
IDENTIFICATION 

Species: Brachypodium distachyon 

Locus: Bradi1g61190 

Gene Model: Bradi1g61190.1.p 

Description: BdEXPA-04 

Family: Alpha Expansin  

3D structure: 

 
GENOME DATABASES 

Phytozome: https://phytozome-next.jgi.doe.gov/info/Bdistachyon_v3_1  
KEGG: https://www.genome.jp/entry/T01717  

EXTERNAL RESOURCES 

https://brachypodium.org/  

https://archive.gramene.org/species/brachypodium/brachypodium_intro.html  

https://phytozome-next.jgi.doe.gov/info/Bdistachyon_v3_1
https://www.genome.jp/entry/T01717
https://brachypodium.org/
https://archive.gramene.org/species/brachypodium/brachypodium_intro.html


GENE STRUCTURE 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>BdEXPA-04 

MGHLHHVPRTDRSMALLLLLALLSLSSSADGWTNAHATFYGGGDASGTMGGACGY

GNLYSQGYGTDTAALSTALFGNGLSCGACFELRCAGGAGSCLPRAGSIVVTATNLCP

PNYALPNDKGGWCNPPLHHFDMSQPAFLRIARYRAGIVPVAYRRVACRRRGGIRFTI

NGHSYFNLVLVSNVGGAGDVHAVAVKGGRTRWQAMSRNWGQNWQSAARLDGQP

LSFVVTASDRRSVVSRNVAPAGWAFGQTFTGAQFR* 

CDS (coding sequence) 

>BdEXPA-04 

ATGGGGCACTTGCATCACGTACCACGCACGGACAGATCAATGGCGCTGCTCTTGT

TGCTTGCTCTGCTTTCACTGTCTTCGTCGGCCGACGGCTGGACCAACGCCCACGCC

ACCTTCTATGGCGGCGGCGACGCCTCCGGCACCATGGGGGGCGCGTGCGGGTAC

GGCAATCTGTACAGCCAGGGGTACGGCACGGACACGGCGGCGCTGAGCACGGCG

CTGTTCGGCAACGGGCTGAGCTGCGGCGCGTGCTTCGAGCTGCGCTGCGCGGGGG

GCGCCGGGTCGTGCCTGCCGCGGGCGGGCTCCATCGTGGTGACGGCCACCAACCT

TTGCCCGCCCAACTACGCGCTCCCCAACGACAAGGGCGGCTGGTGCAACCCGCCC

CTCCACCACTTCGACATGTCCCAGCCGGCCTTCCTCCGCATCGCCCGCTACCGCGC

CGGCATCGTCCCCGTCGCCTACCGCCGGGTGGCGTGCAGGAGGAGGGGCGGCAT

CCGGTTCACCATCAACGGCCACTCCTACTTCAACCTGGTGCTGGTGAGCAACGTG

GGGGGCGCGGGCGACGTGCACGCGGTGGCCGTCAAGGGCGGCCGGACGCGATGG

CAGGCCATGTCCAGGAACTGGGGCCAGAACTGGCAGAGCGCCGCGCGCCTCGAC

GGCCAGCCGCTCTCCTTCGTCGTCACGGCCAGCGACAGGCGCTCCGTCGTCTCGC

GCAACGTCGCGCCGGCCGGCTGGGCCTTCGGCCAAACCTTCACCGGCGCCCAGTT

CCGTTGA 

Nucleotide 

>BdEXPA-04 

CAAGTGCATCCAGCTAATAAGTGCTACCGGAGTTCGTTACACTACATAAATTAGG

GTGTCAACTGAACATCGCTGTTCAAATTTACACTGTCCGAGCATCTACCTATATCT

ATCTATTTATAGCTCCCACACTCAAAATGGGGCACTTGCATCACGTACCACGCAC

GGACAGATCAATGGCGCTGCTCTTGTTGCTTGCTCTGCTTTCACTGTCTTCGTCGG



CCGACGGCTGGACCAACGCCCACGCCACCTTCTATGGCGGCGGCGACGCCTCCGG

CACCATGGGTGAGCAAACGGCATTCGAGTTTTCTCGATCTATCAGCCACAACGTG

CAATGTAGTACTCCTTGTGTTGACGAAACATATATAACGCAGGGGGCGCGTGCGG

GTACGGCAATCTGTACAGCCAGGGGTACGGCACGGACACGGCGGCGCTGAGCAC

GGCGCTGTTCGGCAACGGGCTGAGCTGCGGCGCGTGCTTCGAGCTGCGCTGCGCG

GGGGGCGCCGGGTCGTGCCTGCCGCGGGCGGGCTCCATCGTGGTGACGGCCACC

AACCTTTGCCCGCCCAACTACGCGCTCCCCAACGACAAGGGCGGCTGGTGCAACC

CGCCCCTCCACCACTTCGACATGTCCCAGCCGGCCTTCCTCCGCATCGCCCGCTAC

CGCGCCGGCATCGTCCCCGTCGCCTACCGCCGGTATAAATGAATGTCACTGAGCT

ACTCCCTCTGTTCCTAAATACTTGTCTTGCTTGCACTAAAACGTATTTAGAAACGG

AGGGATTATTACCCAGTCTCCGGATCAAATTTGAGTCCAGACACCAATGGTGGTG

TGCATTGGCATGCGCGCAGGGTGGCGTGCAGGAGGAGGGGCGGCATCCGGTTCA

CCATCAACGGCCACTCCTACTTCAACCTGGTGCTGGTGAGCAACGTGGGGGGCGC

GGGCGACGTGCACGCGGTGGCCGTCAAGGGCGGCCGGACGCGATGGCAGGCCAT

GTCCAGGAACTGGGGCCAGAACTGGCAGAGCGCCGCGCGCCTCGACGGCCAGCC

GCTCTCCTTCGTCGTCACGGCCAGCGACAGGCGCTCCGTCGTCTCGCGCAACGTC

GCGCCGGCCGGCTGGGCCTTCGGCCAAACCTTCACCGGCGCCCAGTTCCGTTGAG

ATCCATCCTGTACAGGGCTGCTTGGCTATCTGCATGCTGTGTAGTACAATTAATGC

TCGCCGGGTTTCGTTTAACAACAAGTTCCCGGGATCCAGAGTGTGCCGCGGTCGA

TATCGTGACAGGAGGGTGTGCCACGGTCGATATCGTGACAGGAGGGTGTGCCAC

GGTCTTTTGTCTGCCATGTACCTGCAGCAACAAATCTTTATCTCAACTACTCCTAC

TTGCAAAGTCACCAACGTTTTTGTGAAGATTTCATTCAGGCATTGTCCGAGGGCG

GACAATTCTGTAGAGCATCAGCTTGCTGACTGCTGAGTTAGCGAAGACCAGCCCT

CCCTCGTCCTGCTGGTTTCATTCTCCTCCCCCGAGCATAATTTCTCTCTTAATCAAA

GATGTAACACTAATTATATCTTTGCTGTCAAAAAAAAAGTCACC 


