IDENTIFICATION

Species: Setaria viridis

Locus: Sevir.9G540100

Gene Model: Sevir.9G540100.1.p
Description: SVEXPA-36
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:
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Query seq.
Superfanilies

+ Name Accession Description Interval E-value
[+] PLND0193 super family 3342 expansin-A; Provisional 3-257 367e-121
SEQUENCES

Peptide

>SVEXPA-36

MEMRRAPSYLLLLVVAAASRLVPAAAGDDGGWSKGTATFYGGGDASGTMGGACG
YGNLYWSGYGTDTAALSSPLFDDGASCGQCFTVTCDAASSQWCLKGKLVTVTATNL
CPPNYALSGDEGGWCNPPRRHLDMAQPAFLQIAQYKGGIVPVLFQRTPCMKQGGVR
FTIAGSNYFVLVLITNVAGTGSVKAVWVKGSNTDRMPMSRNWGANWQSLAGLTGQ
ALTFGVTNTDGKTVVVTDVVPAWWKFGQSFTSGVQFSS*

CDS (coding sequence)
>SVEXPA-36

ATGGAGATGCGGAGAGCACCGAGCTATCTTCTGCTCCTCGTCGTCGCGGCTGCGT
CGCGGTTGGTGCCGGCGGCGGCGGGGGACGACGGCGGGTGGTCGAAGGGCACGG
CCACGTTCTACGGCGGCGGGGACGCCTCCGGCACGATGGGCGGCGCGTGLCGGGT
ACGGGAACCTGTACTGGTCCGGGTACGGGACGGACACGGCGGCGCTGAGCTCGC
CGCTGTTCGACGACGGCGCGTCGTGCGGGCAGTGCTTCACCGTCACGTGCGACGC
CGCCTCGTCGCAGTGGTGCCTGAAAGGCAAGTTGGTGACGGTCACGGCCACCAAT
CTGTGCCCGCCTAACTACGCGCTCTCCGGCGACGAGGGCGGCTGGTGCAACCCGC
CCCGCCGCCACCTCGACATGGCCCAGCCCGCCTTCCTCCAGATCGCCCAGTACAA
GGGCGGCATCGTGCCGGTGCTCTTCCAGAGGACGCCGTGCATGAAGCAGGGAGG
GGTGCGGTTCACCATAGCCGGGTCCAACTACTTCGTGCTGGTGCTCATCACCAAC
GTGGCCGGGACCGGGTCGGTGAAGGCGGTGTGGGTGAAAGGGAGCAACACGGAC
AGGATGCCCATGAGCAGGAACTGGGGCGCCAACTGGCAGTCGCTCGCCGGGCTC
ACCGGCCAGGCGCTCACCTTCGGCGTCACCAACACCGACGGCAAGACCGTCGTCG
TCACCGACGTCGTGCCGGCATGGTGGAAGTTCGGGCAGTCCTTCACCTCCGGCGT
CCAGTTCTCCAGCTGA

Nucleotide
>SVEXPA-36

TGTACATGTGTCACTCACTCATACGTTCTGCTTGCCATGGCTTGAGGAGCAAATTT
CCAAGCCGACGCATATGAATGCACTCGACACTTCGCTAGCTGCTCTCATCCTATTT
AAGATCCGTACGAGAAGATCGACTCCATTTCACCACACCAAGTGTAACCGACAGT
GTCGCTCATCACGCATCAGTCTCTGTATAGCTAGCTAGTAGTCCAGTACTGCACTT
GCCAAAGCTCAAAAGTGCATGGAGATGCGGAGAGCACCGAGCTATCTTCTGCTCC



TCGTCGTCGCGGCTGCGTCGCGGTTGGTGCCGGCGGCGGCGGGGGACGACGGCG
GGTGGTCGAAGGGCACGGCCACGTTCTACGGCGGCGGGGACGCCTCCGGCACGA
TGGGCGGCGCGTGCGGGTACGGGAACCTGTACTGGTCCGGGTACGGGACGGACA
CGGCGGCGCTGAGCTCGCCGCTGTTCGACGACGGCGCGTCGTGCGGGCAGTGCTT
CACCGTCACGTGCGACGCCGCCTCGTCGCAGTGGTGCCTGAAAGGCAAGTTGGTG
ACGGTCACGGCCACCAATCTGTGCCCGCCTAACTACGCGCTCTCCGGCGACGAGG
GCGGCTGGTGCAACCCGCCCCGCCGCCACCTCGACATGGCCCAGLCCCGLCTTCCT
CCAGATCGCCCAGTACAAGGGCGGCATCGTGCCGGTGCTCTTCCAGAGGTAATTA
GTAGTTTACTATCACTTCAACAATCCTTATACTAATCTTGGACGGTTTGACCCGGG
CAAGTCAGTTCTAGCTAGCCTTCTGAATGATTAACTCGTTAACAAAAGATTAATC
TGGTGATGTGAATCGTTGTGACGGTCTAGGACGCCGTGCATGAAGCAGGGAGGG
GTGCGGTTCACCATAGCCGGGTCCAACTACTTCGTGCTGGTGCTCATCACCAACG
TGGCCGGGACCGGGTCGGTGAAGGCGGTGTGGGTGAAAGGGAGCAACACGGACA
GGATGCCCATGAGCAGGAACTGGGGCGCCAACTGGCAGTCGCTCGCCGGGCTCA
CCGGCCAGGCGCTCACCTTCGGCGTCACCAACACCGACGGCAAGACCGTCGTCGT
CACCGACGTCGTGCCGGCATGGTGGAAGTTCGGGCAGTCCTTCACCTCCGGCGTC
CAGTTCTCCAGCTGATCGATCGGTGACGAACCTCATCGGAGTTTCGAACGGCGGC
TCCATCGGCCAGCAGGCTAGTTGCAGTCTTGCAGATCTAGGCTTTTCTGGTTGAAT
TGAAGAAGCACATGACATCTGAATTAAAAAAGATTAATAATGGGGACAGGACTG
TATGGAGTACTGGGGTGTGTACTGTGATATGTAAAGTTCTCGCCTGCTAGGCCAT
GCCATGGAGGACCCATTCATGGTTCATGGCAGGGTAGACTGGAAGATTACTGTAG
TCTGGAGTTAAGTTCTTGCTGGAGACGATGCCGGATCAGTAGCTTTCTTCTGCAG
ACTCTGTTAATAATTACAGTCTTGTTGTGGTACTATTGTTCACACCTGGTCATTTG
AATGA





