
IDENTIFICATION 

Species: Brachypodium stacei 

Locus: Brast07G236800 

Gene Model: Brast07G236800.1.p 

Description: BstEXPA-27 

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-27 

MAAAQLLLLLLLVLTLLCLTVAAASASSSAASSYRCGWCRSRRSSVATASILPPDAAS

TGAAACGYGTPAAAASTGGFYLAAASAEFFRHGQAACGSCYQLRCRDGASCRKGG

VKVVVTGEIGTNRTASGGGGGRFMLPREAFAAMAAAVHGDLQQQEVDFRRIPCELH

KGRSLAVKVEETSSRNNKSGGRLALRFLFLGGQTDIAAVEVAPASSSSSSFSWRYLTR

KQGVWSTARAPAGPLRLRVVVTAGSGGKWLRADGEVIPAEWVPGRVYDTGLRVSE

FAMGTCSCSAGDEDEDEEGQGEEEFR* 

CDS (coding sequence) 

>BstEXPA-27 

ATGGCCGCCGCCCAGCTGCTTCTTCTTCTTCTTCTAGTTCTAACCCTCCTCTGCCTC

ACGGTGGCCGCCGCGAGCGCCTCTTCATCCGCTGCCTCCTCGTACCGCTGCGGCT

GGTGCCGCAGCCGCCGCTCTAGTGTTGCTACCGCCTCCATCCTCCCTCCTGACGCC

GCCAGCACCGGCGCCGCCGCCTGCGGCTACGGGACGCCGGCAGCCGCAGCCAGC

ACCGGCGGCTTCTACTTGGCCGCCGCCAGCGCCGAGTTCTTCCGCCATGGCCAAG

CTGCCTGCGGCTCATGCTACCAGCTGAGGTGCAGAGACGGGGCCTCGTGCAGAA

AGGGCGGCGTCAAGGTCGTCGTCACCGGCGAGATCGGGACCAACAGGACGGCAT

CCGGCGGCGGCGGAGGGAGGTTCATGCTTCCCAGGGAGGCCTTCGCCGCCATGG

CTGCCGCCGTCCATGGCGACCTGCAGCAGCAGGAGGTGGATTTCAGGAGGATCCC

CTGCGAGCTGCACAAGGGCAGGAGCCTGGCCGTGAAGGTGGAGGAGACGTCGAG

CAGGAACAACAAGAGCGGCGGCCGCCTCGCGCTCCGCTTCCTCTTCCTCGGCGGC

CAGACCGACATCGCCGCCGTCGAGGTCGCGCCTGCTTCTTCTTCTTCTTCTTCTTTT

TCATGGCGGTACCTGACGCGGAAGCAGGGAGTGTGGAGCACGGCGCGGGCGCCG

GCGGGGCCGCTGCGGCTGCGGGTGGTGGTGACGGCGGGGTCCGGCGGCAAGTGG

CTGCGGGCCGACGGGGAAGTGATCCCCGCCGAGTGGGTTCCCGGCCGGGTCTAC

GATACCGGGCTCAGGGTGTCCGAATTCGCCATGGGCACTTGCTCCTGCTCCGCCG

GAGACGAAGACGAAGACGAAGAAGGCCAGGGGGAAGAGGAATTCAGATGA 

 

 



Nucleotide 

>BstEXPA-27 

TCCACAGCCTTAGCACTCCTATATATATCCAGCTTCTAGCTAGTTCATGGCCCGCA

CGTCCCCTGACATGCCCTTAAGCTCACACGCTAGCTAGCTCACCAGATCAACCCA

TCGACGACGTACTTGGGTACTTGGGTACTTGGTTTGACGCCATGGCCGCCGCCCA

GCTGCTTCTTCTTCTTCTTCTAGTTCTAACCCTCCTCTGCCTCACGGTGGCCGCCGC

GAGCGCCTCTTCATCCGCTGCCTCCTCGTACCGCTGCGGCTGGTGCCGCAGCCGC

CGCTCTAGTGTTGCTACCGCCTCCATCCTCCCTCCTGACGCCGCCAGCACCGGCGC

CGCCGCCTGCGGCTACGGGACGCCGGCAGCCGCAGCCAGCACCGGCGGCTTCTA

CTTGGCCGCCGCCAGCGCCGAGTTCTTCCGCCATGGCCAAGCTGCCTGCGGCTCA

TGCTACCAGGTGCGCATCATAATTCATATCTCGACATTCGACAAGCGCTCTGTTG

ATCAATTCTTCTTCCAGGGCTAGCCAATCTCAATTATATATTCTTCAGAGAATTAA

TAACTCAACTTGTTCGACGTTGCTGCTGCAGCTGAGGTGCAGAGACGGGGCCTCG

TGCAGAAAGGGCGGCGTCAAGGTCGTCGTCACCGGCGAGATCGGGACCAACAGG

ACGGCATCCGGCGGCGGCGGAGGGAGGTTCATGCTTCCCAGGGAGGCCTTCGCC

GCCATGGCTGCCGCCGTCCATGGCGACCTGCAGCAGCAGGAGGTGGATTTCAGG

AGGATCCCCTGCGAGCTGCACAAGGGCAGGAGCCTGGCCGTGAAGGTGGAGGAG

ACGTCGAGCAGGAACAACAAGAGCGGCGGCCGCCTCGCGCTCCGCTTCCTCTTCC

TCGGCGGCCAGACCGACATCGCCGCCGTCGAGGTCGCGCCTGCTTCTTCTTCTTCT

TCTTCTTTTTCATGGCGGTACCTGACGCGGAAGCAGGGAGTGTGGAGCACGGCGC

GGGCGCCGGCGGGGCCGCTGCGGCTGCGGGTGGTGGTGACGGCGGGGTCCGGCG

GCAAGTGGCTGCGGGCCGACGGGGAAGTGATCCCCGCCGAGTGGGTTCCCGGCC

GGGTCTACGATACCGGGCTCAGGGTGTCCGAATTCGCCATGGGCACTTGCTCCTG

CTCCGCCGGAGACGAAGACGAAGACGAAGAAGGCCAGGGGGAAGAGGAATTCA

GATGATCGATCCACTGCACCGCGGAGCTAGCTATACCTACAAAGATATAACGATC

GACGACACGTACGGCTTGATCGGCCACAACGGCAACGACGACCGGATGCACGGA

CGGCTAGTGTCGGCCGATGTGCCCAGCGAGCCGTTGATAGGAGGCGTTGCAAGG

CAATAACTAGCCGACGATGCGGCGACCGGCCGGTGTCAAGCTTCATGCACTAGCC

CAGCGCAACAAAAAAAAGAGACGCCCACGGTATTAATTTCGTGTGTCTGAATGAT

GAGGACGTGAGATTTGGTTAGGACAACAACAAGAGCAAAACCTGTCTGCATGCC

CTGTCAATCGAACGGTGCATGTCTGGCCGTAAACCGGGGAGATTGGCTTGTAGCG

TCACGTGTGGCTCAATGATCGATATTACTTAGCACGTACTACGTGCATGCATGCCT

GTTTTGGTCTTGGGATCACATGACAATGTTACTGTTTTTGC 


