IDENTIFICATION

Species: Setaria italica

Locus: Seita.9G241500

Gene Model: Seita.9G241500.1.p
Description: SIitEXPA-24
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-24
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Query seq.
Superfanilies

+ Name Accession Description Interval E-value
[+ PLN00193 super family expansin-A; Provisional 4-252 197e-116
SEQUENCES

Peptide

>SItEXPA-24

MGSATAMLLEFVAVAALLATSATAQYWNSGTATFYGGKDGSGTMGGACGYDNLY
NQGYGVLNAALSQVLFNDGASCGQCYNIKCDTSKSAWCKPGYSVTITATNLCPPNY
AITTNGGGWCNPPRAHFDMSQPAWEQIGIYRAGIIPVLYQRVPCSRQGGVRFTISGFN
YFQLVLVTNVAASGSIRSMSVKGANTGWIAMTRNWGALWQCSSALVGQGLSFMVIS
TGGQTLYMNNVVPGWWTFGMTFATNLQFYQ*

CDS (coding sequence)
>SItEXPA-24

ATGGGCAGCGCCACGGCGATGCTGCTTGAGTTCGTCGCCGTTGCCGCGCTTCTCG
CCACGTCGGCGACGGCGCAGTACTGGAACAGCGGGACGGCGACGTTCTACGGCG
GCAAGGACGGTTCCGGGACGATGGGCGGCGCGTGCGGGTACGACAACCTGTACA
ACCAGGGGTACGGCGTGCTGAACGCGGCGCTGAGCCAGGTGCTGTTCAATGACG
GCGCGTCATGCGGGCAGTGCTACAACATCAAGTGCGACACCAGCAAGTCCGCGT
GGTGCAAGCCCGGCTACTCCGTCACCATCACCGCCACCAACCTGTGCCCGCCCAA
CTACGCCATCACCACCAACGGCGGCGGCTGGTGCAACCCGCCGCGCGCACACTTC
GACATGTCCCAGCCGGCGTGGGAGCAGATCGGCATCTACCGCGCCGGCATCATCC
CCGTCCTCTACCAGCGGGTGCCGTGCTCCAGGCAGGGAGGGGTGAGGTTCACCAT
CTCCGGGTTCAACTACTTCCAGCTGGTGCTCGTCACCAACGTCGCCGCCAGCGGC
TCCATCCGGTCCATGTCGGTGAAGGGGGCCAACACCGGGTGGATCGCCATGACGC
GGAACTGGGGCGCGCTGTGGCAGTGCAGCTCGGCGCTCGTCGGCCAGGGGCTCTC
CTTCATGGTCATCTCCACCGGCGGCCAGACGCTGTACATGAACAACGTCGTGCCG
GGGTGGTGGACCTTCGGCATGACCTTCGCCACCAACCTCCAGTTTTACCAATAG

Nucleotide
>SitEXPA-24

CAATCACCGCCCTATATTCCCTGCCAACGACCATCATTCCGATCATTCCCTGCCAT
GGTATCGGCCTCGTCAGCTTCAGTCCTCCTGCTCTTATTTAAGGCGCCGTACACTG
CCCGTCCTGGTCGTAACAATCCATCCACCATCGTCGATCGACTTCTAGCTTCTCTT
GTCCTCTCTCTAGATCCCCAGCTCATCTCACAGGTGCCATCATCGCTGCCAACAAG
ATGGGCAGCGCCACGGCGATGCTGCTTGAGTTCGTCGCCGTTGCCGCGCTTCTCG
CCACGTCGGCGACGGCGCAGTACTGGAACAGCGGGACGGCGACGTTCTACGGCG



GCAAGGACGGTTCCGGGACGATGGGTACGTACTGCTACCAATGCAGCATGTCGG
CGCGCCGCGTCGCAACCAGCAGCCTCCGCCACTGCAGATGGCGAGCTTCATTGCA
ACAGCTTCGTTCCTGACGGTACTCTGCAATTCTGAGCTTGCAGGCGGCGCGTGCG
GGTACGACAACCTGTACAACCAGGGGTACGGCGTGCTGAACGCGGCGCTGAGCC
AGGTGCTGTTCAATGACGGCGCGTCATGCGGGCAGTGCTACAACATCAAGTGCGA
CACCAGCAAGTCCGCGTGGTGCAAGCCCGGCTACTCCGTCACCATCACCGCCACC
AACCTGTGCCCGCCCAACTACGCCATCACCACCAACGGCGGCGGCTGGTGCAACC
CGCCGCGCGCACACTTCGACATGTCCCAGCCGGCGTGGGAGCAGATCGGCATCTA
CCGCGCCGGCATCATCCCCGTCCTCTACCAGCGGTACGTTCGTCGTAAATGCATT
ATCGATAAACCTCGCCGCCGCCGCCTCTCGCGACACAGCCCAAGCTTAATTACAT
TACCATACCATGGCGTGTGCAGGGTGCCGTGCTCCAGGCAGGGAGGGGTGAGGT
TCACCATCTCCGGGTTCAACTACTTCCAGCTGGTGCTCGTCACCAACGTCGCCGCC
AGCGGCTCCATCCGGTCCATGTCGGTGAAGGGGGCCAACACCGGGTGGATCGCC
ATGACGCGGAACTGGGGCGCGCTGTGGCAGTGCAGCTCGGCGCTCGTCGGCCAG
GGGCTCTCCTTCATGGTCATCTCCACCGGCGGCCAGACGCTGTACATGAACAACG
TCGTGCCGGGGTGGTGGACCTTCGGCATGACCTTCGCCACCAACCTCCAGTTTTA
CCAATAGTTCACAGCGCATAATTGCATGTGCGTGTGCCTGCCTCTGGGATTAAAT
TAATTAATACATCAGTTGACTTAATGGGGTGTGTATGTCTGTAATGTGGGGGTTG
ATCTGGGATTTTGATCTGTGTAATCACATTTTGTCGATTTTGTTTCTACTACCTGTA
CATGCACATCAGTTTATTTGTTG



