
IDENTIFICATION 

Species: Brachypodium distachyon 

Locus: Bradi1g28130 

Gene Model: Bradi1g28130.1.p 

Description: BdEXLA-01 

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  
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GENE STRUCTURE 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>BdEXLA-01 

MAVLLPALSSCLLLLLASSIASACERCVRQGKAAYSPSPSTQLPAGGGVCGYGAMAM

EINGGFLAAGGPRQHRAGLGCGRCFQMRCRDAKVCSSRGVRVVLTDFHRSNRTDFL

LGGPAFVSLAKPGMAQQLRTLDALSIDYKRIPCDYNDKNLSILVEEQSKKPSKLVIKF

LYQGGQTDILAVDVAQVGSSDWRFMSRVHGPVWSTDRAPTGPLQFRAVVTGGYDG

KWVWADKEVLPADWQPGQVYDTGARIADVARESCIGCARPDWEMKVA* 

CDS (coding sequence) 

>BdEXLA-01 

ATGGCTGTCTTGCTCCCCGCCCTCTCCTCCTGCCTCCTGCTGCTCCTGGCCTCCTCC

ATCGCGTCCGCCTGCGAGAGGTGCGTGCGTCAGGGCAAGGCTGCCTACTCGCCCT

CGCCCTCCACCCAGCTCCCTGCCGGTGGCGGAGTCTGCGGGTACGGGGCCATGGC

CATGGAGATCAATGGGGGATTCCTCGCCGCTGGGGGTCCGAGGCAGCACAGAGC

AGGGCTTGGCTGTGGAAGATGCTTTCAGATGAGATGCAGAGATGCAAAGGTGTG

CAGCAGTAGGGGCGTCCGGGTTGTGCTCACCGACTTCCACAGGAGCAATCGTACA

GATTTCCTGCTAGGTGGTCCGGCATTTGTGAGCCTTGCTAAGCCCGGGATGGCCC

AGCAGCTGAGGACGCTGGACGCTCTGTCCATAGACTACAAAAGAATTCCTTGTGA

CTACAATGACAAGAACCTGTCCATATTAGTGGAAGAACAGAGCAAGAAGCCAAG

CAAATTGGTCATCAAGTTCCTTTACCAAGGTGGTCAAACTGATATCTTAGCGGTG

GATGTTGCTCAGGTGGGGTCGTCGGACTGGCGGTTCATGAGCCGGGTTCATGGGC

CCGTTTGGAGCACCGACCGAGCCCCCACCGGGCCGCTGCAGTTCCGGGCGGTGGT

GACTGGTGGGTACGACGGCAAGTGGGTGTGGGCTGATAAAGAGGTCCTCCCGGC

TGACTGGCAGCCTGGCCAGGTCTATGACACCGGTGCCCGGATCGCTGACGTGGCG

AGGGAGAGCTGCATTGGCTGTGCCAGGCCGGACTGGGAAATGAAAGTGGCTTAA 

Nucleotide 

>BdEXLA-01 

ACTCCTCAGTCCTCACACGCTCCTCCGCCAAAGTCTCTCGTCTCGGCTATATAATA

TCGAGCTCTACTTTAGTTTAGCGCACCGTTCTATAAGCAGGAACAACGGGCATGT

GCTAGCGAAAAGGCTTCCTATTCTTCCCCCCCTTCCATACTCCTCCTCCTCCTCTTC

TTCCCTCTCTCACTCTGCTGCTCGGCATCGATCGATCGCCATGGCTGTCTTGCTCC



CCGCCCTCTCCTCCTGCCTCCTGCTGCTCCTGGCCTCCTCCATCGCGTCCGCCTGC

GAGAGGTGCGTGCGTCAGGGCAAGGCTGCCTACTCGCCCTCGCCCTCCACCCAGC

TCCCTGCCGGTAAGCACTCGGTTCATGTGTTTAGTCCAGATCGGTCAAGGGTTCG

ATTTTTCTTTTCTTTTTTTAGCATGATTTTGAGTGTTGTTTGTGCTTCTTGGCTTGGT

TAATTAGGTGGCGGAGTCTGCGGGTACGGGGCCATGGCCATGGAGATCAATGGG

GGATTCCTCGCCGCTGGGGGTCCGAGGCAGCACAGAGCAGGGCTTGGCTGTGGA

AGATGCTTTCAGGTACCAAATTGTTCCCAACTAGTTCTCCGGTTTTACTCCCATTC

TGGCTTTTCTTTACAGTAAGTATTTTTTTTCCCACATATGCTAGAGAGGTAATTTTT

CTTGTTACTTAATTAGTTGCCACTTGAGAAAGTGACACGACAGGTGATTGCCCCT

GTTATTTTCTAGTATCAGCTTAAGCTTTAAATGAAGAGACCGAGTTAGGCGCATC

CTGTTAATGTATGTACCAATTGCAGTACTGAAATAGAAAGGTCCACAGGAACATA

AGCAGTAGCAGCATCTGATAAATGTATATATGCTGTCCTCCGTATACTTCTATGCT

CTGGTTGTTAATAAATTTTTTTCTTGGTTTCTAAGAAGACTAAAGTGTACATATGG

ATATGCCATTAGCATCCTTTTTCACTGTTATTTATTCTCTTCGCGATTTATTTATCG

TTATATCTGTGGACTTGGGAAACAGATGAGATGCAGAGATGCAAAGGTGTGCAG

CAGTAGGGGCGTCCGGGTTGTGCTCACCGACTTCCACAGGAGCAATCGTACAGAT

TTCCTGCTAGGTGGTCCGGCATTTGTGAGCCTTGCTAAGCCCGGGATGGCCCAGC

AGCTGAGGACGCTGGACGCTCTGTCCATAGACTACAAAAGGTAAAAGCAATGTC

TCATGAAAGAAACTGGAAAAAGGATAGTTTGTGTATATCTATTTTGATATCTCAA

TATCGAAATCCAGAAGTTTCAATCCATTTTTATAATCCCAATAAGATCTACTTAGA

TTTTAATATGTTTTTGTGTTCTAGTTTAAGAGGTTTTATTTCAGTTCTAAATGTTTT

TTGTTAAATTCTGTGGTGAATAATTCAGTCTCAAAATTATAACCTTCAATTCCAGC

TAGATTCGCTTCCATTTTTTCTAAAAAAGTGAAAACCTTACCTTCTTATGTCAAAC

TTGAGCTAGAGTTCCATATTTAAAAATAGGAAAGCTCTATATAAAGAAACAAATG

TGTCTGTTCATCGATGTTTACATCGACCATCCATCATGTCTATATTACTTGGTGGA

AATGGCAGCACAAGTTTATGTTAGGATGGCATGTAGTAGGAGTGAGATAGAGAG

AGATTTCAAGGCTTTACAAGACAAAGACAAAAATAAATAAATCAGAGTGTCGAG

TGATGTAGCCAAAATAATGGCTCCGATTAGTGAACTATTGCAGTACCCTAAATAT

CTTATACCCTAAATATCTTCTGCATTGTTTGCTTCCAGAATTCCTTGTGACTACAA

TGACAAGAACCTGTCCATATTAGTGGAAGAACAGAGCAAGAAGCCAAGCAAATT

GGTCATCAAGTTCCTTTACCAAGGTGGTCAAACTGATATCTTAGCGGTGGATGTT

GCTCAGGTAAAAGAAGACTCAATCAAAACTGAACCAAAAAAGAGGGACAAAGTT

GTAATTCACAAACACATAACACCAAATTTGTCTAATCAACAACATGCATCATGGA

CTTGGTCTATGCAGGTGGGGTCGTCGGACTGGCGGTTCATGAGCCGGGTTCATGG

GCCCGTTTGGAGCACCGACCGAGCCCCCACCGGGCCGCTGCAGTTCCGGGCGGTG

GTGACTGGTGGGTACGACGGCAAGTGGGTGTGGGCTGATAAAGAGGTCCTCCCG

GCTGACTGGCAGCCTGGCCAGGTCTATGACACCGGTGCCCGGATCGCTGACGTGG

CGAGGGAGAGCTGCATTGGCTGTGCCAGGCCGGACTGGGAAATGAAAGTGGCTT

AAGATAATAAGCAGACTCTTGTTGTTAGACCTGACGACGTATCTGGCACTGCAAT

GACCTTGAGATGCAGTTACCACACGGTACCACACCAAGTCATTAGAGGGCGTGA

GAGGACAGTGGTGGGGTTGGAAAAAGGGCGCCCCTCTTTGCTGTCAAGAAAATG

ATGGGGGGTGGGGGAAGATAGCTGTGATCAGCCTTCCCTGGCCCTTGATTTGGTT

TCTTCCTATATGCATGCATGTACAGGTTCGTTGAACCATGCTTGCATATAAGAGAT

GTAATTAAAACGAATGTAGCTAGCTAGCTATCTAGCTTCCGCCCCAGCTAATTGA

TAGAATAATTAGTGAACATATTGCAATGTTCTTCCTTTGCATGTGTGTATGTTTGT

CTCGTGGTATTTCAACTTTCACATGCGCATGCGCCTA 


