
IDENTIFICATION 

Species: Brachypodium sylvaticum 

Locus: Brasy2G047100 

Gene Model: Brasy2G047100.1.p 

Description: BsyEXLA-01 

Family: Expansin Like Alpha 

3D structure: 

 
GENOME DATABASES 

Phytozome: https://phytozome-next.jgi.doe.gov/info/Bsylvaticum_v1_1  

KEGG:- 

EXTERNAL RESOURCES 

http://jaiswallab.cgrb.oregonstate.edu/genomics/brasy  

https://phytozome-next.jgi.doe.gov/info/Bsylvaticum_v1_1
http://jaiswallab.cgrb.oregonstate.edu/genomics/brasy


GENE STRUCTURE 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>BsyEXLA-01 

MMAAVSVSFSSTALLALLFLVSAASACDRCLHQSRASFYTSSLTLSAGSCGYGNAAA

SFNGGMLAAAGPALYRGGVGCGACFQVRCKDKELCSAAGAGVIVTDSAKTNRTEL

VLSSPAFNAMARPGMADRLAKLGEVDVEYKRVPCEYKGKNLSVRVEEKSHAPSDLA

IRFFYQGGQTDIVAVDIAQVGSSNWKFMAREHGPAWSTSQAPPGPLQLRVVVTAGY

DGKWLWAEKEVLPSAWRAGELYDTGLQITDIAQEGCSPCDTQDWK* 

CDS (coding sequence) 

>BsyEXLA-01 

ATGATGGCCGCCGTCTCTGTCAGTTTCTCCTCGACGGCTCTGCTCGCGCTACTCTT

CCTCGTGTCGGCCGCCTCCGCCTGCGACCGCTGCCTGCACCAGTCCAGAGCCTCC

TTCTACACCTCCTCGCTCACCCTCTCCGCCGGTTCTTGCGGGTACGGCAACGCGGC

CGCGTCCTTCAACGGCGGCATGCTCGCCGCGGCCGGCCCCGCTCTCTACCGCGGA

GGCGTCGGCTGCGGCGCGTGCTTCCAGGTGCGGTGCAAGGACAAGGAGCTGTGC

AGCGCTGCCGGCGCCGGGGTCATCGTCACGGACAGCGCCAAGACGAACCGCACG

GAGCTCGTGCTCAGCAGCCCGGCCTTCAACGCCATGGCGCGCCCCGGCATGGCCG

ACCGGCTCGCCAAGCTCGGCGAGGTCGACGTCGAGTACAAGAGGGTGCCGTGCG

AGTACAAGGGGAAGAACCTCTCGGTGAGGGTGGAGGAGAAGAGCCACGCGCCCA

GCGACCTGGCCATCAGGTTCTTCTACCAGGGCGGCCAGACCGACATCGTCGCCGT

CGACATCGCACAGGTAGGGTCGTCGAACTGGAAGTTCATGGCGCGGGAGCACGG

GCCGGCGTGGAGCACGAGCCAGGCGCCGCCGGGACCGCTGCAGCTCAGGGTCGT

GGTGACCGCCGGGTACGACGGGAAATGGCTGTGGGCGGAGAAGGAAGTGCTGCC

GAGCGCGTGGCGCGCCGGCGAGCTCTACGACACCGGGCTCCAGATCACCGACAT

CGCCCAGGAAGGCTGCTCTCCGTGCGACACGCAGGACTGGAAGTGA 

Nucleotide 

>BsyEXLA-01 

ACCCCCCATCACTGTTTTGTACACAGTCGCCTGTAGTAGTTCAGTTAATAGCACGC

CGAGGTAGCTGCGCCTCTCTGCGTGCGTGCCTGCGCGCCAGTGTGTTGTTGGACC

TGAACTCACTCGCTGGCTCGGTTTGTCTGTTGTGTCGAGTTTGCTGCAGTGTTTAA

CTTTCAGGGGGGGGGGGGGGGGCATGGGCGGTGGCGTTGTGTACTACTTGTGCGT

GTATATAAGCACGCAGTCGTCAGTACTCGTCAGGCACAAGGATCATCCTCCGCCT



GCTTCTCTGTGAGCTTCTCTCGACCTGAAGCAACCCCCCGACGACCCTTTTTCTGT

TTCCGATGATGGCCGCCGTCTCTGTCAGTTTCTCCTCGACGGCTCTGCTCGCGCTA

CTCTTCCTCGTGTCGGCCGCCTCCGCCTGCGACCGCTGCCTGCACCAGTCCAGAGC

CTCCTTCTACACCTCCTCGCTCACCCTCTCCGGTTAGTAAATAAGGGCACCGATCG

ATCGATGCATGCTCTGTTTCTACCTAAGCTCTGATTCTGAATTTCTGTTTGGGGTTT

GTCTTGGTTGTGTAACGAATTCGGTTCTTGGGTTGTCGCAGCCGGTTCTTGCGGGT

ACGGCAACGCGGCCGCGTCCTTCAACGGCGGCATGCTCGCCGCGGCCGGCCCCGC

TCTCTACCGCGGAGGCGTCGGCTGCGGCGCGTGCTTCCAGGTAACCAACTATACC

AACCAAAAGAACAACCGAACCCAACAAAGCTGTCGTCTTCTGGGGCGTGGCCTC

ATGATCGGCCTGCCTGAGGAATCAAGTTCTAGCTAGCGATTGTTTACTCCGATTA

AAATTTTAAAATTTGGGTGGTGCAGGTGCGGTGCAAGGACAAGGAGCTGTGCAG

CGCTGCCGGCGCCGGGGTCATCGTCACGGACAGCGCCAAGACGAACCGCACGGA

GCTCGTGCTCAGCAGCCCGGCCTTCAACGCCATGGCGCGCCCCGGCATGGCCGAC

CGGCTCGCCAAGCTCGGCGAGGTCGACGTCGAGTACAAGAGGTAATAAAAACTT

AAAAAGTCTAAAAAGCATTCTGTTTCCATTTTTCACCACCAACCGCGCCATGTGC

CTTTTACCCTGGCCTTCCACCGCGGTAAAGAAAGAAAGAAAGAAAGAAAGAAAG

AAAGAAAGAAAGAAAGTAGCGCCGGGCCGCCCGAGCCCGAACGTGGCATCATAA

ATACAGAGACCAAGAATTTGGACTTTGGATTGGAAGGGGCTCAAATTTGTCAGCG

GTTGGCATGTGGCAGGGTGCCGTGCGAGTACAAGGGGAAGAACCTCTCGGTGAG

GGTGGAGGAGAAGAGCCACGCGCCCAGCGACCTGGCCATCAGGTTCTTCTACCA

GGGCGGCCAGACCGACATCGTCGCCGTCGACATCGCACAGGTTACCACCACAAA

GAACAACAAAGAACAATAGTACTCCTTCCGTCCCATAAAGATTGGCATGGATTTG

AACTATATCTCTAGTTCAAATCCGTACCGATCTTTGTGGGACGGAGGGAGTAACT

CTGAATTCTTCTATTCTGGATCAAATAAATCCTGATGTTGTTATGTCTGCGATGGT

CGTTGGATGCAGGTAGGGTCGTCGAACTGGAAGTTCATGGCGCGGGAGCACGGG

CCGGCGTGGAGCACGAGCCAGGCGCCGCCGGGACCGCTGCAGCTCAGGGTCGTG

GTGACCGCCGGGTACGACGGGAAATGGCTGTGGGCGGAGAAGGAAGTGCTGCCG

AGCGCGTGGCGCGCCGGCGAGCTCTACGACACCGGGCTCCAGATCACCGACATC

GCCCAGGAAGGCTGCTCTCCGTGCGACACGCAGGACTGGAAGTGAAGAAGAGAC

GACCGACGAGTGAGTGGAAATACAAAACGTCCGCAAAGGACTGAGCAAAACAA

AGATGATGAGGCTACTAGCTTAGCTTAATTTAGCTCCTCGTCGCTGCCGTTTTGGC

TGGCTTCGAAGGAACGATCGAACCATCAGAAATAACAATAGAGAGAGATCATTT

TCTGAATGAAACAGGGGCAGAAGCCCTTTTGATAAAAAAAAAAAAAGAGATCAT

TTTCTCGGCCTCTCGATGCGTAACGTTGCGTTGCAAGTCGCCGAGACGCTGGTTGC

TTTCGGCAACGGTTAAAGCTCTGCTCGAAAAATTCTAGGTTTGCTGCGCGGGCGT

GTATCTTTCCAGCTTCAGCTAACACACTCTTAAGGCCAATCTTCATCCATGCCTCC

ATGTGCATTGTGAGTAGCACAAATAACATGTGATTTGTGAACAGCACTTCTTAAT

GAACGTTGCACACAAATAAGGCAGAATTCAAATTCAAATTCAAAATCTTTTCAAG

TCTCAATGTGGACGTTGTACATTGCATGTCTTGCAATGCCGGTGAGCATGAGTGC

TTCTGAATCCCGAGTAGTCATGCGTCAACACTTCAACTTGTCATGTAAAAAATGT

GATGTTGTTCTTCTATTCCAGATTCCAGATACCAAGGCTTAGGTGGCCGCCACCTA

AGCCTTCATTAAGGCAAAACAAGCAAAATTTATAGCAACGGATGGAGTACTGCC

GAGTCCCGGATGGGCTGGGCCACGAAGTGCAGCAATGAAGGAAAAGGCCCAGAA

AGAGTGGAAAGAGGCCCAGTTGCACGTTTTTCCTTTCATATTTCCGAACTGAGAA

CATCTCCGGCCGCCCCCCTAAAGGC 




