
IDENTIFICATION 

Species: Setaria viridis 

Locus: Sevir.9G332000 

Gene Model: Sevir.9G332000.1.p 

Description: SvEXPB-19 

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-19 

MGVPSSLPSAAAAALVLLALLAGGHCREAQLDTGDHDAAGTENYNASDAAVYWGP

WQKARATWYGQPNGAGPDDNGGACGFKHTNQYPFMSMGSCGNQPLFKDGKGCGS

CYKIRCTKDKSCSGKAETVIITDMNYYPVSKYHFDLSGTAFGRLAKPGLNDKLRHSGI

IDIEFTRVPCEFPGLKIGFHVEEYSNPVYFAVLVEYEDGDGDVVQVDLMESKTAHGPP

TGRWTPMRESWGNVWRMDTNHRMQAPFSIRIRNESGKTLVAHNVIPANWRPNTFY

RSFVQYS* 

CDS (coding sequence) 

>SvEXPB-19 

ATGGGAGTCCCCTCCTCCCTCCCCTCCGCCGCCGCGGCGGCGCTCGTGCTCCTGGC

CCTCCTCGCCGGCGGGCACTGCCGCGAGGCCCAGCTCGACACCGGCGACCACGA

CGCGGCCGGCACCGAGAACTACAACGCCAGCGACGCCGCCGTGTACTGGGGCCC

CTGGCAGAAGGCCCGGGCCACCTGGTACGGTCAGCCCAACGGCGCAGGCCCCGA

CGACAACGGTGGTGCGTGCGGCTTCAAGCACACCAACCAGTACCCGTTCATGTCT

ATGGGCTCCTGCGGCAACCAGCCATTGTTCAAGGACGGCAAGGGCTGCGGCTCCT

GCTACAAGATTCGTTGCACCAAGGACAAGTCCTGCTCCGGCAAGGCGGAAACGG

TGATCATCACCGACATGAACTACTACCCGGTGTCCAAGTACCACTTCGACCTCAG

CGGCACGGCGTTCGGCAGGCTCGCCAAGCCCGGCCTCAACGACAAGCTCCGCCA

CTCCGGCATCATCGACATCGAGTTCACCAGGGTGCCGTGCGAGTTCCCGGGCCTC

AAGATCGGGTTCCACGTGGAGGAGTACTCGAACCCCGTCTACTTCGCGGTACTCG

TCGAATACGAGGACGGCGACGGCGACGTGGTGCAGGTGGACCTCATGGAGTCGA

AGACGGCGCACGGCCCGCCGACGGGGCGGTGGACGCCGATGCGCGAGTCCTGGG

GCAACGTCTGGCGCATGGACACCAACCACCGCATGCAGGCGCCCTTCTCGATCCG

CATCCGCAACGAGTCCGGCAAGACGCTCGTCGCCCACAACGTCATCCCGGCCAAC

TGGAGGCCCAACACCTTCTACCGCTCCTTCGTCCAGTACAGCTGA 

 

 

 



Nucleotide 

>SvEXPB-19 

GACTGAGCCCACAGCCCAGGCCATGTGCGCCCCAACATGGCACGTTCTCCCTCGC

TCCTTCTGCTCACACTGCGTACACACTACACACGCAGGAGGGCTCCCGGCCCGGC

TCTCCCCCCATTCTCGCTCGTTCGCGTGCCGGTGCCCATCTGGCTTATAAATAGGC

CCACACGGCACCTCGGCCACCACCACCCACCACTTGCTCGCACTCTTCACTCACT

GCCGCCCACTGCCTAACTAGCTAGAGGAAGCCGAAAGGGGAAACGGCCAAGGCA

GCCATGGGAGTCCCCTCCTCCCTCCCCTCCGCCGCCGCGGCGGCGCTCGTGCTCCT

GGCCCTCCTCGCCGGCGGGCACTGCCGCGAGGCCCAGCTCGACACCGGCGACCA

CGACGCGGCCGGCACCGAGAACTACAACGCCAGCGACGCCGCCGTGTACTGGGG

CCCCTGGCAGAAGGCCCGGGCCACCTGGTACGGTCAGCCCAACGGCGCAGGCCC

CGACGACAACGGTGAGCACCGGCATTCCGAGACCTCTTCCTTCCCCCTCTCGTTCT

ACGTGCATTTCTTGGTGCCTTTGCTCGTCGATCTGGGTAATGCGGCTCACATATCC

CTCTCGAATCTTGCTAGGTGGTGCGTGCGGCTTCAAGCACACCAACCAGTACCCG

TTCATGTCTATGGGCTCCTGCGGCAACCAGCCATTGTTCAAGGACGGCAAGGGCT

GCGGCTCCTGCTACAAGGTGAAAACTAAAAACAACTTTGGAGTCTTTCATTCCCT

TCCATATGAAAGAAATTATAGAATGTCTTTCCTTTGTCGAAACAATCCTACAAGT

AAATGATAAAGAAAAAAAATAGAGTAGTAGTAGGAGTAACTGTTAAGGTAGGAC

GCTACCGTACAGTCCAGTCCGGTCCTCCGGAAAAGCAAGAGCTGCGGGTGGGGC

CCACTTGCATGTGCGCGTCCTCACTCGATCTCCGTGACGGCGTCATTTACTGTGCA

TTGACGCTTGCCTTGCGGATCTGGCAGATTCGTTGCACCAAGGACAAGTCCTGCT

CCGGCAAGGCGGAAACGGTGATCATCACCGACATGAACTACTACCCGGTGTCCA

AGTACCACTTCGACCTCAGCGGCACGGCGTTCGGCAGGCTCGCCAAGCCCGGCCT

CAACGACAAGCTCCGCCACTCCGGCATCATCGACATCGAGTTCACCAGGTCTGTT

CGGTTCTGCTCTGTTCTGCCGCCACTTAAAGTAGAAGACACCTCTCACTCACAGG

GCGAGGAGTAGTAGTAGTACCAGGATGTGTTGCTGTCGAATTGTTACCGGTGGTA

GTACTAGCTTTCCCTCCAAACCCGCTGTTGAATTTGCTGGCGCGGCAAGTGAAAG

TTTGGTAGGGAGGCTGGCGGGCCATCGACCCAACCGCGCGCGTTACAGCCCCGG

ACACCGCATGTGCGGCAAAGTGGCACAGCTGACAAAAGTCACTTTTATTGCGCTG

CCGCACAGCACCCCCAACATGCTCATTTTCGGCTACTAGTGGGCGCACCCCTTTTG

CAGCCCAGCCCAACGTATCTGCGCGCACTGTTGCAACATGCCACCGGCCAACCCC

ATTCCCTTTCGCTTTCTCGCTGTACCACCACCTGCATGCAGCAGCTAATAAACAAG

CCTTGCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCGTCCCGGCCCTGGCACT

GCCTGAAAGAGTAGAGATTCCTTGCAGCAGGATTATATTAGGCTAAACAACTAAC

CGGCATATTCCGATGACAAGATTAGCAGCAGTGTGATGCCCTGTTTCGTGTGTCT

AAAAAAACGCGGTGGATGTTTGTTTGTGCAGGGTGCCGTGCGAGTTCCCGGGCCT

CAAGATCGGGTTCCACGTGGAGGAGTACTCGAACCCCGTCTACTTCGCGGTACTC

GTCGAATACGAGGACGGCGACGGCGACGTGGTGCAGGTGGACCTCATGGAGTCG

AAGACGGCGCACGGCCCGCCGACGGGGCGGTGGACGCCGATGCGCGAGTCCTGG

GGCAACGTCTGGCGCATGGACACCAACCACCGCATGCAGGCGCCCTTCTCGATCC

GCATCCGCAACGAGTCCGGCAAGACGCTCGTCGCCCACAACGTCATCCCGGCCAA

CTGGAGGCCCAACACCTTCTACCGCTCCTTCGTCCAGTACAGCTGAGCTGCTGAT

CCGGGGATCGGATCCCGTCCGTGTCCGGGTGACCGCAATTGGAGCTGGCAACACC

CGGTCCGGTCTTCTTCTGATCTCTACCACAACACTACTACCACTAGACTACTACTA

CTAGTACGGCGTGGCGGGACGGAACGGAACGGCTAGTCGTCGGTGTCTCTGGTCA

TCGTGTTCGTTGCAGTTGTATCATCTCATCATCAGCATCATGGGTCCATGGAGTCG



TTGCATTGGGGGCGCGCTTTTAGGTGGAGCGTCATGTGCGAGTGTTTGTGTGAGT

GAGGCTGGCACGTGATGTGTGCCACCCTAATTGCGAACGGGCATGAGGGAAGGA

AAAAAAATTTAAGCCGTGTGGGAAAATGGAGGAGGCAGGCGTACAAGGTACGCC

CTCCCGCCCACTCTCGCTTTATAATTTATAATCATCAATCATCATCTTCATTTCGAT

CGGTGATTAATCGAAAAAGTATATTGTAATGTATAAACGCCATTTCCCCAGCTTG

GGCAGACCAGGGATTTCCCCTGTTTTGGTT 




