
IDENTIFICATION 

Species: Setaria viridis 

Locus: Sevir.9G343700 

Gene Model: Sevir.9G343700.2.p 

Description: SvEXLA-05 

Family: Expansin Like Alpha  

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 

>SvEXLA-05 

MRSAASLSLVLLLVFVAVPSPARGCDRCVRRSKATYQASSLALNAGSCGYGSLAASL

NGGFLAAASPELYRGGVGCGACFQVRCRDSELCSAAGTKVVVTGQARTSSNRTGLV

LSAAAYAAMARAGEAARLRAHRVVDVEYKRIPCEYANRNLSIRVEEKSRPPSQLSIR

FLYQGGQTDIVAVDVATVGSSNWRFMTREHGPAWSTAQAPAGPLQFRLVVTGGYD

GKWVWAESEVLPRRWEAGRVYDTGVQVADVAQEGCYPCDTHEWQ* 

CDS (coding sequence) 

>SvEXLA-05 

ATGAGGAGCGCCGCGTCCCTGTCCCTCGTCTTGCTCCTCGTCTTCGTCGCGGTCCC

GTCTCCGGCTCGCGGCTGCGACCGCTGCGTGCGCCGGTCCAAGGCCACCTACCAA

GCCTCATCGCTCGCCCTCAACGCCGGTTCTTGCGGGTACGGCTCCCTGGCCGCGTC

CTTAAACGGCGGCTTCCTCGCCGCGGCCAGCCCCGAGCTCTACAGGGGCGGCGTC

GGCTGCGGCGCCTGCTTCCAGGTGCGGTGCAGGGACAGCGAGCTGTGCAGCGCC

GCCGGCACCAAGGTGGTGGTGACGGGCCAGGCGCGGACCTCCTCGAACCGCACG

GGCCTGGTGCTGAGCGCCGCGGCGTACGCGGCCATGGCCCGCGCCGGCGAGGCC

GCGCGGCTCCGGGCGCATCGCGTCGTGGACGTCGAGTACAAGAGGATCCCATGC

GAGTACGCGAACCGCAACCTGTCCATCCGCGTGGAGGAGAAGAGCCGGCCGCCG

AGCCAACTGTCCATCAGGTTCCTGTACCAGGGCGGCCAGACCGACATCGTCGCCG

TCGACGTCGCCACGGTCGGGTCGTCGAACTGGCGGTTCATGACGCGGGAGCACG

GGCCGGCGTGGAGCACGGCGCAGGCGCCGGCGGGGCCCCTGCAGTTCCGCCTGG

TGGTGACCGGCGGGTACGACGGCAAGTGGGTGTGGGCGGAGTCGGAGGTGCTGC

CGCGGCGGTGGGAGGCCGGCCGCGTCTACGACACCGGGGTGCAGGTCGCCGACG

TCGCGCAGGAAGGGTGCTACCCCTGCGACACGCACGAGTGGCAGTGA 

Nucleotide 

>SvEXLA-05 

TTTTCTTCCCCATAGCTGGAATAGGAATACTACGGCTGTCAGGTGTTCAATCACTG

CCATAAAAATCACCGCGGGATCGAACGCAAATCAACACACCGATAATCATGAAC

GGCGTTCAGATTTCTTTCGAGTACTGCCAGCGGATTACGGTGGTCAGCACCAGGT

CACTTACCGACGGCCACGTGCCAGGCTGCCGGGAACGGTACTGCGCCAGCCCAG

GCTTTCATCCGACGCCTCGCTGACGCGCCCCGCGCCGCGGCACGCGTGTCCCCGG



GGGTCGGTGGCCGCCCCCCGGGCCTCAGCCTCACCGTCCTCTCTCTTCCTCTGTCC

CCCACCACTATATCCGTCCCACGGCGCCGCGCTCCGCTCCCAACCGCGTCGCGTG

TCCAAAACATTCTGCGGCCTGTTGGAGGGCAGCACCAAGTATCACCAGTCTAGGG

CCTACTCTGGTTACTAGAAGGAGTACTCGCAGGCACCAGCTAGCTTCCGCACTGC

GGCCAGAACCAGAAACCAGAGCGGCAGCCTTGCGGCGCCCGCGTGGAGGCGTGG

AGCATAAAGCCGGCGCTCGCGCTGCTGGCAGCAATCCAATCCCCTGTTCTGCTCT

GTTCTCCCGAGTAATCACAATTCAAGCCTTCTTCGACCTCGAGCTCGTCGTCATGA

GGAGCGCCGCGTCCCTGTCCCTCGTCTTGCTCCTCGTCTTCGTCGCGGTCCCGTCT

CCGGCTCGCGGCTGCGACCGCTGCGTGCGCCGGTCCAAGGCCACCTACCAAGCCT

CATCGCTCGCCCTCAACGGTAATCAGGCATCCACAGGCTTCTGCGTTTCGGTTCAT

TTAATTTGTTCGTGGCTCGAAAGATTGGTCTGGCTGACCTTGTGGTTGCTGAATTG

TGCGCCCGTGCAGCCGGTTCTTGCGGGTACGGCTCCCTGGCCGCGTCCTTAAACG

GCGGCTTCCTCGCCGCGGCCAGCCCCGAGCTCTACAGGGGCGGCGTCGGCTGCGG

CGCCTGCTTCCAGGTAGGTTCCTCCTCCTTCCCCGAGCTGTCCGCGACGGCCGACG

GCCCCGATTCCTCCGCGTGTCGGTGGGCGAAACGGATTAAATTAAGCGGGGATCG

CCCATTGCAGGTGCGGTGCAGGGACAGCGAGCTGTGCAGCGCCGCCGGCACCAA

GGTGGTGGTGACGGGCCAGGCGCGGACCTCCTCGAACCGCACGGGCCTGGTGCT

GAGCGCCGCGGCGTACGCGGCCATGGCCCGCGCCGGCGAGGCCGCGCGGCTCCG

GGCGCATCGCGTCGTGGACGTCGAGTACAAGAGGTTGGTGGTTGCCCTGTTGCTC

CTCCTTTGTCGCCGCCCGCGGTGCCGTGCGCGAGTACGGCGTCGGTAGTGTGCGT

CATTTCGGTTTCGCTCGCACGTGCCGATGATGCAGAGAACAGCTGAGATTTTTTTT

TTTGGTGTTTTGGGGAGAGGAGAAGAATTAACAGCTGAATTTTGTGCGGGCAGGA

TCCCATGCGAGTACGCGAACCGCAACCTGTCCATCCGCGTGGAGGAGAAGAGCC

GGCCGCCGAGCCAACTGTCCATCAGGTTCCTGTACCAGGGCGGCCAGACCGACAT

CGTCGCCGTCGACGTCGCCACGGTAAGCAAACTTCTCCCCGCTCCAAACAAGACA

TTTTATCCTCCTTTTTCTCATAACGAGTTTGAAAGCTGAGGTCAACAAAGCAACGT

TGGATTGGAGTTCACCGGCGGTTGATTAACGTGGTTGCCGGTGTGTTTTTTGTTGG

CAAATGCAGGTCGGGTCGTCGAACTGGCGGTTCATGACGCGGGAGCACGGGCCG

GCGTGGAGCACGGCGCAGGCGCCGGCGGGGCCCCTGCAGTTCCGCCTGGTGGTG

ACCGGCGGGTACGACGGCAAGTGGGTGTGGGCGGAGTCGGAGGTGCTGCCGCGG

CGGTGGGAGGCCGGCCGCGTCTACGACACCGGGGTGCAGGTCGCCGACGTCGCG

CAGGAAGGGTGCTACCCCTGCGACACGCACGAGTGGCAGTGACGCGCGGGCTGA

GCTGTGAAAAACTGTACAGTTCTTTTTGCCTTTTTTTTTCTGCATCTTTTGCTCAAT

ACCGTCCATTCTTGGATGGATGGACGGATGGAAAAATATGAAATGATGAATGGA

ATCGGAGAGGGAGAGTCAAACGTGCCGTTGCAACTTGGTTCGGCCTTTCTGTTCC

CCCACTTCGATGTGCGGCGGAGTTGGAACGCACGATGTGCTGCGCGCGTAGTGTG

CTGCGTGCATGATGGCTTTGGCCGTCAACGACGAGCGCTTCCACTGGCGGCTCGC

TCAGGGCCACCCAACGGCACGGGCAGATGCCGTCGTCACGACGGGGAAGCCGGG

AAGGTGATGTCACGAGGACGTAGCTGGGTCGGAAAGAAATGTTCGGCAGGGTTC

AGCCAGCGCGGGCAACGGTAGGCTCCCTTGTGTAAGCGGACATCGGTGATGCTTT

CTGGCCGGTGACATCGTGCGGTTGTTTTTCAAAAAAAAAAAATAACGTGCGGTTG

TTGAGTTGAGCCTACTATGACGTATGATCGGCGTTGGAGTTGGAACAGAGTAACC

GGCATTTGGAGTTTTGGACTTTTGCCGTTGCAGCATGCGTATCGGGCGGATTAGG

TGGGCGTTCAGTGCTTTGAAACGATCCAGCCGAGAGTTCATATTTTGGACATGAG

GCTCCCGATGCGCACTTTTGCTTTCTTTCTGCCGGAGCGTTATGCTCTGATGAGGA

ACACGGTTGGTGCCAGGGCGGTTGTTTCGCTTCGTCAGCCGCGCAGCGAGGAGCC

GAGGAGCTGGCGCATCATACGATTTGCTCGCGCTGGGATTCAGTGAGCAGAGCA



GCATTAGGGCATCATACTCTTCTCTCTTCGATGCCGCCAGGCATCGGTCAGAGGC

GCAGAGCGCGGGTGCGCCTTACGCTTCATCGCGAACACACGATGGTATGTGCCAT

CTGCACCGTACGGGAACGTTCGTCAGATTCAATGAGAGCGCTTCGACATCTTCTG

TACTGGCTACTACTGATCCATGGCTCCAAAAGCATTTGTTTCTGATGCCGTGGTGG

GCCGGTGGCATCATCGGCTGTTCAGTCTGCGTGTTATCGACGTTGAAACAGAGCA

GCCGGCGTTTTAAATTTCGCTGCTGCAGAACTTCCTTTTTTCCTCTCTGCTTGAGG

GCGTGATGTTCCACTTGGAGCCTGTTTGGTTTACGTCATGAAGCTGTTCGGAATGA

TCCGAACCTAAAACCGAACCTGACGTGGGAGTTTAGTTTGTGTCACGGCATCAAC

TCGTCCGGCACTAATAGGTCATTCCGCGTAGTACGCTCCCACAGGCCAGCGGCAG

GCAAATCTCATGGGCGAACTCATTCCGCAGGAAAAGCGGGACGAGCTGATCCTTT

TTCACGTCGGACTAGTCCA 




