IDENTIFICATION

Species: Setaria italica

Locus: Seita.9G535500

Gene Model: Seita.9G535500.1.p
Description: SitEXPA-34
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Sitalica_v2_ 2
KEGG: https://www.genome.jp/entry/gn:T02818
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Peptide

>SitEXPA-34

MGKRFLHQLLLAVLALCFAPVRPDGWLPATATFYGGADGSDTMGGACGYGNLYDQ
GYGINNAALSTALFNDGASCGQCYVIICDTSKSGWCRPGKWVAVSATNFCPPNWSLP
GGGWCGPPRPHFDMSQPAWENIGIYSAGIIPVLYQRIKCWRDGGVRFTIAGFNYFELV
LVTNVAGSGSIQSMAVKGTSTDWIPMSRNWGANWQCLAALAGQGLSFALTSTGGQS
IVFQDVVPAWWQFGQTFKTYQNFDY*

CDS (coding sequence)
>SItEXPA-34

ATGGGGAAGCGTTTCCTGCACCAGCTGCTGCTCGCCGTCCTCGCGCTCTGCTTTGC
ACCGGTGAGACCTGACGGCTGGCTCCCGGCCACCGCCACGTTCTACGGLCGGLGLCC
GATGGCTCCGACACAATGGGAGGCGCGTGCGGGTACGGGAACCTGTACGACCAG
GGTTACGGCATCAACAACGCGGCGCTGAGCACGGCGCTGTTCAACGACGGLGCG
TCGTGCGGGCAGTGCTACGTGATCATCTGCGACACGAGCAAGTCCGGGTGGTGCC
GCCCCGGCAAGTGGGTCGCCGTCTCCGCCACCAACTTCTGCCCGCCCAACTGGTC
CCTCCCCGGCGGCGGCTGGTGCGGCCCGCCCCGCCCCCACTTCGACATGTCCCAG
CCCGCATGGGAGAACATCGGCATCTACAGCGCCGGCATCATCCCCGTCCTCTACC
AACGGATCAAGTGCTGGAGGGACGGCGGCGTGCGGTTCACCATCGCCGGCTTCA
ACTACTTCGAGCTGGTGCTGGTGACCAACGTGGCCGGGAGCGGGTCCATCCAGAG
CATGGCGGTGAAGGGCACCAGCACGGATTGGATCCCCATGTCCAGGAACTGGGG
CGCCAACTGGCAGTGCCTCGCCGCGCTCGCCGGGCAGGGGCTCAGCTTCGCGCTC
ACCTCCACCGGCGGCCAGAGCATCGTCTTCCAGGACGTCGTGCCGGCGTGGTGGC
AGTTCGGCCAGACCTTCAAAACCTACCAGAATTTCGACTACTGA

Nucleotide
>SitEXPA-34

TCAATTCGATCCAACAATCCATTTGCAGGAGTGCAACGAACACTCTCTCGACCGC
TGTCTCCCTCTGTCCCTGCAGCGTCTGGGATCGATCTCTGCTTCTGAAGAAGATGG
GGAAGCGTTTCCTGCACCAGCTGCTGCTCGCCGTCCTCGCGCTCTGCTTTGCACCG
GTGAGACCTGACGGCTGGCTCCCGGCCACCGCCACGTTCTACGGCGGCGCCGATG
GCTCCGACACAATGGGTAAGCTTACAGTTTGGTCAGTTTTGTGGCATCTGCAGAA
TGCAGCTAGCTGTTGCGTGCATGCATATGCCAATACATCGTCTGAATAACAGCAC



GAGGCCACGAGCTGATGCATGCGTGCGTGTGACGTGTATGCATGCACTATATATG
CAGGAGGCGCGTGCGGGTACGGGAACCTGTACGACCAGGGTTACGGCATCAACA
ACGCGGCGCTGAGCACGGCGCTGTTCAACGACGGCGCGTCGTGCGGGCAGTGCT
ACGTGATCATCTGCGACACGAGCAAGTCCGGGTGGTGCCGCCCCGGCAAGTGGG
TCGCCGTCTCCGCCACCAACTTCTGCCCGCCCAACTGGTCCCTCCCCGGLCGGLCGG
CTGGTGCGGCCCGCCCCGCCCCCACTTCGACATGTCCCAGCCCGCATGGGAGAAC
ATCGGCATCTACAGCGCCGGCATCATCCCCGTCCTCTACCAACGGTATACCAACT
CAAACTTCTCACACCCATCAAGCCAATTCGTCACCAGCAACTGATCGTTGGAGTT
GCATGCAGGATCAAGTGCTGGAGGGACGGCGGCGTGCGGTTCACCATCGCCGGC
TTCAACTACTTCGAGCTGGTGCTGGTGACCAACGTGGCCGGGAGCGGGTCCATCC
AGAGCATGGCGGTGAAGGGCACCAGCACGGATTGGATCCCCATGTCCAGGAACT
GGGGCGCCAACTGGCAGTGCCTCGCCGCGCTCGCCGGGCAGGGGCTCAGCTTCGC
GCTCACCTCCACCGGCGGCCAGAGCATCGTCTTCCAGGACGTCGTGCCGGCGTGG
TGGCAGTTCGGCCAGACCTTCAAAACCTACCAGAATTTCGACTACTGATTTGCTC
CCCCCAAGACGTAGGGTCCATCCACAAGGCGTGTGGCTGCGTGTTCGCTATCTGA
TCATTGTTTTTTCTTGCCTATAAAATCCGTTCTTTTCTATTCTTTATTATTTGCACTG
TTTCATTTCCGTTCAATCTCACTTGTAGTTTGGAATCATTTGATTATTATAAGTCGC
CAACTAATGGTTGTAAATTTAATCACATGATCATTCCCTTCCTCTACCAATAATTG
CAAGTTTTTTTCGTGCCATTGTAAGTTTGCCCAGTTATTTGCAGCCTGG




