
IDENTIFICATION 

Species: Brachypodium distachyon 

Locus: Bradi3g49850 

Gene Model: Bradi3g49850.1.p 

Description: BdEXPB-14 

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-14 

MAGGSACSGSPAPLSTSFARLASLLSAASIFVAAEAGAAHKVVDPQWHQATATWYG

SADGDGSDGGACGYGTLVDVAPMKARVGAVSPVLFKGGEGCGACYKVRCLDAGIC

SRRAVTVIVTDECPGGYCSSGRTHFDLSGAAFGRLAVAGHGGQLRNRGEISVVFRRT

PCKYRGKNIAFRVVEGSTSFWLSLLVEFEDGDGDIGSMQLKQAKSAQWQDMKHIWG

ATWSLTPGPLIGPFSVRLTTLTTKKTLSAQDVIPRNWTPKATYTSRLNFI* 

CDS (coding sequence) 

>BdEXPB-14 

ATGGCCGGCGGCTCCGCCTGCTCAGGCTCTCCGGCTCCCTTATCGACCAGCTTTGC

TCGGCTCGCTTCTCTCCTTTCTGCGGCGTCCATCTTCGTTGCCGCGGAGGCCGGGG

CGGCGCACAAGGTGGTCGACCCTCAGTGGCATCAGGCCACCGCGACCTGGTACG

GCAGCGCCGACGGCGACGGCAGCGATGGCGGCGCGTGTGGGTACGGGACGCTGG

TGGACGTGGCGCCGATGAAGGCCCGCGTGGGCGCGGTGAGCCCGGTGCTGTTCA

AGGGCGGCGAGGGCTGCGGCGCGTGTTACAAGGTCAGGTGCCTCGACGCCGGCA

TCTGCTCGCGCCGCGCCGTCACCGTCATCGTCACCGACGAGTGCCCCGGCGGCTA

CTGCTCCTCGGGCCGCACGCACTTCGACCTCAGCGGCGCCGCCTTCGGCAGGCTC

GCCGTCGCCGGTCACGGCGGGCAGCTGCGCAACCGAGGAGAGATCTCGGTGGTG

TTCCGCAGGACGCCGTGCAAGTACCGGGGGAAGAACATCGCCTTCCGCGTGGTCG

AGGGATCGACGAGCTTCTGGCTCTCGCTTCTGGTGGAGTTCGAGGACGGCGACGG

CGACATTGGATCCATGCAGCTAAAGCAGGCAAAGTCGGCACAGTGGCAAGACAT

GAAGCACATCTGGGGTGCCACCTGGAGCCTCACGCCAGGCCCACTCATTGGACCA

TTTTCTGTTAGGTTGACAACCCTGACTACCAAGAAGACCCTCTCCGCTCAGGACG

TCATCCCAAGGAATTGGACTCCCAAGGCTACCTATACGTCTCGCCTCAACTTCAT

ATAA 

Nucleotide 

>BdEXPB-14 

TGCATTCGAGCCAGGCCATGTGCCACCCAACATGGCACGTTCGCCCCCCCTCCTC

TGCTTCTGCTCTGCTCTCGCGCATCACACAGCGCCTCCCCCGGCTCGTTACCGGCG

TACCCGACCCGGCTTATAAATAGCCCCACCGCACCACGGCCACCTCCCCACTTAC



AACAAGAACCAAACAAGCCCATCACTCCTCTCACACTACACTCCCCACAGCTCAG

ATCCACAGCAACACACTGCCAAGCAGAGGAATGGGCACGCTCTCCTCCTTCGCTG

CTCTGGCGGCGCTCCTCGCCGTCCTGGCCGCCGACGCCGGCGCCGTGGAGTTCAA

CGTCACCGACGCCACCCCGGCCGACTACGGCGGCGCGGGTCTCAACAGCAGCGA

GGCCGCCGTGTACTGGGGCCCATGGACCCCGGCCAGGGCCACCTGGTACGGCCA

GCCCAATGGCGCCGGCCCCGACGACAACGGTGAGGATGAATCAAAAGCACCCAC

ATTTCTCGTTCTTCTTGCTTTTGCTTTTCCGCGTTCTTGTGGAAGAAACGAAATGTG

GCTCATGTCGGTGTGGTGAATCTTTGCTGCTGCTAGGTGGCGCCTGCGGCTTCAA

GCACACCAACCAGTACCCGTTCGCGTCCATGACCTCCTGCGGCAACCAGCCATTG

TTCAAGGACGGCAAGGGATGCGGCTCCTGCTACAAGGTAAATAAAACCAAAACA

AACAGTTCATTGCAAGCGTTGCCGCCCGTTGCAGTCTGTCTCTGCGCCGGCCGGT

CGTCGGTCCTGGAGCGTCTGCGAGTGGACCCCACATGCATGTGCGTCGTGTGTGT

GGGGTGTGCTCTCTCAGTCGCTTTCCGTGACACTGTCGTCTTTTTCTGTGCGGCGT

TGCCGTTGCCGCGCATTGATTGGCGCTCTCTCTCTTCTACAGCATCTCTGAGGTGC

TTTGTTGCTGTTTGAGGCTGACGTTTTGTTTCTGTTTCGTGGGTTCAGATCAGATG

CCGAAAGGACCAGTCCTGCTCCGGCAGGACGGAGACGGTGATCATCACCGACAT

GAACTACTACCCCGTGGCGCCGTTCCACTTCGACCTCAGCGGCACGGCGTTCGGC

AGGCTCGCCAAGCCCGGCCTCAACGACAAGCTCCGTCACTCCGGCATCATCGACA

TCGAGTTCACCAGGTCAGTCTCTGAACACACAAATTGTGTCTCTTCTGCTGCCACA

CACTCCGTAGTAATTTTGAACCCAAGACGTCACTGTATTCGTTGAGTACTAGTGTA

GCAGTTTTAGTTTGTACCGTTTGTCAGTATGATTTCCGTCCAATTCCTCGTCGAGT

TTTCCACCGGCCAAGTCTGGCAGTTCAAAGTTAAAAAAGTTCGGTAGGGGGTGGA

ATTGGGTCGACCCAACCGCCTACATTACTCTCTGCCGGACACGGGCGCCAGACGC

ACTGACCGTGGCGGTCCCTCGTCTGCTCTTCGCATGCATGTGCAGCTACCATAGC

ACAGATCTTACCTTTATTGCTCGGGCCCAACGCACCTCTTTTTTGCAGCGTTAGCA

TATGCGTGGCCTGCCACCATACGGCACCGGCCACCCATTTCCGTCTCCTGTCACAC

AGCTTTATCAGACAAAATACTGGCCGAGCCCCTGATCCAAACATATAGAAACGCA

AAAAATATTCCACGGCAAGATCGAGGAAGAAAACAAAACTAGGACTAGTGTATT

ACACATCGTACCATTTTCTACTCTTTTTGTCTAAATCTTTGCGTCTGTGGGGTGCA

GGGTGCCGTGTGAGTTCCCGGGGCTGAAGATCGGGTTCCACGTGGAGGAGTACTC

AAACCCGGTCTACTTCGCGGTGCTGGTGGAGTACGAGGACGGCGACGGCGACGT

GGTGCAGGTGGACCTGATGGAGTCCAAGACAGCCCACGGGCCGCTAACGGGCCA

GTGGACGCGGATGAGGGAGTCGTGGGGGTCCATCTGGAGGCTGGACTCCAACCA

CCGCCTGCAGGCCCCGTTCTCCATCCGCATCACCAACGAGTCCGGCAAGAGGCTC

ATCGCCCGGGAGGTTATCCCGGCCAACTGGAGGCCCAACACCTTCTACCGATCCT

TCGTCCAGTACAGCTGAACCGGCCGGTCCCCACGGGCGCCATCGCCGCTTCTACT

GCTAATAGGAGTACTAGTAATAATTACTACAGTACTAGTATTACGCAGCTAGCAG

CTGCTACAAGGTCTCGTCGGGGAGAGTCCGGCTGTCGCCATTGCGTTTTGGTGTA

AACTGTATCGTTTGGGGGAGTGTGTGTGGTATGGCCGTATGGGGTGCGTCCTTTT

AGGTGAGGCGTCGTCTCGAGGAAGAAAGTGTCCGTCCGGGAGTATGGTTGGGGT

CTGGGTCTCTAGGGCCGTGACGAGGGTTGGAGTCATGAAATATTGCAGTATTGGC

AAGTGGGGGAGGCAAAGCTGTGTGGGAAATGGAGGAGGCAGGCGTACAAGATA

CGCTCTCCCGCCCACTGTCGCTTTATAATTTACCATTCAAGGCGGTGATTAATGGA

AAAGTATATTGTTATTATATTAAACATGCTCCTCCATCCCCGTACCCC 


