
IDENTIFICATION 

Species: Setaria viridis 

Locus: Sevir.2G127700 

Gene Model: Sevir.2G127700.1.p 

Description: SvEXPB-07 

Family: Beta Expansin  

3D structure: 

 
GENOME DATABASES 

Phytozome: https://phytozome-next.jgi.doe.gov/info/Sviridis_v2_1  

KEGG:- 

EXTERNAL RESOURCES 

- 

https://phytozome-next.jgi.doe.gov/info/Sviridis_v2_1


GENE STRUCTURE 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>SvEXPB-07 

MAKLLALLLAALVVLSLLVSPIACTRKLSKAKPKPKPKPAIGHRPAAKPKPNPVGYKP

APAAAKPPRSNHTAKHSPSIVYGGAWLSGAGATYYGAPNGDGSDGGACGYQTAVG

KQPFDSMIAAGSTPLYMDGEGCGACYEVKCTTNAACSGQPATIVITDRSPGDLFPGE

VAHFDMSGTAMGAMARPGMADKLRAGGVLRILYRRVPCKYPGVNIAFKVDQGANP

FYFDVLIEFEDDDGDLKAVELMEAGSTVWTSMAHNWGATWRLNNGRKLNAPFGLR

LTSDSGRVLVANHAIPAKWKPGTTYRSLVNYP* 

CDS (coding sequence) 

>SvEXPB-07 

ATGGCGAAGCTTCTCGCATTGCTGTTGGCCGCGCTGGTCGTGCTCTCGCTCCTAGT

GAGCCCCATTGCCTGCACCCGCAAGCTCAGCAAGGCCAAGCCCAAGCCAAAGCC

AAAGCCGGCCATCGGCCACCGGCCGGCGGCCAAGCCCAAGCCAAACCCTGTCGG

CTACAAGCCGGCGCCTGCCGCGGCCAAGCCTCCCCGCAGCAACCACACCGCTAA

GCACTCGCCGTCGATCGTCTACGGCGGTGCCTGGCTGTCCGGCGCCGGCGCCACC

TACTACGGCGCGCCCAACGGCGACGGCAGTGACGGCGGCGCGTGCGGGTACCAG

ACCGCCGTCGGGAAGCAGCCGTTCGACTCGATGATCGCCGCCGGGAGCACGCCG

CTGTACATGGACGGCGAGGGCTGCGGCGCCTGCTACGAGGTTAAATGCACGACC

AACGCGGCGTGCTCCGGCCAGCCGGCGACCATCGTGATCACCGACCGGTCCCCCG

GCGACCTGTTCCCCGGCGAGGTCGCCCACTTCGACATGAGCGGCACGGCCATGGG

CGCCATGGCGAGGCCCGGCATGGCCGACAAGCTCCGCGCCGGCGGCGTCCTGAG

GATCCTGTACCGGCGGGTGCCGTGCAAGTACCCCGGCGTGAACATCGCATTCAAG

GTGGACCAGGGCGCCAACCCCTTCTACTTCGACGTGCTCATCGAGTTCGAGGACG

ACGACGGCGACCTCAAGGCCGTGGAGCTCATGGAGGCCGGCAGCACCGTGTGGA

CGTCCATGGCGCACAACTGGGGCGCCACGTGGCGCCTCAACAACGGCAGGAAGC

TCAATGCGCCGTTCGGGCTCCGGCTCACCTCCGACTCCGGCAGGGTGCTCGTCGC

CAACCACGCCATCCCCGCCAAGTGGAAGCCCGGGACGACGTACCGCTCCCTGGTG

AACTACCCATGA 

 

 



Nucleotide 

>SvEXPB-07 

ACGTTCTCCCCAATAATTCGACCGGCAGAGTTCTCTCCCATGTCAAGTCCTCCGCG

TTGATCCCTCCCCGAAGTGCCCTATAAATACCCAGTTCGTGGCCACTGTTGGAACT

CACCGAAGAACAATCGAGCTCATACAAAGCCTCTGAAATCTGAATTGCGAACTCC

GCCGAGCTTAGGAGCAGTAGCAGCAATGGCGAAGCTTCTCGCATTGCTGTTGGCC

GCGCTGGTCGTGCTCTCGCTCCTAGTGAGCCCCATTGCCTGCACCCGCAAGCTCA

GCAAGGCCAAGCCCAAGCCAAAGCCAAAGCCGGCCATCGGCCACCGGCCGGCGG

CCAAGCCCAAGCCAAACCCTGTCGGCTACAAGCCGGCGCCTGCCGCGGCCAAGC

CTCCCCGCAGCAACCACACCGCTAAGCACTCGCCGTCGATCGTCTACGGCGGTGC

CTGGCTGTCCGGCGCCGGCGCCACCTACTACGGCGCGCCCAACGGCGACGGCAGT

GACGGTCAGTACTCGCCTTTGCGCTCGATTTCTTCGCTTTCGGTGGGTTAGTGAAT

TGACATGGGATCGATGGCTAAAAACTTGTGAACGCAGGCGGCGCGTGCGGGTAC

CAGACCGCCGTCGGGAAGCAGCCGTTCGACTCGATGATCGCCGCCGGGAGCACG

CCGCTGTACATGGACGGCGAGGGCTGCGGCGCCTGCTACGAGGTACGTCGGCTGT

GTGCTGCTGCAAATTAAAGTCGCTGTCGGCTGCCTGTGCCTGGTCCCTCCTCTCTA

AACAATAATGCGCCCATGTGCAGGTTAAATGCACGACCAACGCGGCGTGCTCCG

GCCAGCCGGCGACCATCGTGATCACCGACCGGTCCCCCGGCGACCTGTTCCCCGG

CGAGGTCGCCCACTTCGACATGAGCGGCACGGCCATGGGCGCCATGGCGAGGCC

CGGCATGGCCGACAAGCTCCGCGCCGGCGGCGTCCTGAGGATCCTGTACCGGCG

GGTGCCGTGCAAGTACCCCGGCGTGAACATCGCATTCAAGGTGGACCAGGGCGC

CAACCCCTTCTACTTCGACGTGCTCATCGAGTTCGAGGACGACGACGGCGACCTC

AAGGCCGTGGAGCTCATGGAGGCCGGCAGCACCGTGTGGACGTCCATGGCGCAC

AACTGGGGCGCCACGTGGCGCCTCAACAACGGCAGGAAGCTCAATGCGCCGTTC

GGGCTCCGGCTCACCTCCGACTCCGGCAGGGTGCTCGTCGCCAACCACGCCATCC

CCGCCAAGTGGAAGCCCGGGACGACGTACCGCTCCCTGGTGAACTACCCATGAA

AAGGGGGATATCTCGAGAAGTCCATGGCGGGTAGTGTGCGGCCGGGTGTTGTGA

GAGGCTACGATGTCAGAAGTCAGAGAAGAGGAAGAGGAGGTTGAAGAAGAGAA

TGGCGTTCTTCCCTCCCTCCACGGTCTCTGTATGCAGTCCCCAAGTGATGCGTGAC

AGTGTGGGCCATGTCTGTAATTTCATTTCTTCATCTCGATTTGTTAGTTTGGTGCTG

TGTACTTGAGGAAAAAGAGAAGCCTTTTTGAGTTGTGACTAAATGTTGCATGCCA

ATGCATCAAGTTGTGTATTTTGACGTTTTTGGATACTGAATTAGTCCTTTCAGAAT

TCTGAGAAATGAATCACAACGCTTTGTGATGACATTGAAAAATAGTTTGAAGGTG

CATTGAAGACAAAGACAATTGCTGACAAGCAAAATTAGCGACTCCACAACATTTT

TAGCTTATTCTA 




