
IDENTIFICATION 

Species: Brachypodium sylvaticum 

Locus: Brasy2G013600 

Gene Model: Brasy2G013600.1.p 

Description: BsyEXPB-03 

Family: Beta 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 

>BsyEXPB-03 

MPAKQQLPLLLVAPPPLLMLLLLSSVYGSSAGGGPNLNASAVSFGQSGVARATWYG

APNGAGPYDNGGACGFKNVNKYPFMAMTSCGNQPLFKDGKGCGACYKIKCTKHKA

CSGRTETVVITDMNYYPVAPYHFDLSGTAFGKLAKPGRNDELRHAGIIDIQFTRVPCE

FPGLKVGFHVEEGSNAVYMAILVEYENGDGDVVQVDLMESGRGGRWSRMKESWGS

IWRLDSNHRLQAPFSLRIRNESGKTLVARNVIPSNWRPNTFYRSIVQYS* 

CDS (coding sequence) 

>BsyEXPB-03 

ATGCCGGCGAAGCAGCAGCTCCCGCTCCTCCTGGTGGCGCCGCCGCCGCTGCTAA

TGCTGCTGCTCCTCTCCTCCGTCTACGGCTCCAGCGCCGGCGGAGGGCCGAATCT

GAATGCCAGCGCCGTGTCCTTTGGCCAGTCGGGCGTCGCCAGGGCCACCTGGTAC

GGCGCCCCCAACGGCGCCGGCCCTTACGACAACGGCGGCGCTTGCGGGTTCAAG

AACGTGAACAAGTACCCGTTCATGGCCATGACCTCCTGCGGCAACCAGCCTCTCT

TCAAGGACGGCAAGGGCTGCGGCGCATGCTACAAGATCAAGTGCACGAAGCACA

AGGCTTGCTCTGGGCGGACGGAGACGGTGGTGATCACGGACATGAACTACTACC

CGGTGGCGCCCTACCACTTCGACCTCAGCGGCACCGCCTTCGGCAAGCTCGCCAA

GCCCGGCCGCAACGACGAGCTGCGACACGCCGGCATCATCGACATCCAGTTCACC

AGGGTGCCTTGCGAGTTCCCTGGGCTGAAGGTGGGGTTCCACGTGGAGGAGGGG

TCCAACGCGGTGTACATGGCGATCCTGGTGGAGTACGAGAACGGCGACGGCGAC

GTGGTGCAGGTGGACCTCATGGAGTCCGGCCGCGGCGGGCGGTGGTCGAGGATG

AAGGAGTCGTGGGGCTCCATCTGGCGCCTCGACTCCAACCACCGGCTCCAGGCGC

CGTTCTCGCTGCGCATCCGCAACGAGTCCGGCAAGACGCTCGTCGCCCGCAACGT

CATCCCCTCCAACTGGCGCCCCAACACATTCTACCGCTCCATCGTCCAGTACAGCT

AG 

Nucleotide 

>BsyEXPB-03 

TCTCTTTCTTTCTTTCTCAGCTGCATCACACCACTACTACAACCATATTCTATAGTA

GTCCTCTGGCTGCCTCAGCAAGTCCTCCTCCAAGTGTACCAGCAGCGGTACGGCC



CAGGCCAGTTATAAATTGGGGTGCCCACCAAAGAGGAGCTCCTCATCAACACAC

ACACCAAACCAAACAGATCCAACTAGCTACAGAGTGTGAGCAAAGCCAGTGAGT

GAGTGAACAAGATGCCGGCGAAGCAGCAGCTCCCGCTCCTCCTGGTGGCGCCGC

CGCCGCTGCTAATGCTGCTGCTCCTCTCCTCCGTCTACGGCTCCAGCGCCGGCGGA

GGGCCGAATCTGAATGCCAGCGCCGTGTCCTTTGGCCAGTCGGGCGTCGCCAGGG

CCACCTGGTACGGCGCCCCCAACGGCGCCGGCCCTTACGACAACGGTACCTCACT

CTTTTCCCTCCTTTGTTTCCTCTGATCTTGAGCGCTAGGAGCAGTACATTTGGTTCC

TGTAGCTAGAAGTAGCTTTGCTTTTGCTTGCTGGTCAGCTGGCTGGGTTTTAGCTG

AGAATGGAATGGGCAATGAGAGGTGAAATGTTGCAGGCGGCGCTTGCGGGTTCA

AGAACGTGAACAAGTACCCGTTCATGGCCATGACCTCCTGCGGCAACCAGCCTCT

CTTCAAGGACGGCAAGGGCTGCGGCGCATGCTACAAGGTACTACTCACACTCTTC

TCCACTGTTGGTACCAGTACTAATCGTCTTCTTACTCTTAGTGACCGCTTAAAATC

TTCCTAGTACGTACTCCAAAATGCAATGCCACACTCTGGTCAAAGCCAGCAGTAC

TACTAGTAGTTGATTATAGTTGGCCCATATACTTGGCTCGATGGGGCCGGGCACG

AGTAGCCGTGCCAGTGGCAGGCACCACAGTGTCCGGGGGACCCTGCAACAAGCT

GCAACGGCACGTTCTCCGTGACAGTGCCCGGCACGGCTCCCCATGCAACGGGCCT

GCCATGTGTTGTTGGCGCGCGCGATGTCAGTTTACATCTCTGCCCCCGCCCTCCCT

GAACATTAATGTTTTTTGCAGATCAAGTGCACGAAGCACAAGGCTTGCTCTGGGC

GGACGGAGACGGTGGTGATCACGGACATGAACTACTACCCGGTGGCGCCCTACC

ACTTCGACCTCAGCGGCACCGCCTTCGGCAAGCTCGCCAAGCCCGGCCGCAACGA

CGAGCTGCGACACGCCGGCATCATCGACATCCAGTTCACCAGGTACTTACTTTTA

ACTGTTGTTGCCATGAGCGCCACCGACACTCTTCTGCCTTGCCTTCAGACAATTAA

CCCACCAAGAAGCCTGTCTCAAAGACTTGACTTGACCCCGGCACATGCCTAACCT

GTGCATCCATCTGCTTCCCTCTGTCGCCTGTCTGTAATGTAAAAAATGTAATGTAA

ACAAACACACAAAGCAAGCAAACAACGTCCGTCTCCTGCCCATCATTACCGCTGG

TAGTACGTGCTAACGTGAAAAGATCCCCCCAAAAGCTACCAAGAATGATTCCAAC

ACTAGTAGATCAAAGCATGGTAGTATAATATAGCAATCAAGATGCATCAGCTAGT

AGCAAAGCTAGATCTGCTGCAGTCAGCAGCTGGAACAACAAACTGAACTGAAGA

AATGTCTGCAGGGTGCCTTGCGAGTTCCCTGGGCTGAAGGTGGGGTTCCACGTGG

AGGAGGGGTCCAACGCGGTGTACATGGCGATCCTGGTGGAGTACGAGAACGGCG

ACGGCGACGTGGTGCAGGTGGACCTCATGGAGTCCGGCCGCGGCGGGCGGTGGT

CGAGGATGAAGGAGTCGTGGGGCTCCATCTGGCGCCTCGACTCCAACCACCGGCT

CCAGGCGCCGTTCTCGCTGCGCATCCGCAACGAGTCCGGCAAGACGCTCGTCGCC

CGCAACGTCATCCCCTCCAACTGGCGCCCCAACACATTCTACCGCTCCATCGTCC

AGTACAGCTAGATCCTCCTGCAGAGCTCCATTGATGGATTAGTATCCGGTATCCC

CATTGGTTCATTCCGAGCTCTGGTTCATTTGGCGGCAGTTGATGCATGCTATTGGG

GGTTCGATTAATTGTGATTCTCAAGTTTACATTTTGTGTTGTGGGAATAAGAGGAG

GCAAGCGTAGGAAATCCCAGATGAAAAAAAAGTATATGGGGTTTCCTACGCTCTC

CCGCCCACTCTCCATCCTTCCTTCTTATCTGCTACTACTAGCTTGTATTAATTCGGT

CTTGTTTCAGAGTTTCGGGTCGATGCAATGCGGTGCAGCTGCAATTTATGCAACT

GCATGCTGTATCCATGATCCATTTACTACCGCTGCGTGTGACATCATGCATTATCC

ATGATGCGTATCAGACTGGGCAAGGCGTATGTATAAATTAATGTTCGCGGATCGA

ATTCAGCTCCGGTTCACGGGCTACTGCTGCATGCATCTGTTCCAAAT 




