
IDENTIFICATION 

Species: Setaria italica 

Locus: Seita.9G577300 

Gene Model: Seita.9G577300.1.p 

Description: SitEXPB-31 

Family: Beta 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 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>SitEXPB-31 

MASSYKQKQRAVAAALLFLLVAHASCSTKQHKSSKQHKAHAAPIPTTPPATAPTTTP

PPPSSYSSPPSGGGGYPPANNGSGADSGSAGGWLNARATWYGAPNGAGPDDNGGAC

GFKGVNMPPFSAMTSCGNEPLFKDGKGCGSCYQIRCLAHPACSGIPETVIITDMNYYP

VAPYHFDLSGTAFGAMAKDDRNDELRHAGIIDIQFKRVACQYPGLTVTFHIERGSNP

NYLAVLVEYSNGDGDVVQVDLMESRAEDGEPTGVWEPMRESWGSIWRMDTRRPLQ

GPFSLRVTNESGKTLVADNVIPADWQPDSVYSSIVQFD* 

CDS (coding sequence) 

>SitEXPB-31 

ATGGCCTCCTCCTACAAGCAGAAGCAGCGTGCCGTCGCGGCCGCGCTGCTCTTCC

TGCTGGTGGCTCACGCCAGCTGCTCCACCAAGCAGCACAAGAGCAGCAAGCAGC

ATAAGGCCCACGCCGCCCCTATTCCAACGACGCCGCCGGCGACGGCTCCAACAAC

GACCCCTCCTCCACCATCGAGTTACTCCAGTCCTCCCAGCGGCGGCGGCGGCTAC

CCGCCGGCCAACAACGGCAGCGGCGCCGACTCAGGTAGTGCTGGGGGGTGGCTG

AACGCCCGCGCGACGTGGTACGGCGCCCCCAACGGCGCCGGCCCCGACGACAAC

GGCGGCGCCTGCGGGTTCAAGGGCGTCAACATGCCGCCCTTCTCGGCCATGACAT

CCTGCGGGAACGAGCCACTCTTCAAGGACGGCAAAGGATGCGGATCATGCTACC

AGATCCGGTGCTTGGCCCACCCTGCTTGCTCCGGCATCCCCGAGACGGTGATCAT

CACAGACATGAACTACTACCCGGTGGCCCCCTACCACTTCGACCTCAGCGGCACG

GCCTTCGGCGCCATGGCCAAGGACGACCGCAACGACGAGCTCAGGCACGCGGGA

ATCATAGACATTCAGTTCAAAAGGGTTGCTTGCCAGTACCCTGGTCTGACGGTTA

CGTTCCACATCGAGCGCGGTTCCAACCCCAACTACCTGGCGGTGCTGGTGGAGTA

CTCCAACGGCGACGGCGACGTGGTGCAGGTGGACCTGATGGAGTCGCGGGCCGA

GGACGGGGAGCCCACGGGCGTGTGGGAGCCCATGCGCGAGTCCTGGGGGTCCAT

CTGGCGGATGGACACGCGGCGACCGCTGCAGGGGCCCTTCTCGCTGCGGGTCACC

AACGAGTCCGGCAAGACGCTGGTGGCGGACAACGTCATCCCGGCGGACTGGCAG

CCAGACAGCGTCTACAGCTCCATCGTCCAGTTCGACTAG 

Nucleotide 

>SitEXPB-31 



CCAAGCAGCAGGTCGATCAAGGGCACAAGCAGCCAGGCGCATGTGAAGTGAGCG

AGTGGCCACCCGTGGGCGATGGACGATGGACGACGACGCCTCCCGTGCCCCACTC

GATCTGATGATGATCCAACAAGCTAGCTAATATAAGGCGGCCTGTAAATGAGCCT

GCTATAAATACATCTTGGTATCGACCGGCCAGGCCAATCCTCCATCATCATCATC

ATCATCATCATCATCTCATCCCAATACATACCAGCATGGCCTCCTCCTACAAGCA

GAAGCAGCGTGCCGTCGCGGCCGCGCTGCTCTTCCTGCTGGTGGCTCACGCCAGC

TGCTCCACCAAGCAGCACAAGAGCAGCAAGCAGCATAAGGCCCACGCCGCCCCT

ATTCCAACGACGCCGCCGGCGACGGCTCCAACAACGACCCCTCCTCCACCATCGA

GTTACTCCAGTCCTCCCAGCGGCGGCGGCGGCTACCCGCCGGCCAACAACGGCAG

CGGCGCCGACTCAGGTAGTGCTGGGGGGTGGCTGAACGCCCGCGCGACGTGGTA

CGGCGCCCCCAACGGCGCCGGCCCCGACGACAACGGCGGCGCCTGCGGGTTCAA

GGGCGTCAACATGCCGCCCTTCTCGGCCATGACATCCTGCGGGAACGAGCCACTC

TTCAAGGACGGCAAAGGATGCGGATCATGCTACCAGGTAGCTAGCTACTTGAATT

GAGAATTGCCATTGCCAGGACGCAACATCCTAACATCGCATTGCAAAACATGGAT

ATAGATCCGGTGCTTGGCCCACCCTGCTTGCTCCGGCATCCCCGAGACGGTGATC

ATCACAGACATGAACTACTACCCGGTGGCCCCCTACCACTTCGACCTCAGCGGCA

CGGCCTTCGGCGCCATGGCCAAGGACGACCGCAACGACGAGCTCAGGCACGCGG

GAATCATAGACATTCAGTTCAAAAGGTATATTGATTGTAAAATATACATTATTCC

TGTCCACCGTCCGTTGCGGCAGGCAACATACATATCCATGCTTTGCTAGCTGTGGT

GGCCTTTTGCTTCGCGCATGCACACACAAAGCATGCAAAAGTGCATTATATTCTT

CCTTTTTGCATTGCATACATACTCCTACTACTTTTTGCATACTACTTAAATAAAGT

AGATAAGATAATAATAGGTGTGCATGCATGCCAGGCCAGGCCATTAACTAACTA

ACTAACTAACTACTATATGCATGCAATGCAATGCATGGGCCCAATGCAAAAATGT

AATTGAAAGCAGCTAGGGGATTTGGATGTGACACATGCATATACACTTACTGCAG

GGTTGCTTGCCAGTACCCTGGTCTGACGGTTACGTTCCACATCGAGCGCGGTTCC

AACCCCAACTACCTGGCGGTGCTGGTGGAGTACTCCAACGGCGACGGCGACGTG

GTGCAGGTGGACCTGATGGAGTCGCGGGCCGAGGACGGGGAGCCCACGGGCGTG

TGGGAGCCCATGCGCGAGTCCTGGGGGTCCATCTGGCGGATGGACACGCGGCGA

CCGCTGCAGGGGCCCTTCTCGCTGCGGGTCACCAACGAGTCCGGCAAGACGCTGG

TGGCGGACAACGTCATCCCGGCGGACTGGCAGCCAGACAGCGTCTACAGCTCCAT

CGTCCAGTTCGACTAGCTAGCTAGCTACAGTAGCTTATATATTATTATTATTATTA

TTTGTTGTTATATATATATTAATATTATATATAGGGAGAGAGTCAGAGGCGTCCAT

ATACATGATGGGAATATGGGATGGAACAACCTAGATAGAGGCCGGCCGGCCGGG

CCCCTTTAATTTGGCTTTTTTTCTTGTCACCTTCAGACCGAGCTGGTAGCGAGGGT

GTTCGCCCAGCCCGCTGCGACGCGCACACGTGGTTGGTTGTGTGCGTCCTTATTGT

GAAAATTAATTTGTGTGCTTTCTTCACTGTCTGG 


