
IDENTIFICATION 

Species: Setaria italica 

Locus: Seita.1G260800 

Gene Model: Seita.1G260800.1.p 

Description: SitEXPB-06 

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-06 

MAKSHTLLLGALVVLALLVSPIACSRKLAKPNKHRPSHKPAVRARSNYTATPSASDA

YGSGGWLSAGATYYGAPNGDGSDGGACGYQTAVGQRPFSSMISAGSPSLFKGGKGC

GACYEVKCDSNPACSGQPATVVITDECPGGVCLAEAAHFDMSGTSMGAMAKPGMA

DRLRAAGILKVQYKRVPCKYSGLNIAFRVDQGSNPFYFEVLIEFEDGDGDLSAVDLM

EAGCGTWTPMVQNWGALWRYNSNTGKALRAPFSLRLTSESGKVLVANNVIPAGWT

AGATYRSLVNYS* 

CDS (coding sequence) 

>SitEXPB-06 

ATGGCGAAGTCTCACACCTTGCTGCTCGGCGCACTGGTCGTGCTCGCGCTTCTGGT

GAGCCCCATTGCTTGCTCCCGCAAGCTCGCCAAGCCCAACAAGCACAGGCCGAGC

CACAAGCCGGCTGTCAGGGCCCGCAGCAACTACACCGCTACCCCCTCGGCCTCCG

ACGCCTACGGCTCCGGCGGCTGGCTGTCCGCTGGCGCGACGTACTACGGCGCCCC

CAACGGCGACGGCAGTGACGGCGGCGCGTGCGGCTACCAGACCGCCGTCGGGCA

GCGGCCCTTCTCGTCGATGATCTCCGCCGGCAGCCCGTCGCTGTTCAAGGGAGGC

AAGGGCTGTGGCGCCTGCTACGAGGTTAAATGCGACAGCAACCCAGCGTGCTCC

GGCCAGCCGGCGACCGTGGTCATAACCGACGAGTGCCCCGGCGGCGTCTGCCTCG

CCGAGGCGGCCCACTTCGACATGAGCGGCACCTCCATGGGCGCCATGGCGAAGC

CCGGCATGGCCGACAGGCTTCGCGCCGCCGGCATCCTAAAGGTCCAGTACAAGA

GGGTGCCGTGCAAGTACAGCGGCTTGAACATCGCCTTCCGGGTTGACCAAGGCTC

CAATCCGTTCTACTTCGAGGTCCTGATCGAGTTCGAGGACGGCGACGGCGACCTC

AGCGCCGTCGACCTCATGGAGGCCGGGTGCGGCACCTGGACCCCTATGGTGCAG

AACTGGGGCGCGCTGTGGCGCTACAACTCCAACACCGGCAAGGCGCTGAGGGCG

CCCTTCTCGCTGCGGCTCACCTCCGAGTCCGGCAAGGTCCTCGTCGCCAACAACG

TCATCCCCGCCGGCTGGACGGCCGGCGCCACGTACCGCTCCTTGGTGAACTACTC

CTGA 

Nucleotide 

>SitEXPB-06 



GTCACGTTCTCCCCCACTAATTCAGCCGGCAGGATCCCCAAATTTTCTTGCCACGT

ACGTCTGCATCCCCACCAAAGTGCCTATAAATACCCCTCTGCTGGCCACTCCTGC

AACTCACCAAACACACACTCGAGCTAAGCTCAGCCTCAGAGCCACTCTCGAGCTG

CCACTGCACCAGTCTTGGCTTAGAACAAGCAGCAGAAACCAAGCAGCTCCTGCA

GCAGCAATGGCGAAGTCTCACACCTTGCTGCTCGGCGCACTGGTCGTGCTCGCGC

TTCTGGTGAGCCCCATTGCTTGCTCCCGCAAGCTCGCCAAGCCCAACAAGCACAG

GCCGAGCCACAAGCCGGCTGTCAGGGCCCGCAGCAACTACACCGCTACCCCCTCG

GCCTCCGACGCCTACGGCTCCGGCGGCTGGCTGTCCGCTGGCGCGACGTACTACG

GCGCCCCCAACGGCGACGGCAGTGACGGTTAGTGCGGTTGCTTTTACTGTGCTCT

GTCTGTCGGTTAGGCAGTTAGTGTGCACTCTGCTTTGCACCGCGTTCTGACAAGCA

AGGACCATATATGCAGGCGGCGCGTGCGGCTACCAGACCGCCGTCGGGCAGCGG

CCCTTCTCGTCGATGATCTCCGCCGGCAGCCCGTCGCTGTTCAAGGGAGGCAAGG

GCTGTGGCGCCTGCTACGAGGTCAGTCAGCGCAACGGATTTCCTCAGAGTTTTCG

TGTGGTCACACCGGCGCACGGCCTAGCTCCTCTGCTATGGCAGTGTGTCTCCATTA

ATGGTGAAAAGTGGTCGGTGCTGGGTGGTCACTGAATGCATTCATGTGCCGCGCG

TAATGCAGGTTAAATGCGACAGCAACCCAGCGTGCTCCGGCCAGCCGGCGACCG

TGGTCATAACCGACGAGTGCCCCGGCGGCGTCTGCCTCGCCGAGGCGGCCCACTT

CGACATGAGCGGCACCTCCATGGGCGCCATGGCGAAGCCCGGCATGGCCGACAG

GCTTCGCGCCGCCGGCATCCTAAAGGTCCAGTACAAGAGGTATGCGCTACTACTA

CCTACTGAAAAATTCAGAATTACACGCGCCGGCATTTGCAAGATAAGCCTTAATT

AATCTTGGTGTTAATTTCCGTCGTCCGTCGCAGGGTGCCGTGCAAGTACAGCGGC

TTGAACATCGCCTTCCGGGTTGACCAAGGCTCCAATCCGTTCTACTTCGAGGTCCT

GATCGAGTTCGAGGACGGCGACGGCGACCTCAGCGCCGTCGACCTCATGGAGGC

CGGGTGCGGCACCTGGACCCCTATGGTGCAGAACTGGGGCGCGCTGTGGCGCTAC

AACTCCAACACCGGCAAGGCGCTGAGGGCGCCCTTCTCGCTGCGGCTCACCTCCG

AGTCCGGCAAGGTCCTCGTCGCCAACAACGTCATCCCCGCCGGCTGGACGGCCGG

CGCCACGTACCGCTCCTTGGTGAACTACTCCTGAATGAACTGCAGCGGCGGTTTC

ACTTTCACCCCCGCTGCGCTTGGCCGGATTATTATGCGTGGCCAAGAATTGACTG

CAGGGTGTGGTGGTTAAGAAAGAATCTCGAGTTTGCTTCGTGTGAAATGTGTGTG

CGGGTGTCTGCGAGAGGCGGTGTCAGAGGAGGAGGAGGAGGAGGAGGTTGAAG

AGAGCCGTGTCCTTCACTCCCTCCACGGTCTCTGCAGTCCCCTAGTGACGCGTGTC

AGACTTTCTGTGTGCAGTCGTCGTGTCGATTTCTCTGTAGTTTTATTTGTATCTTTT

TGCTGCGCTGCTGAGAGAAGCTTGAGCTGCGACTAAGGTTGCAAGCAACTCAGTT

GCATTGTACCAAGTTGTGTGAGTGTTTTTTTGTACCACTCAATCCTTTCAGAGTAA

TGCATTACTGCTCTCTCATTCGCA 


