
IDENTIFICATION 

Species: Setaria viridis 

Locus: Sevir.9G580900 

Gene Model: Sevir.9G580900.1.p 

Description: SvEXPB-29 

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-29 

MASSYKQKQRAVAAALLFLLVAHASCSTKQHKSSKQHKAHAAPIPTTPPATAPTTTP

PPPSSYSSPPSGGGYPPANNGSGADSGSAGGWLNARATWYGAPNGAGPDDNGGACG

FKGVNMPPFSAMTSCGNEPLFKDGKGCGSCYQIRCLAHPACSGIPETVIITDMNYYPV

APYHFDLSGTAFGAMAKDDRNDELRHAGIIDIQFKRVACQYPGLTVTFHIERGSNPN

YLAVLVEYSNGDGDVVQVDLMESRAEDGEPTGVWEPMRESWGSIWRMDTRRPLQG

PFSLRVTNESGKTLVADNVIPADWQPDNVYSSIVQFD* 

CDS (coding sequence) 

>SvEXPB-29 

ATGGCCTCCTCCTACAAGCAGAAGCAGCGTGCCGTCGCGGCCGCGCTGCTCTTCC

TGCTGGTGGCTCACGCCAGCTGCTCCACCAAGCAGCACAAGAGCAGCAAGCAGC

ATAAGGCCCACGCCGCCCCTATTCCAACGACGCCGCCGGCGACGGCTCCAACAAC

GACCCCTCCTCCACCATCGAGTTACTCCAGTCCTCCCAGCGGCGGCGGCTACCCG

CCGGCCAACAACGGCAGCGGCGCCGACTCAGGTAGTGCTGGGGGGTGGCTGAAC

GCCCGCGCGACGTGGTACGGCGCCCCCAACGGCGCCGGCCCCGACGACAACGGC

GGCGCCTGCGGGTTCAAGGGCGTCAACATGCCGCCCTTCTCGGCCATGACATCCT

GCGGGAACGAGCCACTCTTCAAGGACGGCAAAGGATGCGGATCATGCTACCAGA

TCCGGTGCTTGGCCCACCCTGCTTGCTCCGGCATCCCCGAGACGGTGATCATCAC

AGACATGAACTACTACCCGGTGGCCCCCTACCACTTCGACCTCAGCGGCACGGCC

TTCGGCGCCATGGCCAAGGACGACCGCAACGACGAGCTCAGGCACGCGGGAATC

ATCGACATTCAGTTCAAAAGGGTTGCTTGCCAGTACCCTGGTCTGACGGTTACGT

TCCACATCGAGCGCGGTTCCAACCCCAACTACCTGGCGGTGCTGGTGGAGTACTC

CAACGGCGACGGCGACGTGGTGCAGGTGGACCTGATGGAGTCGCGGGCCGAGGA

CGGGGAGCCCACGGGCGTGTGGGAGCCCATGCGCGAGTCCTGGGGGTCCATCTG

GCGGATGGACACGCGGCGACCGCTGCAGGGGCCCTTCTCGCTGCGGGTCACCAA

CGAGTCCGGCAAGACGCTGGTGGCGGACAACGTCATCCCGGCGGACTGGCAGCC

AGACAACGTCTACAGCTCCATCGTCCAGTTCGACTAG 

 

 



Nucleotide 

>SvEXPB-29 

CAGCCAGGCGCATGTGAAGTGAGCGAGTGGCCACCCGTGGGCGATGGACGATGG

ACGACGACGCCTCCCGTGCCCCACTCGATCTGATGATGATCCAACAAGCTAGCTA

ATATAAGGCGGCCTGTAAATGAGCCTGCTATAAATACATCTTGGTATCGACCGGC

CAGGCCAATCCTCCATCATCATCATCATCATCATCATCATCTCATCCCAATACATA

CCAGCATGGCCTCCTCCTACAAGCAGAAGCAGCGTGCCGTCGCGGCCGCGCTGCT

CTTCCTGCTGGTGGCTCACGCCAGCTGCTCCACCAAGCAGCACAAGAGCAGCAAG

CAGCATAAGGCCCACGCCGCCCCTATTCCAACGACGCCGCCGGCGACGGCTCCAA

CAACGACCCCTCCTCCACCATCGAGTTACTCCAGTCCTCCCAGCGGCGGCGGCTA

CCCGCCGGCCAACAACGGCAGCGGCGCCGACTCAGGTAGTGCTGGGGGGTGGCT

GAACGCCCGCGCGACGTGGTACGGCGCCCCCAACGGCGCCGGCCCCGACGACAA

CGGCGGCGCCTGCGGGTTCAAGGGCGTCAACATGCCGCCCTTCTCGGCCATGACA

TCCTGCGGGAACGAGCCACTCTTCAAGGACGGCAAAGGATGCGGATCATGCTAC

CAGGTAGCTAGCTACTTGAATTGCTCCTCCAATTGAGAATTGCCATTGCCAGGAC

GCAACATCCATCGATCGATCCTAACATTGCGTTAATATTGCAAAGATCCGGTGCT

TGGCCCACCCTGCTTGCTCCGGCATCCCCGAGACGGTGATCATCACAGACATGAA

CTACTACCCGGTGGCCCCCTACCACTTCGACCTCAGCGGCACGGCCTTCGGCGCC

ATGGCCAAGGACGACCGCAACGACGAGCTCAGGCACGCGGGAATCATCGACATT

CAGTTCAAAAGGTATATTGATTTTATATTTATTTAATTTGCCGTCCGTTACGGCAG

GCAACATACATATCCGTGCTTTGCTAGCTGTGGGGACGCTTTCTCATCCTTTTGCT

TCGCGCATGCACACACAAAGCATGCAAAAGTGCATTATATTCTTCCTTTTTGCATA

CATACTCCTACTACCTTTTTCGATCCTTTTTGCATACTACTTAAAGTAGATGAGAT

AATAATAGGTGTGCATGCATGCCAGGCCATTAACTAACTAACTCACTCACTAACT

AACTAACTAACTAACTAACTACAATATGCATGCAATGCATGGGCCCAATGCAAAA

ATCTAATTGAAAGCAGGGGATTTGGATGTGACACACATACACTTACTGCAGGGTT

GCTTGCCAGTACCCTGGTCTGACGGTTACGTTCCACATCGAGCGCGGTTCCAACC

CCAACTACCTGGCGGTGCTGGTGGAGTACTCCAACGGCGACGGCGACGTGGTGC

AGGTGGACCTGATGGAGTCGCGGGCCGAGGACGGGGAGCCCACGGGCGTGTGGG

AGCCCATGCGCGAGTCCTGGGGGTCCATCTGGCGGATGGACACGCGGCGACCGC

TGCAGGGGCCCTTCTCGCTGCGGGTCACCAACGAGTCCGGCAAGACGCTGGTGGC

GGACAACGTCATCCCGGCGGACTGGCAGCCAGACAACGTCTACAGCTCCATCGTC

CAGTTCGACTAGCTAGCTAGCTTATATATATCTTATTATTATTATTTGTTGTTATAT

ATATATATATATTATTATAGGGAGAGAGTCGGAGGCGTCCATATACATGATGGGA

ATATGGGATGGAACATGCTGGAACAACCTAGATAGAGGCCGGCCGGCCGGGCCC

CTTTAATTTGGCTTTTTTTGTTGTCACCTTCAGCCCGTGCTCTCCCCTCCTGTTTAT

TAATTTGGTCTTTTCCCAAGACCTCGAGTGGCTGTTGGCGAGGGTGTTCGCCTAGC

CCTCCTAGGTTTGATCCTTGGGATCGGACCTAGGTATTTTACCAGGGTTTTTCCCA

ATTACGCTAAGGATTAATCTTAAGTTTGCTGGAGTACACGCACGCGTGCGCGGTT

CCAGGTGTGACTTGACTTGTATGATACCGCATGTTTCTTTCTGGAGGTTTAGGCCT

CCCAATCTCTTCCACAATGTGTATGGACACGCACGTGTGTGTACATGTGGTGTGA

GTGTGAAGTGTGTTAGTTGTGTGCGTCCTTGTTGTACCTTAAAAAAATTAATTTGT

GTGCTCGATCTGCTTTCTTCACTGTCTGGATACTGGATTCATCGTTGTTGGATGCT

AGCTAGCTTCTTTTGCACCACGCCACTCATCACGGGCTTTTGTTTCGTTTCGCCGG

CCTACAGCTCATTCAGCCGTTGTCATTCCTCCGAGTCCC 




