IDENTIFICATION

Species: Setaria italica

Locus: Seita.3G294900

Gene Model: Seita.3G294900.1.p
Description: SitEXPA-09
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
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Legend:
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DOMAIN ARCHITECTURE

Superfanilies PLN001ES

List of domain hits ki

Name Accession Description Interval E-value

+
1+ PLNO0193 super tamily expansin-A; Provisional 29-251 1.99e-108

SEQUENCES
Peptide
>SItEXPA-09

MAKPAVPVVLLLSLLCGLDSHAVDGQYYWSPATATFYGGGDGSGTMGGACGYGNL
YNAGYGLSNAALSTALFNDGAMCGACYTIVCDISKSRWCRPGTSVTITATNFCPPNW
ALPSDNGGWCNPPRRHFDMSQPAWTTIAIY QAGIVPVNYQRVSCKRSGGMRFTINGR
GYFELVTVTNVGGSGVVSQMWIKGTNTNWLTMSRNWGMNWQSTAYLNGQSLSFM
VKIDDGRVVTVWNVVPSNWYFGATYTTSWANF*

CDS (coding sequence)
>SItEXPA-09

ATGGCAAAACCAGCGGTGCCCGTGGTGCTTCTTCTCTCTTTGCTGTGCGGATTGGA
TTCCCATGCAGTAGACGGCCAGTACTACTGGTCGCCTGCGACGGCGACATTCTAC
GGTGGCGGCGATGGCTCGGGCACCATGGGCGGCGCTTGTGGGTACGGCAACCTTT
ACAACGCCGGGTACGGGCTGAGCAACGCGGCGCTGAGCACGGCGCTGTTCAACG
ACGGCGCTATGTGCGGCGCGTGCTACACCATCGTCTGCGACATTAGCAAGAGCAG
ATGGTGCAGGCCCGGCACGTCGGTTACCATCACGGCCACCAACTTCTGCCCGCCA
AACTGGGCGCTGCCCAGCGACAACGGTGGCTGGTGCAACCCGCCGCGCCGGCAC
TTTGACATGTCGCAGCCGGCCTGGACCACGATCGCCATCTACCAAGCCGGTATTG
TCCCGGTGAACTACCAGAGGGTGTCGTGCAAGAGGAGCGGCGGCATGAGGTTCA
CCATCAACGGGAGGGGCTACTTCGAGCTGGTGACGGTGACCAACGTCGGTGGCA
GCGGCGTGGTGTCACAGATGTGGATCAAGGGGACGAACACAAACTGGCTGACGA
TGAGCAGGAACTGGGGCATGAACTGGCAGAGCACGGCGTACCTCAACGGCCAGA
GCCTGTCCTTCATGGTGAAGATCGACGACGGCCGCGTAGTGACGGTGTGGAACGT
CGTCCCGTCCAACTGGTACTTCGGGGCAACCTACACCACCAGCTGGGCTAACTTT
TAG

Nucleotide
>SitEXPA-09

GCACAAACGCAACCCTACAGTACAAAGTCTTCCTGCTGCTCTTGCTAGCGTGCAC
TTGGTAGATCCAAAAGATGGCAAAACCAGCGGTGCCCGTGGTGCTTCTTCTCTCT
TTGCTGTGCGGATTGGATTCCCATGCAGTAGACGGCCAGTACTACTGGTCGCCTG
CGACGGCGACATTCTACGGTGGCGGCGATGGCTCGGGCACCATGGGTTAGTTCCT
TGCATTGCTTCCCCTCCATTTGTACACCTCCATTTTCAAAGCAGATCTCTCTCCTCA



CATGGTTTGATCTAACTAAGACGAATGATCTTGTGCGGTGCAGGCGGCGCTTGTG
GGTACGGCAACCTTTACAACGCCGGGTACGGGCTGAGCAACGCGGCGCTGAGCA
CGGCGCTGTTCAACGACGGCGCTATGTGCGGCGCGTGCTACACCATCGTCTGCGA
CATTAGCAAGAGCAGATGGTGCAGGCCCGGCACGTCGGTTACCATCACGGCCAC
CAACTTCTGCCCGCCAAACTGGGCGCTGCCCAGCGACAACGGTGGCTGGTGCAAC
CCGCCGCGCCGGCACTTTGACATGTCGCAGCCGGCCTGGACCACGATCGCCATCT
ACCAAGCCGGTATTGTCCCGGTGAACTACCAGAGGTACTACACAAAGAGATGAT
CCAACGACAAGAGATGCAGACTTGAAGATCTTCTGCGTACAATGTGATGATTAAT
GTGCTTCATTGTGTACGTGCTGCAGGGTGTCGTGCAAGAGGAGCGGCGGCATGAG
GTTCACCATCAACGGGAGGGGCTACTTCGAGCTGGTGACGGTGACCAACGTCGGT
GGCAGCGGCGTGGTGTCACAGATGTGGATCAAGGGGACGAACACAAACTGGCTG
ACGATGAGCAGGAACTGGGGCATGAACTGGCAGAGCACGGCGTACCTCAACGGC
CAGAGCCTGTCCTTCATGGTGAAGATCGACGACGGCCGCGTAGTGACGGTGTGGA
ACGTCGTCCCGTCCAACTGGTACTTCGGGGCAACCTACACCACCAGCTGGGCTAA
CTTTTAGCAGATGTGTCTCAACAGAAAACGCTCGGAGAGATCGACAAGACGTGG
AACTAGTATATAGCTATACATATATATTTGACTTAATTACTATTACTATGAGCCCT
ATGACGATCGATTAATGCCGTACCCTCTTAGGCGTAGATAGGCATTGAACCCTGC
TCATTTTCTCATTTTCTATTTTGTTCTAATCGATGATTTTGCCAAGTCCTGCCTGTA
ACACCTGCATTCGTACTACTTAGTCAGCGGCTTGGGATCACGGAGCCCTCTAAGT
AATCAATGCAGTAACTACATGTGTATGGAGCAAATAATGCTTATTCATT




