
IDENTIFICATION 

Species: Setaria viridis 

Locus: Sevir.4G297100 

Gene Model: Sevir.4G297100.1.p 

Description: SvEXLA-03 

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-03 

MALLLLLLFTISQFLLPASCSPSSKNNNYYCDWCPRHSTASLLPPASADLDDCEYGAA

MAMDLNGGHAAAAGAEFFRDGAGCGACYQLRCRDRRVCGDGGVKVVVTGAANR

TGFLLGREAFAAMARPGMADQLAAALDDDNVQVYFRRTPCEYKKNLTVQVEEGSR

NPGQLGIRFLYQGGQTEIAAVEIAAQQANYHTQTASSSWRPMARRLRRAWRTPRAP

AGPLRLRLVVTAGFGGKWLLAKEAVLPADWRPGQAYGTGLRVTDVALRTCARSCR

ARPPGDEELRR* 

CDS (coding sequence) 

>SvEXLA-03 

ATGGCGCTGCTGCTGCTTCTTCTCTTCACCATCAGCCAGTTCCTGCTTCCCGCGTC

CTGCTCTCCGTCTTCCAAGAACAACAACTACTACTGCGACTGGTGCCCTCGTCACT

CCACCGCCTCTCTCCTCCCTCCCGCCTCCGCCGACCTCGACGACTGTGAATACGGG

GCTGCCATGGCTATGGACCTCAACGGAGGACACGCCGCCGCCGCGGGCGCCGAG

TTCTTCCGCGACGGGGCCGGCTGCGGCGCCTGCTACCAGTTGCGGTGCAGAGACC

GGCGGGTTTGCGGCGACGGCGGCGTCAAGGTCGTCGTGACGGGCGCGGCCAACC

GGACGGGGTTCCTGCTCGGCAGGGAGGCCTTCGCCGCGATGGCCAGGCCCGGCA

TGGCCGATCAACTCGCCGCCGCCTTGGACGACGACAATGTCCAGGTCTACTTCAG

GAGGACACCTTGCGAGTACAAGAAGAATCTGACCGTCCAAGTGGAGGAGGGGAG

CCGGAACCCGGGCCAGCTCGGCATCCGGTTCCTGTACCAGGGTGGGCAGACCGA

GATCGCCGCCGTCGAGATCGCCGCGCAGCAGGCGAATTACCACACCCAGACGGC

GTCGTCGTCGTGGCGGCCCATGGCGCGGCGGCTGCGCCGTGCGTGGCGCACCCCG

CGCGCCCCGGCCGGCCCGCTGCGGCTCCGCCTCGTCGTCACGGCCGGCTTCGGCG

GCAAGTGGCTGTTGGCCAAGGAGGCCGTGCTGCCGGCGGACTGGCGGCCTGGCC

AGGCGTACGGCACGGGCCTCCGGGTCACCGACGTCGCCCTGCGCACCTGCGCCCG

CTCCTGCCGCGCGCGCCCCCCTGGCGACGAGGAGCTCAGACGGTGA 

Nucleotide 

>SvEXLA-03 

ACCTGCATTGAGAGCCGAAAACTTGGAAAGATGGCACGGCGACAGGCACTTTGC

TTCAACCCCATGTCCCCATCATCCATTCCGTCCACCCGTGAGCCTTGGACCCACTC

GGCCACTCCACTCACGCGCCCGGGATATTCTGATTTCTTCCTTTCTTCCTCGTATTT



TGATGGCAGGCGGGCATGTCGATCGACTGGAGTAGTTGATGCCCCCACGTTCCTG

CTGAGTATGCCTATGCCGGCTGCCATAACTAAGCAGCCCGCCTTGCTGCTCCTTCG

CTAGCCGTCCGTCTTATCCATCTAGCTACACATCCAGCAGTCGACGAGCTGCTGC

GCCGCCATGGCGCTGCTGCTGCTTCTTCTCTTCACCATCAGCCAGTTCCTGCTTCC

CGCGTCCTGCTCTCCGTCTTCCAAGAACAACAACTACTACTGCGACTGGTGCCCTC

GTCACTCCACCGCCTCTCTCCTCCCTCCCGCCTCCGCCGACCTCGACGACTGTGAA

TACGGGGCTGCCATGGCTATGGACCTCAACGGAGGACACGCCGCCGCCGCGGGC

GCCGAGTTCTTCCGCGACGGGGCCGGCTGCGGCGCCTGCTACCAGGTGCGTGAGG

CGGTGAGGGTGACTGCAGTGCCGCGCACGATCGCTGTGGCTAGCTTCCCGTTACT

GTTTGGTACGGGTCGTCGGGTCGTCGCTGACAACGACCGCGCCTCCGCGTGCTTG

CAGTTGCGGTGCAGAGACCGGCGGGTTTGCGGCGACGGCGGCGTCAAGGTCGTC

GTGACGGGCGCGGCCAACCGGACGGGGTTCCTGCTCGGCAGGGAGGCCTTCGCC

GCGATGGCCAGGCCCGGCATGGCCGATCAACTCGCCGCCGCCTTGGACGACGAC

AATGTCCAGGTCTACTTCAGGAGGTAACTGATCGCACTTTTACAACTGCAAATAT

TTGATCAACATGTTGGATCGTACGCACTTCCTTTATAATTTTCTAAAATGGAAGAT

CCTGTGTCGTGTTCTTGCTTGCGCATTAACGGCTGCAGAGACTTGCAGCTCAAAAT

TCAACGTTTGGTGCAGGACACCTTGCGAGTACAAGAAGAATCTGACCGTCCAAGT

GGAGGAGGGGAGCCGGAACCCGGGCCAGCTCGGCATCCGGTTCCTGTACCAGGG

TGGGCAGACCGAGATCGCCGCCGTCGAGATCGCCGCGCAGCAGGCGAATTACCA

CACCCAGACGGCGTCGTCGTCGTGGCGGCCCATGGCGCGGCGGCTGCGCCGTGCG

TGGCGCACCCCGCGCGCCCCGGCCGGCCCGCTGCGGCTCCGCCTCGTCGTCACGG

CCGGCTTCGGCGGCAAGTGGCTGTTGGCCAAGGAGGCCGTGCTGCCGGCGGACT

GGCGGCCTGGCCAGGCGTACGGCACGGGCCTCCGGGTCACCGACGTCGCCCTGC

GCACCTGCGCCCGCTCCTGCCGCGCGCGCCCCCCTGGCGACGAGGAGCTCAGACG

GTGACGACACGGCTGCGGTGGTGGTGGCAGGCCACCGAGATTACCTTGTACATAT

TTTTTAGTTAATTCTATTCATGATTCGCCGCCATTTTTTTCGGCCGTCAGCCAAAA

CAACACAATGTCATGGCTCTTGAAAGAGAGGAAAACAGAACACCTCTGCCCTGA

TCAAGCTAGGCTGCACGAACGGAGCGAAGGGGTGTTTAGATCCTTGAGTTAAACT

AAAATTTAATTCTCATCACATCGAATCTTTGGAGGTTAATTATGAGGACTAAATA

TGAGTTAATTATAAAATTAATTACACAGA 




