IDENTIFICATION

Species: Setaria viridis

Locus: Sevir.1G010700

Gene Model: Sevir.1G010700.1.p
Description: SVEXPA-06
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Sviridis_v2_1
KEGG:-

EXTERNAL RESOURCES



https://phytozome-next.jgi.doe.gov/info/Sviridis_v2_1

GENE STRUCTURE
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Legend:

Exon — Intron

DOMAIN ARCHITECTURE
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Query seq. MYAYTATNF YLPNYELPRNNGGWCNPPRPHFDMAQPAWEK IGYNRGG I ILY I YKRYPCYKOGGYRF T IYGHDYFNLYLY TNYAGAGSIRSMDVRSSDSTEWMPMARNWGANWHTLAYLSGKMLSFRVTNTOGKTLESTNY YPRGUWAF SLTFASNLOFS*
Superfanilies .

Name Accession Description Interval E-value
[+] PLND0193 super family cl33423 expansin-A; Provisional 2-157 1.21e-80
SEQUENCES

Peptide

>SVEXPA-06

MVAVTATNFYLPNYELPRNNGGWCNPPRPHFDMAQPAWEKIGVNRGGIILVIYKRV
PCVKQGGVRFTIYGHDYFNLVLVTNVAGAGSIRSMDVRSSDSTEWMPMARNWGAN
WHTLAYLSGKMLSFRVTNTDGKTLESTNVVPRGWAFSLTFASNLQFS*

CDS (coding sequence)
>SVEXPA-06

ATGGTGGCCGTCACGGCCACTAATTTCTACCTGCCTAACTATGAGCTCCCAAGAA
ACAATGGCGGGTGGTGCAACCCGCCGCGCCCCCACTTCGACATGGCCCAGLCLGGC
GTGGGAGAAGATCGGCGTCAATCGCGGCGGCATCATCCTAGTCATTTATAAAAGG
GTTCCGTGCGTCAAGCAAGGTGGGGTGCGGTTCACCATCTACGGGCACGACTACT
TCAACCTCGTGCTCGTGACCAACGTCGCAGGAGCCGGCTCCATCAGATCCATGGA
TGTCAGGAGCTCAGATTCCACCGAGTGGATGCCGATGGCGCGCAACTGGGGLGC
GAACTGGCACACTCTGGCATATCTCAGCGGGAAAATGCTCTCGTTCAGGGTGACC
AACACTGATGGAAAAACTCTTGAGTCCACAAACGTGGTGCCACGCGGCTGGGCG
TTCAGCTTGACTTTCGCAAGCAACTTGCAGTTCAGTTGA

Nucleotide
>SVEXPA-06

ATGGTGGCCGTCACGGCCACTAATTTCTACCTGCCTAACTATGAGCTCCCAAGAA
ACAATGGCGGGTGGTGCAACCCGCCGCGCCCCCACTTCGACATGGCCCAGLCCGGC
GTGGGAGAAGATCGGCGTCAATCGCGGCGGCATCATCCTAGTCATTTATAAAAGG
TGTGTTGACGCAAAGTCTGGGCTTCAAGCTTCTGTGTCGGCAACACGTGAAGACC
TGGGAGATCTGCTTAACTCCAGTGCAGGCTCCAAATCAGCTCGCGAAAGTGCGTG
GCGTGCCAGTCAATTTGATCTGAAATTGACAAGGTAAATGTCAAATTCTTGAGCT
GATCGGCTGCAAAGTCTTCGAGCTCATCAGTAGCGTTACATCGAAAAAACACCAT
TAAATTATGTTTTCAATGTAATCTTATGGTGTGATAAAAAGAAGCATTAATGGCA
TGTGCCATCAGCTATATGAGCTGACAGGCTAAGATAACAGAGTATTAAAGCAGC
AGCCTTTAAATGATAACTTGTCTACCACGTGCATGTCGATTAAACTAACAAATCT
AATTAATATCATGAGCCGATTGATCGGACTTAACCGACACAGTATGGCAGATAGG
GTATTAACTTCGATCTGTTAACTACTAAAACGCGGCAACAAGACATCGCACGCAT
AGCCATCGGCTCGATGAAGTCATCCTACTACTGAGAGGGATGGATCAGACCCAAC



CGAAACAGCATCGGCTCAACAGTAGCAGTCTGACGTTAAAGACCGAAAGGCTAG
AGGCAAAGGTAAAGATCTATCGGACCTAGTAAAGATACATCGATTAAAGCATGG
AAGATCAAACTAGTTGATACGATCACATAACTGGTGAACACTTAAACAAGACTA
GGAAGCCGATGAGAATAACCTAATTAGATCTAAGCCGTTTGAGAACTATGAGCA
CTTCGAAGACAAACAGATTATTGTACAAAGCCTAGAAAGCTCTATTTGAATCTAT
GCAACTCGATAACTAGACTTACACTAAGAGATTAGAATATTGGACAAATAACGTA
ATGACCGTGTGACGGTACTTACAAGCTCACCTGAGATCAAAACCGATGTAGTCTT
TCGTGCAAGAAGAAACTTGTTGGTTACTACTCAACTCCTAGGAGCTCCTACTCCT
AGGATTTGGCGGTGTGCCGCCAAAAAAGTAAAGATTGTATTGATTGATTGATGAT
TATTTAATACAAAGCTTATGGGTTTAAATTTATACCTGGAGCGAGCTAAAGTTCT
AATGGTTACAATGTGAACCATTACAATGCATCTAAAAACTATTAAAAATAAATCT
TCACGTTTTTTCTTATTTGGTGGAGTCAATTCCGTTTCGGATCGGATTCCTTCTTGT
CCTCTGTCAACTTCTAGAACCCGGTGTCCGTAGTTGGCCTTAGTCAAAATCTAGCA
TTAACACTCTGCAATTTCATCTGCTATCAGAATCTTGTCCTTATATGTCGACTCTG
GTCAAAAACTTGTGGCAATAGGTAACTAGTTAACTGCCTTGTAATCTCTCTTTTTA
TTGCAGCAATTTAAACGCAGTTATGTTTGACGTAGGGTTCCGTGCGTCAAGCAAG
GTGGGGTGCGGTTCACCATCTACGGGCACGACTACTTCAACCTCGTGCTCGTGAC
CAACGTCGCAGGAGCCGGCTCCATCAGATCCATGGATGTCAGGAGCTCAGATTCC
ACCGAGTGGATGCCGATGGCGCGCAACTGGGGCGCGAACTGGCACACTCTGGCA
TATCTCAGCGGGAAAATGCTCTCGTTCAGGGTGACCAACACTGATGGAAAAACTC
TTGAGTCCACAAACGTGGTGCCACGCGGCTGGGCGTTCAGCTTGACTTTCGCAAG
CAACTTGCAGTTCAGTTGA






