
IDENTIFICATION 

Species: Brachypodium distachyon 

Locus: Bradi3g13720 

Gene Model: Bradi3g13720.1.p 

Description: BdEXPA-22 

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-22 

MAAAAALLVLAALSSPAPVAAGRRRSGWIDAHATFYGDETGAETMQGACGYGDLF

QQGYGLDTAALSVALFNAGASCGGCYELHCASSTYCRPKGGPITITATNLCPANYSK

PNENWCNPPLHHFDLSKPAFLRLVTDFHVGIIPVKYRRVKCGNKRGGVRFQMTGDSR

YWVGVVVFNVAGAGEVKGLAVKGGRDGVWREMKRNWGAVWDGGDVHRLVGQG

LSFRVVAGDGRMLELEGVAPGNWAVGQSFEGKGQF* 

CDS (coding sequence) 

>BdEXPA-22 

ATGGCGGCCGCGGCGGCGCTCCTCGTGCTGGCGGCCTTGTCTTCTCCGGCGCCGG

TAGCAGCCGGCCGCCGCCGCAGCGGATGGATCGACGCGCACGCCACGTTCTACG

GCGACGAGACCGGGGCCGAAACCATGCAGGGCGCGTGCGGATACGGTGACCTGT

TCCAGCAAGGATACGGGCTGGACACGGCGGCGCTAAGCGTGGCCCTCTTCAACG

CCGGCGCATCCTGCGGCGGCTGCTACGAGCTCCACTGCGCGTCAAGCACATACTG

CAGGCCCAAGGGCGGCCCAATAACAATCACGGCCACGAACCTCTGCCCGGCCAA

CTACTCCAAGCCCAACGAGAACTGGTGCAACCCGCCATTGCACCACTTCGACCTC

TCGAAACCGGCCTTCCTCCGCCTCGTCACCGACTTCCACGTCGGCATCATCCCCGT

CAAGTACCGCCGCGTGAAGTGCGGCAACAAGCGCGGCGGGGTCCGGTTCCAGAT

GACCGGGGACAGCCGGTATTGGGTCGGCGTCGTCGTCTTCAACGTCGCCGGTGCC

GGAGAAGTGAAAGGGTTGGCCGTGAAAGGGGGGAGAGATGGGGTTTGGAGGGA

GATGAAGAGGAATTGGGGCGCTGTTTGGGATGGTGGCGACGTTCATCGGCTTGTT

GGGCAAGGGCTGTCGTTTAGGGTTGTTGCTGGGGATGGGAGGATGCTTGAGCTTG

AAGGTGTGGCGCCGGGGAACTGGGCTGTTGGACAGAGCTTCGAAGGCAAGGGAC

AGTTCTGA 

Nucleotide 

>BdEXPA-22 

GCAAAGAGCAGCAGTCATATCGATCCCATTCTCGTCTGACAGACGACACAACAG

ATAAATTCGTATACTAGTAAAAGTAACGGAGAAGAGCCGAGGACTAGCCATGGC

GGCCGCGGCGGCGCTCCTCGTGCTGGCGGCCTTGTCTTCTCCGGCGCCGGTAGCA

GCCGGCCGCCGCCGCAGCGGATGGATCGACGCGCACGCCACGTTCTACGGCGAC



GAGACCGGGGCCGAAACCATGCGTAAGCTCGATCGATTGCACATTGTCGTGGTTC

TAGTTCAAATCAACCGAGATAGCTAGCATCCCCTAAATTAATTTACTCACCTTTAT

AACATAATCGGCACGTGTCAATCAATATTTATATATACTATCTCTAACATTTCTTA

CGCAGAGGGCGCGTGCGGATACGGTGACCTGTTCCAGCAAGGATACGGGCTGGA

CACGGCGGCGCTAAGCGTGGCCCTCTTCAACGCCGGCGCATCCTGCGGCGGCTGC

TACGAGCTCCACTGCGCGTCAAGCACATACTGCAGGCCCAAGGGCGGCCCAATA

ACAATCACGGCCACGAACCTCTGCCCGGCCAACTACTCCAAGCCCAACGAGAACT

GGTGCAACCCGCCATTGCACCACTTCGACCTCTCGAAACCGGCCTTCCTCCGCCTC

GTCACCGACTTCCACGTCGGCATCATCCCCGTCAAGTACCGCCGCGTGAAGTGCG

GCAACAAGCGCGGCGGGGTCCGGTTCCAGATGACCGGGGACAGCCGGTATTGGG

TCGGCGTCGTCGTCTTCAACGTCGCCGGTGCCGGAGAAGTGAAAGGGTTGGCCGT

GAAAGGGGGGAGAGATGGGGTTTGGAGGGAGATGAAGAGGAATTGGGGCGCTG

TTTGGGATGGTGGCGACGTTCATCGGCTTGTTGGGCAAGGGCTGTCGTTTAGGGT

TGTTGCTGGGGATGGGAGGATGCTTGAGCTTGAAGGTGTGGCGCCGGGGAACTG

GGCTGTTGGACAGAGCTTCGAAGGCAAGGGACAGTTCTGAAGTTTCTGCATGTCG

ATCGATCAGCTAGTTCTAGCCTAGCCTAGCTAGAATCCATTGGTAGTTAGTTTTTT

GTGATCAAATTAATGTAACGTTGCAGCATTTTGTTGGATGGGCTGATTTGTGGTA

ATAAATCTTCAGTAATCGCAGACTCATCATGTAAGATTTGGGGATTTTCTTCTTTG

TTGATGGCTGGTCATTTATGATCGATCCAACTATCCAAGGATTTATATAATTTAGA

TTGGAAACCACCGTGTGAGATAGGAGTAGGATACAAAGTTGTGACGAACAGATT

AAATTTCAGTTTTGTTTCTTCTGAGAAACAACAAAAGATT 


