IDENTIFICATION

Species: Setaria viridis

Locus: Sevir.1G010500

Gene Model: Sevir.1G010500.1.p
Description: SVEXPA-05
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
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Query seq.
Superfanilies PLNOU193

+ Name Accession Description Interval E.value
[+] PLN00193 super family cl33423 expansin-A; Provisional 42-268 2.36e-122
SEQUENCES

Peptide

>SVEXPA-05

MASARVLAVVLLALGWAMAVAADDVATTSSPSPPPAPAPIVWQRAHATFYGGADA
AGTMGGACGYGNLYSQGYGSRTAALSTVLFADGASCGQCYKIACDRKTNPALCKPG
VTVTVTATNFCPPNWEFPDGGWCNTVRPHFDMAQPAWEKIGADTRVGIIPVIYQRVP
CVRRGGVRFTINGHDYFNLVLVANVAAAGSIKSMDVKTSDSTDWMPMARNWGAN
WHSLAYLSGKRLSFRVTITDGQTLEFTNVVPPGWTFGVTFASNLQFK*

CDS (coding sequence)
>SVEXPA-05

ATGGCTTCAGCTCGAGTTCTCGCAGTCGTGTTGCTCGCACTCGGCTGGGCAATGG
CAGTGGCCGCAGACGACGTCGCGACGACCAGCTCACCGTCGCCGCCACCGGLTCC
GGCGCCGATCGTGTGGCAGAGAGCCCACGCGACGTTCTACGGTGGAGCAGATGC
CGCCGGGACCATGGGCGGCGCTTGCGGGTATGGCAACCTCTACTCGCAGGGGTAC
GGCTCGCGCACGGCGGCGCTGAGCACGGTGCTCTTCGCTGACGGCGCGTCGTGCG
GGCAGTGCTACAAGATCGCCTGCGACCGGAAGACGAACCCGGCGTTGTGCAAGC
CCGGCGTCACGGTCACGGTCACCGCCACCAACTTCTGCCCGCCCAACTGGGAGTT
CCCCGACGGCGGGTGGTGCAACACGGTGCGCCCCCACTTCGACATGGCGCAGCC
GGCCTGGGAGAAGATCGGCGCCGACACCAGAGTCGGCATCATCCCCGTCATCTAC
CAAAGAGTTCCATGCGTGAGGAGGGGTGGAGTGAGGTTCACGATCAACGGGCAC
GACTACTTCAACCTTGTTCTGGTGGCCAATGTCGCAGCGGCCGGCTCCATCAAAT
CCATGGATGTCAAGACCTCCGACTCGACCGATTGGATGCCGATGGCGCGCAACTG
GGGCGCGAACTGGCACTCTCTGGCGTACCTCAGTGGGAAAAGGCTCTCGTTCAGG
GTGACCATCACGGATGGGCAGACTCTCGAGTTCACAAACGTGGTGCCGCCTGGCT
GGACGTTCGGCGTCACGTTTGCAAGCAACTTGCAGTTCAAATGA

Nucleotide
>SVEXPA-05

GTACACAGAGAATCTAGACGCCCTGTCAGTCAAAGCAATTCATACCGATCAGGCT
TTAGATCGTCACCTCCTGCAATTTGTGGTTGTGGCACGCCCTAAAGCTTATTGCAA
ATCAACTTCTGGTATGGCTTCAGCTCGAGTTCTCGCAGTCGTGTTGCTCGCACTCG
GCTGGGCAATGGCAGTGGCCGCAGACGACGTCGCGACGACCAGCTCACCGTCGC
CGCCACCGGCTCCGGCGCCGATCGTGTGGCAGAGAGCCCACGCGACGTTCTACGG



TGGAGCAGATGCCGCCGGGACCATGGGTAACTAGCAATACACGCTTCGATTGCCC
ATTCATATATCTAAGCAGATCGCTGATGATGATGTGCGTTCATGGCAGGCGGCGC
TTGCGGGTATGGCAACCTCTACTCGCAGGGGTACGGCTCGCGCACGGCGGCGLCTG
AGCACGGTGCTCTTCGCTGACGGCGCGTCGTGCGGGCAGTGCTACAAGATCGCCT
GCGACCGGAAGACGAACCCGGCGTTGTGCAAGCCCGGCGTCACGGTCACGGTCA
CCGCCACCAACTTCTGCCCGCCCAACTGGGAGTTCCCCGACGGCGGGTGGTGCAA
CACGGTGCGCCCCCACTTCGACATGGCGCAGCCGGCCTGGGAGAAGATCGGCGC
CGACACCAGAGTCGGCATCATCCCCGTCATCTACCAAAGGTCTTTATCATTCTTTT
GCAGCTTAAGTAACTCAATTAGCCTTGTCTCTCTCAAGCAAGAAACTGCCGTCGA
CAAATGCAACAAATAACTTAAATATGAAAACTTGTTGTGGATGCAGAGTTCCATG
CGTGAGGAGGGGTGGAGTGAGGTTCACGATCAACGGGCACGACTACTTCAACCT
TGTTCTGGTGGCCAATGTCGCAGCGGCCGGCTCCATCAAATCCATGGATGTCAAG
ACCTCCGACTCGACCGATTGGATGCCGATGGCGCGCAACTGGGGCGCGAACTGG
CACTCTCTGGCGTACCTCAGTGGGAAAAGGCTCTCGTTCAGGGTGACCATCACGG
ATGGGCAGACTCTCGAGTTCACAAACGTGGTGCCGCCTGGCTGGACGTTCGGCGT
CACGTTTGCAAGCAACTTGCAGTTCAAATGAGCACCTGCACCTCACTGGGTTGTT
ACTTGCCTATTATTGTTGATCTGATGGAATCAGATTCCGTATAGTGTGACGATAAT
GGTGTTAATAAGTTGCTCATGTTGCACACTACTCCCTTGCATATCACACTACCAAT
GGCAGAGTTCTATTGTAACTCTGGTTTTTATTTTATTTTTTATTGTACATAAATTTA
TGCTCGTATTAAATTCTAATGTATAAGTAAAGATGTATATATACATATGCTACTGG
TAGTGAGACTTACCATGGCTATATATACATGAATTGTGGTGTAT






