IDENTIFICATION

Species: Setaria italica

Locus: Seita.9G535800

Gene Model: Seita.9G535800.1.p
Description: SitEXPA-36
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

EXTERNAL RESOURCES



https://phytozome-next.jgi.doe.gov/info/Sitalica_v2_2
https://www.genome.jp/entry/gn:T02818

GENE STRUCTURE

SIEXPA-36
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List of domain hits ol

+ Name Accession Description Interval E-value
[+] PLN00193 super family cl33423 expansin-A; Provisional 3-257 1.93e-119

SEQUENCES
Peptide
>SItEXPA-36

MEMRRAPSYLLLLVVAAASRLVPAAAGDDGGWSKGTATFYGGGDASGTMGGACG
YGNLYWSGYGTDTAALSSPLFDDGASCGQCFTVTCDAASSQWCLKGKSVTVTATNL
CPPNYALSGDEGGWCNPPRRHLDMAQPAFLQIAQCKGGIVPVLYQRTPCMKQGGVR
FTMAGSNYFVLVLITNVAGTGSVKAVWVKGSNTDRMPMSRNWGANWQSLAGLTG
QALTFGVTNTDGKTVVVTDVVPAWWKFGQSFTSGVQFSS*

CDS (coding sequence)
>SItEXPA-36

ATGGAGATGCGGAGAGCACCGAGCTATCTTCTGCTCCTCGTCGTCGCGGCGGCGT
CGCGGTTGGTGCCGGCGGCGGCGGGGGACGACGGCGGGTGGTCGAAGGGTACGG
CCACGTTCTACGGCGGCGGGGACGCCTCCGGCACGATGGGCGGCGCGTGCGGGT
ACGGGAACCTGTACTGGTCCGGGTACGGGACGGACACGGCGGCGCTGAGCTCGC
CGCTGTTCGACGACGGCGCGTCGTGCGGGCAGTGCTTCACCGTCACGTGCGACGC
CGCCTCATCGCAGTGGTGCCTGAAAGGCAAGTCGGTGACCGTCACGGCCACCAAC
CTGTGCCCGCCCAACTACGCGCTCTCCGGCGACGAGGGCGGCTGGTGCAACCCGC
CCCGCCGCCACCTCGACATGGCCCAGCCCGCCTTCCTCCAGATCGCCCAGTGCAA
GGGCGGCATCGTGCCGGTGCTCTACCAGAGGACGCCGTGCATGAAGCAGGGAGG
GGTGCGGTTCACCATGGCCGGGTCCAACTACTTCGTGCTGGTGCTCATCACCAAC
GTGGCCGGGACCGGGTCGGTGAAGGCGGTGTGGGTGAAGGGGAGCAACACGGAC
AGGATGCCCATGAGCAGGAACTGGGGCGCCAACTGGCAGTCGCTCGCCGGGCTC
ACCGGCCAGGCGCTCACCTTCGGCGTCACCAACACCGACGGCAAGACCGTCGTCG
TCACCGACGTCGTGCCGGCATGGTGGAAGTTCGGGCAGTCCTTCACCTCCGGCGT
CCAGTTCTCCAGCTGA

Nucleotide
>SitEXPA-36

TGTACATGTGTCACTCACTCATACGTTCTGCTTGCCATGGCTTGAGGAGCAAATTT
CCAAGCCGACGCATATGAATGCACTCGACACTTCGCTAGCTGCTCTCATCCTATTT
AAGATCCGTACGAGAAGATCGACTCCATTTCACCACACCAAGTGTAACCGACAGT
GTCGCTCATCACGCATCAGCCTCTCTCTGTATAGCTAGCTAGTAGCCCAGTACTGC
ACTTGCCAAAGCTCAAAAGTGCATGGAGATGCGGAGAGCACCGAGCTATCTTCTG



CTCCTCGTCGTCGCGGCGGCGTCGCGGTTGGTGCCGGCGGCGGCGGGGGACGAC
GGCGGGTGGTCGAAGGGTACGGCCACGTTCTACGGCGGCGGGGACGCCTCCGGC
ACGATGGGCGGCGCGTGCGGGTACGGGAACCTGTACTGGTCCGGGTACGGGACG
GACACGGCGGCGCTGAGCTCGCCGCTGTTCGACGACGGCGCGTCGTGCGGGCAG
TGCTTCACCGTCACGTGCGACGCCGCCTCATCGCAGTGGTGCCTGAAAGGCAAGT
CGGTGACCGTCACGGCCACCAACCTGTGCCCGCCCAACTACGCGCTCTCCGGCGA
CGAGGGCGGCTGGTGCAACCCGCCCCGCCGCCACCTCGACATGGCCCAGLCLCCGCC
TTCCTCCAGATCGCCCAGTGCAAGGGCGGCATCGTGCCGGTGCTCTACCAGAGGT
AATTAGTAGTTTACTATCACTTCAACAATCCTTAATTATAGTAATCTTGGACGGTT
TGACCCGGACAAGTCAGTTCTAGCTAGCCTTCTGATTGATTAACTCATTAACAAA
AGATTAATCTGGTGATGTGAATCATTGTGACGGTCTAGGACGCCGTGCATGAAGC
AGGGAGGGGTGCGGTTCACCATGGCCGGGTCCAACTACTTCGTGCTGGTGCTCAT
CACCAACGTGGCCGGGACCGGGTCGGTGAAGGCGGTGTGGGTGAAGGGGAGCAA
CACGGACAGGATGCCCATGAGCAGGAACTGGGGCGCCAACTGGCAGTCGLCTCGC
CGGGCTCACCGGCCAGGCGCTCACCTTCGGCGTCACCAACACCGACGGCAAGAC
CGTCGTCGTCACCGACGTCGTGCCGGCATGGTGGAAGTTCGGGCAGTCCTTCACC
TCCGGCGTCCAGTTCTCCAGCTGATCGATCGGTGACGAACCTCATCGGAGTTTCG
AACGGCGGCTCCATCGGCCAGCAGGCTAGTTGCAGTCTTGCAGATCTAGGCTTTT
CTGGTTGAATTGAAGAAGCACATGACATCTGAATTAAAAAAGATTAATAATGGG
GACAGGACTGTATGGAGTACTGGGGTGTGTACTGTGATATGTATAGTTCTCGCCT
GCTAGGCCATGCCATGGAGGACCCATTCATGGTTCATGGCAGGGTAGACTGGAA
GATTATTGTAGTCTGGAGTTAAGTTCTTGCTGGAGACGATGCCCGATCAGTAGCT
TTCTTCTGCAGACTCTGTTAATAATTACAGTCTTGTTGTGGTACTATTGTTCACAC
CTGGTCATTTGAATGAAATTTTAGATAGA



