IDENTIFICATION

Species: Setaria viridis

Locus: Sevir.9G539800

Gene Model: Sevir.9G539800.1.p
Description: SVEXPA-34
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

+ Name Accession Deseription Interval E-value
[+] PLN00193 super family cl33423 expansin-A; Provisional 1-249 3.55e-114
SEQUENCES

Peptide

>SVEXPA-34

MGKRFLHQLLLVVLALCFAPVRPDGWLPATATFYGGADGSDTMGGACGYGNLYDQ
GYGINNAALSTALFNDGASCGQCYVIICDTSKSGWCRPGKWVAVSATNFCPPNWSLP
GGGWCGPPRPHFDMSQPAWENIGIYSAGIIPVLYQRIKCWRDGGVRFTIAGFNYFELV
LVTNVAGSGSIQSMAVKGTSTDWIPMSRNWGANWQCLAALAGQGLSFALTSTGGQS
IVFQDVVPAWWQFGQTFKTYQNFDY*

CDS (coding sequence)
>SVEXPA-34

ATGGGGAAGCGTTTCCTGCACCAGCTGCTGCTCGTCGTCCTCGCGCTCTGCTTTGC
ACCGGTGAGACCTGACGGCTGGCTCCCGGCCACCGCCACGTTCTACGGLCGGCGCC
GATGGCTCCGACACAATGGGAGGCGCGTGCGGGTACGGGAACCTGTACGACCAG
GGTTACGGCATCAACAACGCGGCGCTGAGCACGGCGCTGTTCAACGACGGCGCG
TCGTGCGGGCAGTGCTACGTGATCATCTGCGACACGAGCAAGTCCGGGTGGTGCC
GCCCCGGCAAGTGGGTCGCTGTCTCCGCCACCAACTTCTGCCCGCCCAACTGGTC
CCTCCCCGGCGGCGGCTGGTGCGGCCCGCCCCGCCCCCACTTCGACATGTCCCAG
CCCGCATGGGAGAACATCGGCATCTACAGCGCCGGCATCATCCCCGTCCTCTACC
AACGGATCAAGTGCTGGAGGGACGGCGGCGTGCGGTTCACCATCGCCGGCTTCA
ACTACTTCGAGCTGGTGCTGGTGACCAACGTGGCCGGGAGCGGGTCCATCCAGAG
CATGGCGGTGAAGGGCACCAGCACGGATTGGATCCCCATGTCCAGGAACTGGGG
CGCCAACTGGCAGTGCCTCGCCGCGCTCGCCGGGCAGGGGCTCAGCTTCGLGLTC
ACCTCCACCGGCGGCCAGAGCATCGTCTTCCAGGACGTCGTGCCGGCGTGGTGGL
AGTTCGGCCAGACCTTCAAAACCTACCAGAATTTCGACTACTGA

Nucleotide
>SVEXPA-34

CAACTCAATTCGATCCAACAATCCATTTGCAGGAGTGCAACGAACACTCTCTCGA
CCGCTGTCTCCCTCTGTCCCTGCAGCGTCTGGGATCGATCTCTGCTTCTGAAGAAG
ATGGGGAAGCGTTTCCTGCACCAGCTGCTGCTCGTCGTCCTCGCGCTCTGCTTTGC
ACCGGTGAGACCTGACGGCTGGCTCCCGGCCACCGCCACGTTCTACGGLCGGLCGLCC
GATGGCTCCGACACAATGGGTAAGCTTACAGTTTGGTCAGTTTTGTGGCATCTGC
AGACTGCAGCTAGCTGTTGCGTGTATGCATGCATGCGTGTGACGTGTATGCATGC



ACTATATATGCAGGAGGCGCGTGCGGGTACGGGAACCTGTACGACCAGGGTTAC
GGCATCAACAACGCGGCGCTGAGCACGGCGCTGTTCAACGACGGCGCGTCGTGC
GGGCAGTGCTACGTGATCATCTGCGACACGAGCAAGTCCGGGTGGTGCCGCCCCG
GCAAGTGGGTCGCTGTCTCCGCCACCAACTTCTGCCCGCCCAACTGGTCCCTCCCC
GGCGGCGGCTGGTGCGGCCCGCCCCGCCCCCACTTCGACATGTCCCAGCCCGCAT
GGGAGAACATCGGCATCTACAGCGCCGGCATCATCCCCGTCCTCTACCAACGGTA
TACCAACTCAAACTTCTCACACCCATCAAGCCAATTCGTCACCAGCAACTGATCG
TTGGAGTTGCATGCAGGATCAAGTGCTGGAGGGACGGCGGCGTGCGGTTCACCAT
CGCCGGCTTCAACTACTTCGAGCTGGTGCTGGTGACCAACGTGGCCGGGAGCGGG
TCCATCCAGAGCATGGCGGTGAAGGGCACCAGCACGGATTGGATCCCCATGTCCA
GGAACTGGGGCGCCAACTGGCAGTGCCTCGCCGCGCTCGCCGGGCAGGGGCTCA
GCTTCGCGCTCACCTCCACCGGCGGCCAGAGCATCGTCTTCCAGGACGTCGTGCC
GGCGTGGTGGCAGTTCGGCCAGACCTTCAAAACCTACCAGAATTTCGACTACTGA
TTTGCTCCCCCCAAGACGTAGGGTCCATCCGCAAAGCGTGTGGCTGCGTGTTCGC
TATCTGATCATTGTTTTTTCTTGCCTATAAAATCCGTTCTTTTCTATTCTTTATTATT
TGCACTGTTTCATTTCCGTTCAATCTCACTTGTACTTTGGAATCATTTGATTATTAC
AAGTCGCCAACTAATGGTTGTAAATTTAATCACATGATCATTCCCTTCCTCTACCA
ATAATTGCAAGTTTTTTTCGTGCCATTGTAAGTTTGCCCAGTTATTTGTCAGCCTG
GGCCCATCACTGAGAAATTAGTGACAGA





