IDENTIFICATION

Species: Setaria italica

Locus: Seita.4G282500

Gene Model: Seita.4G282500.1.p
Description: SitEXPA-12
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
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GENE STRUCTURE
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Superfamnilies e

+ Name Accession Description Interval E.value
[+ PLN00193 super family 33423 expansin-A; Provisional 32-262 542e-148
SEQUENCES

Peptide

>SItEXPA-12

MARGFKHHLAATAVLVIACALAAAPTAGAFAPSGWSKGSATFYGGSDASGTMGGA
CGYGNLYTQGYGTRTAALSTALFNDGASCGRCYKLTCDARSDPRWCRRGASVTVT
ATNFCPPNYALPSDDGGWCNPPRQHFDMAQPAWEKIGVYRGGIVPVLFQRVPCRRH
GGVRFTVAGRDYFELVLLTNVAAAGAVRAMEVRGTRTAGWMTMSRNWGANWQS
LAYLNGQGLSFRVTTDDGQTIEFADVVPPSWNFGQTYASRLQFK*

CDS (coding sequence)
>SItEXPA-12

ATGGCCCGCGGCTTCAAGCACCACCTCGCGGCCACGGCCGTGCTGGTCATCGCCT
GCGCGCTCGCCGCCGCCCCGACGGCCGGAGCGTTCGCGCLCGTCCGGCTGGAGCA
AGGGCAGCGCCACCTTCTACGGCGGCAGCGACGCCTCCGGCACCATGGGCGGLG
CGTGCGGGTACGGCAACCTGTACACGCAGGGCTACGGGACGCGGACGGLGGLGL
TGAGCACGGCGCTCTTCAACGACGGCGCCTCCTGTGGCCGCTGCTACAAGCTCAC
CTGCGACGCCCGGTCCGACCCCCGCTGGTGCCGCCGGGGLCGCCTCCGTCACCGTC
ACCGCCACCAACTTCTGCCCGCCCAACTACGCGCTGCCCTCCGACGACGGCGGCT
GGTGCAACCCGCCGCGGCAGCACTTCGACATGGCGCAGCCGGCGTGGGAGAAGA
TCGGCGTCTACCGCGGCGGGATCGTCCCCGTCCTCTTCCAGCGCGTCCCCTGCAG
GCGCCACGGAGGGGTGCGCTTCACCGTCGCGGGGAGGGACTACTTCGAGCTGGT
CCTGCTCACCAACGTCGCCGCCGCCGGCGCCGTGCGCGCCATGGAGGTGAGGGG
AACGCGCACGGCCGGGTGGATGACCATGTCGAGGAACTGGGGCGCCAACTGGCA
GTCGCTGGCGTACCTCAACGGGCAGGGGCTCTCGTTCCGGGTCACCACCGACGAT
GGACAGACCATCGAGTTCGCCGACGTCGTGCCGCCGTCGTGGAACTTCGGGCAGA
CGTACGCCAGCAGGCTGCAGTTCAAGTAG

Nucleotide
>SitEXPA-12

ATGGCCCGCGGCTTCAAGCACCACCTCGCGGCCACGGCCGTGCTGGTCATCGCCT
GCGCGCTCGCCGCCGCCCCGACGGCCGGAGCGTTCGCGCLCGTCCGGCTGGAGCA
AGGGCAGCGCCACCTTCTACGGCGGCAGCGACGCCTCCGGCACCATGGGTACGTT
CTTGTCGTGAGTTGTGTCCATCTCTTCCTCCTCCGAATCGCGAACTGAACGCCGAC



GCCACCGTGCGCTCCTCGATCGTGCAGGCGGCGCGTGCGGGTACGGCAACCTGTA
CACGCAGGGCTACGGGACGCGGACGGCGGCGCTGAGCACGGCGCTCTTCAACGA
CGGCGCCTCCTGTGGCCGCTGCTACAAGCTCACCTGCGACGCCCGGTCCGACCCC
CGCTGGTGCCGCCGGGGCGCCTCCGTCACCGTCACCGCCACCAACTTCTGCCCGC
CCAACTACGCGCTGCCCTCCGACGACGGCGGCTGGTGCAACCCGCCGCGGCAGC
ACTTCGACATGGCGCAGCCGGCGTGGGAGAAGATCGGCGTCTACCGCGGCGGGA
TCGTCCCCGTCCTCTTCCAGCGCGTCCCCTGCAGGCGCCACGGAGGGGTGCGCTT
CACCGTCGCGGGGAGGGACTACTTCGAGCTGGTCCTGCTCACCAACGTCGCCGCC
GCCGGCGCCGTGCGCGCCATGGAGGTGAGGGGAACGCGCACGGCCGGGTGGATG
ACCATGTCGAGGAACTGGGGCGCCAACTGGCAGTCGCTGGCGTACCTCAACGGG
CAGGGGCTCTCGTTCCGGGTCACCACCGACGATGGACAGACCATCGAGTTCGCCG
ACGTCGTGCCGCCGTCGTGGAACTTCGGGCAGACGTACGCCAGCAGGCTGCAGTT
CAAGTAGTAAATTTACATTGCAAGCTGCCCGGGCCGAGCTTCTTTACTGGTCGGC
AGTGGCGTGCTTTGCTGGTCTTCTTCTTCGTCTTTCAGTAGTTTAGCTGCCCGCCC
ACGCGTGCTCGGCCCAGCCACCAGCATCTCGCTGCTGCTGCTTGTAATGTCAGCG
TTGCCGGCCTTTTCTCTTCTTCAACATGCCGCTTTCGCCTTCTTTCTTGTGTGTACC
GATGCGTATCGTTGGTAATGAACTCGAGAGTATATATTTATTCATATACGCACGA
GAGAAGTTCTGAAGAAAAATGTTAT



