP
Extractina known SNPs

SoftBerry - FGENESH

uu B &% http:/ /linux1.softberry.com/berry.phtmi?topic=fgenesh&group=programs&subgroup=gfind
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FGENESH

HMM-based gene structure prediction (multiple genes, both chains)

gtaaagaggtgaatagcagccagtatga
tgaagcttacc

ggttttacaatttgaacatcgaaacgaaatccacacgaaattcataaattt
galicgalclageiccaala

Alternatively, load a local file with sequence in Fasta format:

Localfile name: [ 77 IEER ) 770 . WEEA

HAEIEFYDGenomicDNA

Organism: (") Bos taurus () Chicken () Fish () Frog (Xenopodinae) () Human () Mouse

(O Anopheles gambiae () Culex () Drosophila () Honey Bee () Tribolium (red flour beetle)

(O Brugia malayi (parasitic nematode) () C.elegans () Sea urchin

(O Diatom () Plasmodium falciparum () Phytophthora v

() Dicot plants (Arabidopsis) () Medicago (legume plant) (® Monocot plants (Corn, Rice, Wheat, Barley) () Nicotiana tabacum

(O Tomato () Vitis vinifera

(O Chlamydomonas (single celled green algae)

(O Aspergillus () Batrachochytrium () Botrytis () Coccidioides immitis () Coprinopsis cinerea () Cryptococcus neoformans
(O Fusarium graminearum () Histoplazma (fungus) () Leptosphaeria (O) Magnaporthe () Neurospora crassa () Paracocci

(O Phanerochaete chrysosporium (white rot) () Pyrenophora () Rhizopus_oryzae () Schizosaccharomyces pombe

(O Sclerotinia sclerotiorum () Stagnospora nodorum () Uncinocarpus reesii () Ustilago

[Help] [Show advanced options]
[Example: Homo sapiens genomic beta globin region (HBB@) on chromosome 11]
[Example: Search in -chain]

Return to page with other programs of group: Gene finding

Mazt aana findina nammatare nmcantad harm war tminad hv Qaftharry far ite awn 1=a and distrhutinn usina nrnratars and nuhlicle availahla data Qama af tha nammatars warn

"‘(Q' Google
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Softberry - FGENESH result

nu B b http:/ /linux1.softberry.com/cgi-bin/programs /gfind/fgenesh.pl
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Show picture of predicted genes in PDF file

FGENESH 2.6 Prediction of potential genes in Monocot genomic DNA

Time : Fri Nov 7 23:19:44 2008

Seq name: test sequence

Length of sequence: 3420

Number of predicted genes 1l: in +chain 1, in -chain 0.
Number of predicted exons 10: in +chain 10, in -chain 0.

Positions of predicted genes and exons: Variant 1 from

G Str Feature Start End Score ORF
1 + TSS 196 -1.98
1+ 1 cpsf 337 - 370 6.03 337 -
1+ 2 CDSi 469 - 605 27.00 471 -
[INEE 3 CDSi 718 - 764 9.62 718 -
1+ 4 CDSi 1373 - 1698 39.73 1374 -
1+ 5 CDSi 1811 - 1893 22.50 1813 -
1+ 6 CDSi 1996 - 2071 9.65 1996 -
1+ 7 CDSi 2166 - 2227 16.29 2168 -
1+ 8 CDSi 2326 - 2421 7.16 2326 -
1+ 9 CDSi 2552 - 2713 29.19 2552 -
1+ 10 cpsl 2850 - 2966 14.09 2850 -
1+ PolA 3224 0.44

Predicted protein(s):

> NESH: [mRNA 0 exon (s) 337 - 296

ATGGCGACAGCCGGGAAGGTGATCAAGTGCARAGCGGCGCTCGCGCATGGCAGGCCGGGANG
CCGCTGTCGATCGAGCGAGGTGCAGCTTGCGCCGCCGCAGGCCATGGAGGTCCGCGTCAAG
ATCCTCTACACCGCCCTCTGCCACACCCGACGTCTACTTCTGCCGAGGCCAAGGGGCAANCA
CCTGTTTTCCCTAGCGATCTTGCGCCATCAAGCCTGCAGCCATTGTGCGACGAGTCTGGCACGAC
GGTGTGACCGAACTCGCGCCGGGCGACCATGTCCTCCCGGTGTTCACCGGCGAGTGCAAG
GAGTGTGATCACTGCAAATCGCGAGGAGAGCAACATGTGTCGACCTCCTCAGCGATCAACGTC
GACCGCGGCGTCATGATCGGCCGACGGCAAGTCCCCGATTCACCATCAAGGGGAAGCCCATC
TTCCACTTTGTTGGCACATCCACCTTCAGCCGAGTACACCGTCATCCATGTCGGCTGCCTC
GCGAAGATCAACCCGGAGGCGCCTCTCGACAAGGTCTGCATTCTCAGCTGCGGTTTCTCT
ACCGGTTTTGGTGCAACAGTCAATGTCGCCAAACCCAAAAACGGCCAGACCGTGGCTATT
TTCGGTCTTGCAGCTGTTCGCTCTTCGCTCCTATGGAAGCTGCCAGGCTGTCTGGAGCATCG
AGGATCATTGGTGTGGACCTGAACCCTGCGAAATTCGAACAAGCTAAGAAGTTTGGCTGC
ACTGACTTCGTAAACCCCAAGGACCACAGCAAGCCAGTGCACGAGGTGCTGATTGAGATG
ACCAACGGTGGACTCGACAGGGCCGTTGAATGCACGGGCAACATCAACGCCATGATATCC
TGCTTCGAATGTGTCCATGATGCATCGCGCCTTGCCCTGCTGCTCGGCGTGCCCGACCAMG
GATGATGTGTTCAAGACCCACCCGATGAACTTCCTCAACGAGAAGACGCTCAAGGGGACG
TTCTTCGCTAACTACAAGCCGCGCACCCGACCTGCCCAACGTCGTCGAGCTGTACATGANG
AAGGAGCTGCGAGCTGGAGAAGTTCATCACGCACAGCGTGCCGTTCTCGGAGATCAACACG

TTCCATCTCATGCTCAA ACAGTCT b TCATCGAGCATGCATCA TA

MATAGRVIKCKAAVAWEAGKPLSIEEVEVAPPQAMEVRVKILYTALCBTDVYFWEAKGQT
PVFPRILGHEEAGGIVESVGEGVTELAPGDEVLPVFTGECKECDHCKSEESNMCDLLRINV
DRGVMIGDGKSRFTIKGKPIFHFVGTSTFSEYTVIHVGCLAKINPEAPLDKVCILSCGFS
TGFGATVNVAKPKKGQTVAIFCGLCAVGLAAMEGARLSGASRIIGVDLNPAKFEQAKKFGC
TDFVNPKDHSKPVHEVLIEMTNGGLDRAVECTGNINAMISCFECVEDGWGVAVLVGVPTK
DDVFKTEPMNFLNEKTLKGTFFGNYKPRTDLPNVVELYMKKELELEKFITHSVPFSEINT

AFDLMLKGESLRCVMRMDE

1,

369

605

762
1697
1893
2070
2227
2421
2713
2966

hain +

Score:173.436011

Len

33
135
45
324
81
75
60
96
162
117

FRN-TZ/E

O B Q~ Google

Monocot®DET )L CHEHT

TN -ATG-TAG(CDS)
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Organism; Monocot

MATAGKVIKCKAAVAWEAGKPLSIEEVEVAPPQAMEVRVKILYTALCHTDVYFWEAKGQT
PVFPRILGHEAGGIVESVGEGVTELAPGDHVLPVFTGECKECDHCKSEESNMCDLLRINV
DRGVMIGDGKSRFTIKGKPIFHFVGTSTFSEYTVIHVGCLAKINPEAPLDKVCILSCGEFS
TGFGATVNVAKPKKGOQTVAIFGLGAVGLAAMEGARLSGASRIIGVDLNPAKFEQAKKFGC
TDFVNPKDHSKPVHEVLIEMTNGGLDRAVECTGNINAMISCFECVHDGWGVAVLVGVPTK
DDVFKTHPMNFLNEKTLKGTFFGNYKPRTDLPNVVELYMKKELELEKFITHSVPFSEINT
AFDLMLKGESLRCVMRMDE
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TEST ON LINE

4 GENE FINDING
in Eukaryota

+ GENE FINDING
WITH SIMILARITY

+« OPERON AND GENE
FINDING IN BACTERIA

+ GENE FINDING
IN VIRUSES

4 ALIGNMENT
ISequences&genomes

+« GENOME EXPLORER
linfogene

“ SEARCH FOR MOTIFS
Ipromoters&functional

4 PROTEIN LOCATION
Ipatterns/Epitops

4 RNA STRUCTURE
COMPUTING

4 PROTEIN
STRUCTURE

+« PROTEIN / DNA
3D-Visual Works

+ SEQMAN

4 MULTIPLE
ALIGNMENTS

4 CLUSTERING ESTs

+ ANALYSIS OF
EXPRESSION DATA

+ HUMAN-MOUSE-RAT
SYNTENY

4 PLANT PROMOTERS
DATABASE

4 REPEATS

SoftBerry - FGENESH

(&) ~(Qv Google
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FGENESH

HMM-based gene structure prediction (multiple genes, both chains)

Paste nucleotide sequence here:

ccetgtaaattagtaccattctgaaatcgtaataaactactageagtgtgaggtactattgetggaactgaattgattgtgea b j— G .
gtaaagaggtgaatagcagccagtatgaaggttttacaatttgaacatcgaaacgaaatccacacgaaattcataaattt % é E K Y e n 0 m | C D N A

catcgeatctigetgaagetiaccagatictategalicaatelagetccaalagalegaloag £

Alternatively, load a local file with sequence in Fasta format:

Local file name: 77140 WEEA v

Organism: () Bos taurus () Chicken () Fish () Frog (Xenopodinae) (® Human () Mouse
(O Anopheles gambiae () Culex () Drosophila () Honey Bee () Tribolium (red flour beetle)
(O Brugia malayi (parasitic nematode) () C.elegans () Sea urchin
(O Diatom () Plasmodium falciparum () Phytophthora

(O Dicot plants (Arabidopsis) () Medicago (legume plant) () Monocot plants (Corn, Rice, Wheat, Barley) () Nicotiana tabacum
() Tomato () Vitis vinifera

(O Chlamydomonas (single celled green algae)

(O Aspergillus () Batrachochytrium () Botrytis () Coccidioides immitis () Coprinopsis cinerea () Cryptococcus neoformans
(O Fusarium graminearum () Histoplazma (fungus) () Leptosphaeria () Magnaporthe () Neurospora crassa () Paracocci

(O Phanerochaete chrysosporium (white rot) () Pyrenophora () Rhizopus_oryzae () Schizosaccharomyces pombe

(O Sclerotinia sclerotiorum () Stagnospora nodorum () Uncinocarpus reesii () Ustilago

[Help] [Show advanced options]
[Example: Homo sapiens genomic beta globin region (HBB@) on chromosome 11]

[Example: Search in -chain]
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Show picture of predicted genes in PDF file

FGENESH 2.6 Prediction of potential genes in Homo_sapiens genomic DNA

Time g Sat Nov 8 23:13:31 2008

Seq name: test sequence

Length of sequence: 3420

Number of predicted genes 1: in +chain 1, in -chain 0.
Number of predicted exons 9: in +chain 9, in -chain 0.

Positions of predicted genes and exons: Variant 1 from 1, Score:73.703784

G Str Feature Start End Score ORF
1 4+ TSS 196 -3.99

1 + 1 CDsf 537 - 605 15.82 537 -
1 + 2 CDSi 718 - 764 -4.98 718 -
1+ 3 CDSi 1373 - 1698 35.16 1374 -
1 + 4 CDSi 1811 - 1893 10.51 1813 -
1+ 5 CDSi 1996 - 2071 -0.46 1996 -
1 + 6 CDSi 2166 - 2227 523 2168 -
1+ 7 CDSi 2326 - 2421 1.18 2326 -
1 + 8 CDSi 2552 - 2713 16.54 2552 -
1 4+ 9 cDpsl 2850 - 2966 -0.52 2850 -
1 4+ PolA 3224 151172

Predicted protein(s):
>FGENESH : [ mRNA 1 9 exon (s 537 - 2966 1038 b
TGGAGGTCCGCGTCAAGATCCTCTACACCGCCCTCTGCCACACCGACGTCTACTTCTGG
GAGGCCAAGGGGCAAACACCTGTTTTCCCTAGGATCTTGGGCCATGAAGCTGGAGGCATT
GTGCGAGAGTGTGCCACGAGGGTCTCACCCAACTCGCGCCGGCGCCACCATGTCCTCCCGGTG
TCACCGGCGAGTGCAAGGAGTGTCGATCACTGCAAATCGGAGGAGAGCAACATGTGTCGAC
CTCCTCAGCGATCAACGTCCACCGCCGGCGTCATCATCCGCCGACCCGCAAGTCCCCGATTCACC
TCAAGGGGAAGCCCATCTTCCACTTTGTTGGCACATCCACCTTCAGCGAGTACACCGTC
TCCATCGTCGGCTGCCTCGCCAACGATCAACCCCGCGAGGCGCCTCTCCACAAGGTCTGCATT
CTCAGCTGCGGTTTCTCTACCGGTTTTGGCTGCAACAGTGAATGTCGCGAAACCGAARAAG
IGGCCAGACCGTGGCTATTTTCGGTCTTCGCGAGCTGTTCGCTCTTGCTGCTATGCGAAGCGTGCC
GGCTGTCTGGAGCATCGAGGATCATTGCTGTCCACCTGAACCCTGCGAAATTCGAACAR
GCTAACAAGTTTGGCTGCACTCGACTTCCGTAAACCCCAAGCGACCACAGCAAGCCAGTGCAC
GAGCGTCGCTCGATTGACGATCACCAACCGCGTGCACTCCACAGCGCGCCCTTCAATGCACGGGCANC
TCAACGCCATCGATATCCTCGCTTCCGAATCGTCTCCATCATGCATCCCCCCTTGCCGCTCGCTG
CTCGGCGTCGCCCACCAAGCATCATCTCTTCAACACCCACCCCATCGAACTTCCTCAACGAG
GACGCTCAAGGGCGACGTTCTTCGGTAACTACAAGCCGCGCACCGACCTGCCCAACGTC
GTCGAGCTGTACATGAAGAAGCAGCTCCAGCTGCGAGAAGTTCATCACGCACAGCGTGCCG
TCTCCGCGACATCAACACGGCCTTCCATCTCATCGCTCAAGGCGCGCACGACGTCTCCGCTGCCGTC

2]

Len

605 69

762 45

1697 324
1893 81
2070 75
2227 60
2421 96
2713 162
2966 117

hain +

Human®ET )L CHEHT

% n0h é*LT’ATG TAG

MEVRVKILYTALCETDVYFWEAKGQTPVFPRILGBEAGGIVESVGEGVTELAPGDEVLPV
FTGECKECDHCKSEESNMCDLLRINVDRGVMIGDGKSRFTIKGKPIFHFVGTSTFSEYTV
IBVGCLAKINPEAPLDKVCILSCGFSTGFGATVNVAKPKKGOTVAIFGLCGAVGLAAMEGA
RLSGASRIIGVDLNPAKFEQAKKFGCTDFVNPKDESKPVHEVLIEMTNGGLDRAVECTGN
INAMISCFECVEDGWGVAVLVGVPTKDDVFKTEPMNFLNEKTLKGTFFGNYKPRTDLPNV
VELYMKKELELEKFITHSVPFSEINTAFDLMLKGESLRCVMRMDE

FTHEIN=-TI/EE




ModellZ& > TFEENLH0RFIFZVELGS
Organism; Monocot

MATAGKVIKCKAAVAWEAGKPLSIEEVEVAPPQAMEVRVKILYTALCHTDVYFWEAKGQT
PVFPRILGHEAGGIVESVGEGVTELAPGDHVLPVFTGECKECDHCKSEESNMCDLLRINV
DRGVMIGDGKSRFTIKGKPIFHFVGTSTFSEYTVIHVGCLAKINPEAPLDKVCILSCGFS
TGFGATVNVAKPKKGQTVAIFGLGAVGLAAMEGARLSGASRIIGVDLNPAKFEQAKKFGC
TDFVNPKDHSKPVHEVLIEMTNGGLDRAVECTGNINAMISCFECVHDGWGVAVLVGVPTK
DDVFKTHPMNFLNEKTLKGTFFGNYKPRTDLPNVVELYMKKELELEKFITHSVPFSEINT
AFDLMLKGESLRCVMRMDE

Organism; A f&]

MEVRVKILYTALCHTDVYFWEAKGQTPVFPRILGHEAGGIVESVGEGVTELAPGDHVLPV
FTGECKECDHCKSEESNMCDLLRINVDRGVMIGDGKSRFTIKGKPIFHFVGTSTFSEYTV
IHVGCLAKINPEAPLDKVCILSCGFSTGFGATVNVAKPKKGQTVAIFGLGAVGLAAMEGA
RLSGASRIIGVDLNPAKFEQAKKFGCTDFVNPKDHSKPVHEVLIEMTNGGLDRAVECTGN
INAMISCFECVHDGWGVAVLVGVPTKDDVFKTHPMNFLNEKTLKGTFFGNYKPRTDLPNV
VELYMKKELELEKFITHSVPFSEINTAFDLMLKGESLRCVMRMDE

Organism; 33/ \T

MFCGEEKLIRSGFGVFAAAVAWEAGKPLSIEEVEVAPPQAMEVRVKILYTALCHTDVYFW
EAKGQTPVFPRILGHEAGGIVESVGEGVTELAPGDHVLPVFTGECKECDHCKSEESNMCD
LLRINVDRGVMIGDGKSRFTIKGKPIFHFVGTSTFSEYTVIHVGCLAKINPEAPLDKVCI
LSCGFSTGFGATVNVAKPKKGQTVAIFGLGAVGLAAMEGARLSGASRIIGVDLNPAKFEQ
AKKFGCTDFVNPKDHSKPVHEVLIEMTNGGLDRAVECTGNINAMISCFECVHDGWGVAVL
VGVPTKDDVFKTHPMNFLNEKTLKGTFFGNYKPRTDLPNVVELYMKKELELEKFITHSVP
FSEINTAFDLMLKGESLRCVMRMDE
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®e00 BLAST: Basic Local Alignment Search Tool

gg g @ 3 http:/ /blast.ncbi.nim.nih.gov/Blast.cgi O Bl Q- Google

:‘_: BLAST My NCBI 2]

Home | Recent Results Saved Strategies @ Help [Sign In] [Register]

» NCBI/ BLAST Home

News
BLAST finds regions of similarity between biological sequences. more...

Align uences with BLAST

Designing or Testing PCR Primers? Try your search in Primer-BLAST. _Go)

A new Bl2seq functionality has been
added to the standard BLAST pages

BLAST Assembled Genomes e S S S
a set of subject sequences.
Choose a species genome to search, or list all genomic BLAST databases. OGBS URIZ:00:02
[2) More BLAST news...
o Human o Oryza sativa o Gallus gallus
o Mouse o Bos faurus o Pan troglod)
o Rat o Danio rerio o Microbes
o Arabidopsis thaliana o Drosophila melanogaster o Apis mellifera Tip of the Day
Bas- | A ST How to Search Custom Databases
icB in Web-Blast Using Entrez Queries.
Choose a BLAST program to run. A powerful feature of the BLAST Web
interface is the ability to limit BLAST
2 . 2 searches to a subset of any database
nuslotde blast | 9921 2 huclecide albase g« ueleolde e
g : » mega ! g ega use of Entrez queries allows the
. Search protein database using a protein query S o e consructionof
protein blast ) . X P
Algorithms: blastp, psi-blast, phi-blast IEEERE ARG
[2) More tips...
blastx ‘ Search protein database using a translated nucleotide query
tblastn | Search translated nucleotide database using a protein query

tblastx ‘ Search translated nucleotide database using a translated nucleotide query

Specialized BLAST

Choose a type of specialized search (or database name in parentheses.)

Make specific primers with Primer-BLAST

Search trace archives

Find conserved domains in your sequence (cds)

Find sequences with similar conserved domain architecture (cdart)
Search sequences that have gene expression profiles (GEO)
Search immunoglobulins (IgBLAST)

Search for SNPs (snp)

Screen sequence for vector contamination (vecscreen)

Align two sequences using BLAST (bl2seq)

Search protein or nucleotide targets in PubChem BioAssay

00O0DOo0DOoDOoOOoOOoO oOa o
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e 00 Protein BLAST: search protein databases using a protein query

| <[> || e |5  http:/ /blast.ncbi.nim.nih.gov/Blast.cgi?PAGE=Proteins&PROGRAM=blastp&BLAST_PROGRAMS=blastp&PAX) Q- Google

My NCBI 2] »
[Sign In] [Register]

-~  Home RecentResults Saved Strategies Help

» NCBI BLAST/ blastp suite: BLASTP programs search protein databases using a protein query. more... Resetpage Bookmark

Enter Query Sequence

Enter accession number, gi, or FASTA sequence & Clear Query subrange ©)
TGFCATVNVAKPKKCQTVAIFGLCAVCGLAAMECARLSCASRIIGVDLNPAKFEQAKKFGC

TDFVNPKDHSKPVHEVLIEMTNGGLDRAVECTGNINAMISCFECVHDGWGVAVLVGVPTK m From

DDVFKTHPMNFLNEKTLKGTFFGNYKPRTDLPNVVELYMKKELELEKFITHSVPFSEINT A

AFDLMLKGESLRCVMRMDE ly To
4

Or, upload file TP WEEA Q)
Job Title

Enter a descriptive title for your BLAST search &)
] Blast 2 sequences

Choose Search Set

Database [ Non-redundant protein sequences (nr) l-ﬂ (2]
Organism -
Optional =nter organis or id--compietions will be suggesie
Enter organism common name, binomial, or tax id. Only 20 top taxa will be shown. g
Entrez Query
Optional

Enter an Entrez query to limit search &)

Program Selection

Algorithm @ blastp (protein-protein BLAST)
(O PSI-BLAST (Position-Specific Iterated BLAST)
(O PHI-BLAST (Pattern Hit Initiated BLAST)
Choose a BLAST algorithm &)

Search database nr using Blastp (protein-protein BLAST)

(7] Show results in a new window

P Algorithm parameters

Copyright | Disclaimer | Privacy | Accessibility | Contact | Send feedback
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®00 NCBI Blast:Protein Sequence (379 letters)

+ http://blast.ncbi.nim.nih.gov/Blast.cgi O Bl Q~ Google
<> (S)

¥ Descriptions

Score E
Sequences producing significant alignments: (Bits) vVvalue
dbj |BAE00035.1 alcohol dehydrogenase [Oryza rufipogon] 778 0.0
Sp|Q4RIES.1|ADH2 ORYSI RecName: Full=Alcohol dehydrogenas cee 778 0.0
dbi |BAE00029.1 alcohol dehydrogenase [Oryza rufipogon] >dbj|... 777 0.0
dbij |BAE00049.1 alcohol dehydrogenase [Oryza meridionalis]) 7717 0.0
dbi |BAE00044.1 alcohol dehydrogenase [Oryza sativa Indica Gr... 776 0.0
dbij |BAE00047.1 alcohol dehydrogenase [Oryza glumipatula] 776 0.0
dbi |BAE00048.1 alcohol dehydrogenase [Oryza barthii] 776 0.0
dbij |BAE00046.1 alcohol dehydrogenase [Oryza sativa Japonica ... 775 0.0
dbij |BAE00025.1 alcohol dehydrogenase [Oryza rufipogon] 775 0.0
dbi |BAE00042.1 alcohol dehydrogenase [Oryza rufipogon] 775 0.0
dbij |BAE00039.1 alcohol dehydrogenase [Oryza rufipogon] 774 0.0
dbj |BAEQ0043. alcohol dehydrogenase [Oryza rufipogon] 774 0.0
gb|EAZ17793.1| hypothetical protein 0sJ_032002 [Oryza sativa ... 773 0.0
dbi|BAE00028.1| alcohol dehydrogenase [Oryza rufipogon] 773 0.0
b|EAY80334.1| hypothetical protein O0sI_034293 [Oryza sativa ... 763 0.0
ref |NP_001067485.1| 0©0s11g0210500 [Oryza sativa (japonica cult... 761 0.0 m
gb|ABY76197.1 alcohol dehydrogenase 2 [Oryza coarctata] 739 0.0
gb|ACG28464.1 unknown [Zea mays] 736 0.0
ref|NP_001105410.1| alcohol dehydrogenase2 [Zea mays] >sp|P04... 732 0.0 m
gb|ABL74253.1 alcohol dehydrogenase ADH3D [Triticum aestivum] 728 0.0
gb|ABL74256.1 alcohol dehydrogenase ADH2B [Triticum aestivum] 724 0.0
gb|ABL,74255.1 alcohol dehydrogenase ADH2D [Triticum aestivum] 724 0.0
sp|P10848.1|ADH3_HORVU RecName: Full=Alcohol dehydrogenase 3 ... 723 0.0
gb|ABL74260.1 alcohol dehydrogenase ADH2 [Aegilops tauschii] 723 0.0
emb|CAA34364.1| alcohol dehydrogenase 2 [Oryza sativa (indica... 722 0.0
gb|ABL.74254.1 alcohol dehydrogenase ADH2A [Triticum aestivum] 721 0.0
gb|ABL74266.1 alcohol dehydrogenase ADH2A [Triticum turgidum... 721 0.0
gb|ABL74252.1 alcohol dehydrogenase ADH3-1 [Triticum aestivum] 721 0.0
gb|ABL74268.1 alcohol dehydrogenase ADH3 [Aegilops tauschii) 719 0.0
gb|ABL74267.1 alcohol dehydrogenase ADH2B [Triticum turgidum... 718 0.0
gb|ABL74265.1 alcohol dehydrogenase ADH2 [Triticum monococcum] 718 0.0
gb|ABL74257.1 alcohol dehydrogenase ADH2H [Triticum aestivum] 715 0.0
gb|ABL74270.1 alcohol dehydrogenase ADH2 [Aegilops speltoides]) 714 0.0
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Softberry/FGENESH: http://linux1.softberry.com/berry.phtml?topic=fgenesh&group=programs&subgroup=gfind

GeneMark: http://opal.biology.gatech.edu/GeneMark/eukhmm.cgi

GENSCAN : http://genes.mit.edu/GENSCAN.html
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1. PubMed: #3CHR%E

2. Entrez : AT —F R—2

3. Google Scholar : A7 — % R— 2
4. HHFETF—F -2

N—A

RERY —HE:

1. BLAST [GenomeNET]
2. FASTA [GenomeNET)]

FCEIREHT -

. DNA — AA :DNAfii%I% 7 = / Bfislic £
. Spidey : DNA &cDNAD Vv F v 7

. BLAST(NCBI) : BEF D& ERn Y —iR#E
. BLAST(DDB)) : BEFDHEn Y —HR#E
. Softberry/FGENESH : 3BT D FHl

. GeneMark : BT D FHl

. GENESCAN : &5 FDFHl

.SSPN : 2754 ¥ v 7 DFH

. ORF Finder : ORFDF

10. clustalW : 794 X~ b

11. TESEARCH : B R F&5 &R 0 FHl
12. MOTIF : ¥ Y RV HEF— 7

13. pMw : FHHHA, T FROFH
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Eukaryotic GeneMark.hmm(2/2) (eeioac tri pace)
References:
1Borodovsky M. and Lukashin A. (unpublished)

2Lomsadze A., Ter-Hovhannisyan V., Chernoff Y. and Borodovsky M.,
"Gene identification in novel eukaryotic genomes by self-training algorithm",
Nucleic Acids Research, 2005, Vol. 33, No. 20, 6494-6506

Accuracy comparison

UPDATE October 2005. Added pre-built models of eukaryotic GeneMark.hmm ES-3.0 (E - eukaryotic; S - self-training; 3.0 - the version)

Listing of previous updates
Title (optional): e
l )

Sequence:e

Sequence File upload:e

FrPAIERR ) 77 AR TWELEA

Species:®( Agambiae 55-3.0 |+ Model description

Email Address: (required for graphical output or sequences longer than 400000 bp)&

l |

™ Generate PDF graphics (screen)

[ Generate PostScript graphics (email)e

[ Print GeneMark 2.4 predictions in addition to GeneMark.hmm predictionse
[ Translate predicted genes into proteine

[ Default ) { Start GeneMark.hmm

Web pages maintained by GeneMark administrator, alexi@amber.gatech.edu. Please send any suggestions for improvements or problems to the web page maintainer.
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Eukaryotic GeneMark.hmm(2/2) (eeioac tri pace)
References:
1Borodovsky M. and Lukashin A. (unpublished)

2Lomsadze A., Ter-Hovhannisyan V., Chernoff Y. and Borodovsky M.,
"Gene identification in novel eukaryotic genomes by self-training algorithm",
Nucleic Acids Research, 2005, Vol. 33, No. 20, 6494-6506

Accuracy comparison
UPDATE October 2005. Added pre-built models of eukaryotic GeneMark.hmm ES-3.0 (E - eukaryotic; S - self-training; 3.0 - the version)

Listing of previous updates

IIisIﬂmtin.nal): o
GenQmicDNAY | ,\

Sequence:e
3 acatgaagaa a gcagaacagaatcagatitgcaacctgaatgtgeatty
tte tatggte C cactgattgatcactattttatgctaatgatttctggtgtttgatgt
C tggagctgg tcatcacgcacagegtgecgticte aacacggcgttcgatct
catgctcaaggg tccgetgegtcatgagg. ctatctctctctct
ctetctettgeagtttcaggeatac C ag ttgaggttttcc
atttaagtttaataatggtc agggcttgtgtggagtcagcetctgtttactccctectttcatggettgatct
tgtttattgtcagcattgtggcttagcagattttcaccagttttaccctg cattc
ctactagce tattgctggaac agccagtatg
aggttttac atcgaaacgaaatccacacgaaattcataaatttcatcgeatcttgctgaagettacca

Sequence File upload:e

FrPAIERR ) 77 AR TWELEA

Species:( v A.gambiae ES-3.0 Model description 4

A thaliana ES-3.0
A.thaliana
C.briggsae ES-3.0
C.elegans ES-3.0
Cel

aphical output or sequences longer than 400000 bp)®

g

C.intestinalis ES-3.0
C.reinhardtii ES-3.0

C.remanei ES-3.0 L,

™ Gene D.melanogaster ES-3.0 .reen) )

1 Gene D.melanogaster 11Cs (emall)o

) Print 5-9:"3‘5 tions in addition to GeneMark.hmm predictionse
.sapiens . .

) Trans H'vufga,, into proteine
M.musculus

M.truncatula ES-3.0 —
0.sativa z
T.aestivum

T.gondii ES-3.0

Web pag Zmavs neMark administrator, alexl@amber.gatech.edu. Please send any suggestions for improvements or problems to the web page maintainer.
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Eukaryotic GeneMark.hmm(12) (ciozc tris pace
References:

1Borodovsky M. and Lukashin A. (unpublished)

2Lomsadze A., Ter-Hovhannisyan V., Chernoff Y. and Borodovsky M.,
"Gene identification in novel eukaryotic genomes by self-training algorithm",
Nucleic Acids Research, 2005, Vol. 33, No. 20, 6494-6506

Accuracy comparison

UPDATE October 2005. Added pre-built models of eukaryotic GeneMark.hmm ES-3.0 (E - eukaryotic; S - self-training; 3.0 - the version)

Usting of Qrevious ugdates
Title (optional): e
| GenomicDNAY |

Sequence:e

cgtcgtcgagetgtac gg' tgcagaacagaatcagatttgcaace att
tt tatggtc C cactgattgatcactattttatgc tggtgt
ctgaaggagctggagctggagaagttcatcacgcacagegtgecgtictcggagatcaacacggegttcgatcet
catgctcaaggg: tccgetgegtcatgaggatggatgagtagagatgatgatgatctatcte tctctct
ctctctcttgcagtttcagtgeatac C gg ttgaggttttcc
atttaagtttaataatggtc ‘agggcttgtgtggagtcagctctgtttactccctectttcatggettgatct
tgtttattgtcagcattgtggcttagcagattttcaccagttttacce cattc gtaataa
actactagcag tattgctggaact ggtgaatagcagccagtatg
aaggttttacaatttgaacatcgaaacgaaatccacacgaaattcataaatttcatcgeatcttgctgaagettaceg X
gd LG4 gatctagetecaatagqicgataas

q
49

Sequence File upload:e

Fr7AERR ) 77 LHE. TWELEA

Species: o/ o.sativa 4] Model description

Email Address: (required for graphical output or sequences longer than 400000 bp)&

™ Generate PDF graphics (screen)

) Generate PostScript graphics (email)e

[ Print GeneMark 2.4 predictions in addition to GeneMark.hmm predictionse
[ Translate predicted genes into proteine

( Default ) { Start GeneMark.hmm

Web pages maintained by GeneMark administrator, alexi@amber.gatech.edu. Please send any suggestions for improvements or problems to the web page maintainer
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Listing of previous updates

Result of last submission:

View PDF Graphical Output
GeneMark.hmm Listing

Go to: GeneMark.hmm Protein Translations

Go to: Job Submission

Eukariotyc GeneMark.hmm version bp 3.8h August 16, 2007
Sequence name: GenomicDNAY

Sequence length: 3420 bp

G+C content: 45.06%

Matrices file: /home/genmark/euk_ghm.matrices/rice_hmm3.0mod
Fri Nov 7 22:35:27 2008

Predicted genes/exons

Gene Exon Strand Exon Exon Range Exon Start/End

# # Type Length Frame

1 1 + Initial 337 370 34 11- -
1 2 + Internal 469 605 137 23 - -
1 3 + Internal 718 764 47 12 - -
1 4 + Internal 1373 1698 326 31 - -
1 5 + Internal 1811 1893 83 23 - -
1 6 + Internal 1996 2071 76 11- -
1 7 + Internal 2166 2227 62 23 - -
1 8 + Internal 2326 2421 96 13- -
1 9 + Internal 2552 2713 162 13- -
1 10 + Terminal 2850 2966 117 13- -

>gene_1|GeneMark.hmm|379_aa
MATAGKVIKCKAAVAWEAGKPLSIEEVEVAPPQAMEVRVKILYTALCHTDVYFWEAKGQT
PVFPRILGHEAGGIVESVGEGVTELAPGDHEVLPVFTGECKECDECKSEESNMCDLLRINV
DRGVMIGDGKSRFTIKGKPIFHFVGTSTFSEYTVIHVGCLAKINPEAPLDKVCILSCGFS
TGFCGATVNVAKPKKGQTVAIFGLGAVGLAAMEGARLSGASRIIGVDLNPAKFEQAKKFGC
TDFVNPKDHSKPVHEVLIEMTNGGLDRAVECTGNINAMISCFECVEDGWGVAVLVGVPTK
DDVFKTHPMNFLNEKTLKGTFFGNYKPRTDLPNVVELYMKKELELEKFITHSVPFSEINT
AFDLMLKGESLRCVMRMDE

Title (optional): e
| GenomicDNAY

Sequence:e

atccgecggaaaccggaaaaccaccgaagetcgaaaaccggeggaggeaageageageageatgeageag
argragagrmrnrnmn.-.m- tC ‘QCCtCcCtccIctttccccccicctccacttgcett




FRYINMIE - THFESNLHORFIIZDELS

SoftberrylZ&k 4 F 1. Organism; Monocot

MATAGKVIKCKAAVAWEAGKPLSIEEVEVAPPQAMEVRVKILYTALCHTDVYFWEAKGQT
PVFPRILGHEAGGIVESVGEGVTELAPGDHVLPVFTGECKECDHCKSEESNMCDLLRINV
DRGVMIGDGKSRFTIKGKPIFHFVGTSTFSEYTVIHVGCLAKINPEAPLDKVCILSCGFS
TGFGATVNVAKPKKGQTVAIFGLGAVGLAAMEGARLSGASRIIGVDLNPAKFEQAKKFGC
TDFVNPKDHSKPVHEVLIEMTNGGLDRAVECTGNINAMISCFECVHDGWGVAVLVGVPTK
DDVFKTHPMNFLNEKTLKGTFFGNYKPRTDLPNVVELYMKKELELEKFITHSVPFSEINT
AFDLMLKGESLRCVMRMDE

GeneMark|Z&k4F 1. Organism; 1 1=

MATAGKVIKCKAAVAWEAGKPLSIEEVEVAPPQAMEVRVKILYTALCHTDVYFWEAKGQTPVFPR
ILGHEAGGIVESVGEGVTELAPGDHVLPVFTGECKECDHCKSEESNMCDLLRINVDRGVMIGDGK
SRFTIKGKPIFHFVGTSTFSEYTVIHVGCLAKINPEAPLDKVCILSCGFSTGFGATVNVAKPKKGQT
VAIFGLGAVGLAAMEGARLSGASRIIGVDLNPAKFEQAKKFGCTDFVNPKDHSKPVHEVLIEMTN
GGLDRAVECTGNINAMISCFECVHDGWGVAVLVGVPTKDDVFKTHPMNFLNEKTLKGTFFGNYK
PRTDLPNVVELYMKKELELEKFITHSVPFSEINTAFDLMLKGESLRCVMRMDE
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Softberry/FGENESH: http://linux1.softberry.com/berry.phtml?topic=fgenesh&group=programs&subgroup=gfind

GeneMark: http://opal.biology.gatech.edu/GeneMark/eukhmm.cgi

GENSCAN: http://genes.mit.edu/GENSCAN.html
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1. PubMed: #3CHR%E

2. Entrez : AT —F R—2

3. Google Scholar : A7 — % R— 2
4. HHFETF—F -2

N—A

RERY —HE:

1. BLAST [GenomeNET]
2. FASTA [GenomeNET)]

FCEIREHT -

. DNA — AA :DNAfii%I% 7 = / Bfislic £
. Spidey : DNA &cDNAD Vv F v 7

. BLAST(NCBI) : BEF D& ERn Y —iR#E
. BLAST(DDB)) : BEFDHEn Y —HR#E
. Softberry/FGENESH : 3BT D FHl

. GeneMark : BT D FHl

. GENESCAN : &5 FDFHl

.SSPN : 2754 ¥ v 7 DFH

. ORF Finder : ORFDF

10. clustalW : 794 X~ b

11. TESEARCH : B R F&5 &R 0 FHl
12. MOTIF : ¥ Y RV HEF— 7

13. pMw : FHHHA, T FROFH

O 00 ~1 O\ LA B 0D e

f#HT HIRCS
& % R FA D genomeDNAFLF
& % R A DDNARLF
& % BEFX D genomeDNAFLFI
& % BURFXDDNAFLF
& % BEFY DgenomicDNA
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| http://genes.mit.edu/GENSCAN.html
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The New GENSCAN Web Server at MIT

Identification of complete gene structures in genomic DNA

This server provides access to the program Genscan for predicting the locations and exon-intron structures of genes in genomic sequences from a variety of organisms.

This server can accept sequences up to 1 million base pairs (1 Mbp) in length. If you have trouble with the web server or if you have a large number of sequences to process, request a local copy of the program (see i
bottom of this page) or use the GENSCAN email server. If your browser (e.g., Lynx) does not support file upload or multipart forms, use the older version.

Organism: Suboptimal exon cutoff (optional):

Sequence name (optional): |

Print options:

Upload your DNA sequence file (one-letter code, upper or lower case, spaces/numbers ignored):

Or paste your DNA sequence here (one-letter code, upper or lower case, spaces/numbers ignored):

To have the results mailed to vou. enter vour email address here (ontional): I
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New GENSCAN Web Server at MIT
€3 http://genes.mit.edu/GENSCAN.html

M LZHEAZMEY YAIVAv =Z1—X (321)v SIS~V

This server provides access to the program Genscan for predicting the locations and exon-intron structures of genes in genomic sequences from a variety of organisms.

This server can accept sequences up to 1 million base pairs (1 Mbp) in length. If you have trouble with the web server or if you have a large number of sequences to process, request a local copy of the program (see in
bottom of this page) or use the GENSCAN email server. If your browser (e.g., Lynx) does not support file upload or multipart forms, use the older version.

Organism: (EFPSNE® < boptimal exon cutoff (optional):

Sequence name (optional):
Print options:
Upload your DNA sequence file (one-letter code, upper or lower case, spaces/numbers ignored):

Or paste your DNA sequence here (one-letter code, upper or lower case, spaces/numbers ignored):
atgtgtccatgatgtcagtctctttcttacaaacatgaaacatgatagtaacaaattgaagatgatcatttcagcaatgectccagttctg
ctgtaaactgtatcctgaaaactaagagtggcaatctgaaacctgaatccagggatggggegttgeggtgctggtcggegtgecga
ccaaggatgatgtgttcaagacccacccgatgaacttcctcaacgagaagacgcetcaaggggacgttcttcggtaactacaagecg
cgcaccgacctgeccaacgtcgtcgagetgtacatgaagaaggtaaaaataattgcagaacagaatcagatttgcaacctgaatgt
gcattgttcagaaatctatggtcagtgattccaatgagccactgattgatcactattttatgctaatgatttctggtgtttgatgtctgaag
gagctggagctggagaagttcatcacgcacagcgtgecgttctcggagatcaacacggegttcgatctcatgctcaagggggaga
gtctccgctgegtcatgaggatggatgagtagagatgatgatgatctatctctctetctctctctcttgcagtttcagtgcatacaagaa
accaaaaatgaaagcaaaaaatggatgagaagtttgaggttttccatttaagtttaataatggtcgtgagacagggcettgtgtggagt
cagctctgtttactcectectttcatggettgatcttgtttattgtcageattgtggettagcagattttcaccagtttaccctgtaaattag
taccattctgaaatcgtaataaactactagcagtgtgaggtactattgctggaactgaattgattgtgcagtaaagaggtgaatagcea
gccagtatgaaggttttacaatttgaacatcgaaacgaaatccacacgaaattcataaatttcatcgeatcttgetgaagettaccagat |
tctatcgattcgatctagctccaataggtcgatggg

To have the results mailed to you, enter your email address here (optional): |
<

Back to the top
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GENSCAN 1.0 Date run: 8-Nov-108 Time: 00:08:48
Sequence GenomicDNAY : 3420 bp : 45.068 C+G : Isochore 1 ( 0 - 100 C+G%)
Parameter matrix: Maize.smat

Predicted genes/exons:

Gn.Ex Type 8 .Begin ...End .Len Fr Ph I/Ac Do/T CodRg P.... Tscr..

4.82
0.998 3.09
0.999 30.55
0.999 -4.97
0.994 57.71
0.936 4.70
0.860 -0.71
0.920 4.27
0.834 2.33
0.999 39.19
0.999 18.91

2.27

Init
Intr
Intr
Intr
Intr
Intr
Intr
Intr
Intr
Term
PlyA

. oe e

NHOMROONONO
COONFNNNNM

1.0
1.0
1.0
1.0
1.0
1.0
1.0
1.0
1.0
1.0
b §
1.1

HFOVONOOAUMAEWNMHO
B R

Click here :<©_ ew a PDF image of the predicted gene(s)
Click here for a PostScript image of the predicted gene(s)

Predicted peptide sequence(s):

Predicted coding sequence(s):

>GenomicDNAY | GENSCAN predicted peptide 1/379 aa
MATAGKVIKCKAAVAWEAGKPLSIEEVEVAPPQAMEVRVKILYTALCHTDVYFWEAKGQT
PVFPRILGHEAGGIVESVGEGVTELAPGDHVLPVFTGECKECDHCKSEESNMCDLLRINV
DRGVMIGDGKSRFTIKGKPIFHFVGTSTFSEYTVIHVGCLAKINPEAPLDKVCILSCGFS
TGFGATVNVAKPKKGQTVAIFGLGAVGLAAMEGARLSGASRI IGVDLNPAKFEQAKKFGC
TDFVNPKDHSKPVHEVLIEMTNGGLDRAVECTGNINAMISCFECVEDGWGVAVLVGVPTK
DDVFKTHPMNFLNEKTLKGTFFGNYKPRTDLPNVVELYMKKELELEKFITHSVPFSEINT
AFDLMLKGESLRCVMRMDE

>GenomicDNAY | GENSCAN predicted CDS 1|1140 bp

atggcgacagccgggaaggtgatcaagtgcaaagcggeggtggcatgggaggeccgggaag
ccgectgtcgatcgaggaggtggaggttgegecgecgecaggecatggaggteccgegtcaag
atcctctacaccg tct gacgtctacttctgggaggccaaggggcaaaca
cctgttttccctaggutcttgggccatgungctggnggcattgtggugugtgtgggugng
ggtgtgaccgaactcgegecgggegaccatgtecteccggtgttcaccggegagtgcaag
gagtgtgatcactgcaaatcggaggagagcaacatgtgtgacctcctcaggatcaacgte
gaccgcggegtcatgatcggegacggcaagt gattc tcaaggggaagcccatce
ttccactttgttggcacatccaccttcagegagtacaccgtcateccatgteggetgecte
gcgnagutcaacccggaggcgcctctcgacaaggtctgcattctcagctgcggtttctct
accggttttggtgcaacagtgaatgtcgeg aaaaggg g gtggctatt
ttcggtcttggngctgttggtcttgctgctntgguaggtgccuggctgtctggagcutcg

anaatoattactatananctaaancntanaaaattraaarnanantanaaaatrdtanntan
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1. PubMed: # XX H#
2. Entrez : AT —F R—2R
3. Google Scholar : JXER7— & R— 2
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FEDY—HE

1. BLAST [GenomeNET]
2. FASTA [GenomeNET]

FCHRRHT -

. DNA — AA : DNAfiCHI% 7 = / Bfcsic £
. Spidey : DNA&cDNAD < v F v 5

. BLAST(NCBI) : BEFOFeny—KRE
. BLAST(DDB)) : Bz FDHhEn s —HR#E
. Softberry/FGENESH : M5 F D Pl

. GeneMark : BfEFDOFH

. GENESCAN : BEFDFHl

cclustalW @ 794 XA F

.SSPN : A7 54 v 7DFH

10. ORF Finder : ORFOD T

11. TFSEARCH : BB R &AL 0 FHl
12. MOTIF : ¥ Y32 BeF— 7k

13. pIMw : FHH, T ROTFH
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®00 BLAST: Basic Local Alignment Search Tool

gg g g ehttp://blast.ncbi.nlm.nih.gov/BIast.cgi

< BLAST
-  Home  RecentResults Saved Strategies = Help

» NCBI/ BLAST Home

BLAST finds regions of similarity between biological sequences. more...

QO B Q~ Google

My NCBI
[Sign In] [Regist

News

L2 Designing or Testing PCR Primers? Try your search in Primer-BLAST. _Go)

Align uences with BLAST

A new Bl2seq functionality has been

BLAST Assembled Genomes

Choose a species genome to search, or list all genomic BLAST databases.

o Human o Oryza sativa

o Mouse o Bos taurus

o Rat o Danio rerio

o Arabidopsis thaliana o Drosophila melanogaster

Basic BLAST
Choose a BLAST program to run.

Search a nucleotide database using a nucleotide query

nucleotide blast y § "
Algorithms: blastn, megablast, discontiguous megablast

Search protein database using a protein query

protein blast
Algorithms: blastp, psi-blast, phi-blast

blastx ‘ Search protein database using a translated nucleotide query

tblastn | Search translated nucleotide database using a protein query

added to the standard BLAST pages
that allows you to align a query against
a set of subject sequences.
2008-09-04 12:56:52

[2) More BLAST news...
o Gallus gallus

o Pan troglod!
o Microbes
o Apis mellifera Tip of the Day
How to Search Custom Datab

in Web-Blast Using Entrez Queries.

A powerful feature of the BLAST Web
interface is the ability to limit BLAST
searches to a subset of any database
using a standard Entrez query. Skillful
use of Entrez queries allows the
equivalent of on-the-fly construction of
databases of exact composition.

[2) More tips...

tblastx ‘ Search translated nucleotide database using a translated nucleotide query

Specialized BLAST

Choose a type of specialized search (or database name in parentheses.)

Make specific primers with Primer-BLAST

Search trace archives

Find conserved domains in your sequence (cds)

Find sequences with similar conserved domain architecture (cdart)
Search sequences that have gene expression profiles (GEO)
Search immunoglobulins (IgBLAST)

Search for SNPs (snp)

Screen sequence for vector contamination (vecscreen)

Align two sequences using BLAST (bl2seq)

Search protein or nucleotide targets in PubChem BioAssay
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®00 Nucleotide BLAST: Align two or more sequences using BLAST
% http://blast.ncbi.nim.nih.gov/Blast.cgi?PROGRAM=blastn&BLAST_PROGRAMS=megaBlast&PAC) ~ Q- Coogle

My NCBI H
[Sign In] [Register]

" » NCBI/ BLAST/ blastn suite

blastn astp | blastx | tblastn | tblastx |

BLASTN prog search nucleotide subjects using a nucleotide query. more... Resetpage Bookmark

Enter Query Sequence

i Query subrange ©

GTGATGCAGATCCTGAAGTTCAAGACCATAGAGCGAGGTTGTTGGGAGAGCCAACAATTCC
ACGTACGGGCTGGCCGCAGCTGTCTTCACAAAGGATTTGGACAAGGCCAATTACCTGTCC
CAGGCCCTCCAGGCGGGCACTGTGTGGGTCAACTGCTATGATGTGTTTGGAGCCCAGTCA
CCCTTTGGTGGCTACAAGATGTCGGGGAGTGGCCGGGAGTTGGGCGAGTACGCGCTGCAG

From

1DO-FFECDSEESI

Or, upload file TN VERA ©

Job Title
Enter a descriptive title for your BLAST search &
™ Align two or more sequences &

Enter Subject Sequence

Enter accession number, gi, or FASTA sequence & Clear Subject subrange ©

ACTGIGT T TGGAGATG IGLAGGATGGLA TGALCA TCGLLAAGGAGGAGATC I TLGGLUCA
GTGATGCAGATCCTGAAGTTCAAGACCATACGAGCAGGTTGTTGGGAGAGCCAACAATTCC
ACGTACGGGCTGGCCCGCAGCTGTCTTCACAAAGGATTTGGACAAGCGCCAATTACCTGTCC
CAGGCCCTCCAGGCGGGCACTGTGTGGGTCAACTGCTATGATGTGTTTGCGAGCCCAGTCA
CCCTTTGGTGGCTACAAGATGTCCGGGAGTGGCCCGGAGﬂCGGCCAGTACGGCCTGCAG

From| |

TECDSELS

Or, upload file TP WERL @

Program Selection

Optimize for @ Highly similar sequences (megablast)
(O More dissimilar sequences (discontiguous megablast)
(O Somewhat similar sequences (blastn)
Choose a BLAST algorithm &

Search nucleotide sequence using Megablast (Optimize for highly similar sequences)

["] Show results in a new window

P Algorithm parameters

Copyright | Disclaimer | Privacy | A

2ssibility | Contact | Send feedback NCBI | NLM | NIH | DHHS




®e0o0 NCBI Blast:Nucleotide Sequence (1554 letters)

= http://blast.ncbi.nlm.nih.gov/Blast.cgi QO B Q- Google

[y NCEI a|
-~ Home RecentResults Saved Strategies Help [Sign In] [Register]

~ »NCBU BLAST/ blastn sulte-2sequences/ Formatting Results - H3VRIN2W112
Edit and Resubmit Save Search Strategies > Formatting options > Download
Blast 2 sequences
Nucleotide Sequence (1554 letters)
Query ID Icl|17067 Subject ID 17069
Description None Description None
Molecule type nucleic acid Molecule type nucleic acid
Query Length 1554 Subject Length 1554
Program BLASTN 2.2.22+ P Citation
Other reports: > Search Summary [Taxonomy reports]
¥ Graphic Summary
o
Distribution of 1 Blast Hits on the Query Sequence &
[Mouse over to see the defiine, click to show alignments |
Color key for alignment scores
<40 40-50 50-80 80-200 =200
Qe ry |
I I | | | ]
0 300 600 900 1200 1500
» Dot Matrix View Z
¥ Descriptions
Legend for links to other resources: [ unigene I3 ceo [E Gene E structure [ Map Viewer
Sequences producing significant alignments:
(Click headers to sort columns)
Accession Description Max Total Query A E ."‘x Links
score score coverage value ident
17069 2865 2865 100% 0.0 99%
¥ Alignments [ Select All Get selected sequences New
>1c1|17069 4
v

Len%th=1554



Sequences producing significant alignments:
(Click headers to sort columns)

Max Total Query E Max
Accession Description e e A Av-lu. ident Links
17069 2865 2865 100% 0.0 999%,
¥ Alignments [ Select All Get selected sequences NEw
>1c1|17069
Length=1554
Score = 2865 bits (1551), Expect = 0.0
Identities = 1553/1554 (99%), Gaps = 0/1554 (0%)
Strand=Plus/Plus
Query 1 ATGTTGcgcgct cccgette ccccgect cctcttgtcagccgec 60
UL T|||T||||TTT||||T|||TTT T T||||||T|||? ]
Sbjct 1 ATGTTGCGCGCTGC GCCGCC
Query 61 ccacccar t];‘l’GC 120
_ ?|||||||T?|| ||||||||||||||||||||||||||||||||||||||||||||
Sbjct 61 120
Query 121 \ TGAATGGCACGA' \GCAGGAAAACA CACCGTCAATCH 180
. ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
Sbjct 121 180
R A e
Sbj ct 181 ACTGGAGAGGTCATCTGTCAGCTAGCTGAAGGCGGACAAGGAAGATGTGCGACAAGGCAGTG 240
R A R e
Sbjct 241 AAGGCCGCCCGGGCCGCCTTCCAGCTGGGCTCACCTTGGCGCCGCATGGACGCATCACAC 300
Query 301 AGGGGCCGGC! GCGGGACCGGACCTACCTGGCG 360
, ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
Sbjct 301 AGGGGCCGGC! 360
Query 361 GCCTTGGAGACCCTGGACAATGGCAAGCCC CCTGGTGGATTTGGAC 420
_ ||||||1|||||||||||||||1|||||||||||||||||||||||||||||||||||||
sbjct 361 420
gy A ST L L LT L L LT L T
Sbj ct 421 ATGGTCCTCAAATGTCTCCGGTATTATGCCGGCTGGGCTGATAAGTACCACGGGAAAACC 480
Query 481 ATCCCCATTGACGGAGACTTCTTCAGCTACACACGCCATGAACCTGTGGGGGTGTGCGGE 540
LN LT LT
Sbjct 481 ATCCCCATTGACGGAGACTTCTTCAGCTACACACGCCATGAACCTGTGGGGGTGTGCGGE 540
R A
Sbjct 541 CAGATCATTCCGTGGAATTTCCCGCTCCTGATGCAAGCATGGAAGCTGGGCCCAGCCTTG 600
Query 601 GCAACTGGAAACGTGGTTGTGATGAA! 660
. ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
Sbjct 601 CGTGGTTGTGATGAA! 'TCACCGCCCTC 660
R R
Sbj ct 661 GTGGCCAACCTGATCAAGGAGGCTGGCTTTCCCCCTGGTGTGGTCAACATTGTGCCTGGA 720 |
A
Query 721 TTTGGCCCCACGGCTGGGEGCCGCCATTGCCTCCCATGAGGATGTGGACAAAGTGGCATTC 780 ;




Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbict
Query
Sbjct

] Select All

601
601
661
661
721
721
781
781

841

901

901

961

961

1021
1021
1081
1081
1141
1141
1201
1201
1261
1261
1321
1321
1381
1381
1441
1441
1501
1501

CECELCETTCCEELEELEE LU CEEE L L L ELEET L]
CAGATCATTCCGTGGAATTTCCCGCTCCTGATGCAAGCATGGAAGCTGGGCCCAGCCTTG

'TGAGCAGACACCCCTCACCGCCCTCTAT

CGTGGTTGTGATGAA
||I||I||I||I||I||IlIIlIIII||I||I||I||I||I||IIIIIII|I|1I||I||

"TCACCGCCCTC

GTGGCCAACCTGATCAAGGAGGCTGGCTTTCCCCCTGGTGTGGTCAACATTGTGCCTGGA
CELECLRELEECEEEEEEEE L L EEELE LT ]
GTGGCCAACCTGATCAAGGAGGCTGGCTTTCCCCCTGGTGTGGTCAACATTGTGCCTGGA
TTTGGCCCCACGGCTGGGGCCGCCATTGCCTCCCATGAGGATGTGGACAAAGTGGCATTC
CELELLLLLEEEEEEELERE L LT
TTTGGCCCCACGGCTGGGGCCGCCATTGCCTCCCATGAGGATGTGGACAAAGTGGCATTC

ACAGGCTCCACTGAGATTGGCCGCGTAATCCAGGTTGCTGCTGGGAGCAGCAACCTCAAG
CELLLLEEEELEELEEEEEELEEEEL L LT
ACAGGCTCCACTGAGATTGGCCGCGTAATCCAGGTTGCTGCTGGGAGCAGCAACCTCAAG

T T T T

GATTGGGCCGTGGAACAGGCCCACTTCGCCCTGTTCTTCAACCAGGGCCAGTGCTGCTGT
CELELCEELEEEERUEEELEUE LT LEEE L
GATTGGGCCGTGGAACAGGCCCACTTCGCCCTGTTCTTCAACCAGGGCCAGTGCTGCTGT

GGACATCTATGATG.

"TTCGTGCAGG AGTTTGTGGAGCH
I|I||I||I||I|II|IIlII|IIIII|II|I||I||I|II|IIlIIlII|IIlII|I||

GCCCGGGCCAAGTCTCGGGTGGTCGGGAACCCCTTTGATAGCAAGACCGAGCAGGGGCCG
CELELERLLEELEEE LT L LT ]
GCCCGGGCCAAGTCTCGGGTGGTCGGGAACCCCTTTGATAGCARGACCCAGCAGGGGCCE
CAGGTGGATGAAACTCAGTTTAAGAAGATCCTCGGCTACATCAACACGGGGAAGCARGAG
CELELEREECEE LR LT ]
CAGGTGGATGAAACTCAGTTTAAGAAGATCCTCGGCTACATCAACACGGGGAAGCARGAG
GGGGCGAAGCTGCTGTGTGGTGGGGGCATTGCTGCTGACCGTGGTTACTTCATCCAGCCC
CELELEREEEEEEEE L LT
GGGGCGAAGCTGCTGTGTGGTGGGGGCATTGCTGCTGACCGTGGTTACTTCATCCAGCCE
ACTGTGTTTGGAGATGTGCAGGATGGCATGACCATCGCCAAGGAGGAGATCTTCGGGCCA
CELLLEEECEEEEEEEEEE L LR L ELE LT L] ]
ACTGTGTTTGGAGATGTGCAGGATGGCATGACCATCGCCARGGAGGAGATCTTCGGGCCA
GTGATGCAGATCCTGAAGTTCAAGACCATAGAGGAGGTTGTTGGGAGAGCCAACAATTCC
CELELLLELEEEEEE LR LR LT LT
GTGATGCAGATCCTGAAGTTCAAGACCATAGAGGAGGTTGTTGGGAGAGCCAACAATTCC
ACGTACGGGCTGGCCGCAGCTGTCTTCACARAGGATTTGGACAAGGCCAATTACCTGTCC
CELLLCEELEEEEEE R LR LR EEEEEET LT
ACGTACGGGCTGGCCGCAGCTGTCTTCACARAGGATTTGGACAAGGCCAATTACCTGTCC
CAGGCCCTCCAGGCGGGCACTGTGTGGGTCAACTGCTATGATGTGTTTGGAGCCCAGTCA
CELECLLELEEEEEEE LR R LT
CAGGCCCTCCAGGCGGGCACTGTGTGGGTCAACTGCTATGATGTGTTTGGAGCCCAGTCA
CCCTTTGGTGGCTACAAGATGTCGGGGAGTGGCCGGGAGTTGGGCGAGTACGGGCTGCAG
CELELEEEEEEEEE LR EEL LT
CCCTTTGGTGGCTACAAGATGTCGGGGAGTGGCCGGGAGTTGGGCGAGTACGGGCTGCAG

ceaTACACYGlAGTGAAAACTGTCACAGTCAAAGTGCCTCAGAAGARCTCATAA
COLERLRLR RLLEEEERLE LT EE L L LT ]
GCATACACPAJAGTGAAAACTGTCACAGTCARAGTGCCTCAGAAGAACTCATAA

Get selected sequences NEW

1020
1020
1080
1080
1140
1140
1200
1200
1260
1260
1320
1320
1380
1380
1440
1440
1500
1500

o>



Z1CDS GCATACACTGAAGTGAAAACTGTCACAGTCAAAGTGCCTCAGAAGAACTCATAA

Z2CDS GCATACACTAAAGTGAAAACTGTCACAGTCAAAGTGCCTCAGAAGAACTCATAA
Khkkkkkkkk hhhhhhhhhhhkrrrhhhhhhhhhhdhhrkkrkrrkhhhhh bbbk k*



Protein BLAST: Align two or more sequences using BLAST
% http://blast.ncbi.nim.nih.gov/Blast.cgi?PROGRAM=blastp&BLAST_PROGRAMS=blastp&PAGE_ ) -

¥ Q- Google

Recent Results =~ Saved Strategies  Help
eue

blast m astx | tblastn | tblastx |

Enter Query Sequence BLASTP programs search protein subjects using a protein query. more...

Resetpage Bookmark

o numo g A seguence |

Query subrange &

71D T /BT

MLRAAARFGPRLGRRLLSAAATQAVPAPNQQPEVFCNQIFINNEWHDAVSRKTFPTVNPS
TGEVICQVAEGDKEDVDKAVKAARAAFQLGSPWRRMDASHRGRLLNRLADLIERDRTYLA
ALETLDNGKPYVISYLVDLDMVLKCLRYYAGWADKYHGKTIPIDGDFFSYTRHEPVGVCG
QIIPWNFPLLMQAWKLGPALATGNVVVMKVAEQTPLTALYVANLIKEAGFPPGVVNIVPG
FGPTAGAAIASHEDVDKVAFTGSTEIGRVIQVAAGSSNLKRVTLELGGKSPNIIMSDADM
E—

Or, upload file I74L. WEEAL ©
Job Title

~
A
v

VA

D

Enter a descriptive title for your BLAST search &
™ Align two or more sequences &

Enter Subject Sequence
Enter accession number, gi, or FASTA sequence & Clear Subject subrange ©
— —
MLRAAARFCPRLGRRLLSAAATQAVPAPNQQPEVFCNQIFINNEWHDAVSRKTFPTVNPS

TGEVICQVAECDKEDVDKAVKAARAAFQLGSPWRRMDASHRGRLLNRLADLIERDRTYLA
ALETLDNGKPYVISYLVDLDMVLKCLRYYAGWADKYHGKTIPIDGDFFSYTRHEPVGVCG
QIIPWNFPLLMQAWKLGPALATGNVVVMKVAEQTPLTALYVANLIKEAGFPPGVVNIVPG
FGPTAGAAIASHEDVDKVAFTGSTEIGRVIQVAAGSSNLKRVTLELGGKSPNIIMSDADM

O upload fle (577 WeWR) 7701 LR ©

Z2DT = ) EEER

~
A
)

pz

Program Selection

Algorithm @ blastp (protein-protein BLAST)

Choose a BLAST algorithm &

Search protein sequence using Blastp (protein-protein BLAST)

["] Show results in a new window

P Algorithm parameters

Copyright | Disclaimer | Privacy | A

essibility | Contact | Send feedback
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®0o0 NCBI Blast:Protein Sequence (517 letters)

Q@ B Q- Google

My NCBI a|
[Sign In] [Register]

ng
Edit and Resubmit Save Search Strategies > Formatting options > Download

Blast 2 sequences

Protein Sequence (517 letters)
Query ID [cl|9111 Subject ID 9113
Description None Description None
Molecule type amino acid Molecule type amino acid
Query Length 517 Subject Length 517

Program BLASTP 2.2.22+ pCitation

Other reports: >Search Summary [Taxonomy reports]

¥ Graphic Summary

Distribution of 1 Blast Hits on the Query Sequence &

|Mouse over to see the defline, click to show alignments |

Color key for alignment scores
<40 40-50 50-80 80-200 >=200
Query
| | | | I |
0 100 200 300 400 500
U
» Dot Matrix View z
¥ Descriptions
Score E
Sequences producing significant alignments: (Bits) Vvalue
1cl|9113 unnamed protein product 1070 0.0

¥ Alignments [ Select All Get selected sequences NEW

>1cl|9113 unnamed protein product
Length=517

Score = 1070 bits (2767), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 516/517 (99%), Positives = 517/517 (100%), Gaps = 0/517 (0%)

<«




800 NCBI Blast:Protein Sequence (517 letters,
8http://blast.ncbi.nlm.nih.gov/BIast.cgi QO

Program BLASTP 2.2.22+ pCitation
Other reports: »Search Summary [Taxonomy reports]
¥ Graphic Summary
Distribution of 1 Blast Hits on the Query Sequence &
[Mouse over to see the defling, click to show alignments |
Color key for alignment scores
<40 40-50 50-80 80-200 >=200
Query |
| | | | | |
0 100 200 300 400 500
¥ Dot Matrix View
Plot of Icl|9111vs 9113 &
~
n
(=1
o
<+
(=1
o
«©
o
&
[er]
o
]
PO P P P P P P P P P I P B P T
Icl|9111 100 150 200 250 300 350 400 450 517
¥ Descriptions
Score E
Sequences producing significant alignments: (Bits) Value
1cl|9113 unnamed protein product 1070 0.0
~
A
v



PO P 1 Y B Y P O T R
Icl9111 100 150 200 250 300 350 400 450 517

¥ Descriptions

Score E
Sequences producing significant alignments: (Bits) Vvalue
1cl|9113 unnamed protein product 1070 0.0

¥ Alignments [ Select All Get selected sequences New

>1cl|9113 unnamed protein product
Length=517

Score = 1070 bits (2767), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 516/517 (99%), Positives = 517/517 (100%), Gaps = 0/517 (0%)

Query 1 MLRAAARFGPRLGRRLLSAAATQAVPAPNQOPEVFCNQIFINNEWHDAVSRKTFPTVNPS 60
MLRAAARFGPRLGRRLLSAAATQAVPAPNQQOPEVFCNQIFINNEWHDAVSRKTFPTVNPS
Sbjct 1 MLRAAARFGPRLGRRLLSAAATQAVPAPNQQPEVFCNQIFINNEWHDAVSRKTFPTVNPS 60

Query 61 TGEVICQVAEGDKEDVDKAVKAARAAFQLGSPWRRMDASHRGRLLNRLADLIERDRTYLA 120
TGEVICQVAEGDKEDVDKAVKAARAAFQLGSPWRRMDASHRGRLLNRLADLIERDRTYLA
Sbjct 61 TGEVICQVAEGDKEDVDKAVKAARAAFQLGSPWRRMDASHRGRLLNRLADLIERDRTYLA 120

Query 121 ALETLDNGKPYVISYLVDLDMVLKCLRYYAGWADKYHGKTIPIDGDFFSYTRHEPVGVCG 180
ALETLDNGKPYVISYLVDLDMVLKCLRYYAGWADKYHGKTIPIDGDFFSYTRHEPVGVCG
Sbjct 121 ALETLDNGKPYVISYLVDLDMVLKCLRYYAGWADKYHGKTIPIDGDFFSYTRHEPVGVCG 180

Query 181 QIIPWNFPLLMOAWKLGPALATGNVVVMKVAEQTPLTALYVANLIKEAGFPPGVVNIVPG 240
QIIPWNFPLLMOAWKLGPALATGNVVVMKVAEQTPLTALYVANLIKEAGFPPGVVNIVPG
Sbjct 181 QIIPWNFPLLMQOAWKLGPALATGNVVVMKVAEQTPLTALYVANLIKEAGFPPGVVNIVPG 240

Query 241 FGPTAGAAIASHEDVDKVAFTGSTEIGRVIQVAAGSSNLKRVTLELGGKSPNIIMSDADM 300
FGPTAGAAIASHEDVDKVAFTGSTEIGRVIQVAAGSSNLKRVTLELGGKSPNIIMSDADM
Sbjct 241 FGPTAGAAIASHEDVDKVAFTGSTEIGRVIQVAAGSSNLKRVTLELGGKSPNIIMSDADM 300

Query 301 DWAVEQAHFALFFNQGQCCCAGSRTFVQEDIYDEFVERSVARAKSRVVGNPFDSKTEQGP 360
DWAVEQAHFALFFNQGQCCCAGSRTFVQEDIYDEFVERSVARAKSRVVGNPFDSKTEQGP
Sbjct 301 DWAVEQAHFALFFNQGQCCCAGSRTFVQEDIYDEFVERSVARAKSRVVGNPFDSKTEQGP 360

Query 361 QVDETQFKKILGYINTGKQEGAKLLCGGGIAADRGYFIQPTVFGDVQDGMTIAKEEIFGP 420
QVDETQFKKILGY INTGKQEGAKLLCGGGIAADRGYFIQPTVFGDVODGMTIAKEEIFGP
Sbjct 361 QVDETQFKKILGYINTGKQEGAKLLCGGGIAADRGYFIQPTVFGDVQDGMTIAKEEIFGP 420

Query 421 VMQILKFKTIEEVVGRANNSTYGLAAAVFTKDLDKANYLSQALQAGTVWVNCYDVFGAQS 480
VMQILKFKTIEEVVGRANNSTYGLAAAVF TKDLDKANYLSQALQAGTVWVNCYDVFGAQS
Sbjct 421 VMQILKFKTIEEVVGRANNSTYGLAAAVFTKDLDKANYLSQALQAGTVWVNCYDVFGAQS 480

Query 481 PFGGYKMSGSGRELGEYGLOQA! KNS 517
PFGCYKMSGSGRELGEYGLOA KNS
Sbjct 481 PFGGYKMSGSGRELGEYGLOQA KNS 517




Z1CDS GCATACACTGAAGTGAAAACTGTCACAGTCAAAGTGCCTCAGAAGAACTCATAA

Z2CDS GCATACACTAAAGTGAAAACTGTCACAGTCAAAGTGCCTCAGAAGAACTCATAA
Khkkkkkkkk hhhhhhhhhhhkrrrhhhhhhhhhhdhhrkkrkrrkhhhhh bbbk k*

JIVEAZEE

ZlAmionoacid PFGGYKMSGSGRELGEYGLOQAYTEVKTVTVKVPQKNS
Z2Amionoacid PFGGYKMSGSGRELGEYGLOAYTKVKTVTVKVPQKNS
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PubMed
Spidey FAQ

Spidey

documentation
Spidey executables

Help/Contact

53http://www.ncbi.nIm.nih.gov/IEB/Research/OsteIl/Spidey/

Spidey -- mRNA to genomic alignment

O Bl Q- Google

Taxonomy Structure

Spidey is an mRNA-to-genomic alignment program. For a
complete description of how Spidey works, click here. For
an example, click here.

Genomic sequence (FASTA or Gl/Accession):

Ubpload file: T 7ALHR. TWELA

CTCACGCAGCAAAATTGGTTGAACCTGGCAGCGTCCAGCTTG o
CAGTGAGTGGAGATCATGCCACTGCACTCCAGCCTGGGAGT U

CACAGCGACACTCCATCTCAAAAAAACTAAATAAATGAAAT
AGCCCTAAGCAAATCCTGCCACGCAGTAATCATATGGCACAC

TGGATATCATITCTGCCCCT.CCTCTGCTGTGGGTAAACAGCT ¥
TCTIGILTCA A 4

Z10%7 /2y 7DNAEL S

From: o To: o

mRNA sequence(s) (One or more FASTA or Gl/Accession)
2:
nloag s (5 5% A3 FRty

CAGGCCCTCCAGCGCGGCGCACTCTCTGCCTCAACTCCTATCA o
TCTCTTTGCAGCCCAGTCA

CCCTTTGCTGGCTACAACATCTCCGGGGACGTGGCCGCCAGTT
GCCCGACGTACGGGCTGCAG
GCATACACTAAAGTGAAAACTGTCACAGTCAAAGTGCCTCA ¥

Z2MDF ECDSELER S|

[ divergent sequences
] Use large intron sizes’

Minimum mRNA-genomic
identity 70 %
Minimum length of mRNA
covered 70 %
Output options:
Genomic sequence is: 7
® Text/summary
@® Vertebrate O Summary only
O Drosophila O ASN.1
(O C.elegans ) Print multiple alignment
O Plant




®e00 Spidey -- mRNA to genomic alignment (808905382)
http://www.ncbi.nlm.nih.gov/IEB/Research/Ostell/Spidey/spideyweb.cgi O B(Q~ Google

Alignment is on plus strand of genomic sequence and on plus strand of mMRNA sequence r
mRNA coverage: 100%

Overall percent identity: 99.9%

562 : - : } 43154 :
:
So?x:ﬁ:tes ﬁngaws length identity —mismatches gaps Is)it:nor gtic ' :
Exonl 562-675 1114 114 1000% 0 0o d
Exon2 loe 115219 105 100.0% 0 0 d a
Exon 3 }g;;;' 220360 141 100.0% 0 0 d a
Exond oo 361440 80  100.0% 0 0 d a
ExonS Zaey 41552 112 1000% 0 0o d a
Exon6 2a0e 553681 129  1000% 0 0 d a
Exon? oo 682795 114  1000% 0 0o d a
Exon8 o0a> 796898 103 100.0% 0 0o d a
Exony 28177- 899-1083 185  100.0% 0 0o d a
% e 1084-1248 165  100.0% 0 0 d a
i‘ﬂ et 1249-1406 158  100.0% 0 0o d a
oo hsig 1407-1521 115 99.1% 1 0o d a
i;‘“ pEte 1522-1554 33 100.0% 0 0 a

~
A
v
- _____________________ L



e 00 Spidey -- mRNA to genomic alignment (808905382)
8 http:/ /www.ncbi.nlm.nih.gov/IEB/Research/Ostell/Spidey/spideyweb.cgi QO B Q~ Google

TAGAGGAGGTTGTTGGGAGAGCCAACAATTCCACGTACGGGCTGGCCGCA
FECEELEEEEEEEEE e e e e e e e e eyl
TAGAGGAGGTTCTTCCCACAGCCAACAATTCCACCTACGGGCTCECCCCA

1289
I E E V V G R A NNS T Y G L A A
33575 GCTGTCTTCACAAAGCGATTTGCACAAGGCCAATTACCTGTCCCAGGCCCT
FEELEREEEEEEEr e e e e e e e e e rennd
1339 GCTGTCTTCACAAAGCGATTTGCGACAAGGCCAATTACCTGTCCCAGGCCCT
AV F T K DL D K AN Y L S Q0 A L
33625 CAGGCGGGCACTGTGTGGTAAGAGCCT
IIIIIIIIIIIIIIIIII
1389 CCAGGCGGGCACTGTGTG
Q A G T V W
Top

Exon 12: 37438-37552 (genomic); 1407-1521 (mRNA)

!Protein BLAST: Align two or more sequences using BLAST
37438 CAAATTACAM

1111 Il
1407 GGTCAACTGCTATGATGTGTTTGGAGCCCAGTCACCCTTT
P F

37478 GGTGGCTACARCATGTCCCGGCAGTGCCCCGCAGTTCCGCCCAGTACCGGELCT

1447 GGTGGCTACARCATGTCCCGCGCAGTGCCCCGGCAGCTTCCGCCCAGTACCGGELCT
G G Y K M 8 G s G R EUL G E Y G L

37528 GCAGGCATACACTGAAGTGAARACTGTGAGTGTGG
IEELELEEEEEE FEEELEETEL T

1497 GCAGGCATACACTARAGTGAARACT
Q A Y T KV K T

E

Exon 13: 43122-43154 (genomic); 1522-1554 (mnRNA)

43122 CCCCTTACAGGTCACAGTCAAAGTGCCTCAGAAGAACTCATAAGAATCATGCA

FLEEEEELEEEEEC e rrrn
1522 GTCACAGTCAAAGTGCCTCAGAAGAACTCATAR

v T VvV K VvV P 0 K N § =

Top

Spidey executable FAQ Download Source Privacy statement Disclaimer :




& 12exon

& 13exon

Z1CDS GCATACACTGAAGTGAAAACTGTCACAGTCAAAGTGCCTCAGAAGAACTCATAA
Z2CDS GCATACACTAAAGTGAAAAC TCACAGTCAAAGTGCCTCAGAAGAACTCATAA
kkhkkkkhkkhkkkhkkh kkkkhkkkhkikhkhkkhkhkkhkkhkkhkhkkhkhkhkhkkhkhkkhkhkkhkhkkhkhkkhkhkkhkhkkhkhkkhkhkkhkhkkhkhkikkikik
e i =S iR e
% 12exon TV % 13exon
ZlAmionoacid PFGGYKMSGSGRELGEYGLOAYTEVKTIVTVKVPQOKNS
Z2Amionoacid PFGGYKMSGSGRELGEYGLOAYTKVK TVKVPQKNS
kkkkkhkkhkhkkhkkhkkhkhkhkhkhkhkkhkhkhkikkkkk e kkkkkkkikkkkkk%k
YAV,
1 2 34 56789 10 11 12 13
1 ~H—{HHHH H— }
U



73— oK

‘ 7,7 IV TERBK REER
7 A—=)ViRk SRR (Aldehyde dehydrogenase2)

ADH ALDH
CH3:CH20H » CH:CHO > CH:COOH

T5/—) 77 ILTER %
=,
B4

i TE<T IV TERB/KREERICII2EFDH D,
ALDH1&ALDHZ2

EBEIZTEO A, 5OAIZALDHZ2 B FD 1IEEDENICLS,
115X %A : SNP(Single Nucleotide Polymorphism) &BE5

1 2 34 56789 10 11 12 13

d HHA—HHHH H——




73— oK

TErT7IVTERBRKERE
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