
IDENTIFICATION 

Species: Brachypodium stacei 

Locus: Brast02G003900 

Gene Model: Brast02G003900.1.p 

Description: BstEXPB-02 

Family: Beta 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 

>BstEXPB-02 

MASSSVSALLLCLLLAFHGVSCAAKAKHGSKKSPHHAPPKAHAPSPLPPPATIIVPPPV

AATNSSSSNSSSPGSGDNGDEGWMDARATWYGAPNGAGPDDNGGACGFKDVNLPP

FSAMTSCGNEPLFKDGKGCGSCYQIRCLSRMHPACSGVPETVIITDMNYYPVSRFHFD

LSGTAFGAMAKDQRNDELRHAGIIDMQFKRVPCQYPGLTVTFHVEHGSNPYYMAIL

VEYENGDGDVDQVDIMEATSDGSGEPTGQWVPMKESWGSIWRMDTRRPMRGPFSL

RITNESGQTLVADQVIPADWEPNAIYSSIIQFD* 

CDS (coding sequence) 

>BstEXPB-02 

ATGGCGTCCTCCTCTGTCTCTGCGCTGCTGCTCTGCCTGCTCCTGGCGTTCCATGG

CGTCTCCTGCGCGGCCAAGGCCAAGCACGGCAGCAAGAAGAGCCCACACCACGC

GCCTCCCAAAGCCCACGCGCCATCTCCTCTGCCTCCTCCGGCTACAATCATCGTCC

CTCCCCCTGTTGCCGCGACGAACTCGTCGTCCTCCAATTCTAGCTCGCCCGGCAGC

GGCGACAATGGCGACGAGGGGTGGATGGACGCGAGGGCGACGTGGTACGGCGC

GCCTAATGGTGCTGGCCCCGACGACAACGGCGGCGCCTGCGGGTTCAAGGACGT

GAACCTGCCGCCGTTCTCCGCCATGACCTCCTGCGGCAACGAGCCGCTGTTCAAG

GACGGCAAAGGCTGCGGCTCATGCTACCAGATAAGGTGCCTGTCGCGTATGCACC

CGGCGTGCTCGGGGGTGCCGGAGACGGTGATCATCACGGACATGAACTACTACC

CGGTCTCCCGCTTCCACTTCGACCTCAGCGGCACGGCATTCGGCGCCATGGCAAA

AGACCAGCGCAACGACGAGCTCCGACATGCCGGCATCATCGACATGCAGTTCAA

GAGGGTGCCGTGCCAGTACCCTGGTCTGACGGTGACGTTCCACGTGGAGCACGGT

TCGAACCCGTACTACATGGCGATCCTGGTGGAGTACGAGAACGGGGACGGCGAC

GTGGACCAGGTGGACATCATGGAGGCCACGTCGGACGGCAGCGGGGAGCCCACG

GGGCAGTGGGTGCCCATGAAGGAGTCCTGGGGCTCCATCTGGCGGATGGACACG

CGGCGGCCCATGCGCGGGCCCTTCTCGCTGCGCATCACCAACGAGTCCGGCCAGA

CGCTCGTCGCCGACCAGGTCATCCCCGCCGACTGGGAGCCCAACGCCATCTACAG

CTCCATCATCCAGTTCGACTGA 

 

 



Nucleotide 

>BstEXPB-02 

ATACATGCGTCACGAGCCGACCGATGCCCGTTCCCAGCGCGCGAGGGGGCCTATA

AATACCAGTCTCCCGCCGGCATCTCCATCAGTGAAATTCAGCCATGGCGTCCTCC

TCTGTCTCTGCGCTGCTGCTCTGCCTGCTCCTGGCGTTCCATGGCGTCTCCTGCGC

GGCCAAGGCCAAGCACGGCAGCAAGAAGAGCCCACACCACGCGCCTCCCAAAGC

CCACGCGCCATCTCCTCTGCCTCCTCCGGCTACAATCATCGTCCCTCCCCCTGTTG

CCGCGACGAACTCGTCGTCCTCCAATTCTAGCTCGCCCGGCAGCGGCGACAATGG

CGACGAGGGGTGGATGGACGCGAGGGCGACGTGGTACGGCGCGCCTAATGGTGC

TGGCCCCGACGACAACGGCGGCGCCTGCGGGTTCAAGGACGTGAACCTGCCGCC

GTTCTCCGCCATGACCTCCTGCGGCAACGAGCCGCTGTTCAAGGACGGCAAAGGC

TGCGGCTCATGCTACCAGGTTCTCCATCCAATCCTTCGATTGTTATTTGTTTGTTTT

GCTGCTGATTCGTGTTCACGGCCACGGGACGCATGCATCATCTGCTCTGGTCTGTC

TCTACGTATGTACGTTAATTTCAATTCTGCGTCTTCGTCCTACGTACGGCTAGAGA

GCCAGCCTGGCCGGCATGTAATTCCATGGATCCGAATTGAAGCTCAAGCAATGGG

GAATGGTGATGCAGATAAGGTGCCTGTCGCGTATGCACCCGGCGTGCTCGGGGGT

GCCGGAGACGGTGATCATCACGGACATGAACTACTACCCGGTCTCCCGCTTCCAC

TTCGACCTCAGCGGCACGGCATTCGGCGCCATGGCAAAAGACCAGCGCAACGAC

GAGCTCCGACATGCCGGCATCATCGACATGCAGTTCAAGAGGTACCTACCTATCA

TCCATGCACCCAACCAACTTACTAATTACCTGTCCATGACTGTTTTGTTTCTCCAC

CGTTGGTTCAATTCCTCCATCAATCAATCACCTCGAGATACTCTGCATGCAACGGC

CGGGTATAGCTAGCTACCTGGCTTCTCCACCGTTCGTCCAACTCCTTCCTTAATCA

CCTCGACCGACTCTGCAACGGCCGGTATTAGCTAGCTAGCTCCTGAACGAAAACA

GACAGATAATGGCAGTAGCTAGTGGCTAGGTAGGTAGCTAGATGGGGCAATGTA

ACCGCCGGCAACTTATCGTGACAACAACTTTTTAATCGAGCTAAAAATGCATCCA

TACATGCATGCAGATATGGGCCCTCTTCCGAAAAAGATTCTACTAGCACCACATG

CATGTCATTCTCGAGCATTTCTCTCTCGAAATACCAGAAACCAACAAACCGCCCG

GCATTTATACACTCTGCACGTACTCTTGGTATCTAGCAGCTCGTGACACATCGTCC

ATGGTGGATACATATATAGCCGGTTGCCACACACAAGAGATTGGAGCAAGATAA

TGCACGAGTGACACCCTCATATATGTATATGATAAATAATGCAGGGTGCCGTGCC

AGTACCCTGGTCTGACGGTGACGTTCCACGTGGAGCACGGTTCGAACCCGTACTA

CATGGCGATCCTGGTGGAGTACGAGAACGGGGACGGCGACGTGGACCAGGTGGA

CATCATGGAGGCCACGTCGGACGGCAGCGGGGAGCCCACGGGGCAGTGGGTGCC

CATGAAGGAGTCCTGGGGCTCCATCTGGCGGATGGACACGCGGCGGCCCATGCG

CGGGCCCTTCTCGCTGCGCATCACCAACGAGTCCGGCCAGACGCTCGTCGCCGAC

CAGGTCATCCCCGCCGACTGGGAGCCCAACGCCATCTACAGCTCCATCATCCAGT

TCGACTGATCAATTCATTAATCAATTGGTCATTCATTTCGTCATTGAAATTGAATC

ACGCTGATCGATTAATGTGATTGGATCGTACGTACGTATATGAGACGTCGCCTGT

GACGTCCGGCCGGTGCGTGTCGTATTCGTACGCGCGTACGTGCTATATATGTGTG

TCAGTGTGTGTGTACAAGACGTACTGGAGCTGTTAGCACATACACTAGGATGGAG

CTAGTTGGTATACGTAATTACGTATACCAAAGTGTCCCATCGATCTACGTGGCTA

CATAAAGTGCAACATTCCACGTTTCGCATACATTCTCTCTGCGCCGTGACCGATGC

TATAATACAGAGTACATATATAAACTTTGGATTATTCC 


