IDENTIFICATION

Species: Setaria italica

Locus: Seita.7G029300

Gene Model: Seita.7G029300.1.p
Description: SitEXPA-20
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

SItEXPA-20
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DOMAIN ARCHITECTURE

Specific hits PLNGO19S
Superfanilies PLNO0193 superfamily
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SEQUENCES

Peptide

>SItEXPA-20

MEATGSFTRVIALLAAASLLWKEAACFSASGLNKAFATFYGGSDASGTMGGACGYG
NLYSTGYGTNTAALSTALFNDGASCGQCYRITCDYQADPRFCIIGTSVTITATNLCPPN
YALPNDNGGWCNPPRQHFDMAEPAWLKIGIYRGGIVPVIYQRVPCVKQGGVRFTING
RDYFELVLISNVGGCGSIQSVSIKGSRTGWMAMSRNWGVNWQSNAYLNGQSLSFQL
TSSDGQTKTFLNVAPANWGFGQTFATSQQFS*

CDS (coding sequence)
>SItEXPA-20

ATGGAGGCAACTGGCTCATTCACTCGCGTTATCGCGTTGCTCGCGGCGGCAAGTC
TCCTTTGGAAGGAAGCCGCGTGCTTCTCGGCGTCCGGTTTGAACAAGGCCTTCGC
CACTTTCTATGGCGGTAGCGACGCCTCAGGAACAATGGGAGGCGCTTGCGGGTAC
GGGAACCTTTACTCGACGGGGTACGGCACGAACACAGCAGCGCTGAGTACGGCG
CTGTTCAACGACGGCGCCTCGTGCGGGCAGTGCTACCGGATCACGTGCGACTACC
AGGCGGACCCGCGGTTCTGCATAATTGGCACGTCGGTGACCATCACGGCCACCAA
CTTGTGCCCACCCAACTACGCCCTGCCGAACGACAACGGCGGCTGGTGCAACCCG
CCCCGCCAACACTTCGACATGGCCGAGCCCGCCTGGCTCAAGATCGGCATCTATC
GCGGCGGCATCGTGCCGGTGATCTACCAAAGGGTGCCATGTGTGAAGCAAGGCG
GGGTCAGGTTCACCATCAACGGCCGCGACTACTTCGAGCTGGTGCTGATCTCCAA
CGTCGGCGGCTGCGGGTCCATCCAGTCGGTGTCGATCAAGGGCTCGCGGACCGGG
TGGATGGCCATGTCGAGAAACTGGGGCGTCAACTGGCAGTCCAACGCATACCTCA
ACGGGCAGAGCCTGTCGTTCCAGCTCACCAGCAGCGACGGCCAGACCAAGACCT
TCCTCAACGTTGCCCCGGCCAACTGGGGGTTCGGGCAGACGTTTGCAACCTCGCA
ACAGTTCTCTTAG

Nucleotide
>SItEXPA-20

TCTGATCCAATCCAGAAACGCCAGAGTCCTGATGACCCGATCCCTACTTAAACGA
CGATGCCTCCTCAGACGTTTGGCCATTAGCTAGCGTTGTTCATCGATCTCAGCTCC
CTCACTGCCATGGAGGCAACTGGCTCATTCACTCGCGTTATCGCGTTGCTCGCGG

CGGCAAGTCTCCTTTGGAAGGAAGCCGCGTGCTTCTCGGCGTCCGGTTTGAACAA



GGCCTTCGCCACTTTCTATGGCGGTAGCGACGCCTCAGGAACAATGGGTAAGAGA
GAAGCTACCTAGATGCTACAATTTCTTTCAACTTTTTTGTGTAGCTCAAAGGATCG
GAACTGATGCTGACGCATGAACCTACCATGTCCGCGTATATGCAGGAGGCGCTTG
CGGGTACGGGAACCTTTACTCGACGGGGTACGGCACGAACACAGCAGCGCTGAG
TACGGCGCTGTTCAACGACGGCGCCTCGTGCGGGCAGTGCTACCGGATCACGTGC
GACTACCAGGCGGACCCGCGGTTCTGCATAATTGGCACGTCGGTGACCATCACGG
CCACCAACTTGTGCCCACCCAACTACGCCCTGCCGAACGACAACGGCGGCTGGTG
CAACCCGCCCCGCCAACACTTCGACATGGCCGAGCCCGCCTGGCTCAAGATCGGC
ATCTATCGCGGCGGCATCGTGCCGGTGATCTACCAAAGGTATGCACATCTGATAA
CGAAATCCCGAGCGATTTCCACTCGAAGTTTGATGATTTAGCGATGGTCGAATGT
TGGTGATCTCAGACGCGGATGACCTACGTACGTGTGCAGGGTGCCATGTGTGAAG
CAAGGCGGGGTCAGGTTCACCATCAACGGCCGCGACTACTTCGAGCTGGTGCTGA
TCTCCAACGTCGGCGGCTGCGGGTCCATCCAGTCGGTGTCGATCAAGGGCTCGCG
GACCGGGTGGATGGCCATGTCGAGAAACTGGGGCGTCAACTGGCAGTCCAACGC
ATACCTCAACGGGCAGAGCCTGTCGTTCCAGCTCACCAGCAGCGACGGCCAGACC
AAGACCTTCCTCAACGTTGCCCCGGCCAACTGGGGGTTCGGGCAGACGTTTGCAA
CCTCGCAACAGTTCTCTTAGGGTGTGTTTGATTTTATGCGCCATTTGATACATGCA
TGGATGATCCTGGATGGTGAGATTCAACATATTTGCTTGTACTATATGGTTCACTC
TTATTGGTAGAATAATGTATCGAGTGGGATGGTTTCCTCCTGGATAGGTTGGTAC
AATTCACCCAACCAAACAAAATGATCATTATTATTTTGAACTA



