
IDENTIFICATION 

Species: Setaria italica 

Locus: Seita.3G204900 

Gene Model: Seita.3G204900.1.p 

Description: SitEXPA-08 

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-08 

MAVAGALFLLFSLLAREAAAGGYGGWQSAHATFYGGGDASGTMGGACGYGNLYS

SGYGTNTAALSTALFNDGAACGSCYELRCQNAGGSCLPGSITVTATNFCPPNYGLPS

DDGGWCNPPRPHFDMAEPAFLHIAQYRAGIVPVAFRRVPCVKKGGIRFTINGHSYFN

LVLVTNVAGAGDVRSVSIRGSRTGWQPMSRNWGQNWQSNAFLDRQALSFQVTASD

GRTVTSTNAAPAGWQFGQTFEGRQF* 

CDS (coding sequence) 

>SitEXPA-08 

ATGGCCGTTGCCGGCGCCCTCTTCCTCCTCTTCAGTCTCCTCGCCCGGGAAGCCGC

GGCTGGCGGCTACGGCGGGTGGCAGAGCGCGCACGCCACGTTCTACGGAGGCGG

CGACGCGTCCGGCACAATGGGCGGCGCGTGCGGGTACGGCAACCTGTACAGCAG

CGGGTACGGCACGAACACGGCGGCGCTGAGCACGGCGCTGTTCAACGACGGCGC

GGCGTGCGGGTCATGCTACGAGCTGCGGTGCCAGAACGCGGGCGGGTCGTGCCT

GCCGGGCTCCATCACCGTGACGGCCACCAACTTCTGCCCGCCCAACTACGGCCTC

CCCAGCGACGACGGCGGCTGGTGCAACCCGCCGCGCCCGCACTTCGACATGGCC

GAGCCGGCCTTCCTCCACATCGCGCAGTACCGCGCCGGCATCGTGCCCGTCGCAT

TCAGGAGGGTGCCGTGCGTGAAGAAGGGCGGCATCCGGTTCACCATCAACGGCC

ACTCCTACTTCAACCTGGTGCTGGTGACCAACGTGGCCGGCGCCGGCGACGTGCG

GTCCGTCTCCATCCGTGGCTCCCGCACCGGGTGGCAGCCCATGTCCCGGAACTGG

GGCCAGAACTGGCAGAGCAACGCCTTCCTCGACCGCCAGGCGCTCTCCTTCCAGG

TCACCGCCAGCGATGGCCGCACCGTCACCAGCACCAACGCCGCCCCCGCCGGCTG

GCAGTTCGGACAGACCTTCGAGGGCCGCCAGTTCTGA 

Nucleotide 

>SitEXPA-08 

TTCGTCGTCGCAACCAAGGGAAAATTGCCCGCACGGCCCCAGAGTTTTCTTCCAA

CCGCCACCGGCGCTTTAGCTTAGAGCTCGGGCTATAAATAGCCGGGCTGGGAGGG

CCGAGCTTCCTCACTGCCAGCCAGACGTTCCAAAGCGAGCCGATAGAGCGGTTAG

CTTTAGACGACGATACCCTCCCCAAGCTCGGAAGGTAGCTCCTAGCTGGTACTTG

TTAGCAATGGCCGTTGCCGGCGCCCTCTTCCTCCTCTTCAGTCTCCTCGCCCGGGA

AGCCGCGGCTGGCGGCTACGGCGGGTGGCAGAGCGCGCACGCCACGTTCTACGG



AGGCGGCGACGCGTCCGGCACAATGGGTGAGTAACCGATCCAGTCCCCTGCTTCT

TCCTCGCCGGCGGCGGCGGCTACAGCTAGCACGTCGCCGTTCTCGATCAGTTCAC

CAAACAACTCATCCGACTGGATGCTTCTCTGCGCATGGACAGGCGGCGCGTGCGG

GTACGGCAACCTGTACAGCAGCGGGTACGGCACGAACACGGCGGCGCTGAGCAC

GGCGCTGTTCAACGACGGCGCGGCGTGCGGGTCATGCTACGAGCTGCGGTGCCA

GAACGCGGGCGGGTCGTGCCTGCCGGGCTCCATCACCGTGACGGCCACCAACTTC

TGCCCGCCCAACTACGGCCTCCCCAGCGACGACGGCGGCTGGTGCAACCCGCCGC

GCCCGCACTTCGACATGGCCGAGCCGGCCTTCCTCCACATCGCGCAGTACCGCGC

CGGCATCGTGCCCGTCGCATTCAGGAGGTAATACACACGCTCATCAGTGACCACG

ATGCCTGCACAAGTGCACATGGCGGTGGTGGTCACGCACACAGCACACTGCACGT

CCGGCCAGCCCCAGCTACGAGACTCACACCGCCACTTTTGTCGTACCACGACGCC

CGTGGCTGGCTCGATCAACAGCAACCCAGGCAAGGCAACCAAACCGCGTTCGGT

TCGAATGCCTGTGGGCCCCGCACCCGGTCCGGTCCATTAGTTCGGTGGGCCACCC

CGCAGATTTGGTACGCGGCGTGGTCCTGGGCGACGTGCATGTGCCCTGCCTTTCA

ATGTTTGTTTACCGAGCTACGACTGCTCGTCTAGGATCACTTCCACCGCACTTCAC

TCTCACTCACTCACTCCTGTTGACATTTCGACACCGATCACGATCTGGTCGTCGTT

CCTCGTGAAATCTTTTTTCACCTAATACTACGTGTACTACTCACGTAACGTACTAC

ACTGACCGTTGCAATATTGGATGTGAGGGGCTGGTTACTGATCGATGAGCCGCTG

CCGATGTCGATGCAGGGTGCCGTGCGTGAAGAAGGGCGGCATCCGGTTCACCATC

AACGGCCACTCCTACTTCAACCTGGTGCTGGTGACCAACGTGGCCGGCGCCGGCG

ACGTGCGGTCCGTCTCCATCCGTGGCTCCCGCACCGGGTGGCAGCCCATGTCCCG

GAACTGGGGCCAGAACTGGCAGAGCAACGCCTTCCTCGACCGCCAGGCGCTCTCC

TTCCAGGTCACCGCCAGCGATGGCCGCACCGTCACCAGCACCAACGCCGCCCCCG

CCGGCTGGCAGTTCGGACAGACCTTCGAGGGCCGCCAGTTCTGAAGACGTACGG

ACGCGTGCTCTTCATCCATCAGCTTCTTCGTTCTTCTCCGACTCCGACCTATCGAG

CGCCGGCCGCAACCAGAGCGGAGACACACGGTGGAGAGGCCGGGATACCATCAT

CATCATCATCATCAAGCTATTAATTAATCGTCATTGGATAATTTTTTTTTTTGCGTT

TTGCGTGCGTGATGCATGGGAAAGACGAGGCCTCTTCGATTTATATTGAAGAAGC

GAAGAAGCTCTGCGCTATGCTGAGGCTGCTAATCTAGCACCCGCCTAGGCGTTTT

CTTCTCTGGACTCCTCCTCCTAGTACTGATAGTGTACTTGAACAAGAAATAATTGT

GATTTATTTTCGAACCTTCATATTGCTGGTGTACTTGTACTCGCACCGGCCTTGCG

CCGGAATTGAAAACCGCAAGGCCGCCATTGCTCTGGCTAGCTTTATTTGTTTCTTC

ACA 


