
IDENTIFICATION 

Species: Brachypodium distachyon 

Locus: Bradi1g26990 

Gene Model: Bradi1g26990.2.p 

Description: BdEXLB-01 

Family: Expansin Like Beta  

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 

>BdEXLB-01 

MAFPLHYHLPALFSLLVFVSGVMADAEFTLSKASYYPNSDTKGTENGACEYGTFGAT

LNNGDVSASASLYRNGVGCGACYQVRCTDPYYCSPEGVTIVITDSGSSDGTDFILSQH

AFTGMGQSADAGAALLTLGYVGIEYRRVSCSYPNKNIVFKITESSHFPYYIEFEIWYQ

QGSQDIIAVQLCETVTLKCQLLSRTHGAVWATVSPPTGPLYIRMLFSSGAPRVGDQK

WLAPTNTIPQNWTAGAIYDSGVQMQLH* 

CDS (coding sequence) 

>BdEXLB-01 

ATGGCTTTTCCGCTTCATTATCATCTCCCGGCCTTGTTTTCTCTCTTAGTTTTTGTCT

CTGGGGTTATGGCAGATGCAGAGTTCACCTTGTCCAAAGCATCATATTACCCCAA

TTCTGATACAAAAGGGACTGAAAATGGAGCATGTGAGTATGGCACATTTGGAGC

AACACTCAACAATGGTGATGTTTCTGCATCGGCAAGCCTCTACAGGAACGGGGTT

GGCTGTGGTGCATGTTATCAGGTGAGGTGCACAGATCCTTACTACTGCTCTCCAG

AGGGTGTGACAATCGTGATCACTGACTCGGGATCGAGCGACGGCACTGATTTCAT

CCTCAGCCAGCACGCCTTCACAGGCATGGGACAGAGTGCAGATGCTGGTGCAGC

GCTGCTCACCCTTGGCTATGTTGGAATTGAGTACAGGAGGGTTTCTTGTAGCTATC

CAAATAAGAACATTGTCTTCAAGATTACTGAGAGCAGCCATTTTCCCTACTACAT

AGAATTTGAGATCTGGTACCAGCAAGGTAGCCAGGACATCATCGCAGTCCAGCTT

TGTGAGACTGTGACCCTGAAATGCCAGCTTCTGAGCCGAACTCATGGTGCAGTAT

GGGCTACGGTCTCCCCACCAACTGGCCCTCTGTACATACGGATGCTGTTTAGCAG

TGGAGCTCCCCGTGTTGGTGACCAGAAATGGCTAGCTCCGACAAACACAATACCA

CAGAACTGGACGGCAGGGGCCATATATGATTCTGGGGTCCAAATGCAGCTGCACT

AG 

Nucleotide 

>BdEXLB-01 

TCCATTCCTCAAGGATATCCGCCTTCTCGCCTATGCTTCATGCTTTCTTCGCTAGTG

TCACCTAGGTTACCAACACCCATTCCAATCTATGTTAGGTGGTTACCACCATCCAC

CCAATCTAGGTTGCCCTCTAGACAGTGAACATGGTAACATGATGGTTCGGTCGCC

ACTGTCTGGGCCTATTCAAACCGCAAAAACTTACTACTCCAACATTGATAATGCC



TCGTGCTTGGTACATAACCGACGTGGCATTGCTATAATGGCTAGCTTATCCTAATG

AGCAGGGCCCATCTGTTAGTTTCGGCAAAAAATCTACAACTTGGAGGTGTAAATT

GGAAAATGGGACACAAAGTGGTCAAAACTTTTGGTAGCAGCAAGATGCCAATTC

CAAAAACAATGTCTTTATCAAACAGATAGGGGCAAGTGTATGCCTAGACGACAT

AATGAGTTGCAGAAAAGAGAGACGAAAGGTCAAAATACTATTGAACGAACAGTA

ACTTGTAGGTACACATACACCAGAGAGGAAATGTCAACTACGGCATTGCGATTGC

CATATCCATCCAAAACCAAAGGTTTCCAGCTCTTAACTCATCACCAACCTTCTCAA

CACTATAAATACACGATCCCATCTTCTCCTGTTACATGGAGCATTCCTAAAGCTTC

TTGCTACATCTTCATACCACTACCACAAATGGCTTTTCCGCTTCATTATCATCTCC

CGGCCTTGTTTTCTCTCTTAGTTTTTGTCTCTGGGGTTATGGCAGATGCAGAGTTC

ACCTTGTCCAAAGCATCATATTACCCCAATTCTGATACAAAAGGGACTGAAAGTA

AGTACTCCCTCCGATCCTAAATTCTTGTCTCAAATTTGCCCAAATATGAATGTATC

TATTCTTAAAAAGGATCCGAGGGAGTACTTTATATTAGATACATTACTCAAGTTG

TGGAGGTCAACACATAAAAAAATGTGCTAGCTACTGAAGGTCATTGAGTTATTAG

GCTACTGTATAAAATGTAGATCTCCAAGTAAACTAGATACTGTGAAAGAGAATTT

ATTGTTTCTGACGAAGACTTTCAGATGGAGCATGTGAGTATGGCACATTTGGAGC

AACACTCAACAATGGTGATGTTTCTGCATCGGCAAGCCTCTACAGGAACGGGGTT

GGCTGTGGTGCATGTTATCAGGTAAAATTCATCCGCGACTGTGCCAGTGCCCAGT

ACGAACATCTTGTAAATCAAGAAACATCGATTCATTTTTGTTCCCAGTAAGAATG

CCAGTTGCCAATAGGTGAGGTGCACAGATCCTTACTACTGCTCTCCAGAGGGTGT

GACAATCGTGATCACTGACTCGGGATCGAGCGACGGCACTGATTTCATCCTCAGC

CAGCACGCCTTCACAGGCATGGGACAGAGTGCAGATGCTGGTGCAGCGCTGCTC

ACCCTTGGCTATGTTGGAATTGAGTACAGGAGGTGTGTGAATACAATAGACCTAT

CTAAAACTACAGTTTGGATCACGCACCTAGTTGTTTTTGTCAGATGGCATAAAAA

GATGAAAAACTTTCAGTGGCTTTCCCTAGTCCCTACTACAGTAGAAATGATCTTG

CATAATGAGTTAACGACTAAATTGACATGTTGCAATTTACTTGACATCTCTGCTAC

AGGGTTTCTTGTAGCTATCCAAATAAGAACATTGTCTTCAAGATTACTGAGAGCA

GCCATTTTCCCTACTACATAGAATTTGAGATCTGGTACCAGCAAGGTAGCCAGGA

CATCATCGCAGTCCAGCTTTGTGAGGTAAACACTAACTACACGGTGTAAATTATG

TATGGAAGGAGTTACTCAATTATAAAGAAAGCTTTCTGTGCATGTACTTATAGAA

CTAAATACCTGTTAATGGCTGGATGCAGACTGTGACCCTGAAATGCCAGCTTCTG

AGCCGAACTCATGGTGCAGTATGGGCTACGGTCTCCCCACCAACTGGCCCTCTGT

ACATACGGATGCTGTTTAGCAGTGGAGCTCCCCGTGTTGGTGACCAGAAATGGCT

AGCTCCGACAAACACAATACCACAGAACTGGACGGCAGGGGCCATATATGATTC

TGGGGTCCAAATGCAGCTGCACTAGCTATAAAGAACATAGATACACCAGAAATA

TAGAGGTCATATTTAATTTTCCCATGTTCTCTGTTTATGTATATACTCCTGCAGTTC

TTCAAAGTAGTTTTTGTAATTTGTCATGGTTGTGCCTGCCTGCATAGGATATCTAT

CTATCAATAAACTCTTTGCATGGAATAATAAATAAGTTTGCATGAGCAATTTAAT

AGCTCTTCTCCCACTGCCTGACACCGGTGCTCAACTGCTTATTTGCTCGAAACAGA

CTATTGAGTAATTGAGCAATCACCACAACAAATGGAATAATGCAATCAATTCAGA

CAAGGCTCGTGATAATTGATTATA 


