
IDENTIFICATION 

Species: Brachypodium sylvaticum 

Locus: Brasy3G054200 

Gene Model: Brasy3G054200.2.p 

Description: BsyEXPA-08 

Family: Alpha Expansin  

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 

>BsyEXPA-08 

MALLLLLALLSLSSSSADGWTNAHATFYGGGDASGTMGGACGYGNLYSQGYGTGT

AALSAALFGNGLSCGACFELRCAGSYCLPGAGSIVVTATNLCPPNYALPNDKGGWC

NPPLHHFDLSQPAFLRIARYRAGIVPVAYRRVACRRRGGIRFTISGHPYFNLVLVSNV

GGAGDVHAVAVRGGSGRTRWQAMSRNWGQNWQSAARLDGQPLSFTVTASDRRSV

VSRNVAPAGWAFGQTFTGAQFR* 

CDS (coding sequence) 

>BsyEXPA-08 

ATGGCGCTGCTTTTGTTGCTTGCTCTGCTTTCACTGTCCTCGTCGTCGGCCGACGG

CTGGACCAACGCCCACGCCACCTTCTACGGCGGCGGCGACGCCTCCGGCACCATG

GGGGGCGCGTGCGGGTACGGCAACCTGTACAGCCAGGGGTACGGCACCGGCACG

GCGGCGCTGAGCGCGGCGCTGTTCGGCAACGGGCTGAGCTGCGGCGCTTGCTTCG

AGCTGCGCTGCGCGGGGTCCTACTGCCTGCCGGGGGCGGGCTCCATCGTGGTGAC

GGCCACCAACCTGTGCCCGCCCAACTACGCGCTCCCCAACGACAAGGGCGGCTG

GTGCAACCCGCCCCTCCACCACTTCGACTTGTCCCAGCCCGCCTTCCTCCGCATCG

CCCGCTACCGCGCCGGCATCGTCCCCGTCGCCTACCGCCGGGTGGCGTGCAGGAG

GAGGGGCGGCATCCGGTTCACCATCAGCGGCCACCCCTACTTCAACCTGGTGCTG

GTGAGCAACGTGGGCGGCGCGGGCGACGTGCACGCGGTGGCCGTCAGGGGGGGC

AGCGGCCGGACGCGCTGGCAGGCCATGTCCAGGAACTGGGGCCAGAACTGGCAG

AGCGCCGCGCGCCTCGACGGCCAGCCGCTCTCCTTCACGGTCACGGCCAGCGACA

GGCGCTCCGTCGTCTCGCGCAACGTCGCGCCGGCCGGATGGGCCTTCGGACAGAC

CTTCACCGGCGCCCAGTTCCGTTGA 

Nucleotide 

>BsyEXPA-08 

ATCTACCTATATCTATTTATAGCTCCCACGCTCGAAATGGGTCACTTGCAGGCACG

GACAGATCAATGGCGCTGCTTTTGTTGCTTGCTCTGCTTTCACTGTCCTCGTCGTC

GGCCGACGGCTGGACCAACGCCCACGCCACCTTCTACGGCGGCGGCGACGCCTCC

GGCACCATGGGTGAGCCGCAAACGGCATTCGAGTTTCTCGATCGATCGGCCGCAA

CGTGCAATGTACTAGTGTTGACGAGCGAGACATGTGTAACGCAGGGGGCGCGTG

CGGGTACGGCAACCTGTACAGCCAGGGGTACGGCACCGGCACGGCGGCGCTGAG



CGCGGCGCTGTTCGGCAACGGGCTGAGCTGCGGCGCTTGCTTCGAGCTGCGCTGC

GCGGGGTCCTACTGCCTGCCGGGGGCGGGCTCCATCGTGGTGACGGCCACCAACC

TGTGCCCGCCCAACTACGCGCTCCCCAACGACAAGGGCGGCTGGTGCAACCCGCC

CCTCCACCACTTCGACTTGTCCCAGCCCGCCTTCCTCCGCATCGCCCGCTACCGCG

CCGGCATCGTCCCCGTCGCCTACCGCCGGTACGTACGTATATAAATGCCACTGAG

CTATTACCCAGTCTCCGGATCAAGTTTGAGTCCAGACACCGAGTACATTGGCATG

CGCGCAGGGTGGCGTGCAGGAGGAGGGGCGGCATCCGGTTCACCATCAGCGGCC

ACCCCTACTTCAACCTGGTGCTGGTGAGCAACGTGGGCGGCGCGGGCGACGTGCA

CGCGGTGGCCGTCAGGGGGGGCAGCGGCCGGACGCGCTGGCAGGCCATGTCCAG

GAACTGGGGCCAGAACTGGCAGAGCGCCGCGCGCCTCGACGGCCAGCCGCTCTC

CTTCACGGTCACGGCCAGCGACAGGCGCTCCGTCGTCTCGCGCAACGTCGCGCCG

GCCGGATGGGCCTTCGGACAGACCTTCACCGGCGCCCAGTTCCGTTGAGATCCAT

CCTGTACAAGGCTGCTATCTGCATGATGTGTACAATTAATGCTCGCCGGTTTTCGT

TTAGCAACAAGTTCCCCGGGGTCCACAGTGTGCCGCGGTCACATGAGGGTGTGTC

TGCCATGTACTTGCAGCAACGAGTTTTTATTTCTACTATTTATAAAGTCGTCAACA

TTTTTTTCTAAAACTACCCACAAAACCTACGCAAATCATTTCCACCTCACAATTAT

TAAATAATTAAGCCCCCTAAACCGCCTCCGACAACCAGTAGCTTCCCGAAAATCC

TCGGATCCAGCTTCCCGTTCCCACTTCCGCATCCGATCTCCATCGTTTGTACCTGG

CTGGAAGCCCGTGAACAGCCAGCTACAACCAAGCTTTGTTCAGCCTGCTCGCTAG

AATTAGAAGCAAGAGCATTGCAGGCCGGCCCAGAGAGAGAATCGAGCGCATCCC

CAGAATTGATGGAGCATCGATGCAGCCGGGTTGCCCTTTTTTTTTGTGCGACAT 




