
IDENTIFICATION 

Species: Brachypodium stacei 

Locus: Brast02G362100 

Gene Model: Brast02G362100.1.p 

Description: BstEXPA-10 

Family: Alpha Expansin  

3D structure: 

 
GENOME DATABASES 

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

EXTERNAL RESOURCES 

https://brachypodium.org/  
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GENE STRUCTURE 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>BstEXPA-10 

MAAAAAMASSPLLFFVLLASAAMFSAEARIPGVYTGGDWQSAHATFYGGSDASGT

MGGACGYGNLYSQGYGVNNAALSTALFNEGQRCGACFEIKCVDQPGWKWCHPGSP

SILVTATNFCPPNYALPSDDGGWCNPPRPHFDLAMPMFLHIAQYRAGIVPVSYRRVA

CRKKGGVRFTMHGFRYFNLVLITNVAGAGDLVRASVKGDSTGWMPMSRNWGQNW

QSNSVLVGQALSFRVTASDRRTSTSWNAAPRGWYFGQTFEGKNFRV* 

CDS (coding sequence) 

>BstEXPA-10 

ATGGCCGCCGCAGCAGCAATGGCGTCTTCTCCGCTGCTGTTCTTCGTCCTCCTCGC

TTCAGCAGCAATGTTCTCCGCCGAGGCCCGCATCCCCGGCGTGTACACGGGCGGC

GACTGGCAGTCCGCCCACGCCACCTTCTACGGCGGCAGCGACGCCTCCGGCACCA

TGGGAGGGGCGTGCGGGTACGGGAACCTGTACAGCCAGGGGTACGGGGTGAACA

ACGCGGCGCTGAGCACGGCGCTGTTCAACGAGGGCCAGCGGTGCGGCGCCTGCT

TCGAGATCAAGTGCGTGGACCAGCCGGGCTGGAAGTGGTGCCACCCGGGGTCGC

CGTCCATCCTCGTCACGGCCACAAACTTCTGCCCGCCCAACTACGCGCTGCCTTCC

GACGACGGTGGCTGGTGCAACCCGCCCAGGCCGCACTTCGACCTCGCCATGCCCA

TGTTCCTCCATATCGCACAGTACCGCGCCGGCATCGTCCCCGTCTCCTACCGCCGG

GTGGCGTGCAGGAAGAAGGGCGGGGTGCGGTTCACGATGCACGGGTTCAGGTAC

TTCAACCTGGTGCTGATCACGAACGTGGCGGGGGCCGGGGACCTGGTGCGCGCG

AGCGTCAAGGGCGACAGCACCGGGTGGATGCCCATGTCACGCAACTGGGGCCAG

AACTGGCAGTCCAACTCGGTGCTCGTCGGCCAGGCGCTCTCCTTCCGCGTCACCG

CCAGCGACCGCCGCACATCCACCTCCTGGAACGCCGCCCCCAGAGGCTGGTACTT

CGGCCAGACCTTCGAGGGCAAGAACTTCAGGGTCTGA 

Nucleotide 

>BstEXPA-10 

GACTCCACCTCTGTTTTCTCTTGCCCCTCTCTGCTTACGAAAGCGGAGAGACGAAG

ACAATGGCCGCCGCAGCAGCAATGGCGTCTTCTCCGCTGCTGTTCTTCGTCCTCCT

CGCTTCAGCAGCAATGTTCTCCGCCGAGGCCCGCATCCCCGGCGTGTACACGGGC

GGCGACTGGCAGTCCGCCCACGCCACCTTCTACGGCGGCAGCGACGCCTCCGGCA



CCATGGGTAACCAACCAACCATCCCAAGAACCAAACCTCGTCTCCTAAGTTGTCC

AACCATGGGGGGAAACTAACCAATCTTGAATCTCGGCATATATACTTTGGAATGC

AGGAGGGGCGTGCGGGTACGGGAACCTGTACAGCCAGGGGTACGGGGTGAACAA

CGCGGCGCTGAGCACGGCGCTGTTCAACGAGGGCCAGCGGTGCGGCGCCTGCTTC

GAGATCAAGTGCGTGGACCAGCCGGGCTGGAAGTGGTGCCACCCGGGGTCGCCG

TCCATCCTCGTCACGGCCACAAACTTCTGCCCGCCCAACTACGCGCTGCCTTCCGA

CGACGGTGGCTGGTGCAACCCGCCCAGGCCGCACTTCGACCTCGCCATGCCCATG

TTCCTCCATATCGCACAGTACCGCGCCGGCATCGTCCCCGTCTCCTACCGCCGGTA

ACGTACTCATATATGCTCGTCTTCGTTACGTCTCGTGTCAACTTTGATTGGGTCTTT

TAATTTCTCCCTGAGATTAACTACTCGTGCCTGAAAAAAGACGATTTTTTTAGTAC

TAGTAGAACTGCTACTCGTAGTTGCGTAGAACAATGCGGTGATGGTTCTTGTTTTG

TTTTCATCTTGGGATCGTTTGTTTAGAGTCGAGTGCTACACGACATTCTTCTTGGT

CGTAGTATCACTGGCAGAAGAAAAAGAGAACATGTTTTCCGGCCAATAGAGAGA

CCAGAGGCCGCCACCGGACCGGACCGCAGCAGGCTCTGAGCTGCGCTGCACTTA

CACAGCACGATTCCTTGTTTTTTTCCACGTCTTTTAAGACGCGCCTGTTTCTCCTGC

TCTTGTACCGCACCGTCCATCCATCCACAGTAAAAAGGAAAAGGAAAAAGAAAA

GAAAATCTCGACCCGTTCCATCCATCACGGCTGCCGAGGAAGTGAATTTCCACTC

ATCATATTCATTTCTCTCCACAGACCGGAGTAGCAATCTATTTCACTGCCGTATTC

ACTGACACTCCAGGCATGGGCATTTTCTTCAGAGAGAAAAGATACTACTAGCACT

ACTACGGCAGATATGGGTTGCACGTACATATACAACCGGTCTGGCACGGACGATA

AATTAAGTTTCATCCCGTAAAACCAATAAATCTCGCCGCTTTTTTTTCCCTTCCTG

CCTTGCCTTTTCCGATCTGCTACGGCCGGAGGAAGATATTATCCGTGCAGGCAGA

GGGCATGGGAATGTGCACCGCTCTCCGGTTGGCTGGCCTTGGCTTTAAATTAGCG

AGAACGTGACATAGCAATAGGTCCGCGCGCGGCGAAAAAGATGAAAGCCGAGA

GTAAAAGCAGTTTTGGTACCAAGCCAGAAATGGGGCGAACCTTCGTTCCAGAGG

CCTCCCTCTCCCCTGTCGCGTTGCATGTGCTTCTCCCGTGATTAGGACAGCAGCGT

TTGATGATACTGATGCTGCTTACATTTATTTAGTGCACCTGTTTGTTTCTAGCAGG

GTCTCATCCTTCTGCCTACAGTGTGTTTTTGTCACTCGAGGAGTAGTGGATCTTAA

ATGAGCTTCATCAGTCGTTGCTTGTGCATGAACCCCCGTTTGTGATGGAAATCCAT

TCTCTTTCTTCTTTTTTACGAAATCCATTCTAGTTTTTCTTTTCTAGTTTTCGTTAAA

GAAAAAGTAGAGTAAATTTACGGTCTGATTGGACGCCGAGATGTGCGGGGTAAT

TGGACACTTTTGCAGAGAGAAAAAGTCGGGCTTGTCTGTAGACACCACCATGGAG

GCCCACTAGCATAGCATGTTTTGCGCCGGACACACAGCAAAATGCGCGGAGAAA

CATCCAAATCATGCTGGCGTGGTACGTAGAACCCAGTGTTGGCAGGCAGCAGCA

GTGCACAGAGCGCGCCCACACCCACACACACACATGTTTGAGTTTGACCTTCCGT

TGTTTCTTTTGGATCACGGGTTCGCCCCGTCTCCCTTCACTGACTTCGATCCATCTA

AACGGATCACCCATGCCCTGCCTGCCTGAGCTGAGCCCTGAGTAGTAAATGACCC

ATCTGCCCCTCTCGACGCGTGAACTCTCACTCCCCTTTCGTGGAGTGGCCCACATC

GCTGCAACAGCAACACACTGCACCGTCCCTTCTCCCCTCCAAATTTACCATCCTAC

CCCCACAACTAATGCATAGCTGACACGTGTTATCATGGCTCTTTTTTGCCTTCTCT

TTCTGAATTATTACGTGTTGTTCTTTTTTCCTTGTCTTTCTGAATGTGTTGCTGCAA

AAACGGGTGGTGCAGGGTGGCGTGCAGGAAGAAGGGCGGGGTGCGGTTCACGAT

GCACGGGTTCAGGTACTTCAACCTGGTGCTGATCACGAACGTGGCGGGGGCCGG

GGACCTGGTGCGCGCGAGCGTCAAGGGCGACAGCACCGGGTGGATGCCCATGTC

ACGCAACTGGGGCCAGAACTGGCAGTCCAACTCGGTGCTCGTCGGCCAGGCGCTC

TCCTTCCGCGTCACCGCCAGCGACCGCCGCACATCCACCTCCTGGAACGCCGCCC

CCAGAGGCTGGTACTTCGGCCAGACCTTCGAGGGCAAGAACTTCAGGGTCTGAG



AATATGCGTCCTTTGAAGGAGTGTCATGTTATGGTGGATCTTAGCATATATATAGT

GAGTAATTAATTACTACAGTGAGAGATAGAGTGGTTGGTTATTAGGGCTGGTCCG

GGCTGGGTTGGGTTGGTGAGTCTTTTTTGTTTTTCTGTCCTTGGTAGCCTGTGAAT

GCATGAGGGGTGCAAGCAGGGTCAAACTGGTTGGTGGTGTCAAAACTCTAAAGT

CTTGGTGTTGGTTAGGGTGGGGTGATTGCTCGGGGCTGCTGTGTTATTCACCGAG

GTCACAGGCAGCTGGTAGCCGTAGTAACAAACCATCAAGTCTGCCTGTCTGCGTG

TCGAGTTTTATTAGTGGCTGAAGTGGCTGCAGAGCTGCGGCTAAAAATGGGAGCG

GCGAGTGTAGCCCGCAGCTGCTTTGTCTGTCCGTCTGTCTTTAACCGTGTGTCTCT

CCCCGTCCCGTGTCATCTTATCTCGCGTGACACGCGCCCAGTGTTTATGGGACCTG

GTTGGTTCATCTATCTATCTGTCTACAAATGTATGGTGATTGGGGTTGAAAATTGT

AAGAAGATCAATAGTAGCATTC 


