
IDENTIFICATION 

Species: Brachypodium distachyon 

Locus: Bradi1g78350 

Gene Model: Bradi1g78350.1.p 

Description: BdEXPA-04 

Family: Beta 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 

>BdEXPB-04 

MAKHLSLLLVAAPPLLMLLLFSSVYGSSAGGGPNLNASAVSFGQSGVARATWYGAP

NGAGPYDNGGACGFKNVNKYPFMAMTSCGNQPLFKDGKGCGACYKIKCTKHKACS

GRTETVVITDMNYYPVAPYHFDLSGTAFGKLAKPGRNDELRHAGIIDIQFTRVPCEFP

GLKVGFHVEEGSNAVYMAILVEYENGDGDVVQVDLMESGRGGGRWTRMKESWGSI

WRLDSNHRLQAPFSLRIRNESGKTLVARNVIPSNWRPNTFYRSIVQYS* 

CDS (coding sequence) 

>BdEXPB-04 

ATGGCCAAGCATCTCTCGCTCCTGCTGGTGGCGGCGCCGCCGCTGCTAATGCTGC

TCCTGTTCTCCTCCGTCTACGGCTCCAGCGCCGGCGGAGGGCCGAACCTGAACGC

CAGCGCCGTGTCCTTCGGCCAGTCGGGCGTCGCCAGGGCCACCTGGTACGGCGCC

CCCAACGGCGCCGGCCCTTACGACAACGGCGGCGCTTGCGGGTTCAAGAACGTG

AACAAGTACCCGTTCATGGCCATGACCTCCTGCGGCAACCAGCCCCTCTTCAAGG

ACGGCAAGGGATGCGGCGCATGCTACAAGATCAAGTGCACGAAGCACAAGGCGT

GCTCCGGGCGGACGGAGACGGTGGTGATCACGGACATGAACTACTACCCGGTGG

CGCCCTACCACTTCGACCTCAGCGGCACCGCCTTCGGCAAGCTCGCCAAGCCCGG

CCGCAACGACGAGCTCAGACACGCCGGCATCATCGACATCCAGTTCACCAGGGT

GCCGTGCGAGTTCCCGGGGCTCAAGGTGGGCTTCCACGTGGAGGAGGGCTCCAA

CGCGGTGTACATGGCGATCCTGGTGGAGTACGAGAACGGCGACGGCGACGTGGT

ACAAGTAGACCTCATGGAGTCCGGCCGCGGCGGCGGCCGGTGGACGAGGATGAA

GGAGTCGTGGGGCTCCATCTGGCGCCTCGACTCCAACCACAGGCTCCAGGCGCCA

TTCTCGCTGCGCATCCGCAACGAGTCCGGCAAGACGCTCGTCGCCCGCAATGTCA

TCCCCTCCAACTGGCGCCCCAACACCTTCTACCGCTCCATCGTCCAGTACAGCTAG 

Nucleotide 

>BdEXPB-04 

AAGTGTACCCGTAGTCCAGTAGCAGCGGTACGGTACAGGCCAGTTATAAATTGGG

GTGCCCACCAAAGAGGAGCTCCTCATCAACACACACCAAACCAAACAGATCCAA

CTAGCTACAGAGTGCGAGCAAAGCCAGTGAGGGAGTGAACAAGCTAGATGGCCA

AGCATCTCTCGCTCCTGCTGGTGGCGGCGCCGCCGCTGCTAATGCTGCTCCTGTTC



TCCTCCGTCTACGGCTCCAGCGCCGGCGGAGGGCCGAACCTGAACGCCAGCGCCG

TGTCCTTCGGCCAGTCGGGCGTCGCCAGGGCCACCTGGTACGGCGCCCCCAACGG

CGCCGGCCCTTACGACAACGGTATGTACCTCACTCTTTTTCCCCTTCTTCTTCAGA

CAGATCTTGGGCAGTAGTAGGAGTAGTACATTTGGTTGCTGTAGCTAGAAGTAGC

TTTGCTTTTGCTTGCCGGGCTGGCTGGGTTTTAGCTACTCCAAATGGAACGGGCAA

TGAGAGGTGAAATCTTGCAGGCGGCGCTTGCGGGTTCAAGAACGTGAACAAGTA

CCCGTTCATGGCCATGACCTCCTGCGGCAACCAGCCCCTCTTCAAGGACGGCAAG

GGATGCGGCGCATGCTACAAGGTAGTCCCCTCCTACTGCACTATTCTCCACTACT

GTTGGTAGCACTAATCTTCTTCTTAAGTGACCACTTAAGTCTTCCTAGTATTCCAA

AATGCCATATACTTAAGTGACCACTTGGTCAAAGCCAGCAGTACTAGCTAGTTGA

GCTGATTACTTGATTATAGTTGGCCCATATACTTGGCTCGACCGGGGCACGAGTA

GCCGTGCCAGTGTCCGGCCGTCCGGGGACCCTGCAAGCTAGCTGCAACGGCACGT

TTTCCGTGACAGTGCCCGGCACGGCTCCCCATGCAACGGACCTGCCATGTGTTGT

TGGCGCAATATCAAATTACAACTCTGCCCTCCCTCCCTGAACAATGTTTGTGTTTG

CAGATCAAGTGCACGAAGCACAAGGCGTGCTCCGGGCGGACGGAGACGGTGGTG

ATCACGGACATGAACTACTACCCGGTGGCGCCCTACCACTTCGACCTCAGCGGCA

CCGCCTTCGGCAAGCTCGCCAAGCCCGGCCGCAACGACGAGCTCAGACACGCCG

GCATCATCGACATCCAGTTCACCAGGTACTTACTTTTAACTGTTACCATGTGTGCC

GCCGACAGTCTTCTGCCTTGCCTTCAGACAACCCACCAAGAAGCCTGTCTCAAGC

TAGACTTGACTTGACCCCGGCACATGCCTAAACTGTGCATCCATCTGCTTCACTCT

GCCGCCTGTCTGTAATGTACCAATGTAATGTAAACAAACACACAAAGCAAACAA

CATCCGTCTTCTCCTGCCCATCATTACCACTAGCTAGTACTAACATGAAAAGATTC

CCCCAAAAGCTACCAAGAATGATTCTAACACTAGATCAAAGCATAGTATAATACA

ATCAAGATGCATCAGCTAGTAGCAAAGCTAGATCTTCTTCAGCCAGCAGCTAGAG

TAACAAACTGAATCTGAATGCAGGGTGCCGTGCGAGTTCCCGGGGCTCAAGGTG

GGCTTCCACGTGGAGGAGGGCTCCAACGCGGTGTACATGGCGATCCTGGTGGAGT

ACGAGAACGGCGACGGCGACGTGGTACAAGTAGACCTCATGGAGTCCGGCCGCG

GCGGCGGCCGGTGGACGAGGATGAAGGAGTCGTGGGGCTCCATCTGGCGCCTCG

ACTCCAACCACAGGCTCCAGGCGCCATTCTCGCTGCGCATCCGCAACGAGTCCGG

CAAGACGCTCGTCGCCCGCAATGTCATCCCCTCCAACTGGCGCCCCAACACCTTC

TACCGCTCCATCGTCCAGTACAGCTAGAATGCTAGATCCTCCTGCAGAGCTCCAT

TGATGGATTAGTATCCGGTATCCCCATTGGTTCATTCCGAGCTAGCTCTGGTTCAT

TTGGCGGCAGTTGCAGTTGCAGTGGTGCTATTGGGGTTTGATTAATTGTAATTCTG

AAGTTACATTTTGTATTTGTGGGAATAAGAGGAGGCAAGCGTAGGAAATCCCAG

ATGAAAAAAGTATATGGGGTTTCCTACGCTCTCCCGCCCACTCTCCATCTTGTTCT

CTGCTACTACTAGTTGTATTAATTTGGTCTTGTTTCAGAGTTTCGTGTCGATGCAA

TGCAGCTGCAGTTGCAATTTATGTAACTGCATGCTGTATCCATGATCCATTTACTG

CTGCATGTGAAATCATGCATTATCCATTATGTGTATCAGACTGGGCAGGGCGTAT

GTATAAATTAATGTTGGCGGATCGAATTCAGCTCCGGTTCACGGGCTACTGCT 


