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Query sequence Enter sequence in FASTA format, or upload FASTA file (maximum length is 10 Mb)

>A

tctccecctgttacaaataccccaccctcctgecccagacagectcgecctgcacacacacacacactcacactcacacacgctctcaactcacte
ccgctcaacacagcgctcacttctecatcteccaatctcatggtggeccgagecaccccacgeccaccacageccgecaccaaccaccgeccatggacte
caccgccggctctggcattgeccgecccecggeggeggeggeggtgtgegacctgaggatggagecccaagatececcggagecattegtgtggecgaa
cggcgacgcgaggccggcgtcecggecggeggagetggacatgecegtggtecgacgtgggegtgetececgegacggecgacgeccgaggggetgegeeg
cgccgcggecgcaggtggeccgecgegtgegecacgecacgggttectteccaggtgtececgagecacggegtecgacgecgetectggegegegecgeget
cgacggcgccagcgacttectteccgectececcgetecgecgagaagegeccgegegegecgegteccgggcaccgtgteccggectacaccagegecca
cgccgaccgcttecgecteccaagetecccatggaaggagaccctetectteggetteccacgaccgegecgecgeccececgtegtegecgactactt
ctccagcaccctcggeccccgacttecgecgeccaatggggtaattaaaacgatggtggacgacattgcatttcaaattcaaaacaaattcaaaaca

caccgaccgagattatgctgaattcaaacgcgtttgtgecgecgcaggagggtgtaccagaagtactgcgaggagatgaaggagectgtecgetgac

sranear 77 TIVRER

Species Oryza sativa 3
Email notification ) Send email when annotation is finished
Query name (optional) Short description to identify the query
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* MEGANTE ft Home @ Help ashi@agr.nagoya-u.ac.jp ~

U p | Oa d Seq u e n Ces Number of sequences that can be uploaded: @

Query sequence Enter sequence in FASTA format, or upload FASTA file (maximum length is 10 Mb)

>Y

atccgccggaaaccggaaaaccaccgaagctcgaaaaccggcggaggcaagcagcagcagcatgcagcagacgcagagecttectettettece
aagcaaaaaatattcagatgacgcctcctcctectttecececcectectecacttgettgtettcaggegtacttgeccgegagactectaccact
ctctgatccctatatatacaccccctecctecectectegtectectcaccagaattccaagcaacgaactgecgagtgattcaagaaaaaagaaaa
cctgagctttcgatctcttecggagtggtttettgttetttgaaaaagagggggattaatggcgacageccgggaaggtgatcaagtgcaaaggt
ccgttcttgectgttcttggagecggttcgtgagaaaattagtttgatgttttgtggggaggagaagectgattagatcgggttttggggtttttyg
cagcggcggtggcatgggaggccgggaagecgetgtecgatcgaggaggtggaggttgegecgecgecaggecatggaggtececgegtcaagatcee
tctacaccgccctctgeccacaccgacgtctacttctgggaggccaaggtaattaatcagecatctgecatggetgagetttetcaccttctecaa
gcttgcaagaatgatcagtgactaactaacttggtgtgtgtgtggtttetgetttgatcttecgcaggggcaaacacctgttttececctaggate
ttgggccatgaagctggagggtatgtgtaatctgaaccaaccctgtccaattecttgttecttctactacactgtttagtggttcagtectattet

srenemr 77 TIARER

Species Oryza sativa v
Email notification ) Send email when annotation is finished
Query name (optional) Short description to identify the query
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4 Upload sequence

New query was successfully uploaded.
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O ~Y Unspecified 2017-10-17 15:55 Running Unavailable []

Showing 1 to 2 of 2 entries < >
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mRNA_1.1

Attributes

Type

Description

Gene coordinates
Gene length

Protein length

Database hits

Gene supported by ESTs or cDNAs
GA C20oxidase2

47 - 2873 (+ strand)

2827 bp

389 aa

BLAST against UniProtKB (10 best hits)

Description Species ID

SD1 Oryza rufipogon G8HA36
SD1 Oryza sativa G8HA06
GA C20oxidase2 Oryza sativa subsp. japonica B6F2D9
Gibberellin-20 oxidase-2 Oryza sativa subsp. indica F7J3E1
Gibberellin 20 oxidase 2 Oryza sativa subsp. japonica QOJH50
Gibberellin 20 oxidase 2 Oryza sativa subsp. indica POC5H5
SD1 Oryza sativa subsp. japonica G8HA97
DNA-directed RNA polymerase subunit beta Oryza nivara AOAOEOFWN5
SD1 Oryza glumipatula G8HA68
SD1 Oryza sativa subsp. japonica G8HA95
Functional domains (InterPro)

Description ID
Isopenicillin N synthase-like IPR027443
Non-haem dioxygenase N-terminal domain IPR026992
Oxoglutarate/iron-dependent dioxygenase IPR005123
Gene Ontologies (GO)

Description ID

oxidoreductase activity GO0:0016491
oxidation-reduction process G0:0055114

E-value  %ldentity

Match position (aa)
30..363
64..168

224..324

Category
Molecular function

Biological process

100

100

100

100

100

100

100

99

99

99

%Coverage
100

100

100

100

100

100

100

83

100

100



Type
5'UTR
CDs
CDs
CDs

>mRNA_ 1.1 position=query:47..2873 (+ strand)

CTGCACACAC
TCTCATGGTG
CCGCCCCGGC

CTCTGGCGCG
CCGGGCACCG
CGGCTTCCAC
GGTAATTAAA
TTCAAACGCG
ACTCCTGGAG
ACTACTACCC
CTCCAGGACG
CATCAACATC
ACAAGTAATT
CTGAAAGCGG
TATGATTTAT
ttttttaaag
tttaatattg
gccatttata
GCCATGTAAG
TCCAAACAGT
ACTTGCACAC
AAGCGGATAA
TAAAAGAAAA
ATGCCAAGCC
ATGTGTATTT
TTTTCCCGGG
CGCACGCACG
ATGCCGATCG
TTGCTCAGCC
TATGTATGTA
AGCTGCCTGC
GGTGGTGCGG
AGCGCCACTA
ACGGCGCAGG

Start
47
131
790
2583

ACACACACTC
GCCGAGCACC
GGCGGCGGCG
CGTCGGCGGC
GCGGCGCAGG
CGCCGCGCTC
TGTCCGGCTA
GACCGCGCCG
ACGATGGTGG
TTTGTGCGCG

ACGTCGGCGG
GGCGACACCT
CAAGCTTTTT
GAAGAAACCG
CTCACATCTT
tttttttagt
tatatatttt
atataaaatg
CTTCGGTGGG
AGTGAGTAGT
GAGCACATAC
TTTCATCATC
CAAAATTAGG
AAGATATGGG
TGGAGGGATT
GGGGTTTTGG
TACGTCGTCG
ATTTGGCGCC
GGCGACGGGG
TTTTTTTTTG
ACAGGGCGGT
CCGCCGCCGA
CCGCGCCGAC
TCGAGGCGGC

Sequences

ORF sequence

End

130
687
1111
2873

ACACTCACAC
CCACGCCACC
GTGTGCGACC
GGAGCTGGAC
TGGCCGCCGC
GACGGCGCCA
CACCAGCGCC
CCGCCCCCGT
ACGACATTGC
CAGGAGGGTG

TCATGGTAAA
IMEICICIICITE
ACCTGACGTG
ATAGTTAATA
tttatccaaa
gataatatat
gaaggagtaA
CCTGGACGGC
GTCTCGTCGC
ATTTGTGTCC
CGTATATAAA
ATAAACAGGC
TTATGGAAGA
TGTGTAGTAG
TTTGGCGCTT
TCGCCGCGGG
ACCCTCGCCG
GCACGGACAT
TCTGAAGGAA
GGTGAACCAG
GCGCCGCCAC
ACCCGCACGC
CAGCTGA

>mRNA_1.1 ORF sequence

Length
84 bp
557 bp
322 bp
291 bp

ACGCTCTCAA
ACAGCCGCAC
TGAGGATGGA
ATGCCCGTGG
GTGCGCCACG
GCGACTTCTT
CACGCCGACC
CGTCGCCGAC
ATTTCAAATT
TACCAGAAGT
AGGCTACTAC

CCATCTCCTA
GCGCGAAATT
ATTTCTCTGT
GGAGTAAGTA
tttattgaaa
ttatgttata
TTAATATGGA
CAGAGGTGCC
GTTTTAGTAT
ATTCTCGCCA
CCTGTTTGTT
CCTGCTCCTA
GTAGAGAAGA
TAGCAGCGGC
GGGGGGGATG
CGGACGGTAG
CGGCTCTTGT
TGGCGATGTA
TTTGTGGGGA
CGGCGGGAGC
GCCGCAGCAC
TCGACGCCTT

CTCACTCCCG
CAACCACCGC
GCCCAAGATC
TCGACGTGGG
CACGGGTTCT
CCGCCTCCCG
GCTTCGCCTC
TACTTCTCCA
CAAAACAAAT

TTCTCCTCTC
GACGAGAAAA
TCCAATCACA
ACAAGCTACT
aacttagcaa
ttaaaaatat
TCTCCCCCGA
AACAGCCACG
TTGATGACAA
GTCACTTCCA
ATAGTTAATT
TCCATCCATG
GGAGAGATGA
GCCGCGGGGA
GCATGGCGCG
CTTAGGGTGG
CGCGTCGTGC
GCCCTGCACG
ATTGTTGTGT
GGCGGTCGCT
TACCCGGACT
CACGCGCTGG

CTCAACACAG
CCATGGACTC
CCGGAGCCAT
CGTGCTCCGC
TCCAGGTGTC
CTCGCCGAGA
CAAGCTCCCA

CTCTGTTCTC
ATAAGATCGT
AACAATGGAA
TTtttcatat
cgtttataat
tactatattt
CATGAGAATA
TCCAACAACC
ACAAAGTGTG
TCTCTAGTCC
TCCTATATAA
GCACTTGGAA
GAGATAAGCA
CGGATGCGGA
GCGTGCGGCT
TGTGTTCCGC
GCCTCTCTCG
TGTCGGCCTC
GTGCAGGCGC
GGCGTTCTTC
TCACCTGGGC
CTCGCGCCGC

ATGGTGGCCGAGCACCCCACGCCACCACAGCCGCACCAACCACCGCCCATGGACTCCACC
GCCGGCTCTGGCATTGCCGCCCCGGCGGCGGCGGCGGTGTGCGACCTGAGGATGGAGCCC
AAGATCCCGGAGCCATTCGTGTGGCCGAACGGCGACGCGAGGCCGGCGTCGGCGGCGGAG
CTGGACATGCCCGTGGTCGACGTGGGCGTGCTCCGCGACGGCGACGCCGAGGGGCTGCGC
CGCGCCGCGGCGCAGGTGGCCGCCGCGTGCGCCACGCACGGGTTCTTCCAGGTGTCCGAG
CACGGCGTCGACGCCGCTCTGGCGCGCGCCGCGCTCGACGGCGCCAGCGACTTCTTCCGC
CTCCCGCTCGCCGAGAAGCGCCGCGCGCGCCGCGTCCCGGGCACCGTGTCCGGCTACACC
AGCGCCCACGCCGACCGCTTCGCCTCCAAGCTCCCATGGAAGGAGACCCTCTCCTTCGGC
TTCCACGACCGCGCCGCCGCCCCCGTCGTCGCCGACTACTTCTCCAGCACCCTCGGCCCC
GACTTCGCGCCAATGGGGAGGGTGTACCAGAAGTACTGCGAGGAGATGAAGGAGCTGTCG
CTGACGATCATGGAACTCCTGGAGCTGAGCCTGGGCGTGGAGCGAGGCTACTACAGGGAG
TTCTTCGCGGACAGCAGCTCAATCATGCGGTGCAACTACTACCCGCCATGCCCGGAGCCG
GAGCGGACGCTCGGCACGGGCCCGCACTGCGACCCCACCGCCCTCACCATCCTCCTCCAG
GACGACGTCGGCGGCCTCGAGGTCCTCGTCGACGGCGAATGGCGCCCCGTCAGCCCCGTC
CCCGGCGCCATGGTCATCAACATCGGCGACACCTTCATGGCGCTGTCGAACGGGAGGTAT
AAGAGCTGCCTGCACAGGGCGGTGGTGAACCAGCGGCGGGAGCGGCGGTCGCTGGCGTTC
TTCCTGTGCCCGCGGGAGGACAGGGTGGTGCGGCCGCCGCCGAGCGCCGCCACGCCGCAG
CACTACCCGGACTTCACCTGGGCCGACCTCATGCGCTTCACGCAGCGCCACTACCGCGCC
GACACCCGCACGCTCGACGCCTTCACGCGCTGGCTCGCGCCGCCGGCCGCCGACGCCGCC
GCGACGGCGCAGGTCGAGGCGGCCAGCTGA

Protein sequence (translated ORF)

>mRNA_1.1 Protein sequence

MVAEHPTPPQPHQPPPMDSTAGSGIAAPAAAAVCDLRMEPKIPEPFVWPNGDARPASAAE
LDMPVVDVGVLRDGDAEGLRRAAAQVAAACATHGFFQVSEHGVDAALARAALDGASDFFR
LPLAEKRRARRVPGTVSGYTSAHADRFASKLPWKETLSFGFHDRAAAPVVADYFSSTLGP
NRFAPMARUVARKVOAREMKRET.QTTTMRT.T.RT.QT.AVRRAVVREFFANQCAQATMRANVVDDMDRD

CGCTCACTTC
CACCGCCGGC
TCGTGTGGCC
GACGGCGACG
CGAGCACGGC
AGCGCCGCGC
TGGAAGGAGA
CCCCGACTTC
CCGACCGAGA
CTGTCGCTGA

G CAGCTCAATC

CCACCGCCCT
CCCGTCCCCG
CTCTGCTTCG
GGTAGGGGCG
TGCCCCACTC
tatagttcgt
accaaattag
ttctataaac
TTTTCCGATG
CCTGGGTCCC
AGTTGAGTTA
TAACTCCTAT
TACTATAACA
GGACCAGACT
TGCGTTCTCC
TGGTGGCGCT
GCACGCCACA
GCGCGGGCGC
CGCGGTTTGT
TCCGTTGATG
TGTCGAACGG
CTGTGCCCGC
CGACCTCATG
CGGCCGCCGA

TCATCTCCAA

CCCTCTCCTT
GCGCCAATGG
TTATGCTGAA
CGATCATGGA
ATGCGGTGCA
CACCATCCTC
GCGCCATGGT
AAGCAACAGA
GGGCTTTCAG
CTCCATGTGT
ttgatttttt
tctcatttag
attattaaaa
GTGTGACGAC
CCCCTAACAC
GCCACCACCA
CTAGCGATGT
GTATACATTT
CGGTCATGCC
TCCTCGTTGG
TTCGGTGGCG
CACACGCGCG
GGATTGTTCC
CCTTGTCGCG
AATGATGATG
GAGGTATAAG
GGGAGGACAG
CGCTTCACGC
CGCCGCCGCG



5'UTR
CDS
CDs
CDS

>mRNA_1.1 position=query:47..2873 (+ strand)

CTGCACACAC

CTCTGGCGCG
CCGGGCACCG
CGGCTTCCAC
GGTAATTAAA
TTCAAACGCG
ACTCCTGGAG
ACTACTACCC
CTCCAGGACG
CATCAACATC
ACAAGTAATT
CTGAAAGCGG
TATGATTTAT
ttttttaaag
tttaatattg
gccatttata
GCCATGTAAG
TCCAAACAGT
ACTTGCACAC
AAGCGGATAA
TAAAAGAAAA
ATGCCAAGCC
ATGTGTATTT
TTTTCCCGGG
CGCACGCACG
ATGCCGATCG
TTGCTCAGCC
TATGTATGTA
AGCTGCCTGC
GGTGGTGCGG
AGCGCCACTA
ACGGCGCAGG

47
131
790

2583

ACACACACTC

TGTCCGGCTA
GACCGCGCCG
ACGATGGTGG
TTTGTGCGCG
CTGAGCCTGG
GCCATGCCCG
ACGTCGGCGG
GGCGACACCT
CAAGCTTTTT
GAAGAAACCG
CTCACATCTT
tttttttagt
tatatatttt
atataaaatg
CTTCGGTGGG
AGTGAGTAGT
GAGCACATAC
TTTCATCATC
CAAAATTAGG
AAGATATGGG
TGGAGGGATT
GGGGTTTTGG
TACGTCGTCG
ATTTGGCGCC
GGCGACGGGG
TTTTTTTTTG
ACAGGGCGGT
CCGCCGCCGA
CCGCGCCGAC
TCGAGGCGGC

Sequences

ORF sequence

130
687
111
2873

ACACTCACAC
CCACGCCACC
GTGTGCGACC
GGAGCTGGAC
TGGCCGCCGC
GACGGCGCCA
CACCAGCGCC
CCGCCCCCGT
ACGACATTGC
CAGGAGGGTG
GCGTGGAGCG
GAGCCGGAGC
CCTCGAGGTC
TCATGGTAAA
TTTCTCTCTC
ACCTGACGTG
ATAGTTAATA
tttatccaaa
gataatatat
gaaggagtaA
CCTGGACGGC
GTCTCGTCGC
ATTTGTGTCC
CGTATATAAA
ATAAACAGGC
TTATGGAAGA
TGTGTAGTAG
TTTGGCGCTT
TCGCCGCGGG

84 bp
557 bp
322 bp
291 bp

ACGCTCTCAA

ATGCCCGTGG
GTGCGCCACG
GCGACTTCTT
CACGCCGACC
CGTCGCCGAC
ATTTCAAATT
TACCAGAAGT
AGGCTACTAC
GGACGCTCGG
CTCGTCGACG
CCATCTCCTA
GCGCGAAATT
ATTTCTCTGT
GGAGTAAGTA
tttattgaaa
ttatgttata
TTAATATGGA
CAGAGGTGCC
GTTTTAGTAT
ATTCTCGCCA
CCTGTTTGTT
CCTGCTCCTA
GTAGAGAAGA
TAGCAGCGGC
GGGGGGGATG
CGGACGGTAG

CTCACTCCCG

CACGGGTTCT
CCGCCTCCCG
GCTTCGCCTC
TACTTCTCCA
CAAAACAAAT
ACTGCGAGGA
AGGGAGTTCT
CACGGGCCCG
GCGAATGGCG
TTCTCCTCTC
GACGAGAAAA
TCCAATCACA
ACAAGCTACT
aacttagcaa
ttaaaaatat
TCTCCCCCGA
AACAGCCACG
TTGATGACAA
GTCACTTCCA
ATAGTTAATT
TCCATCCATG
GGAGAGATGA
GCCGCGGGGA
GCATGGCGCG
CTTAGGGTGG

CTCAACACAG
CCATGGACTC
CCGGAGCCAT
CGTGCTCCGC
TCCAGGTGTC
CTCGCCGAGA
CAAGCTCCCA
GCACCCTCGG
TCAAAACACA

CTCTGTTCTC
ATAAGATCGT
AACAATGGAA
TTtttcatat
cgtttataat
tactatattt
CATGAGAATA
TCCAACAACC
ACAAAGTGTG
TCTCTAGTCC
TCCTATATAA
GCACTTGGAA
GAGATAAGCA
CGGATGCGGA
GCGTGCGGCT
TGTGTTCCGC

ACCCTCGCCG
GCACGGACAT

>mRNA_1.1 ORF sequence

CGGCTCTTGT
TGGCGATGTA
TTTGTGGGGA
CGGCGGGAGC
GCCGCAGCAC
TCGACGCCTT

CGCGTCGTGC
GCCCTGCACG
ATTGTTGTGT
GGCGGTCGCT
TACCCGGACT
CACGCGCTGG

GCCTCTCTCG
TGTCGGCCTC
GTGCAGGCGC
GGCGTTCTTC
TCACCTGGGC
CTCGCGCCGC

ATGGTGGCCGAGCACCCCACGCCACCACAGCCGCACCAACCACCGCCCATGGACTCCACC
GCCGGCTCTGGCATTGCCGCCCCGGCGGCGGCGGCGGTGTGCGACCTGAGGATGGAGCCC
AAGATCCCGGAGCCATTCGTGTGGCCGAACGGCGACGCGAGGCCGGCGTCGGCGGCGGAG
CTGGACATGCCCGTGGTCGACGTGGGCGTGCTCCGCGACGGCGACGCCGAGGGGCTGCGC
CGCGCCGCGGCGCAGGTGGCCGCCGCGTGCGCCACGCACGGGTTCTTCCAGGTGTCCGAG
CACGGCGTCGACGCCGCTCTGGCGCGCGCCGCGCTCGACGGCGCCAGCGACTTCTTCCGC
CTCCCGCTCGCCGAGAAGCGCCGCGCGCGCCGCGTCCCGGGCACCGTGTCCGGCTACACC
AGCGCCCACGCCGACCGCTTCGCCTCCAAGCTCCCATGGAAGGAGACCCTCTCCTTCGGC
TTCCACGACCGCGCCGCCGCCCCCGTCGTCGCCGACTACTTCTCCAGCACCCTCGGCCCC
GACTTCGCGCCAATGGGGAGGGTGTACCAGAAGTACTGCGAGGAGATGAAGGAGCTGTCG
CTGACGATCATGGAACTCCTGGAGCTGAGCCTGGGCGTGGAGCGAGGCTACTACAGGGAG
TTCTTCGCGGACAGCAGCTCAATCATGCGGTGCAACTACTACCCGCCATGCCCGGAGCCG
GAGCGGACGCTCGGCACGGGCCCGCACTGCGACCCCACCGCCCTCACCATCCTCCTCCAG
GACGACGTCGGCGGCCTCGAGGTCCTCGTCGACGGCGAATGGCGCCCCGTCAGCCCCGTC
CCCGGCGCCATGGTCATCAACATCGGCGACACCTTCATGGCGCTGTCGAACGGGAGGTAT
AAGAGCTGCCTGCACAGGGCGGTGGTGAACCAGCGGCGGGAGCGGCGGTCGCTGGCGTTC
TTCCTGTGCCCGCGGGAGGACAGGGTGGTGCGGCCGCCGCCGAGCGCCGCCACGCCGCAG
CACTACCCGGACTTCACCTGGGCCGACCTCATGCGCTTCACGCAGCGCCACTACCGCGCC
GACACCCGCACGCTCGACGCCTTCACGCGCTGGCTCGCGCCGCCGGCCGCCGACGCCGCC
GCGACGGCGCAGGTCGAGGCGGCCAGCTGA

Protein sequence (translated ORF)

>mRNA_1.1 Protein sequence
MVAEHPTPPQPHQPPPMDSTAGSGIAAPAAAAVCDLRMEPKIPEPFVWPNGDARPASAAE
LDMPVVDVGVLRDGDAEGLRRAAAQVAAACATHGFFQVSEHGVDAALARAALDGASDFFR
LPLAEKRRARRVPGTVSGYTSAHADRFASKLPWKETLSFGFHDRAAAPVVADYFSSTLGP
DFAPMGRVYQKYCEEMKELSLTIMELLELSLGVERGYYREFFADSSSIMRCNYYPPCPEP
ERTLGTGPHCDPTALTILLQDDVGGLEVLVDGEWRPVSPVPGAMVINIGDTFMALSNGRY
KSCLHRAVVNQRRERRSLAFFLCPREDRVVRPPPSAATPQHYPDFTWADLMRFTQRHYRA
DTRTLDAFTRWLAPPAADAAATAQVEAAS*

CGCTCACTTC
CACCGCCGGC
TCGTGTGGCC
GACGGCGACG

CCCCGACTTC
CCGACCGAGA
CTGTCGCTGA
CAGCTCAATC
CCACCGCCCT
CCCGTCCCCG
CTCTGCTTCG
GGTAGGGGCG
TGCCCCACTC
tatagttcgt
accaaattag
ttctataaac
TTTTCCGATG
CCTGGGTCCC
AGTTGAGTTA
TAACTCCTAT
TACTATAACA
GGACCAGACT
TGCGTTCTCC
TGGTGGCGCT
GCACGCCACA
GCGCGGGCGC
CGCGGTTTGT
TCCGTTGATG
TGTCGAACGG
CTGTGCCCGC
CGACCTCATG
CGGCCGCCGA

TCATCTCCAA

CCCTCTCCTT
GCGCCAATGG
TTATGCTGAA

AAGCAACAGA
GGGCTTTCAG
CTCCATGTGT
ttgatttttt
tctcatttag
attattaaaa
GTGTGACGAC
CCCCTAACAC
GCCACCACCA
CTAGCGATGT
GTATACATTT
CGGTCATGCC
TCCTCGTTGG
TTCGGTGGCG
CACACGCGCG
GGATTGTTCC
CCTTGTCGCG
AATGATGATG
GAGGTATAAG
GGGAGGACAG
CGCTTCACGC
CGCCGCCGCG
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Gene Sstructure

Type Start End Length
5'UTR 166 336 171 bp

3'UTR 2967 3362 396 bp

>mRNA_1.1 position=query:166..3362 (+ strand)

GCCCGCGAGA CTCCTACCAC TCTCTGATCC C! C ACCCCCTCCT CCCCTCTCGT CTCCTCACCA GAATTCCAAG
CAACGAACTG CGAGTGATTC AAGAAAAAAG AAAACCTGAG CTTTCGATCT CTTCGGAGTG GTTTCTTGTT
GAGGGGGATT TCCG TTCTTGCTGT TCTTGGAGCG
AAATTAGTTT GATGTTTTGT GGGGAGGAGA AGCTGATTAG ATCGGGTTTT GGGGTTTTTG

GTAATTAATC AGCATCTGCC ATGGCTGAGC TTTCTCACCT
TCTCAAGCTT GCAAGAATGA TCAGTGACTA ACTAACTTGG TGTGTGTGTG GTTTCTGCTT TGATCTTCGC AG!

TATGTGTAAT CTGAACCAAC CCTGTCCAAT TCTTGTTCTT
CTACTACACT GTTTAGTGGT TCAGTCTATT CTGTTCTTGT ATTGTTTTTT TTTTGTTTTA AAATGGCTTT TGGTGTTTAG
TGGAATTTAG TGTGTACTTG TACGTCATAG GTTGTTTGGT TTATGGTATT CGGTTACTAA CTATAGTTAG TGTGCACGTT
GGGGAGTCCT GATTAGTCAG TGGCATTTTC ATTAAGTTCA GTAAAGAAAT CTACCAAGTG TCCAATTGTG CATGATATTT
TACTGGTTTG GTATAAAATC ATATGAAGAA TCAAAGAACA GCGTCATTGA TGACATATAC AACGACAATT GGATTCCTAG
GATAATATAC TTTTCTTCAT GTGCTCCTCT ATGCTAGTGC TTTATTACTT TCTCTCCTTT GATGTTTTGA GGTACTCAAA
GGAAAAAGAC ACACTGAATC ATTATCCATC TTATGAACTG TTTAAACTTG ACTTACTTAT CACTTCTCTG CTCAAATGGA
CCCCTTTTTT TTTTCCATTT CCATGGAAGA TATATGTGTA ATCCTAACAA TCAAATTGAT CTAACAAAAC AATTTTTTTG

TA AGTTTTCACA GTGAAATTTG AAAGGTCTTT
TTTTTTTTGA TGCATTAAGT TGATGGGATT TTGCTGTTCT TGCAG!

'GT AAGTGACACG CACAAAGATA TATCATTTCC

ATTTGATTTG CAGATTGTTG AGATCTTGAA actcaaactg atgaatgttt gtaaaattac atgattatag
igtaC AATCTTTTAT
CATCTTTGAG TGAAAATTAC ATGTTTGGTA TATGTTCTGG ATTGAACACT GAACTCTGCA ACTTGTTTTC ATCTCTTCAG
CTAAGARGTT! TGGCTGCACT  GACTTCCTAA ACCCCAAGEA| CCACAGCAAG! CCAGTGCACG AGGTACATCA CATTGCCTCA
CTAATTTCTC TTATTATCAC ACACTGTTCA TGACATGGAG TGTACATACT TAAACATCAA CTCTGCAATG GTGATCTCAG

TCA GTCTCTTTCT TACAAACATG AAACATGATA GTAACAAATT GAAGATGATC ATTTCAGCAA
TGCCTCCAGT TCTGCTGTAA ACTGTATCCT GAAAACTAAG AGTGGCAATC TGAAACCTGA ATCCA(

AAAAATAATT
GCAGAACAGA ATCAGATTTG CAACCTGAAT GTGCATTGTT CAGAAATCTA TGGTCAGTGA TTCCAATGAG CCACTGATTG
ATCACTATTT TATGCTAATG ATTTCTGGTG TTTGATGTCT

tgatctatct ctctctctet ctctctTGCA GTTTCAGTGC ATACAAGAAA CCAAAAATGA AAGCAAAAAA

GTTTGAGGTT TTCCATTTAA GTTTAATAAT GGTCGTGAGA CAGGGCTTGT GTGGAGTCAG CTCTGTTTAC
TCCCTCCTTT CATGGCTTGA TCTTGTTTAT TGTCAGCATT GTGGCTTAGC AGATTTTCAC CAGTTTTACC CTGTAAATTA
GTACCATTCT GAAATCGTAA TAAACTACTA GCAGTGTGAG GTACTATTGC TGGAACTGAA TTGATTGTGC AGTAAAGAGG
TGAATAGCAG CCAGTATGAA GGTTTTACAA TTTGAACATC GAAACGAAAT CCACACGAAA TTCATAAATT TCATCGC

Sequences

ORF sequence

>mRNA_1.1 ORF sequence

ATGGCGACAGCCGGGAAGGTGATCAAGTGCAAAGCGGCGGTGGCATGGGAGGCCGGGAAG
CCGCTGTCGATCGAGGAGGTGGAGGTTGCGCCGCCGCAGGCCATGGAGGTCCGCGTCAAG
ATCCTCTACACCGCCCTCTGCCACACCGACGTCTACTTCTGGGAGGCCAAGGGGCAAACA
CCTGTTTTCCCTAGGATCTTGGGCCATGAAGCTGGAGGCATTGTGGAGAGTGTGGGAGAG
GGTGTGACCGAACTCGCGCCGGGCGACCATGTCCTCCCGGTGTTCACCGGCGAGTGCAAG
GAGTGTGATCACTGCAAATCGGAGGAGAGCAACATGTGTGACCTCCTCAGGATCAACGTC
GACCGCGGCGTCATGATCGGCGACGGCAAGTCCCGATTCACCATCAAGGGGAAGCCCATC
TTCCACTTTGT ACATCCACCTTCAGCGAGTACACCGTCATCCATGTCGGCTGCCTC
GCGAAGATCAACCCGGAGGCGCCTCTCGACAAGGTCTGCATTCTCAGCTGCGGTTTCTCT
ACCGGTTTTGGTGCAACAGTGAATGTCGCGAAACCGAAAAAGGGCCAGACCGTGGCTATT
TTCGGTCTTGGAGCTGTTGGTCTTGCTgctatggaaggtgccaggectgtctggagecateg

toatt CTAAGA




vuo
CDS
3'UTR

covc
2850
2967

cr1o
2966
3362

102 VP
117 bp
396 bp

>mRNA_1.1 position=query:166..3362 (+ strand)

GCCCGCGAGA
CAACGAACTG
GAGGGGGATT
AAATTAGTTT
GCCGGGAAGC
CGCCCTCTGC
TCTCAAGCTT
ACCTGTTTTC
CTACTACACT
TGGAATTTAG
GGGGAGTCCT
TACTGGTTTG
GATAATATAC
GGAAAAAGAC
CCCCTTTTTT
CTCACAGCAT
GAGTGCAAGG
CATGATCGGC
AGTACACCGT
GGTTTCTCTA
TTTTTTTTGA
AAGGGCCAGA
ATTTGATTTG

CTCCTACCAC
CGAGTGATTC
AATGGCGACA
GATGTTTTGT
CGCTGTCGAT
CACACCGACG
GCAAGAATGA
CCTAGGATCT
GTTTAGTGGT
TGTGTACTTG
GATTAGTCAG
GTATAAAATC
TTTTCTTCAT
ACACTGAATC
TTTTCCATTT
TGTGGAGAGT
AGTGTGATCA
GACGGCAAGT
CATCCATGTC
CCGGTAAGAT
TGCATTAAGT
CCGTGGCTAT
CAGATTGTTG

TCTCTGATCC

TCAGTGACTA
TGGGCCATGA
TCAGTCTATT
TACGTCATAG
TGGCATTTTC
ATATGAAGAA
GTGCTCCTCT
ATTATCCATC
CCATGGAAGA
GTGGGAGAGG
CTGCAAATCG
CCCGATTCAC
GGCTGCCTCG
GATGGATGGC
TGATGGGATT
TTTCGGTCTT
AGATCTTGAA

tca

CATCTTTGAG
CTAAGAAGTT
CTAATTTCTC
GTGCTGATTG
CGAATGTGTC
TGCCTCCAGT
GGTGCTGGTC
GGACGTTCTT
GCAGAACAGA
ATCACTATTT
ccgttctegg
gagatgatga
TGGATGAGAA
TCCCTCCTTT
GTACCATTCT
TGAATAGCAG

g g

TGAAAATTAC
TGGCTGCACT
TTATTATCAC
AGATGACCAA
CATGATGTCA
TCTGCTGTAA
GGCGTGCCGA
CGGTAACTAC
ATCAGATTTG
TATGCTAATG
agatcaacac
tgatctatct
GTTTGAGGTT
CATGGCTTGA
GAAATCGTAA
CCAGTATGAA

Sequences

ORF sequence

ATGTTTGGTA
GACTTCGTAA
ACACTGTTCA
CGGTGGACTC
GTCTCTTTCT
ACTGTATCCT
CCAAGGATGA
AAGCCGCGCA
CAACCTGAAT
ATTTCTGGTG
ggcgttegat
ctctectetet
TTCCATTTAA
TCTTGTTTAT
TAAACTACTA
GGTTTTACAA

>mRNA_1.1 ORF sequence

CTATATATAC
AAAACCTGAG
TGATCAAGTG
AGCTGATTAG
GAGGTTGCGC
GGAGGCCAAG
ACTAACTTGG
AGCTGGAGGG

ACCCCCTCCT
CTTTCGATCT
CAAAGGTCCG
ATCGGGTTTT
CGCCGCAGGC
GTAATTAATC
TGTGTGTGTG
TATGTGTAAT

CCCCTCTCGT
CTTCGGAGTG

CTCCTCACCA
GTTTCTTGTT

GAATTCCAAG
CTTTGAAAAA

TTCTTGCTGT
GGGGTTTTTG
CATGGAGGTC
AGCATCTGCC
GTTTCTGCTT
CTGAACCAAC

CTGTTCTTGT
GTTGTTTGGT
ATTAAGTTCA
TCAAAGAACA
ATGCTAGTGC
TTATGAACTG
TATATGTGTA
GTGTGACCGA
GAGGAGAGCA
CATCAAGGGG
CGAAGATCAA
TTCATGATTA
TTGCTGTTCT
GGAGCTGTTG
actcaaactg
ttggtgtgga
TATGTTCTGG
ACCCCAAGGA
TGACATGGAG
GACAGGGCCG
TACAAACATG
GAAAACTAAG
TGTGTTCAAG
CCGACCTGCC
GTGCATTGTT
TTTGATGTCT
ctcatgcteca
ctctctTGCA
GTTTAATAAT
TGTCAGCATT
GCAGTGTGAG
TTTGAACATC

ATTGTTTTTT
TTATGGTATT
GTAAAGAAAT
GCGTCATTGA
TTTATTACTT
TTTAAACTTG
ATCCTAACAA
ACTCGCGCCG
ACATGTGTGA
AAGCCCATCT
CCCGGAGGCG
TGATAGTAGT
TGCAGGTTTT
GTCTTGCTGT
atgaatgttt
cctg B

TTTTGTTTTA
CGGTTACTAA
CTACCAAGTG
TGACATATAC
TCTCTCCTTT
ACTTACTTAT
TCAAATTGAT
GGCGACCATG
CCTCCTCAGG
TCCACTTTGT
CCTCTCGACA
AGTTTTCACA
GGTGCAACAG
AAGTGACACG
gtaaaattac

TCTTGGAGCG

GTTCGTGAGA

CAGCGGCGGT GG

CGCGTCAAGA
ATGGCTGAGC
TGATCTTCGC
CCTGTCCAAT
AAATGGCTTT
CTATAGTTAG
TCCAATTGTG
AACGACAATT
GATGTTTTGA
CACTTCTCTG
CTAACAAAAC
TCCTCCCGGT
ATCAACGTCG
TGGCACATCC
AGGTCTGCAT
GTGAAATTTG
TGAATGTCGC
CACAAAGATA
atgattatag
taC

ATTGAACACT
CCACAGCAAG
TGTACATACT
TTGAATGCAC
AAACATGATA
AGTGGCAATC
ACCCACCCGA
CAACGTCGTC

CAGAAATCTA
GAAG!

GAACTCTGCA

TGAAACCTGA
TGAACTTCCT
GAGCTGTACA
TGGTCAGTGA

ACTTGTTTTC
AGGTACATCA
CTCTGCAATG
AACGCCATGA
GAAGATGATC

TTCCAATGAG

CATGGGAG
TCCTCTACAC
TTTCTCACCT
AGGGGCAAAC
TCTTGTTCTT
TGGTGTTTAG
TGTGCACGTT
CATGATATTT
GGATTCCTAG
GGTACTCAAA
CTCAAATGGA
AATTTTTTTG
GTTCACCGGC
ACCGCGGCGT

AAAGGTCTTT
GAAACCGAAA
TATCATTTCC
gctatggaag
AATCTTTTAT
ATCTCTTCAG
CATTGCCTCA
GTGATCTCAG
TATCCTGCTT
ATTTCAGCAA
GGGGCGTTGC
ACGCTCAAGG
AAAAATAATT
CCACTGATTG

gctg
agggggagag
GTTTCAGTGC
GGTCGTGAGA
GTGGCTTAGC
GTACTATTGC
GAAACGAAAT

gagctggag.

ke

Sfelan=tz)

cfetse (e
ATACAAGAAA
CAGGGCTTGT
AGATTTTCAC
TGGAACTGAA
CCACACGAAA

ATGGCGACAGCCGGGAAGGTGATCAAGTGCAAAGCGGCGGTGGCATGGGAGGCCGGGAAG
CCGCTGTCGATCGAGGAGGTGGAGGTTGCGCCGCCGCAGGCCATGGAGGTCCGCGTCAAG
ATCCTCTACACCGCCCTCTGCCACACCGACGTCTACTTCTGGGAGGCCAAGGGGCAAACA
CCTGTTTTCCCTAGGATCTTGGGCCATGAAGCTGGAGGCATTGTGGAGAGTGTGGGAGAG
GGTGTGACCGAACTCGCGCCGGGCGACCATGTCCTCCCGGTGTTCACCGGCGAGTGCAAG
GAGTGTGATCACTGCAAATCGGAGGAGAGCAACATGTGTGACCTCCTCAGGATCAACGTC
GACCGCGGCGTCATGATCGGCGACGGCAAGTCCCGATTCACCATCAAGGGGAAGCCCATC
TTCCACTTTGTTGGCACATCCACCTTCAGCGAGTACACCGTCATCCATGTCGGCTGCCTC
GCGAAGATCAACCCGGAGGCGCCTCTCGACAAGGTCTGCATTCTCAGCTGCGGTTTCTCT
ACCGGTTTTGGTGCAACAGTGAATGTCGCGAAACCGAAAAAGGGCCAGACCGTGGCTATT
TTCGGTCTTGGAGCTGTTGGTCTTGCTgctatggaaggtgccaggectgtectggagecateg
aggatcattggtgtggacctgaaccctgcgaaattcgaacaagCTAAGAAGTTTGGCTGC
ACTGACTTCGTAAACCCCAAGGACCACAGCAAGCCAGTGCACGAGGTGCTGATTGAGATG
ACCAACGGTGGACTCGACAGGGCCGTTGAATGCACGGGCAACATCAACGCCATGATATCC
TGCTTCGAATGTGTCCATGATGGATGGGGCGTTGCGGTGCTGGTCGGCGTGCCGACCAAG
GATGATGTGTTCAAGACCCACCCGATGAACTTCCTCAACGAGAAGACGCTCAAGGGGACG
TTCTTCGGTAACTACAAGCCGCGCACCGACCTGCCCAACGTCGTCGAGCTGTACATGAAG
AAGGAgctggagctggagaagttcatcacg tgccgtte gagatcaacacg
gcgttcgatctcatgectcaagggggagagtcteccgetgegtcatgaggatggatgagtag

Protein sequence (translated ORF)

>mRNA_1.1 Protein sequence
MATAGKVIKCKAAVAWEAGKPLSIEEVEVAPPQAMEVRVKILYTALCHTDVYFWEAKGQT
PVFPRILGHEAGGIVESVGEGVTELAPGDHVLPVFTGECKECDHCKSEESNMCDLLRINV
DRGVMIGDGKSRFTIKGKPIFHFVGTSTFSEYTVIHVGCLAKINPEAPLDKVCILSCGFS
TGFGATVNVAKPKKGQTVAIFGLGAVGLAAMEGARLSGASRIIGVDLNPAKFEQAKKFGC
TDFVNPKDHSKPVHEVLIEMTNGGLDRAVECTGNINAMISCFECVHDGWGVAVLVGVPTK
DDVFKTHPMNFLNEKTLKGTFFGNYKPRTDLPNVVELYMKKELELEKFITHSVPFSEINT
AFDLMLKGESLRCVMRMDE *

gtca g
CCAAAAATG!
GTGGAGTCAG
CAGTTTTACC
TTGATTGTGC
TTCATAAATT

g gagta
AAGCAAAAAA
CTCTGTTTAC
CTGTAAATTA
AGTAAAGAGG
TCATCGC
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Softberry/FGENESH: http://linux1.softberry.com/berry.phtml?topic=fgenesh&group=programs&subgroup=gfind

GENSCAN : http://genes.mit.edu/GENSCAN.html
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FGENESH

Reference: Solovyev V, Kosarev P, Seledsov |, Vorobyev D. Automatic annotation of eukaryotic genes, pseudogenes and promoters. Genome Biol. 2006,7,
Suppl 1: P. 10.1-10.12.

HMM-based gene structure prediction (multiple genes, both chains). The Fgenesh gene-finder was selected as the most accurate program for plant gene
identification. Plant Molecular Biology (2005), 57, 3, 445-460: "Five ab initio programs (FGENESH, GeneMark.hmm, GENSCAN, GlimmerR and Grail) were
evaluated for their accuracy in predicting maize genes. FGENESH yielded the most accurate and GeneMark.hmm the second most accurate predictions"
(FGENESH identified 11% more correct gene models than GeneMark on a set of 1353 test genes).
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Alternatively, load a local file with sequence in Fasta format:

Local file name: | 777 ILERIR | 7 7 AILKBIR

Total 353 genome-specific parameters are available for genefinders of
FGENESH suite

Select organism specific gene-finding parameters :

-

Oryza sativa Indica Group(long-grained rice )

SEARCH | RESET |

[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

Most gene finding parameters presented here were trained by Softberry for its own use and distribution, using proprietary and publicly available data. Some of the parameters were created
for our academic customers, including Broad Institute/MIT, Washington University, University of Minnesota and The Institute for Genomic Research (TIGR).

Your use of Softberry programs signifies that you accept Terms of Use
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Reference: Solovyev V, Kosarev P, Seledsov |, Vorobyev D. Automatic annotation of eukaryotic genes, pseudogenes and promoters. Genome Biol. 2006,7,
Suppl 1: P. 10.1-10.12.

HMM-based gene structure prediction (multiple genes, both chains). The Fgenesh gene-finder was selected as the most accurate program for plant gene
identification. Plant Molecular Biology (2005), 57, 3, 445-460: "Five ab initio programs (FGENESH, GeneMark.hmm, GENSCAN, GlimmerR and Grail) were
evaluated for their accuracy in predicting maize genes. FGENESH yielded the most accurate and GeneMark.hmm the second most accurate predictions"
(FGENESH identified 11% more correct gene models than GeneMark on a set of 1353 test genes).

Paste nucleotide sequence here:

agé'ggtgaatagcagccagtataaaggtt?ta?éatttgaacatggaaaégaaatmégacé'aa
attcataaatttcatcgcatcttgctgaagcttaccagattctatcgattcgatctagctccaataggte
atggg 7z

HBHEIEFYDGenomicDNA

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

Local file name: | 777 ILERIR | 7 7 AILKBIR

Total 353 genome-specific parameters are available for genefinders of
FGENESH suite

Select organism specific gene-finding parameters :

-

Oryza sativa Indica Group(long-grained rice )

SEARCH | RESET |

[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

Most gene finding parameters presented here were trained by Softberry for its own use and distribution, using proprietary and publicly available data. Some of the parameters were created
for our academic customers, including Broad Institute/MIT, Washington University, University of Minnesota and The Institute for Genomic Research (TIGR).

Your use of Softberry programs signifies that you accept Terms of Use

Last modification date: 12 Dec 2013

© 2017 www.softberry.com
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Show picture of predicted genes in PDF file

nu & http:/ /linux1.softberry.com/cgi-bin/programs /gfind/fgenesh.pl

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 seqguence: 3420

Number of predicted genes 1: 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 CDSf 337 - 370 6.03 337 -
1+ 2 CDSi 469 - 605 27.00 471 -
1+ 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 Ccpsl 2850 - 2966 14.09 2850 -
1 + PolA 3224 0.44

Predicted protein(s):

> NESH: [mRNA] 110 exon (s) 337 = 29
ATGCGCCACAGCCGCGCGAAGCTCATCAACTCGCAAAGCCCCCGCGTCCCATCCCGAGCCCGGCGAAG
CCGCTGTCCGATCCGAGCGAGCGTCCAGCGCTTCGCGCGCCCGCCCGCAGCCCATCGCAGCTCCCGCCGTCAAG
ATCCTCTACACCGCCCTCTGCCACACCGACGTCTACTTCTGCGCGAGGCCAAGGGGCAAACA
CCTGTTTTCCCTAGCATCTTCCCCCATCAACGCTCCACCCATTCTCCACAGTCTCCCACAC
GCGTGTCGACCGAACTCGCGCCGGGCCGACCATCTCCTCCCCGTCGTTCACCCGGCCGAGTGCAAG
GAGTGTGATCACTGCAAATCGCGAGGAGAGCAACATGTGTGACCTCCTCAGGATCAACGTC
CGACCGCGCGCGTCATCATCCGGCCACCGCGCAAGTCCCCGATTCACCATCAAGGCGCAAGCCCATC
TTCCACTTTGTTCGCGCACATCCACCTTCAGCCGAGTACACCGTCATCCATGTCGGCTGCCTC
GCGAAGATCAACCCGGAGGCGCCTCTCCGACAAGGTCTGCATTCTCAGCTGCGGTTTCTCT
ACCGGTTTTGGCTCGCAACACTCAATGTCCGCCGAAACCCAAAAACGCCCCAGACCCGTCGGCTATT
TTCCGGTCTTGCACCTCTTCCTCTTCCTCCTATCCAACCTCCCAGCGCTCTCTCGCAGCATCG
AGGATCATTGCTGTGCACCTCAACCCTGCGAAATTCCAACAAGCTAAGAAGTTTGGCTGC
ACTGACTTCGTAAACCCCAAGGACCACAGCAAGCCAGTGCACGAGGTGCTGATTGAGATG
ACCAACGGTGGACTCGACAGGGCCGTTGAATGCACGGGCAACATCAACGCCATCGATATCC
TCGCTTCCAATCGTCTCCATCATCCATCCCCCCTTCCCCTCCTCCTCCCCGTGCCCGACCAAG
CATCGATGTGTTCAAGACCCACCCCGATGAACTTCCTCAACGAGAAGACGCTCAAGGGGACG
TTCTTCCGGTAACTACAAGCCGCGCACCGACCTGCCCAACGTCGTCGAGCTGTACATGAAG
AAGCAGCTCGCAGCTCGCACAACGTTCATCACGCACAGCCGTCGCCGTTCTCGCACGATCAACACG
GCCTTCCGATCTCATGCTCAAGCGCCCCACGAGTCTCCCCTCGCCTCATCAGCATCCATCACGTAC
> . ~ N
MATAGKVIKCKAAVAWEAGKPLSIEEVEVAPPOAMEVRVKILYTALCHTDVYFWEAKGQT
PVFPRILGHEEAGGIVESVGEGVTELAPGDEVLPVFTGECKECDECKSEESNMCDLLRINV
DRGVMIGDGKSRFTIKGKPIFHFVGTSTFSEYTVIHVGCLAKINPEAPLDKVCILSCGFS
TGFGATVNVAKPKKGQTVAIFGLCGAVCGLAAMEGARLSCGASRIIGVDLNPAKFEQAKKFGC
TDFVNPKDHSKPVHEVLIEMTNGGLDRAVECTGNINAMISCFECVHDGWGVAVLVGVPTK
DDVFKTHPMNFLNEKTLKGTFFCNYKPRTDLPNVVELYMKKELELEKFITESVPFSEINT
AFDLMLKGESLRCVMRMDE

1, Score:173.436011

Len

369 33

605 135

762 45

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

hain +

Oryza sativa®DET JL CHEHT

33N 1-ATG-TAG(CDS)

Frantys/g  VOd-RE

O B Q~ Google



Organism; Oryza sativa

MATAGKVIKCKAAVAWEAGKPLSIEEVEVAPPOQAMEVRVKILYTALCHTDVYFWEAKGQT
PVFPRILGHEAGGIVESVGEGVTELAPGDHVLPVFTGECKECDHCKSEESNMCDLLRINV
DRGVMIGDGKSRFTIKGKPIFHFVGTSTFSEYTVIHVGCLAKINPEAPLDKVCILSCGFS
TGFGATVNVAKPKKGOTVAIFGLGAVGLAAMEGARLSGASRIIGVDLNPAKFEQAKKFEFGC
TDFVNPKDHSKPVHEVLIEMTNGGLDRAVECTGNINAMISCFECVHDGWGVAVLVGVPTK
DDVFKTHPMNFLNEKTLKGTFFGNYKPRTDLPNVVELYMKKELELEKFITHSVPFSEINT
AFDLMLKGESLRCVMRMDE
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in Eukaryota
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“ ALIGNMENT
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This is outdated Softherry web archive,

use the current Softherry Web Site (www.softberry.com)

FGENESH

Reference: Solovyev V, Kosarev P, Seledsov |, Vorobyev D. Automatic annotation of eukaryotic genes, pseudogenes and promoters. Genome Biol. 2006,7,
Suppl 1: P. 10.1-10.12.

HMM-based gene structure prediction (multiple genes, both chains). The Fgenesh gene-finder was selected as the most accurate program for plant gene
identification. Plant Molecular Biology (2005), 57, 3, 445-460: "Five ab initio programs (FGENESH, GeneMark.hmm, GENSCAN, GlimmerR and Grail) were
evaluated for their accuracy in predicting maize genes. FGENESH yielded the most accurate and GeneMark.nmm the second most accurate predictions"
(FGENESH identified 11% more correct gene models than GeneMark on a set of 1353 test genes).

Paste nucleotide sequence here:
Egaggtgaatagcagccagtatgaaggttttacaatttgaacatcgaaacgaaatccacacgaa

ttcataaatttcatcgcatctigctgaagcttaccagattctatcgattcgatctagctccaataggte
atggg

HHEIEFYDGenomicDNA

N

“ Gen uence
EXPLORER/Infogene

“ SEARCH FOR MOTIFS
Ipromoters&functional

4 PROTEIN LOCATION
Ipatterns/Epitops

“ RNA STRUCTURE
COMPUTING

“« PROTEIN
STRUCTURE

+ PROTEIN / DNA
3D-Visual Works

< SEQMAN

4 MULTIPLE
ALIGNMENTS

4 ANALYSIS OF
EXPRESSION DATA

4 PLANT PROMOTERS
DATABASE

+« REPEATS
ind&map repeats

« SNP
Extracting known SNPs

: Proteomics

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

Local file name: 774 IL%ERIR T 71 ILFBIR
7 71 ILERER

Total 353 genome-specific parameters are available for genefinders of

Select organism specific gene-finding parameters : FGENESH suite

-l

[ Human ( Homo sapiens )

SEARCH | RESET |

[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

Most gene finding parameters presented here were trained by Softberry for its own use and distribution, using proprietary and publicly available data. Some of the parameters were created
for our academic customers, including Broad Institute/MIT, Washington University, University of Minnesota and The Institute for Genomic Research (TIGR).

Your use of Softberry programs signifies that you accept Terms of Use

Last modification date: 12 Dec 2013

© 2017 www.softberry.com




fari 7740 @|E =x BE TyvoN—0U DA4VET AT

®00 Softberry - EGENESH result

nu B . - ‘;http /HNinux1.softberry.com/cgi-bin/programs/gfind/fgenesh.pl O B Q~ Google

AR v H A TN A -
RO Y A A A

Show picture of predicted genes in PDF file

FGENESH 2.6 Prediction of potential genes in Homo_sapiens genomic DNA

Time s Sat Nov 8 23:13:31 2008

Seq name: test sequence

Length of seguence: 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 Len

1 4+ TSS 196 -3.99

1 + 1 CDSf 537 - 605 15.82 537 - 605 69
1 + 2 CDSi 718 - 764 -4.98 718 - 762 45
1+ 3 CDSi 1373 - 1698 35.16 1374 - 1697 324
1+ 4 CDSi 1811 - 1893 10.51 1813 - 1893 81
1 + 5 CDSi 1996 - 2071 -0.46 1996 - 2070 75
1 + 6 CDSi 2166 - 2227 5.23 2168 - 2227 60
1+ 7 CDSi 2326 - 2421 1.18 2326 - 2421 96
1+ 8 CDSi 2552 - 2713 16.54 2552 - 2713 162
1 + 9 CDS1 2850 - 2966 -0.52 2850 - 2966 117
1 + PolA 3224 117

Predicted protein(s):
hain +

TGGAGGTCCGCGTCAAGATCCTCTACACCGCCCTCTGCCACACCGACGTCTACTTCTGG

AGGCCAAGGGGCAAACACCTGTTTTCCCTAGGATCTTGGGCCATGALGCTGGAGGCATT
TGGAGAGTGTGGGAGAGGGTCTGACCCAACTCGCGCCGGGCCACCATGTCCTCCCGGTG ELE
TCACCGGCGAGTGCAAGGAGTCTGATCACTGCAAATCGCACGAGAGCAACATGTGTGAC H uman 0) :E ) I/ 'tsﬁg *ﬁ
TCCTCAGGATCAACGTCGACCGCCECETCATCATCCCCCACCCCAMGTCCCCATTCACC
TCAAGGGGAAGCCCATCTTCCACTTTGTTGCCACATCCACCTTCAGCGAGTACACCGTC
TCCATGTCGGCTGCCTCGCGAAGATCARCCCGGAGGCGCCTCTCGACAAGGTCTGCATT
TCAGCTGCGGTTTCTCTACCGGTTTTGCTCCAACAGTGAATGTCGCGAAACCCARAAAG
GCCAGACCGTGGCTATTTTCCCTCTTGCACCTETTCETCTTCCTCCTATCCALGCTCCC
GGCTGTCTGGAGCATCGAGGATCATTGGTGTGGACCTGAACCCTGCGARATTCGAACAR % é *L 7"—- ATG TAG
CTAAGAAGTTTGGCTGCACTGACTTCGTARACCCCAAGGACCACAGCAAGCCAGTGCAC AR
AGGTGCTGATTGAGATGACCAACGGTGGACTCGACAGGGCCGTTGAATGCACGGGCAAC
TCAACGCCATGATATCCTGCTTCCAATGTCTCCATCATCCATCCCCCCTTCCCCTCCTE
TCGGCGTGCCGACCAAGGATGATGTGTTCAAGACCCACCCCATGAACTTCCTCALCGAG
GACGCTCAAGGGGACGTTCTTCGGTAACTACAAGCCGCGCACCGACCTGCCCARCGTC

TCGAGCTGTACATGAAGAAGCGAGCTGCGAGCTGCGAGAAGTTCATCACGCACAGCGTGCCG

TCTCGGAGATCAACACGGCGTTCCGATCTCATGCTCAAGGGGGAGAGTCTCCGCTGCGTC
TCAGCGATCGATCAGTAG

537 - 2966 345 aa, chain 4
MEVRVKILYTALCHTDVYFWEAKGQTPVFPRILGHEAGGIVESVGEGVTELAPGDHVLPV
FTGECKECDHCKSEESNMCDLLRINVDRGVMIGDGKSRFTIKGKPIFHFVGTSTFSEYTV *E — fﬁ
IHVGCLAKINPEAPLDKVCILSCGFSTGFCGATVNVAKPKKGQTVAIFGLCGAVGLAAMEGA I; I&\éhf: j: : / ﬁ&

RLSGASRIIGVDLNPAKFEQAKKFGCTDFVNPKDHSKPVHEVLIEMTNGGLDRAVECTGN
INAMISCFECVEDGWGVAVLVGVPTKDDVFKTHPMNFLNEKTLKGTFFGNYKPRTDLPNV
VELYMKKELELEKFITHSVPFSEINTAFDLMLKGESLRCVMRMDE




ModellZ&k>TFEEINS0ORFIXZVELS
Organism; f&%) (Oryza sativa)
MATAGKVIKCKAAVAWEAGKPLSIEEVEVAPPQAMEVRVKILY TALCHTDVYFWEAKGQT
PVFPRILGHEAGGIVESVGEGVTELAPGDHVLPVFTGECKECDHCKSEESNMCDLLRINV
DRGVMIGDGKSRFTIKGKPIFHFVGTSTFSEYTVIHVGCLAKINPEAPLDKVCILSCGFS
TGFGATVNVAKPKKGQTVAIFGLGAVGLAAMEGARLSGASRIIGVDLNPAKFEQAKKFGC
TDFVNPKDHSKPVHEVLIEMTNGGLDRAVECTGNINAMISCFECVHDGWGVAVLVGVPTK
DDVFKTHPMNFLNEKTLKGTFFGNYKPRTDLPNVVELYMKKELELEKFITHSVPFSEINT
AFDLMLKGESLRCVMRMDE

Organism; A [&

MEVRVKILYTALCHTDVYFWEAKGQTPVFPRILGHEAGGIVESVGEGVTELAPGDHVLPV
FTGECKECDHCKSEESNMCDLLRINVDRGVMIGDGKSRFTIKGKPIFHFVGTSTFSEYTV
IHVGCLAKINPEAPLDKVCILSCGFSTGFGATVNVAKPKKGQTVAIFGLGAVGLAAMEGA
RLSGASRIIGVDLNPAKFEQAKKFGCTDFVNPKDHSKPVHEVLIEMTNGGLDRAVECTGN
INAMISCFECVHDGWGVAVLVGVPTKDDVFKTHPMNFLNEKTLKGTFFGNYKPRTDLPNV
VELYMKKELELEKFITHSVPFSEINTAFDLMLKGESLRCVMRMDE

Organism; 33 /\T

MFCGEEKLIRSGFGVFAAAVAWEAGKPLSIEEVEVAPPQAMEVRVKILYTALCHTDVYFW
EAKGQTPVFPRILGHEAGGIVESVGEGVTELAPGDHVLPVFTGECKECDHCKSEESNMCD
LLRINVDRGVMIGDGKSRFTIKGKPIFHFVGTSTFSEYTVIHVGCLAKINPEAPLDKVCI
LSCGFSTGFGATVNVAKPKKGQTVAIFGLGAVGLAAMEGARLSGASRIIGVDLNPAKFEQ
AKKFGCTDFVNPKDHSKPVHEVLIEMTNGGLDRAVECTGNINAMISCFECVHDGWGVAVL
VGVPTKDDVFKTHPMNFLNEKTLKGTFFGNYKPRTDLPNVVELYMKKELELEKFITHSVP
FSEINTAFDLMLKGESLRCVMRMDE
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1. BLAST [GenomeNET)]
2. FASTA [GenomeNET]

LB AT -

. Splign : DNA Y cDNAD < v Fv %'

. Blast align : DNA Y cDNAD < v F v

. EMBOSS program" : DNA ¢ cDNAD < v v 7
EMBOSS program" : DNARE:F% 7 3 / BliF1 mriﬁ

. BLAST(NCBI), : BaForEn Y —HR
. BLAST(DDB)) :#fzFDHRERY—HR
. Softberry/FGENESH : #&f& 7D FHl

. GeneMark : E&ETOFH

. GENESCAN : &{5T- 0Tl

. clustalW: 794X F

. InterProScan : F XA VfEht
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m U.S. National Library of Medicine > NCBI National Center for Biotechnology Information

Sign in to NCBI

BLAST°

Home RecentResults  Saved Strategies Help

QuickBLASTP
BLAST finds regions of similarity between biological sequences. The program Try QuickBLASTP for a fast protein search of nr.

compares nucleotide or protein sequences to sequence databases and

Learn more Tue, 23 May 2017 13:00:00 EST More BLAST news...

LT

/

calculates the statistical significance.

Basic Local Alignment Search Tool I

Web BLAST

BLAST Genomes

Enter organism common name, scientific name, or tax id.
Human Mouse Rat Microbes

Standalone and API BLAST

B yse BLAST API Use BLAST in the cloud

‘ Download BLAST
Start an instance at a cloud provider

L] Get BLAST databases and executables mm Call BLAST from your application

Specialized searches

Find proteins highly similar Design primers specific to Compare two sequences Find conserved domains in
to your query your PCR template across their entire span your sequence
LY PN | TN LY B L\



BLAST ° » blastp suite

blastn | blastp | blastx | tblastn | tblastx |

Home Recent Results  Saved Strategies Help

Standard Protein BLAST

Enter Query Sequence BLASTP progi search protein datab using a protein query. more... Resetpage Bookmark
Enter accession number(s), gi(s), or FASTA sequence(s) & Clear Query subrange &

IHVGCLAKINPEAPLDKVCILSCGFSTGFGATVNVAKPKKGQTVAIFGLGAVGLAAMEGA Erom

RLSGASRIIGVDLNPAKFEQAKKFGCTDFVNPKDHSKPVHEVLIEMTNGGLDRAVECTGN

INAMISCFECVHDGWGVAVLVGVPTKDDVFKTHPMNFLNEKTLKGTFFGNYKPRTDLPNV To

VELYMKKELELEKFITHSVPFSEINTAFDLMLKGESLRCVMRMDE

T, uploa

Job Title

7 ALEER | 77 TILRRR (7]
Enter a descriptive title for your BLAST search &)
| Align two or more sequences &

Choose Search Set
Database

Enter an Entrez query to limit search &)

Program Selection

Algorithm " )Quick BLASTP (Accelerated protein-protein BLAST) [T

© blastp (protein-protein BLAST)
PSI-BLAST (Position-Specific lterated BLAST)
PHI-BLAST (Pattern Hit Initiated BLAST)

Choose a BLAST algorithm &

DELTA-BLAST (Domain Enhanced Lookup Time Accelerated BLAST)

Non-redundant protein sequences (nr) L2
Organism -
Opgonal Homo sapiens (taxid:9606) Exclude T

Enter organism common name, binomial, or tax id. Only 20 top taxa wi e shown. Q
Exclude ' Models (XM/XP) [ Uncultured/environmental sample sequences
Optional
Entrez Query Youllflld Create custom database
ptional

Iilgorithm parameters

" | Show results in a new window

Search database Non-redundant protein sequences (nr) using Blastp (protein-protein BLAST)

BLAST is a registered trademark of the National Library of Medicine

NCBI

National Center for Biotechnology Information, U.S. National Library of Medicine
8600 Rockville Pike, Bethesda MD, 20894 USA

Policies and Guidelines | Contact

Support center Mailinglist

LIBRARY OF
MEDICINE




® .
BLAST  » blastp suite » RID-YB2VJZ32014 Home  RecentResults  Saved Strategies  Help

BLAST Results
I © Your search is limited to records that include: Homo sapi (taxid:9606) »Full Entrez Query
Edit and Resubmit Save Search Strategies » Formatting options & Download YoullfIT} How to read this page  Blast report descriptic
Job title: Y-Human
RID YB2V]Z32014 (Expires on 10-18 12:47 pm)
Query ID Icl|Query_39248 Database Name nr
Description Y-Human Description All non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding
Molecule type amino acid environmental samples from WGS projects
Query Length 345 Program BLASTP 2.7.0+ ® Citation

[Z Analyze your query with SmartBLAST

© Graphic Summary,

(=) Show Conserved Domains

]

Putative ved d ins have been

click on the image below for detailed results.

1 50 100 150 200 250 300 345
Query seq. w
NAD binding site J LA = AA Y A ™y A
substrate binding site A} A A A A A A

catalytic 2n binding site by 4
Specific hits alcohol_DH_plants
Superfanilies MDR superfamily

Distribution of the top 73 Blast Hits on 72 subject sequences &
Mouse over to see the title, click to show alignments
Color key for alignment scores
W <40 W 40-50 W 50-80 [l 80-200 W >=200
| ery

| ! | | |
1 60 120 180 240 300




©Descriptions

Sequences producing significant alignments:

Select: All None Selected:0

i Alignments o
Max Total Query E

Description score | score | cover | value Ident Accession
"] Chain A, S-nitrosoglutathione Reductase (gsnor) In Complex With N6022 353 353 99% 5e-120 51% 3QJ5 A
Chain A, Structure Of Human Liver Chichi Alcohol Dehydrogenase (A Glutathione- Dependent Formaldehyde Dehydrogenase) 353 353 99% 5e-120 51% 1TEH A
] alcohol dehydrogenase class-3 [Homo sapiens] 353 353 99% 6e-120 51% NP_000662.3
) alcohol dehydrogenase 5 (class ll), chi polypeptide [Homo sapiens] 352 352 99% 8e-120 51% AAV38636.1
) ADHS5 [Homo sapiens] 350 350 99% 5e-119 51% CAG38730.1
] Chain A, Structure Of The Binary Complex Of The E67 Mutant Of Human Glutathione-Dependent Formaldehyde Dehydrogenase With Nad(H) 350 350 99% 8e-119 51% 2FZW_A
alcohol dehydrogenase class |ll [Homo sapiens] 349 349 99% 3e-118 51% AAA51597.1
] alcohol dehydrogenase 5 (class lll), chi polypeptide, isoform CRA b [Homo sapiens] 345 345 96% 1e-116 52% EAX06085.1
hCG17981 [Homo sapiens] 336 336 99% 2e-113 50% EAW88504.1
) Chain A, Three-Dimensional Structures Of Three Human Alcohol Dehydrogenase Variants: Correlations With Their Functional Differences 335 335 98% 1e-112 48% 1HDY A
) alcohol dehydrogenase 1B isoform 1 [Homo sapiens] 335 335 98% 1e-112 48% NP_000659.2
] Chain A, Three-Dimensional Structures Of Three Human Alcohol Dehydrogenase Variants: Correlations With Their Functional Differences 332 332 98% 1e-111 48% 1HDX A
"~ RecName: Full=Alcohol dehydrogenase 1B; AltName: Full=Alcohol dehydrogenase subunit beta 332 332 98% 1e-111 48% P00325.2
Chain A, Three-Dimensional Structures Of Three Human Alcohol Dehydrogenase Variants: Correlations With Their Functional Differences 331 331 98% 3e-111 48% 1HDZ A

B 330 330 98% 8e-111 48% CAA33487.1

alcohol dehydrogenase beta-1 subunit (EC 1.1.1.1) [Homo sapiens] 329 329 98% 1e-110 48% AAA51592.1

"] rcADH5 [Homo sapiens] 328 328 97% 2e-110 50% ABB92441.1

B 328 328 98% 4e-110 47% AAA51884.1

] Chain A, Crystallization Of Human Beta3 Alcohol Dehydrogenase (10 MgML) IN 100 MM SODIUM PHOSPHATE (PH 7.5), 7.5 MM NAD+ And 1 Mm 4-lodopyrazole / 328 328 98% 4e-110 47% 1HTB A
328 328 98% 5e-110 47% AAB48003.1

325 325 97% 1e-109 47% NP_001273579.1

~] Chain A, Human Gamma-2 Alcohol Dehydrogense 325 325 98% 7e-109 47% 1HTO A

Chain A, Crystal Structure Of Human Class li Alcohol Dehydrogenase (Adh4) In Complex With Nad And Zn 325 325 98% 8e-109 45% 3COS A
325 325 98% 8e-109 45% AAH22319.1

B 325 325 98% 9e-109 47% CAA27842.1

alcohol dehydrogenase 4 (class Il), pi polypeptide, isoform CRA_a [Homo sapiens] 324 324 98% 1e-108 45% EAX06088.1

) alcohol deh 324 324 98% 1e-108 45% CAA39813.1

324 324 98% 1e-108 47% NP_000660.1

B 324 324 98% 1e-108 45% NP_000661.2

alcohol dehydrogenase IB (class 1), beta polypeptide, isoform CRA_b [Homo sapiens] 323 323 97% 1e-108 47% EAX06097.1
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MEGANTE : https://megante.dna.affrc.qgo.jp/

Softberry/FGENESH: http://linux1.softberry.com/berry.phtml?topic=fgenesh&group=programs&subgroup=gfind

GENSCAN : http://genes.mit.edu/GENSCAN.html
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. Splign : DNA&cDNAD=wy Fv '
. Blast align : DNAYcDNAD=2 v Fv 7

EMBOSS program" : DNA ¢ cDNAD < v F v 7
EMBOSS program" : DNAF(F % 7 3 7 BECHIc £ H#

. BLAST(NCBI) :#fZFOHEDR Y —RE

BLAST(DDBJ) : #fzFOFEn Y —KRE
MEGANTE : #{&5TF D F#l

. Softberry/FGENESH : &f5F D ¥l

. GeneMark : EfzTDOFH

. GENESCAN : 70 FHll 4
. clustalW: 794X b

. InterProScan : F XA V@t

. PSORT : HifaR7EM:FHI

. GEO : &5 FHBI@HT

. Gene Ontology : HZE#Z H\W7-HR%E

. SSPN : 2774 > 7 DFH

. ORF Finder : ORFOF#

. TFSEARCH : 8B R FHEAHLOTFHI
. MOTIF : # v EHEeF—7R%K

. pI/Mw : FER, FFROTH

. RAP-DB: £ D% LbT—F R—=2




® Safari Jr ) @%E FRR BE TvIV—U UAYEY ALT
®00 New GENSCAN Web Server at MIT

€ http://genes.mit.edu/GENSCAN.html

M 2HEXFMEY YAIVAv Z1—X @E2D)v SKIS5v

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):

————d

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):

Tao have the results mailed to vou_ enter vour email address here (ontional): I




The GENSCAN Web Server at MIT

Identification of complete gene structures in genomic DNA

[2]

For information about Genscan, click here

Server update, November, 2009: We've been recently upgrading the GENSCAN webserver hardware, which resulted in some problems in the output of GENSCAN. We apologize for the
inconvenience. These output errors were resolved.

DO SORRRR

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 instructions at the bottom of this page).

Organism: Suk- exon cutoff (optional): XS
e
1551140 os )il Predicted CDS and peptides &

Upload your DNA sequence file (upper or lower case, spaces/numbers ignored): 771 LRBR

Ao frvcmsmncs ~naavernm ~anna nananclassanlenan 2 vanasd\.
CIT \UppPCt Of 10WTT Casc, Spacls niuinocis ignoicay:
atcaacgccatgatatcctgcttcgaatgtgtccatgatgtcagtctcetttcttacaaacatgaaacatgatagtaacaaattgaagat
gatcatttcagcaatgcctccagttctgetgtaaactgtatcctgaaaactaagagtggcaatctgaaacctgaatccagggatggg
gcgttgeggtgetggtcggegtgeccgaccaaggatgatgtgttcaagacccaccecgatgaacttcctcaacgagaagacgctea

aggggacgttcttcggtaactacaagccgecgcaccgacctgecccaacgtecgtcgagetgtacatgaagaaggtaaaaataattge sch e .
agaacagaatcagatttgcaacctgaatgtgcattgttcagaaatctatggtcagtgattccaatgagecactgattgatcactatttt & é JE {K ?Y 0) G e n O m | C D N A
atgctaatgatttctggtgtttgatgtctgaaggagctggagetggagaagttcatcacgcacagegtgecgttctcggagatcaac

acggcgttcgatctcatgctcaagggggagagtctccgetgegtcatgaggatggatgagtagagatgatgatgatctatctetcte

tctetetetettgcagtttcagtgcatacaagaaaccaaaaatgaaagcaaaaaatggatgagaagtttgaggttttccatttaagttt

aataatggtcgtgagacagggcttgtgtggagtcagctctgtttactccctectttcatggettgatcttgtttattgtcageattgtgge

ttagcagattttcaccagttttaccctgtaaattagtaccattctgaaatcgtaataaactactagcagtgtgaggtactattgctggaa

ctgaattgattgtgcagtaaagaggtgaatagcagccagtatgaaggttttacaatttgaacatcgaaacgaaatccacacgaaatt

cataaatttcatcgcatcttgctgaagcttaccagattctatcgattcgatctagctccaataggtcgatggg

Run GENSCAN RS : |

Back to the top




Predicted coding sequence(s):

>/tmp/10_17_17-04:13:55.fasta|GENSCAN predicted peptide 1|379_aa
MATAGKVIKCKAAVAWEAGKPLSIEEVEVAPPQAMEVRVKILYTALCHTDVYFWEAKGQT
PVFPRILGHEAGGIVESVGEGVTELAPGDHVLPVFTGECKECDHCKSEESNMCDLLRINV
DRGVMIGDGKSRFTIKGKPIFHFVGTSTFSEYTVIHVGCLAKINPEAPLDKVCILSCGFS
TGFGATVNVAKPKKGQTVAIFGLGAVGLAAMEGARLSGASRIIGVDLNPAKFEQAKKFGC
TDFVNPKDHSKPVHEVLIEMTNGGLDRAVECTGNINAMISCFECVHDGWGVAVLVGVPTK
DDVFKTHPMNFLNEKTLKGTFFGNYKPRTDLPNVVELYMKKELELEKFITHSVPFSEINT

AFDLMLKGESLRCVMRMDE

>/tmp/10_17_17-04:13:55.fasta|GENSCAN predicted CDS_1|1140_bp
atggcgacagccgggaaggtgatcaagtgcaaagcggcggtggcatgggaggccgggaag
ccgctgtcgatcgaggaggtggaggttgegecgecgecaggeccatggaggtecegegtcaag
atcctctacaccgeccctetgecacaccgacgtectacttetgggaggeccaaggggcaaaca
cctgttttcecctaggatcttgggeccatgaagetggaggecattgtggagagtgtgggagag
ggtgtgaccgaactcgecgecgggegaccatgtecteccggtgttcaccggegagtgcaag
gagtgtgatcactgcaaatcggaggagagcaacatgtgtgacctcctcaggatcaacgte
gaccgcggegtcatgatcggecgacggcaagtecccgattcaccatcaaggggaageccate
ttccactttgttggcacatccaccttcagecgagtacaccgtcateccatgteggetgecte
gcgaagatcaacccggaggcgcctctcgacaaggtcectgecattctcagetgeggtttetet
accggttttggtgcaacagtgaatgtcgcgaaaccgaaaaagggccagaccgtggectatt
ttcggtettggagetgttggtettgetgetatggaaggtgecaggetgtetggagecateg
aggatcattggtgtggacctgaaccctgcgaaattcgaacaagctaagaagtttggetge
actgacttcgtaaaccccaaggaccacagcaagccagtgcacgaggtgectgattgagatg
accaacggtggactcgacagggccgttgaatgcacgggcaacatcaacgccatgatatee
tgcttcgaatgtgtccatgatggatggggegttgeggtgetggteggegtgecgaccaag
gatgatgtgttcaagacccacccgatgaacttcctcaacgagaagacgctcaaggggacg
ttcttecggtaactacaageccgegecaccgacctgeccaacgtegtecgagetgtacatgaag
aaggagctggagctggagaagttcatcacgcacagegtgecgttecteggagatcaacacg

gcgttcgatctcatgectcaagggggagagtctecgetgegtcatgaggatggatgagtag

Back to GENSCAN
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. Entrez : 8& 57— R—2A

. Google : fafcHME
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1. BLAST [GenomeNET)]
2. FASTA [GenomeNET]

LB AT -

. Splign : DNA Y cDNAD < v Fv %'

. Blast align : DNA Y cDNAD < v F v

. EMBOSS program" : DNA ¢ cDNAD < v v 7
EMBOSS program" : DNARE:F% 7 3 / BliF1 mriﬁ

. BLAST(NCBI), : BaForEn Y —HR
. BLAST(DDB)) :#fzFDHRERY—HR
. Softberry/FGENESH : #&f& 7D FHl

. GeneMark : E&ETOFH

. GENESCAN : &{5T- 0Tl

. clustalW: 794X F

. InterProScan : F XA VfEht

. PSORT : flliai @73

. GEO : BI5FFBif#HT

. Gene Ontology : FZEZHW7-BRK
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m U.S. National Library of Medicine > NCBI National Center for Biotechnology Information

Sign in to NCBI

BLAST°

Home RecentResults  Saved Strategies Help

Basic Local Alignment Search Tool

QuickBLASTP
BLAST finds regions of similarity between biological sequences. The program Try QuickBLASTP for a fast protein search of nr.
compares nucleotide or protein sequences to sequence databases and
Learn more Tue, 23 May 2017 13:00:00 EST More BLAST news...

calculates the statistical significance.

Web BLAST

[t D

/

BLAST Genomes

Enter organism common name, scientific name, or tax id.
Human Mouse Rat Microbes

Standalone and API BLAST

B yse BLAST API Use BLAST in the cloud

‘ Download BLAST
Start an instance at a cloud provider

L] Get BLAST databases and executables mm Call BLAST from your application

Specialized searches

Find proteins highly similar Design primers specific to Compare two sequences Find conserved domains in
to your query your PCR template across their entire span your sequence
LY PN | TN LY B L\



m) U.S. National Library of Medicine > NCBI National Center for Biotechnology Information Sign in to NCBI

BLAST ® » blastn suite Home  RecentResults  Saved Strategies  Help

Standard Nucleotide BLAST

blastn | blastp | blastx | tblastn | tblastx |

Enter Query Sequence BLASTN programs search nucleotide datab using a nucleotide query. more... Resetpage  Bookmark

Enter accession number(s), gi(s), or FASTA sequence(s) & Clear Query subrange &

From
To
4
Or, upload file TrAVERR | 77 AILRER Q
Job Title
=t < iptiastilias for your BLAST search &)
Align two or more sequences &
Choose Search Set
Database Human genomic + transcript ( Mouse genomic + transcript @Others (nr etc.):
Nucleotide collection (nr/nt) (?)]
Organism .
Optional Exclude *
Enter organism common name, binomial, or tax id. Only 20 top taxa will be shown &)

Exclude I Models (XM/XP) "] Uncultured/environmental sample sequences

Optional

Limit to | Sequences from type material

Optional

Entrez Query Youlll[§ Create custom database

Optional Enter an Entrez query to limit search &

Program Selection

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

‘ ‘ Search database Nucleotide collection (nr/nt) using Megablast (Optimize for highly similar sequences)

| Show results in a new window

(¥)Algorithm parameters




m) U.S. National Library of Medicine > NCBI National Center for Biotechnology Information

Sign in to NCBI

®
BLAST » blastn suite
Align Sequences Nucleotide BLAST

blastn | blastp | blastx | tblastn | tblastx |

Home

Recent Results

Saved Strategies

Help

BLASTN h nucleotide subject i
Enter Query Sequence programs searcl j using a
Enter accession number(s), gi(s), or FASTA sequence(s) & Clear Query subrange &
From
To
Vi
Or, upload file TPAVERR T 7 ALRER @
Job Title
Enter a descriptive title for your BLAST search &)
Align two or more sequences &
Enter Subject Sequence
Enter accession number(s), gi(s), or FASTA sequence(s) & Clear Subject subrange &
From
To
4

Or, upload file TPALERR T 7 AILRER 2]

Program Selection
Optimize for © Highly similar sequences (megablast)
' More dissimilar sequences (discontiguous megablast)
) Somewhat similar sequences (blastn)
Choose a BLAST algorithm &)

de query. more...

Reset page Bookmark

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

" Show results in a new window

(#)Algorithm parameters




Nucleotide BLAST: Align two or more sequences using BLAST
= http://blast.ncbi.nim.nih.gov/Blast.cgi?PROGRAM=blastn&BLAST_PROGRAMS=megaBlast&PA ()

Q~ Google

-~  Home Recent Results Saved Strategies = Help

» NCBI/ BLAST/ blastn suite o
I | blastx | tblastn | tblastx |
Enter Query Sequence BLASTN prog search nucleotide subjects using a nucleotide query. more... Resetpage Bookmark
i i : Gleac Query subrange ©

GTGATGCACATCCTGAAGTTCAAGACCATACAGCAGGTTGTTGGCGAGAGCCAACAATTCC
ACGTACGGGCTGGCCGCAGCTGTCTTCACAAAGCGATTTGGACAAGGCCAATTACCTGTCC

CAGGCCCTCCAGGCGGGCACTGTGTGGGTCAACTGCTATGATGTGTTTGGAGCCCAGTCA

CCCTTTGGTGGCTACAAGATGTCGGGGAGTGGCCGGGAGTTGGGCCGAGTACGGGCTGCAG
GCATACACTGAAGTCAAAACTGTCACAGTCAAAGTGCCTCACAAGAACTCATAA

Or, upload file TP WEEA ©
Job Title

10O FFECDSE 5|

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 &

ACTGTGTTTGLAGATG TGCAGGATUGUATGACCATCGLCAAGGAGLAGATU T TCGLLTCA Fror
GTGATGCAGATCCTGAAGTTCAAGACCATAGAGGAGGTTGTTGGGAGAGCCAACAATTCC

ACGTACGGGCTGGCCGCAGCTGTCTTCACAAAGGATTTGGACAAGGCCAATTACCTGTCC £ *ﬁ ‘—B—S—E:E g |J
CAGGCCCTCCAGGCGGGCACTGTGTGGGTCAACTGCTATGATGTGTTTGGAGCCCAGTCA "
CCCTTTGGTGGCTACAAGATGTCGGGGAGTGGCCGGGAGTTGGGCGAGTACGGGCTGCAG

Or, upload file FPALERR) 77 L. WEYA @

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)

(7] Show results in a new window

P Algorithm parameters

Copyright | Disclaimer | Privacy | Accessibility | Contact | Send feedback
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® 00 NCBI Blast:Nucleotide Sequence (1554 letters)

QO Bl Q- Google

My NCBI H ||
[Sign In] [Register]

» NCBI/ BLAST/ blastn suite-2sequences/ Formatting Results - H3VR1N2W112
Edit and Resubmit Save Search Strategies > Formatting options > Download
Blast 2 sequences
Nucleotide Sequence (1554 letters)
Query ID I[cl|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+ b Citation
Other reports: >Search Summary [Taxonomy reports]
¥ Graphic Summary
"
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
Qu e ry | =
] I | | | I
0 300 600 900 1200 1500
» Dot Matrix View Z
¥ Descriptions
Legend for links to other resources: [ unicene [2 ceo [€ Gene B structure [ Map Viewer
Sequences producing significant alignments:
(Click headers to sort columns)
- s _ae Max Total Query E Max .
LT > R score score coverage Avnluo ident Links
17069 2865 2865 100% 0.0 99%
¥ Alignments [ Select All Get selected sequences NEw
>1c1|17069 :
Len%th=1554 v



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

A D i Max Total Query Max
ion ption score score “nluc ident Links
17069 2865 2865 100% 0.0 99%
¥ 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 cctcttgtcagccgee 60
i ?|||T||||T?T||||T|||?TT T T||||||T|||? Tll
Sbjct 1 ATGTTGCGCGCTGCH GCC 60
Query 61 ?ccacccaﬁ; CCCAACCAGCAGCCCH TTCTGCAACCAGATTTTC 120
_ [T ||||||||||||||||||||||||||||||||||||||||||||
sbjct 61 120
Query 121 180
, IIIIIIIIIIIIIIIIIIIIlIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 121 180
o I L L LT L LT LT LT
Sbjct 181 ACTGGAGAGGTCATCTGTCAGGTAGCTGAAGCGGCGACAAGCGAAGATGTGCGACAAGGCAGTG 240
R
Sbjct 241 AAGGCCGCCCGGGCCGCCTTCCAGCTGGGCTCACCTTGGCGCCGCATGGACGCATCACAC 300
ey O ST T L L LL L LELH L LEL L LEE L L EE L LT o
Sbjct 301 AGGGGCCGGCTGCTGAACCGCCTGGCCGATCTGATCGAGCGGGACCGGACCTACCTGGCG 360
e R
Sbjct 361 GCCTTGGAGACCCTGGACAATGGCAAGCCCTATGTCATCTCCTACCTGGTGGATTTGGAC 420
Query 421 ATGGTCCTCAAATGTCTCCGGTATTATGCCGCGCTGGGCTGATAAGTACCACGGCGAAAACC 480
_ CLCLCT LT
Sbjct 421 ATGGTCCTCAAATGTCTCCGGTATTATGCCGGCTGGGCTGATAAGTACCACGGGAAAACC 480
Query 481 ATCCCCATTGACGGAGACTTCTTCAGCTACACACGCCATGAACCTGTGGGGEGTGTGCGGE 540
, CLLTLUULE UL
Sbjct 481 ATCCCCATTGACGGAGACTTCTTCAGCTACACACGCCATGAACCTGTGGGGGTGTGCGGE 540
Oy T T I L L L L L L L LTI LT L L L L o
Sbjct 541 CAGATCATTCCGTGGAATTTCCCGCTCCTGATGCAAGCATGGAAGCTGGGCCCAGCCTTG 600
Query 601 GCAACTGGAAACGTGGTTGTGATGAA! 'TGAGCAGACACCCCTCACCGCCCTCTAT 660
, ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
Sbjct 601 \CGTGGTTGTGATG. 660
Query 661 GTGGCCAACCTGATCAAGGAGGCTGGCTTTCCCCCTGGTGTGGTCAACATTGTGCCTGGA 720
I
Sbjct 661 GTGGCCAACCTGATCAAGGAGGCTGGCTTTCCCCCTGGTGTGGTCAACATTGTGCCTGGA 720
Query 721 TTTGGCCCCACGGCTGGCGGCCGCCATTGCCTCCCATGAGCGATGTGCGACAAAGTGGCATTC 780

<« »(




[C] Select All

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

CECLLLLLEEELECEEEEEEE LT L L LR L EEEL |
CAGATCATTCCGTGGAATTTCCCGCTCCTGATGCAAGCATGGAAGCTGGGCCCAGCCTTG

TGAGCAGACACCCCTCACCGCCCTCTAT

GTGGCCAACCTGATCAAGGAGGCTGGCTTTCCCCCTGGTGTGGTCAACATTGTGCCTGGA
CECELEEELLEL LT EEL L LT
GTGGCCAACCTGATCAAGGAGGCTGGCTTTCCCCCTGGTGTGGTCAACATTGTGCCTGGA
TTTGGCCCCACGGCTGGGGCCGCCATTGCCTCCCATGAGGATGTGGACAAAGTGGCATTC
CELCCLUCCEEEEEECCEEE L LT L LT L
TTTGGCCCCACGGCTGGGGCCGCCATTGCCTCCCATGAGGATGTGGACAAAGTGGCATTC

ACAGGCTCCACTGAGATTGGCCGCGTAATCCAGGTTGCTGCTGGGAGCAGCAACCTCAAG
CELCLLECCEEELELEEEEEE L LEE L LELE LT
ACAGGCTCCACTGAGATTGGCCGCGTAATCCAGGTTGCTGCTGGGAGCAGCAACCTCAAG

AGAGNACCTTGGAGCTT? T? TTTMGAGCCCCAACATCATCA ‘TCAGATGCCGATATG

GATTGGGCCGTGGAACAGGCCCACTTCGCCCTGTTCTTCAACCAGGGCCAGTGCTGCTGT
CELECEELUCELLEEE LU L LR L LT L]
GATTGGGCCGTGGAACAGGCCCACTTCGCCCTGTTCTTCAACCAGGGCCAGTGCTGCTGT

GCCGGCTCCCGGACCTTCGTGCAGGAGGACATCTATGATGAGTTTGTGGAGCGGAGCGTT
CELLELELEEEEE LR EEE LT L]
GCCGGCTCCCGGACCTTCGTGCAGGAGGACATCTATGATGAGTTTGTGGAGCGGAGCGTT

"TTTGATAGCAAGACC

CAGGTGGATGAAACTCAGTTTAAGAAGATCCTCGGCTACATCAACACGGGGAAGCAAGAG
CELCLLLLEEEEECELECEEEEEEEECEEEE L ELEE LT EELELEEE L
CAGGTGGATGAAACTCAGTTTAAGAAGATCCTCGGCTACATCAACACGGGGAAGCAAGAG
GGGGCGAAGCTGCTGTGTGGTGGGGGCATTGCTGCTGACCGTGGTTACTTCATCCAGCCC
CELELRELEEELE LT CEEEE L L L LT LT
GGGGCGAAGCTGCTGTGTGGTGGGGGCATTGCTGCTGACCGTGGTTACTTCATCCAGCCT

ACTGTGTTTGGAGATGTGCAGGATGGCATGACCATCGCCAAGGAGGAGATCTTCGGGCCA
CELCLLELEEEE L EELEE LT LLELEL L |
ACTGTGTTTGGAGATGTGCAGGATGGCATGACCATCGCCAAGGAGGAGATCTTCGGGCCA

MGTTCM(I;A(I: '.Il‘ (|5A

GTGATGCAGATCCTG.
CELLEEEELEEELLEEEELLT T || | ||||||||l||||||||||||||||||||
GTGATGCAGATCCTGAAGTTCAAGAC TTGTTGGGAGA

GGATTTGGACAA
IIIIIIIIIIIIIIIIII|I|IIIIIIIIIIIIIIIIIIlIIII|IIIIII|I|IIII|I
GGATTTGGACAA

TTACCTGTC!

CAGGCCCTCCAGGCGGGCACTGTGTGGGTCAACTGCTATGATGTGTTTGGAGCCCAGTCA
CELLLLLEEEELECEECEEEE LR EE LT L ]
CAGGCCCTCCAGGCGGGCACTGTGTGGGTCAACTGCTATGATGTGTTTGGAGCCCAGTCA

CCCTTTGGTGGCTACAAGATGTCGGGGAGTGGCCGGGAGTTGGGCGAGTACGGGCTGCAG
CELEEEUCEEEEEELEECEEE L EEEC L EE L EEEL LT L
CCCTTTGGTGGCTACAAGATGTCGGGGAGTGGCCGGGAGTTGGGCGAGTACGGGCTGCAG

GeaTACACYGhAGTGAAAACTGTCACAGTCAAAGTGCCTCAGAAGAACTCATAA
CELLUEELE QLR LR LT
GCATACACYARAGTGAAAACTGTCACAGTCAAAGTGCCTCAGAAGAACTCATAA

Get selected sequences New

660

720
720
780
780
840

900

900

960

960

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

>



Z1CDS GCATACACTGAAGTGAAAACTGTCACAGTCAAAGTGCCTCAGAAGAACTCATAA
Z2CDS GCATACACTAAAGTGAAAACTGTCACAGTCAAAGTGCCTCAGAAGAACTCATAA
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Protein BLAST: Align two or more sequences using BLAST |

Q~ Google

pI BLAST [y NCBI 1
-~ Home  RecentResults Saved Strategies = Help [Sign In] [Register]

blast blastp L&x | thlastn | tblastx |
——

Enter Query Sequence BLASTP prog search protein subjects using a protein query. more... Resetpage Bookmark

Enter accession number, gi, or FASTA

MLRAAARFGPRLGRRLLSAAATQAVPAPNQQPEVFCNQIFINNEWHDAVSRKTFPTVNPS
TGEVICQVAECDKEDVDKAVKAARAAFQLGSPWRRMDASHRGRLLNRLADLIERDRTYLA
ALETLDNGKPYVISYLVDLDMVLKCLRYYAGWADKYHGKTIPIDGDFFSYTRHEPVGVCG
QIIPWNFPLLMQAWKLGPALATGNVVVMKVAEQTPLTALYVANLIKEAGFPPGVVNIVPG
FGPTAGAAIASHEDVDKVAFTGSTEIGRVIQVAAGSSNLKRVTLELGGKSPNIIMSDADM

Query subrange &

71D 7= JELERE

Or, upload file TPANERR) TP AN WELA ©

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 &)

MLRAAARFGPRLGRRLLSAAATQAVPAPNQQPEVFCNQIFINNEWHDAVSRKTFPTVNPS
TGEVICQVAEGDKEDVDKAVKAARAAFQLGSPWRRMDASHRGRLLNRLADLIERDRTYLA
ALETLDNGKPYVISYLVDLDMVLKCLRYYAGWADKYHGKTIPIDGDFFSYTRHEPVGVCG
QIIPWNFPLLMQAWKLGPALATGNVVVMKVAEQTPLTALYVANLIKEAGFPPGVVNIVPG
FGPTAGAAIASHEDVDKVAFTGSTEIGRVIQVAAGSSNLKRVTLELGGKSPNIIMSDADM

Or, upload file TrANERR) 7L WEEA ©

~
A
v

#)

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 | Accessibility | Contact | Send feedback

NCBI | NLM | NIH | DHHS




® 00 NCBI Blast:Protein Sequence (517 letters)

O B Q- Google

vMyNCBI a|
-~  Home Recent Results Saved Strategies = Help [Sign In] [Register]

sequences/ Formatting Results - H3V346A3

astp suite-
Edit and Resubmit Save Search Strategies > Formatting options > Download

Blast 2 sequences

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

Program BLASTP 2.2.22+ P Citation

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
Q u e ry |
| I | | | |
0 100 200 300 400 500
v
» Dot Matrix View Z
¥ Descriptions
Score E
Sequences producing significant alignments: (Bits) vVvalue
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Z1CDS GCATACACTGAAGTGAAAACTGTCACAGTCAAAGTGCCTCAGAAGAACTCATAA
Z2CDS GCATACACTAAAGTGAAAACTGTCACAGTCAAAGTGCCTCAGAAGAACTCATAA
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JIVEIUEg
ZlAmionoacid PFGGYKMSGSGRELGEYGLOAYTEVKTVTVKVPOKNS
Z2Amionoacid PFGGYKMSGSGRELGEYGLOAYTKVKTVTVKVPOKNS
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% NCBI Spgjgn NN (RN

Online | Download

Documentation

HOME | SEARCH | SITE MAP Overview ]

Please specify input sequences by GI/Accession or in FASTA format.
Examples (click to select):

e NM_214647 / NW_732498 (one model)
e AF238306 / NT_033777 (one model, frameshifts)
e NM_020978 / NG_004750 (multiple models)

cDNA: Z20DF fl‘g CDS ﬁ’&b B4l Genomic: 71 0)"6}'?/{ SV IODNARBE S

>Z1g9
TGCCAGGTGGTCTCATCTCCTGGCCTTTGCCCTTGCTGTTCC

CTGTCATCATTCAGGTCTCACTTGTCATTTCCTGACCATGGTA

>Z2 CDS
ATGTTGCGCGCTGCCGCCCGCTTCGGGCCCCGCCTGGGCC

GCCGCCTCTTGTCAGCCGCC

CTTATAAAAGCAGTGCCGTCTGCCCCATCCATGTCACCTCGT
TCATCTCCTTCACCTCCGAAATGATCTCGCTTTTGGGTTTAC
GGCCGGTCTCTTCACCTGGAGCATCAGCCGGGAAGGTCAGG

GCCACCCAGGCCGTGCCTGCCCCCAACCAGCAGCCCGAGG

TCTTCTGCAACCAGATTTTC
ATAAACAATGAATGGCACGATGCCGTCAGCAGGAAAACATTC

~ Lower quality query sequence (e.g. EST) Zr7AIVERR T 7AILRER

Reverse and complement the query

More partial alignments
Use discontiguous megablast (e.g. for cross-species)

Whole genome:  Not selected

Align

Help: for questions, comments, or bug reporting, please visit NCBI Support Center
Co
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[ HOME | SEARCH | SITE MAP | Overview [ Online [ Download

Documentation

Contacts

# Query Subject Span(bp) Coverage(%) Overall(%) Exon(%) CDS(%) In-frame(%)

Graphics|Text

1 Z2(+) z1g(+) 562-43154 100.00 99.94 99.94 0.00 0.00
2 72(+) zig(+) 44562-87154 100.00 99.94 99.94 0.00 0.00
Coverage 100.00% CDS 0.00% Mismatches and indels 1
Model 1 Overall  99.94% In-frame 0.00% Exons (min/max/ave), bp 33 /185 /119
Exon 99.94% Primary transcript 1554 bp Introns (min/max/ave), bp 435 / 14822 / 3420
z2 =+= CDS
1 1554
Z1g (+)
562 43154
Segments Alignment
1234 5 6 \' N © Y D \' F G A Q S P F G G Y K M 5] G S]
789101112 1407 ... .. GGTCAACTGCTATGATGTGTTTGGAGCCCAGTCACCCTTTGGTGGCTACAAGATGTCGGGGAGTG
Frrrrrrrererrrrrerrrerrerereerrerrrrrerrerrrrerrrerrrrrrrrrr e
13 37433 TACAGGGTCAACTGCTATGATGTGTTTGGAGCCCAGTCACCCTTTGGTGGCTACAAGATGTCGGGGAGTG
G R E L G E Y G L Q A Y T K \' K T
1472 GCCGGGAGTTGGGCGAGTACGGGCTGCAGGCATACACTAAAGTGAAAACT ... ..
A I U I O O O A I
37503 GCCGGGAGTTGGGCGAGTACGGGCTGCAGGCATACACTGAAGTGAAAACTGTGAG
Coverage 100.00% CDS 0.00% Mismatches and indels 1
Model 2 Overall  99.94% In-frame 0.00% Exons (min/max/ave), bp 33/ 185/ 119
Exon 99.94% Primary transcript 1554 bp Introns (min/max/ave), bp 435 / 14822 / 3420
Z2 (+) CDS
1 554
Z1g (+)
44562 87154
Segments Alignment
123456 M L R A A A R F G P R L GG R R L L S A A A T Q
789101112 1 ATGTTGCGCGCTGCCGCCCGCTTCGGGCCCCGCCTGGGCCGCCGCCTCTTGTCAGCCGCCGCCACCCAGG
. Frrererrereerrrerrrerrrrerrrerrerrrrrrrrrrerrrerrrrrrrrrrerrrrrrrrrrrd

44562 ATGTTGCGCGCTGCCGCCCGCTTCGGGCCCCGCCTGGGCCGCCGCCTCTTGTCAGCCGCCGCCACCCAGG

AV P A P N Q Q P E V F C N Q
71 CCGTGCCTGCCCCCAACCAGCAGCCCGAGGTCTTCTGCAACCAG. . . . .

O o O O O A A O
44632 CCGTGCCTGCCCCCAACCAGCAGCCCGAGGTCTTCTGCAACCAGGTGAG




& 12exon & 13exon

Z1CDS GCATACACTGAAGTGAAAACTGTCACAGTCAAAGTGCCTCAGAAGAACTCATAA
Z2CDS GCATACACTAAAGTGAAAACTGTCACAGTCAAAGTGCCTCAGAAGAACTCATAA
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== 12exon JIVIAZU B = 13exon
ZlAmionoacid PFGGYKMSGSGRELGEYGLOAYTEVKTVTVKVPOKNS
Z2Amionoacid PFGGYKMSGSGRELGEYGLOAYTKVKTIVTVKVPQOKNS
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7ZILaA—=JILDOK

7 7T RBKRER

7 A— VKRR (Aldehyde dehydrogenase?2)
ADH ALDH
CH3CH20H » CHaCHO » CH:COOH
I45/—) 77 TEER {373
==,
=4k

FiET@B< 7 7T E FRRKRERICII2EEDH S,
ALDH1 &£ ALDHZ2

EHICHEVA, 5FWWAIFALDH2BGFDI1IEREDEWNC LS,
118 E 28 . SNP (Single Nucleotide Polymorphism) & B
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= By o aw-

7 b7 IVRE ik EEESE
7 -k SRR (Aldehyc%ﬁl;)genaseﬁ
ADH
CH3CH:20H » CH3CHO > CHsCOOH
I4/=) 7ER7ITER Brik
=
GEI(1%)

CAG GCA TAC ACT GAA GAG AAA
—~GAYTEV K-

AZY (23)

CAG GCA TAC ACT AAA GAG AAA
—~GAYT KV K -

EEREEMNIRON
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7 I A—)VBk REER

7 b7 IVRE ik EEESE
(Aldehyde ydrogenase2)

ADH
CH3CH20H » CH3CHO » CH3COOH
IT45/—J)b T7Eb7ILTER %
B4
GEI(1E) GGtype : GERI(1B)ZREICHDHBEITHELD

CAG GCA TAC ACT GAA GAG AAA
~GAYTEVK-

Bt 7S /B
AZI (278Y)

CAG GCA TAC ACT AAA GAG AAA
-G AYT KV K-

IBEMTI /B

EERAEDS T

AGtype : GBI, ABlZAFTOICHD
HBEICIFADOLLENOAN GEWOVADI/16)
(4BBETR LAY A THBIEICENE BT B7=0)

AAtype : ARI(2E)ZREICHDEBEICE



