
IDENTIFICATION 

Species: Brachypodium distachyon 

Locus: Bradi1g76270 

Gene Model: Bradi1g76270.1.p 

Description: BdEXLA-04 

Family: Expansin Like Alpha  

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 

>BdEXLA-04 

MMAAVPVSFSSSSLLALLFLVSAASACDRCLHQSRASFYTSSLTLSAGSCGYGNSFNG

GMLAAAGPALYRGGVGCGACFQVRCKDKELCSTSGAGVIVTDSAKTNRTELVLSSP

AFNAMARPGMADRLAKLGEVDVECKRVPCEYNNHKNLSVRVEEKSHAPSHLAIRFF

YQGGQTDIVAVDIAQVGSSNWKFMAREHGPAWSTSQAPAGPLQLRVVVTAGYDGK

WLWVEKEVLPSAWRAGEMYGTGLQITDIAQEACSPCDTQDWK* 

CDS (coding sequence) 

>BdEXLA-04 

ATGATGGCTGCCGTCCCTGTCAGTTTCTCCTCGTCGAGTCTGCTCGCGCTCCTCTT

CCTCGTCTCGGCGGCTTCCGCCTGCGACCGCTGCCTGCACCAGTCCAGAGCCTCCT

TCTACACCTCCTCGCTCACCCTCTCCGCCGGTTCTTGCGGGTACGGCAACTCCTTC

AACGGCGGCATGCTCGCCGCGGCAGGCCCCGCTCTGTACCGCGGAGGCGTCGGCT

GCGGCGCGTGCTTCCAGGTGCGGTGCAAGGACAAGGAGCTGTGCAGCACGTCCG

GCGCCGGGGTCATCGTCACGGACAGCGCCAAGACGAACCGCACGGAGCTGGTGC

TCAGCAGCCCCGCCTTCAACGCCATGGCGCGCCCCGGCATGGCCGACCGGCTCGC

CAAGCTCGGCGAGGTCGACGTCGAGTGCAAGAGGGTGCCGTGCGAGTACAACAA

TCACAAGAACCTCTCGGTGAGGGTGGAGGAGAAGAGCCACGCGCCCAGCCACCT

GGCCATCAGGTTCTTCTACCAGGGCGGCCAGACCGACATCGTCGCCGTCGACATC

GCACAGGTAGGGTCGTCGAACTGGAAGTTCATGGCGCGGGAGCACGGGCCGGCG

TGGAGCACGAGCCAGGCGCCGGCGGGGCCGCTGCAGCTCAGGGTCGTGGTGACC

GCCGGGTACGACGGGAAGTGGCTGTGGGTGGAGAAGGAAGTGCTGCCGAGCGCG

TGGCGCGCCGGCGAGATGTACGGCACCGGGCTCCAGATCACCGACATCGCCCAG

GAAGCCTGCTCCCCGTGCGACACGCAGGACTGGAAGTGA 

Nucleotide 

>BdEXLA-04 

CGGTCCAAACCTAAAACCCCAACCAGACCCCTTTCTTTTCCACCGCCCGGCCGCG

CTCTTGCTAGCGTGCCGCTGCGCACGGCCGGGTGGACGATGATCGATGCGGTGGC

ATCCCCAGACCACAATGCCTTTGTCTTGTTCGCTCTTCCGTTTCCTTCGTCTGTTCC

CCTTTGGACCTGCCACGGGGCCACCATCTACGGCCAGGTTAGCCACGGCCGGGGC



ACCTCCGTGCTGGCGTGCGTATCTTGCCCAGTTCGCCAGTCCGTCACTGTCGCACC

GCCCCCCATATCAGTGTGCTCTCTGTCTCGCGCTCCCTGTTCTGTACCAGTAGCTG

CAGTGTTGGCCAGGGAGGATATGGGCGGTGGTGTTGTGTACTTGTGCGTGTATAT

AGGGACGCAGCACGCAGTCGTCAGTACTCGTCAGGCACAAGAATCATCGTCCGG

CTTGCTGCTTCTCTGTGAGCTTCTCTCAACCTGAAGTAACGCACCGATCGACCCTT

TTTCTGTTCCCGATGATGGCTGCCGTCCCTGTCAGTTTCTCCTCGTCGAGTCTGCTC

GCGCTCCTCTTCCTCGTCTCGGCGGCTTCCGCCTGCGACCGCTGCCTGCACCAGTC

CAGAGCCTCCTTCTACACCTCCTCGCTCACCCTCTCCGGTAAGCAAGCAAGCAAG

CACACTGATCGATTGATACAACTGCATGCTCCGTTTCTACCTACGCCCTGATTCTG

AATTTCTGATTGGCTTTTTACCTTGGTTCTGGAACGAATTCGATTCCTGGGTTGCA

GCCGGTTCTTGCGGGTACGGCAACTCCTTCAACGGCGGCATGCTCGCCGCGGCAG

GCCCCGCTCTGTACCGCGGAGGCGTCGGCTGCGGCGCGTGCTTCCAGGTAACCAA

CTATACCAACCAAAAGAACAACCGAACCGAACAAAGATGTCGTCTTCTGGGGCG

TGGCCTCATGATCGGCCTGCCTGAAGAATCAAGTTCTAGCTAGCGATTGTTTATTG

CGATTAAAATTTTAAAAGGGCAGGTGCGGTGCAAGGACAAGGAGCTGTGCAGCA

CGTCCGGCGCCGGGGTCATCGTCACGGACAGCGCCAAGACGAACCGCACGGAGC

TGGTGCTCAGCAGCCCCGCCTTCAACGCCATGGCGCGCCCCGGCATGGCCGACCG

GCTCGCCAAGCTCGGCGAGGTCGACGTCGAGTGCAAGAGGTAATAAAAACTAAA

AAGTCTAAAAGCCTTCTTCTTCGTCGTCGTCTTTCATTTTTCACCACCAACCGCGC

CATGTGTGCCTTTCCACCGCGGTAAGAAAGAACGAAAAGTAGCGCCGGGCCGCC

CGAGCCCGAACGTGGTGGCATCATAAATAGAGAGACCAAGAATTTGGACTTTGG

ATCGGAAGGGGGCTCAAATTTGTCAGCGCTTGGCATGTGCAGGGTGCCGTGCGAG

TACAACAATCACAAGAACCTCTCGGTGAGGGTGGAGGAGAAGAGCCACGCGCCC

AGCCACCTGGCCATCAGGTTCTTCTACCAGGGCGGCCAGACCGACATCGTCGCCG

TCGACATCGCACAGGTACAGAAAAAGAAACAGTATCTCTGAATGTTACTGAATGT

TGGCTTCTGAATCAAATAGATTCTGATGTTGTTTATGTCTGCGATGATGGATGGAT

GCAGGTAGGGTCGTCGAACTGGAAGTTCATGGCGCGGGAGCACGGGCCGGCGTG

GAGCACGAGCCAGGCGCCGGCGGGGCCGCTGCAGCTCAGGGTCGTGGTGACCGC

CGGGTACGACGGGAAGTGGCTGTGGGTGGAGAAGGAAGTGCTGCCGAGCGCGTG

GCGCGCCGGCGAGATGTACGGCACCGGGCTCCAGATCACCGACATCGCCCAGGA

AGCCTGCTCCCCGTGCGACACGCAGGACTGGAAGTGAATTAACAAGAGACCGAC

GAGTGAGTGAAAGCACAAAACGTCCGCAAAGGACTGAGCAAAACAAAGATGAT

GAGGCTACTAGCTTAGCTTAATTACCTCTGTTGCTGCCGTTCTGGCTGGCTGGGGT

TTCAACGAACGAACCAACCAACCATGAGGAATAACAATAGAGAGAGATCATTAG

TTACAAGTTACGGAGTCAAATACCTGAAACCGTGCCAATCTTTATGAAACGGAGG

AAATATAATTTTTGGATGGAATAGGGAGCGAATGTTCGCTTCTTAGTTTTCCGGC

GCGA 


