
IDENTIFICATION 

Species: Brachypodium stacei 

Locus: Brast02G046200 

Gene Model: Brast02G046200.1.p 

Description: BstEXPA-05 

Family: Alpha Expansin  

3D structure: 

 
GENOME DATABASES 

Phytozome: https://phytozome-next.jgi.doe.gov/info/Bstacei_v1_1  

EXTERNAL RESOURCES 

https://brachypodium.org/  

 

https://phytozome-next.jgi.doe.gov/info/Bstacei_v1_1
https://brachypodium.org/


GENE STRUCTURE 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>BstEXPA-05 

MARSRALSRYLAVVVAAYCLAAATPGGAADWISGSATFYGGSDASGTMGGACGYG

NLYSTGYGTNTAAMSTALFNDGAACGECYQVQCDSQNSQWCNKGATVTITATNLC

PPDYSKPSNNGGWCNPPRKHLDMAQPAWEKIGVYRAGIVPVMFRRVPCSRTAGVRF

TINGNDYFELVLITNVGGAGSISSVQIRGARTGWVTMSRNWGANWQCNNYLNGQSIS

FTVTATDGKKQVFQDVAPSNWRFGQTFSSAVQFY* 

CDS (coding sequence) 

>BstEXPA-05 

ATGGCGCGCAGCAGAGCCTTGTCGCGTTACTTGGCCGTCGTTGTCGCGGCCTATT

GCCTCGCGGCTGCGACGCCCGGGGGAGCTGCCGACTGGATAAGCGGCTCCGCGA

CGTTCTACGGCGGGAGCGACGCCTCCGGCACCATGGGCGGGGCTTGCGGGTACG

GGAACCTGTACTCGACGGGGTACGGGACGAACACGGCGGCGATGAGCACGGCGC

TGTTCAACGACGGGGCAGCCTGCGGGGAGTGCTACCAGGTGCAGTGCGACAGCC

AAAACTCACAATGGTGCAACAAGGGCGCCACGGTAACCATCACGGCCACCAACC

TCTGCCCGCCCGACTACTCCAAGCCCAGCAACAACGGCGGCTGGTGCAACCCGCC

CCGGAAGCACCTGGACATGGCCCAGCCGGCCTGGGAGAAGATCGGCGTCTACCG

CGCCGGCATCGTCCCCGTCATGTTCCGGAGGGTGCCTTGCTCCAGGACCGCAGGC

GTGCGCTTCACCATCAACGGGAACGACTACTTCGAGCTGGTGCTCATCACCAACG

TGGGCGGGGCGGGCTCCATTTCGTCCGTGCAGATCAGGGGGGCCAGGACCGGCT

GGGTCACCATGTCCAGGAACTGGGGCGCGAACTGGCAGTGCAACAACTACCTCA

ACGGACAGTCCATCTCGTTCACGGTCACCGCCACCGACGGCAAGAAGCAGGTCTT

CCAGGACGTCGCGCCCAGCAACTGGAGGTTCGGGCAGACCTTCTCCAGCGCCGTC

CAGTTCTACTAG 

Nucleotide 

>BstEXPA-05 

CAACTCGCACCGTTCCTCTCCTGTAGATCGGTCGATCGATCCCGTTACCGCACGTC

GCCCGTCGAGGTGTACCCCGCGTACAATACAACGTGCGCGCATTGCTCTGTGTAT

CCGATTGAAGCCATTTCAACGAGAGAGATGGCGCGCAGCAGAGCCTTGTCGCGTT

ACTTGGCCGTCGTTGTCGCGGCCTATTGCCTCGCGGCTGCGACGCCCGGGGGAGC



TGCCGACTGGATAAGCGGCTCCGCGACGTTCTACGGCGGGAGCGACGCCTCCGGC

ACCATGGGTACGCAAAAGAACAACTACTCATTTATTCGTTCTTCTGTCCGTGCAGT

TTAATTTTGCACTTAGCTGCATTTGCGCGCATGACATGACGGATATACGTACACTG

ATTTAATCGACCAGGCGGGGCTTGCGGGTACGGGAACCTGTACTCGACGGGGTAC

GGGACGAACACGGCGGCGATGAGCACGGCGCTGTTCAACGACGGGGCAGCCTGC

GGGGAGTGCTACCAGGTGCAGTGCGACAGCCAAAACTCACAATGGTGCAACAAG

GGCGCCACGGTAACCATCACGGCCACCAACCTCTGCCCGCCCGACTACTCCAAGC

CCAGCAACAACGGCGGCTGGTGCAACCCGCCCCGGAAGCACCTGGACATGGCCC

AGCCGGCCTGGGAGAAGATCGGCGTCTACCGCGCCGGCATCGTCCCCGTCATGTT

CCGGAGGGTGCCTTGCTCCAGGACCGCAGGCGTGCGCTTCACCATCAACGGGAAC

GACTACTTCGAGCTGGTGCTCATCACCAACGTGGGCGGGGCGGGCTCCATTTCGT

CCGTGCAGATCAGGGGGGCCAGGACCGGCTGGGTCACCATGTCCAGGAACTGGG

GCGCGAACTGGCAGTGCAACAACTACCTCAACGGACAGTCCATCTCGTTCACGGT

CACCGCCACCGACGGCAAGAAGCAGGTCTTCCAGGACGTCGCGCCCAGCAACTG

GAGGTTCGGGCAGACCTTCTCCAGCGCCGTCCAGTTCTACTAGCCACGCGTGCCC

CGGCGCCCCCGCGCGCGCCGGCTTCGATCGCCTTGATTTCATCTCAGTTTACTTAC

TTACCCCCTTTTTCTTCTCTTTGTTCGCATTTGGGGAACTTGCATGCCAACGAGAC

CTTAAGATTAGCAGCAGCTGCATTGTGATGGAAACTACTAGGCCGCCTGTTAGCT

ATAGGTGTACTGTAGCACGCACGGTGGTTTGCATGGCTGAGGTGGTGTCCATGGG

TTTTGCCGGCCTCATGTGTTAATTGCCCGCCGTGCCTGCCGCCTTGCGATATGATG

TTTGCTCAATATGGGACCATGGAAACTGTTCGAAGAACTATGAATATTTGACTGG

G 


