
IDENTIFICATION 

Species: Setaria italica 

Locus: Seita.2G122800 

Gene Model: Seita.2G122800.1.p 

Description: SitEXPB-08 

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-08 

MAKLLALLLAALVVLSLLVSPIACTRKLSKAKPKPKPKPAIGHRPAAKPKPNPVGYKP

APAAAKPPRSNHTAKHSPSIVYGGAWLSGAGATYYGAPNGDGSDGHGACGYQTAV

GKQPFDSMIAAGSTPLYMDGEGCGAATRYLGCVKCTTNAACSGQPATIVITDRSPGD

LFPGEVAHFDMSGTAMGAMARPGMADKLRAGGVLRILYRRVPCKYPGVNIAFKVD

QGANPFYFDVLIEFEDDDGDLKAVELMEAGSTVWTSMAHNWGATWRLNNGRKLN

APFGLRLTSDSGRVLVANHAIPAKWKPGTTYRSLVNYP* 

CDS (coding sequence) 

>SitEXPB-08 

ATGGCGAAGCTTCTCGCATTGCTGTTGGCCGCGCTGGTCGTGCTCTCGCTCCTAGT

GAGCCCCATTGCCTGCACCCGCAAGCTCAGCAAGGCCAAGCCCAAGCCAAAGCC

AAAGCCGGCCATCGGCCACCGGCCGGCGGCCAAGCCCAAGCCAAACCCTGTCGG

CTACAAGCCGGCGCCTGCCGCGGCCAAGCCTCCCCGCAGCAACCACACCGCTAA

GCACTCGCCGTCGATCGTCTACGGCGGTGCCTGGCTGTCCGGCGCCGGCGCCACC

TACTACGGCGCGCCCAACGGCGACGGCAGCGACGGTCACGGCGCGTGCGGGTAC

CAGACCGCCGTCGGGAAGCAGCCGTTCGACTCGATGATCGCCGCCGGGAGCACG

CCGCTGTACATGGACGGCGAGGGCTGCGGCGCTGCTACGAGGTACCTCGGCTGCG

TTAAATGCACGACCAACGCGGCGTGCTCCGGCCAGCCGGCGACCATCGTGATCAC

CGACCGGTCCCCCGGCGACCTGTTCCCCGGCGAGGTCGCCCACTTCGACATGAGC

GGCACGGCCATGGGCGCCATGGCGAGGCCCGGCATGGCCGACAAGCTCCGCGCC

GGCGGCGTCCTGAGGATCCTGTACCGGCGGGTGCCGTGCAAGTACCCCGGCGTGA

ACATCGCATTCAAGGTGGACCAGGGCGCCAACCCCTTCTACTTCGACGTGCTCAT

CGAGTTCGAGGACGACGACGGCGACCTCAAGGCCGTGGAGCTCATGGAGGCCGG

CAGCACCGTGTGGACGTCCATGGCGCACAACTGGGGCGCCACGTGGCGCCTCAA

CAACGGCAGGAAGCTCAATGCGCCGTTCGGGCTCCGGCTCACCTCCGACTCCGGC

AGGGTGCTCGTCGCCAACCACGCCATCCCCGCCAAGTGGAAGCCCGGGACGACG

TACCGCTCCCTGGTGAACTACCCATGA 

Nucleotide 

>SitEXPB-08 



ATGGCGAAGCTTCTCGCATTGCTGTTGGCCGCGCTGGTCGTGCTCTCGCTCCTAGT

GAGCCCCATTGCCTGCACCCGCAAGCTCAGCAAGGCCAAGCCCAAGCCAAAGCC

AAAGCCGGCCATCGGCCACCGGCCGGCGGCCAAGCCCAAGCCAAACCCTGTCGG

CTACAAGCCGGCGCCTGCCGCGGCCAAGCCTCCCCGCAGCAACCACACCGCTAA

GCACTCGCCGTCGATCGTCTACGGCGGTGCCTGGCTGTCCGGCGCCGGCGCCACC

TACTACGGCGCGCCCAACGGCGACGGCAGCGACGGTCAGTACTCGCCTTTGACAA

GAATCTGCTGTGGCGAGGATCTGAAGNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNTGACATGGGATCGATGGCCTAAAACTGTGAAC

GCAGCGGCGCGTGCGGGTACCAGACCGCCGTCGGGAAGCAGCCGTTCGACTCGA

TGATCGCCGCCGGGAGCACGCCGCTGTACATGGACGGCGAGGGCTGCGGCGCTG

CTACGAGGTACCTCGGCTGCGTGCTGCTGCAAATTAAAGTCGCTGTCGGCTGCCT

GTGCCTGGTCCCTCCTCTCTAAACAATAATGCGCCCATGTGCAGGTTAAATGCAC

GACCAACGCGGCGTGCTCCGGCCAGCCGGCGACCATCGTGATCACCGACCGGTCC

CCCGGCGACCTGTTCCCCGGCGAGGTCGCCCACTTCGACATGAGCGGCACGGCCA

TGGGCGCCATGGCGAGGCCCGGCATGGCCGACAAGCTCCGCGCCGGCGGCGTCC

TGAGGATCCTGTACCGGCGGGTGCCGTGCAAGTACCCCGGCGTGAACATCGCATT

CAAGGTGGACCAGGGCGCCAACCCCTTCTACTTCGACGTGCTCATCGAGTTCGAG

GACGACGACGGCGACCTCAAGGCCGTGGAGCTCATGGAGGCCGGCAGCACCGTG

TGGACGTCCATGGCGCACAACTGGGGCGCCACGTGGCGCCTCAACAACGGCAGG

AAGCTCAATGCGCCGTTCGGGCTCCGGCTCACCTCCGACTCCGGCAGGGTGCTCG

TCGCCAACCACGCCATCCCCGCCAAGTGGAAGCCCGGGACGACGTACCGCTCCCT

GGTGAACTACCCATGA 


