
IDENTIFICATION 

Species: Setaria viridis 

Locus: Sevir.9G540000 

Gene Model: Sevir.9G540000.1.p 

Description: SvEXPA-35 

Family: Alpha 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 

>SvEXPA-35 

MDRVLTLFIAVLTATFFAPAKGWNYGTATFYGGPDASGTMGGACGYGNLYQAGYG

TNTAALSSVLFNDGAACGQCYLIMCDSNASPWCKGGAAVTVTATNFCPPNWAQPSN

RGGWCNPPRPHFDMAQPAWERIGVYKAGIIPVLYQQVTCWRQGGIRITIGGSTFFQL

MNFANVGGSGSIRSVSVKGTKTGWIALNRNWGANWQCNSALVGQELSFIVTSTGGQ

TLWINNVVPAWWQFGMAFVSNYNFYY* 

CDS (coding sequence) 

>SvEXPA-35 

ATGGACAGAGTCCTCACATTGTTCATCGCCGTCCTAACGGCGACGTTCTTCGCGC

CGGCGAAGGGCTGGAACTACGGGACGGCGACGTTCTACGGCGGCCCCGACGCCT

CCGGCACAATGGGTGGCGCGTGCGGGTACGGGAACCTGTACCAGGCGGGGTACG

GGACGAACACGGCGGCGCTGAGCTCGGTGCTGTTCAATGACGGCGCGGCGTGCG

GGCAGTGCTACCTGATCATGTGCGACAGCAACGCGTCCCCCTGGTGCAAGGGCGG

CGCCGCCGTGACCGTCACGGCCACCAACTTCTGCCCGCCCAACTGGGCGCAGCCC

AGCAACCGCGGCGGCTGGTGCAACCCGCCGCGGCCCCACTTCGACATGGCGCAG

CCCGCCTGGGAGCGCATCGGCGTCTACAAGGCCGGCATCATCCCCGTCCTCTACC

AGCAGGTGACGTGCTGGAGGCAGGGAGGGATCCGGATCACCATCGGAGGATCCA

CCTTCTTCCAGCTGATGAACTTCGCGAACGTGGGCGGGAGCGGGTCGATCCGGTC

GGTGTCGGTGAAGGGGACCAAGACGGGGTGGATCGCGCTGAACCGCAACTGGGG

CGCCAACTGGCAGTGCAACTCGGCGCTCGTCGGGCAGGAGCTCTCCTTCATCGTC

ACCTCCACCGGCGGCCAGACGCTCTGGATCAACAACGTCGTGCCGGCGTGGTGGC

AGTTCGGCATGGCCTTCGTCAGCAACTACAACTTCTACTACTGA 

Nucleotide 

>SvEXPA-35 

ATATCGATCATTCGGTGGCATGTTCCCTGCAATTCCCCTGCCCGGCCGTCCCTGAA

CATAATTCTCGTTCCCTCGTTCTATATAAGCCATGCCACGATCACTGCAAATCCGT

CAGATCAGAAGCTGTTAGGCAGTCACTGCAATTCTCCTGTAGTGTACTGAAACCG

ACGAGTATTCCAAGTCTCCTGTGGTGTTCTGTACCGGTCTCTGAGCAGAGATGGA

CAGAGTCCTCACATTGTTCATCGCCGTCCTAACGGCGACGTTCTTCGCGCCGGCG

AAGGGCTGGAACTACGGGACGGCGACGTTCTACGGCGGCCCCGACGCCTCCGGC



ACAATGGGTAAATATTTACACTAGTTTTTAAATCCAAGATCCATTTTTGTACGAAT

CTTACAGTAGTTTTTCCAAATGGAGCTAGCTAACACGATGCTGTACGGCGTGATA

TGATGATGAAGGTGGCGCGTGCGGGTACGGGAACCTGTACCAGGCGGGGTACGG

GACGAACACGGCGGCGCTGAGCTCGGTGCTGTTCAATGACGGCGCGGCGTGCGG

GCAGTGCTACCTGATCATGTGCGACAGCAACGCGTCCCCCTGGTGCAAGGGCGGC

GCCGCCGTGACCGTCACGGCCACCAACTTCTGCCCGCCCAACTGGGCGCAGCCCA

GCAACCGCGGCGGCTGGTGCAACCCGCCGCGGCCCCACTTCGACATGGCGCAGC

CCGCCTGGGAGCGCATCGGCGTCTACAAGGCCGGCATCATCCCCGTCCTCTACCA

GCAGTAAGTCATCGATCATGTCGTCGTCTACCACACCTTCGTTTCCTTCTCCGATG

AGCTCGCGAGCTGATCGGCCATGGTGGCGTGTGCAGGGTGACGTGCTGGAGGCA

GGGAGGGATCCGGATCACCATCGGAGGATCCACCTTCTTCCAGCTGATGAACTTC

GCGAACGTGGGCGGGAGCGGGTCGATCCGGTCGGTGTCGGTGAAGGGGACCAAG

ACGGGGTGGATCGCGCTGAACCGCAACTGGGGCGCCAACTGGCAGTGCAACTCG

GCGCTCGTCGGGCAGGAGCTCTCCTTCATCGTCACCTCCACCGGCGGCCAGACGC

TCTGGATCAACAACGTCGTGCCGGCGTGGTGGCAGTTCGGCATGGCCTTCGTCAG

CAACTACAACTTCTACTACTGACCAATAGCTATAGCTCGAGGGCGGCCAAGCTAA

GCAAGCGCAGGGGTACTTTCGGTTGTTGTAATGGAAGGCGACAATTTGTTCGTTC

TTTTTTCTTGGGGGCTACTTTGTACATGTACATCTCGTTGTGATAAGAGGAATATA

TTGACCATTTCAGACTTAAACTTTGATCATC 




