
IDENTIFICATION 

Species: Setaria italica 

Locus: Seita.1G318000 

Gene Model: Seita.1G318000.1.p 

Description: SitEXPA-06 

Family: Alpha Expansin  

3D structure: 

 
GENOME DATABASES 

Phytozome: https://phytozome-next.jgi.doe.gov/info/Sitalica_v2_2  

KEGG: https://www.genome.jp/entry/gn:T02818  

EXTERNAL RESOURCES 

- 

 

https://phytozome-next.jgi.doe.gov/info/Sitalica_v2_2
https://www.genome.jp/entry/gn:T02818


GENE STRUCTURE 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>SitEXPA-06 

MAPPQAVLAVLLASLLPLALSRGLGLGHRHVPQHGHGMGLGHRHAQPHPQPHGHA

PLAGGAWSSAHATFYGGGDASGTMGGACGYGNLYSQGYGTNTAALSTALFNNGLS

CGACFEVRCDAAGGGGHSCLPGSVVVTATNFCPPNNALPSDDGGWCNPPRAHFDMS

QPVFQRIALYRAGIVPVSYRRVACNKKGGIRFTINGHSYFNLVLVTNVGGAGDVHSV

AVKGDRSAGWQAMSRNWGQNWQSNTLLDGQALSFRVTTSDGRSVVSNNAAPRGW

SFGQTFSGAQFN* 

CDS (coding sequence) 

>SitEXPA-06 

ATGGCGCCTCCCCAAGCCGTCCTCGCGGTCCTCCTGGCCTCGCTGCTTCCGCTGGC

GCTCTCGCGTGGGCTGGGGCTCGGGCACCGGCATGTGCCGCAGCACGGGCACGG

GATGGGGCTAGGCCACCGTCACGCCCAGCCGCACCCGCAGCCGCACGGGCACGC

GCCGCTCGCGGGTGGGGCGTGGTCCTCGGCCCACGCCACCTTCTACGGCGGCGGC

GACGCGTCCGGCACCATGGGAGGGGCGTGCGGGTACGGGAACCTGTACAGCCAG

GGGTACGGCACCAACACGGCGGCGCTGAGCACGGCGCTCTTCAACAACGGCCTC

AGCTGCGGCGCCTGCTTCGAGGTGCGGTGCGACGCGGCGGGGGGCGGCGGACAC

TCGTGCCTGCCGGGCTCCGTCGTCGTCACGGCCACTAACTTTTGCCCGCCCAACA

ACGCGCTGCCCTCCGACGACGGCGGGTGGTGCAACCCGCCGCGCGCGCACTTCGA

CATGTCGCAGCCCGTGTTCCAGCGCATCGCGCTCTACAGGGCCGGCATTGTCCCC

GTCTCCTACCGCAGGGTCGCGTGCAACAAGAAGGGCGGCATCCGGTTCACCATCA

ACGGCCACTCCTACTTCAACCTGGTCCTGGTCACCAACGTGGGCGGCGCCGGCGA

CGTGCACTCCGTGGCCGTGAAGGGCGACCGCTCCGCCGGGTGGCAAGCCATGTCC

CGCAACTGGGGACAGAACTGGCAGAGCAACACGCTCCTCGATGGCCAGGCCCTC

TCCTTCCGCGTCACCACCAGCGACGGCCGCTCCGTGGTCTCCAACAACGCCGCAC

CCCGCGGCTGGTCCTTCGGCCAGACCTTCAGCGGGGCCCAGTTCAACTGA 

Nucleotide 

>SitEXPA-06 

CGCCCCCGCCACCACGCGCACCGCGCGCCGGTGTTTGAAACCCTGTGCCGCCGCC

TCCCATCTATTTATCCCACCACAAGCCCCACCTCGCTTCACTCCACTCCACTCCAC

TCCAGCCGCCCCGTCCGTTCCCCTCGTGCTCGCCGCCGCCGCCGCCGCCGCCGCCC



CATCCGTCTCCGGACCCCGAGCCCCCAGCGCAATGGCGCCTCCCCAAGCCGTCCT

CGCGGTCCTCCTGGCCTCGCTGCTTCCGCTGGCGCTCTCGCGTGGGCTGGGGCTCG

GGCACCGGCATGTGCCGCAGCACGGGCACGGGATGGGGCTAGGCCACCGTCACG

CCCAGCCGCACCCGCAGCCGCACGGGCACGCGCCGCTCGCGGGTGGGGCGTGGT

CCTCGGCCCACGCCACCTTCTACGGCGGCGGCGACGCGTCCGGCACCATGGGTAC

GTCCGCTTTGCTAATCCAAGATTTTCCGCATTTCCCAGTCCTAGATTGCACCCCTT

GCTTTGCTCGTCTATGGTACTGAAATTCTCTATCCCGATTCGTCTTTGCAGGAGGG

GCGTGCGGGTACGGGAACCTGTACAGCCAGGGGTACGGCACCAACACGGCGGCG

CTGAGCACGGCGCTCTTCAACAACGGCCTCAGCTGCGGCGCCTGCTTCGAGGTGC

GGTGCGACGCGGCGGGGGGCGGCGGACACTCGTGCCTGCCGGGCTCCGTCGTCG

TCACGGCCACTAACTTTTGCCCGCCCAACAACGCGCTGCCCTCCGACGACGGCGG

GTGGTGCAACCCGCCGCGCGCGCACTTCGACATGTCGCAGCCCGTGTTCCAGCGC

ATCGCGCTCTACAGGGCCGGCATTGTCCCCGTCTCCTACCGCAGGTCTGTAGTGA

AACTACTTTCCTTTTCTTTTTGCAAGCGTTTCATGTTCCTTCTCGGAGCAAAACGA

GAACTTACCGTTCAGATCTGACCATGTGTCTCCTTTTTGTTTGCTACGTGCTGCAG

GGTCGCGTGCAACAAGAAGGGCGGCATCCGGTTCACCATCAACGGCCACTCCTAC

TTCAACCTGGTCCTGGTCACCAACGTGGGCGGCGCCGGCGACGTGCACTCCGTGG

CCGTGAAGGGCGACCGCTCCGCCGGGTGGCAAGCCATGTCCCGCAACTGGGGAC

AGAACTGGCAGAGCAACACGCTCCTCGATGGCCAGGCCCTCTCCTTCCGCGTCAC

CACCAGCGACGGCCGCTCCGTGGTCTCCAACAACGCCGCACCCCGCGGCTGGTCC

TTCGGCCAGACCTTCAGCGGGGCCCAGTTCAACTGAACACCTCTCCGTTTCCGCA

GCAGCGTCAACAATGCAGTTGCACTAGTAGTACTAGTCGATGGTCTTAGTAGTTG

TCCGTCCTCCCCAATTGGAGCTTGCTGAGAAGCGCCATGGTTTTATGAGTGGTGC

ATCTAGCATTGGTTCTTGGGAATTACCGGTAGTTTAGGCCTAGTAAGCATGGGTTT

TTTTCGTGCTGGTGTGAGCCTAGAGTGAGTGGTTCCTTGGTTGTTTTGGCTAGGGA

ATTGGAAGTGGTGGTAAAGGCTGGCTTGGAGATTAATGGCGGCCGCCTTGTATCA

CCCGCCAATCAGCGTTTTGGGCCTCATGGTGATGGCCAACCTCTTTAGATGAGAT

GAGATGTTTTGTATTGTGGGGGTGAAAGTGTGCTGGTTGTAATGAACCTTATCAA

GTTAATCCTTCCGAACGGCTTAATTTGT 


