
IDENTIFICATION 

Species: Brachypodium stacei 

Locus: Brast09G182900 

Gene Model: Brast09G182900.1.p 

Description: BstEXPA-31 

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-31 

MAPPLLLVLFLLPALAAGHQHPSSYGSSALSEWRPAKASYYAADPEDAIGGACGFGD

LGKHGYGMATVGLSTALFDRGASCGGCYEVKCVEDLKYCLPGTSIIVTATNFCPPNY

GFPADAGGVCNPPNHHFLLPIQAFEKIALWKAGVMPIQYRRVKCLRDGGVRFSVSGR

SFFFTVLISNVGGAGDVSSVKIKGTESGWLSMGRNWGQIWHINLDLRGQPVSFELTSS

DGATLTDFSAVPKNWEFGKTYTGKQFLL* 

CDS (coding sequence) 

>BstEXPA-31 

ATGGCTCCCCCGCTCCTCCTCGTCCTCTTCCTCCTCCCGGCCCTCGCCGCCGGCCA

CCAGCACCCGTCCTCCTACGGGTCCTCCGCCCTCTCCGAATGGCGCCCCGCCAAG

GCTTCCTACTACGCCGCCGACCCCGAAGACGCCATCGGCGGGGCTTGCGGGTTCG

GGGATCTGGGGAAGCACGGGTACGGAATGGCCACGGTGGGGCTGAGCACGGCTC

TGTTCGACCGCGGCGCGTCGTGCGGCGGCTGCTACGAGGTCAAGTGCGTGGAGG

ATCTCAAGTATTGCCTCCCCGGCACCTCCATCATCGTCACGGCCACCAACTTCTGC

CCCCCAAACTACGGCTTCCCGGCTGACGCCGGCGGCGTCTGCAATCCGCCCAACC

ACCATTTCCTCCTCCCCATCCAGGCCTTCGAGAAGATTGCGCTCTGGAAGGCCGG

CGTCATGCCCATCCAGTACCGCCGCGTGAAGTGCCTTCGTGATGGCGGTGTGCGG

TTCTCTGTCTCTGGGCGGAGTTTCTTCTTCACCGTTCTAATCAGCAATGTCGGTGG

TGCTGGTGATGTAAGTTCAGTCAAGATCAAAGGAACAGAGTCTGGCTGGCTCTCA

ATGGGCCGCAATTGGGGCCAGATATGGCATATCAACTTGGACCTCAGAGGGCAG

CCAGTGTCCTTCGAACTCACCTCAAGCGATGGTGCGACGCTGACAGATTTCAGTG

CTGTGCCCAAGAATTGGGAATTTGGCAAAACATACACTGGCAAGCAATTCCTGCT

CTAG 

Nucleotide 

>BstEXPA-31 

CACTGGCCTTGCACGGTCTACACTTCACCGTTCACACACTCTACCCAGGTTCGCTT

CACTCCATTCCATTCCACTCACGCATACGGACGAACACCTGGGAGCCATGGCTCC

CCCGCTCCTCCTCGTCCTCTTCCTCCTCCCGGCCCTCGCCGCCGGCCACCAGCACC



CGTCCTCCTACGGGTCCTCCGCCCTCTCCGAATGGCGCCCCGCCAAGGCTTCCTAC

TACGCCGCCGACCCCGAAGACGCCATCGGTAAGCATAATGCTCGTCCGGCTCTTT

TTTCTTGCTCGTGGCCATCTGCATCCAAGAAACAAATCTACCAGGCTGTCCTGGC

ACTTCGAAAATTCTTTGTATCCTTGCCCGAAGCATTAATTTTTTTTTCCTCTTTCGG

CGTGTGCCGCAAAGGAAATTCCAACAAACCGCACGCTCAGTTACCCGTGTTTATG

CTCGTACAGTTACTGAAATTGCTTCCGCTGTTCTGGTTCTATCCACAGCAATGTAC

AGTAATTGATTTGTGCTTTGGGATGCGGCGTGCAGGCGGGGCTTGCGGGTTCGGG

GATCTGGGGAAGCACGGGTACGGAATGGCCACGGTGGGGCTGAGCACGGCTCTG

TTCGACCGCGGCGCGTCGTGCGGCGGCTGCTACGAGGTCAAGTGCGTGGAGGATC

TCAAGTATTGCCTCCCCGGCACCTCCATCATCGTCACGGCCACCAACTTCTGCCCC

CCAAACTACGGCTTCCCGGCTGACGCCGGCGGCGTCTGCAATCCGCCCAACCACC

ATTTCCTCCTCCCCATCCAGGCCTTCGAGAAGATTGCGCTCTGGAAGGCCGGCGT

CATGCCCATCCAGTACCGCCGGTATGCGCGATTCTTAGCTGCATCCTTTGCTAGTT

TGCTTCTGTCTCACTCTACTTTACACTGGTTGTTACGGTAGATCTGAGGCTAATAT

TTTTCAGTTTCCTAATTCACTCTGTGTGGAACTGTAAAGTGACGTAGAATTGCATT

GGTTTGCGTAATGTGGGATCCCCAAAAAGCTGAATTGCAAGTATCCGTTGGAGGA

GAGTATTGAGGGGAGGAAGTGGACCTTCTTCCAATGTGGTGAACTTCTGTTAGGG

TTCGAATCGGGGTCGTTTTATCTGCTGTAAAATGTGCCTTACTTTGCCCTTTGATA

AGTGTTGTGTCATGTGTCACCGAAAGGTGGTCCCGGGCCTCACATGTCAGTAACA

CAGGATTTATCAAAGGGCGAAATAAGACAAAACAATCTCCTTTAAAAAACGGTA

GAAAGAGCTCTACCTTATGCATTTGAAAAACAGTCCAGAGGACAAGAGGTGCAG

CGAACCAAGTATCAATATAAGATAGGAGGAAAGCGTCTATGAGCCTTTTGATGCA

GCATTGACTATCTAGAGGATCACATGCTCGAGTTGCATGAGAAATACTGTAATAG

AGTTCTGGTTCAGTATTTGCTTCCTACTCATTGGTGTAAGCATCATGACTTCTGCA

TCTGCTTCAGTTATTTAGTTTTGGGGGTGCTATGTGCTGGGTTGGCAGTTGGCATA

TCATCTCCATGATGATGATGATAATAAACCTGGTGATTTCTAGTAGTTGTCATTAT

AAATCTTGCTTAACAGCAATTCTTCTTTTATTCCAACATTCATGATTTATCTAAGG

TTACTAGAGTGCAGAACCGGTAGGCTGAGCTATACCCATATGAAGTATAAAGATC

AAGAAATCCCTCATATGTGAGCATGTATTCTGGATTTTGTTAACAGCTACATTGTT

TTTGTATCGCTGCTCTAAGAATTGTTTGAACAATATTAATGGAGAGGCTGCAAGA

AGTAGTCCAGGATTGCTTCTCAGTTCTCAGGTTACATGAAGTGCCCTTTAGTACAT

GGTCAATTCCAAACTGGCCCAACCAATTGTGGTGGCACGCACATTCACTGCTTTC

TTCATATTCTGTGTTTGTGCTAGATATTTATGCCGGTCGGTACTCATTGAGTAGCT

ATTTGGGATCCTTGTTCGTTGTGTAGGTCCTCATTAGCTATTGGTTGCAAAACTGT

GTCATTAATCATCTTAGCTTGTTTATTAATAGTGGCCAATATACAGACAAAATAC

GCTCTACTAATACTTCTGATTCACGTCTGTAAATCAGGTACTACGCTTGTGTCATT

AAGAATATATGCTATACTGAAGTACTCCTTCCGATCCATAATAAGTGTCACTCATT

TTGTACTAAGCTAGTACAAACTTTGTACTAAGTGAGCGACACTTATTATGGATCG

GAGGGAGTAGGTGTTTTCTAATTGCTTGAAAAGTATTTTAGATGTACAAATAATC

TTTACATGGGTCTAAGTTCGCAGTCTTGCTGTGAGGTGCATGGCGAACTGGAGGG

CTCTAGTAGCACCCCTTTGGTCCTGGGTTCGACTCCCGTCGGGAGCGAATTTCAG

GCCAGAGGGTAAAAAAATCCCCTCGTCTGTCCCATACCAAAGCACACGTCTAAGG

CCGGCTTTGATCTCACGTGGCGCCGAGGTGCCGGTGGGTATGGGTGGGGCATGAG

GTTCGGGGATTTTCTAAGCCTGTGTGAGAAGGTCTTCTTCTTTCAAATGATACCCG

GGGGTTTCTTCCCCCCGCAGGCCTAGTTTCTTGCTGTGAGGTGCATCTGCAATATG

GCTTCCTAAATGACAGATTAATACAATGTACTTTTATGATCCTAAGAGCATCTTCA

GCAGTAGCCCCTAAAACAGGGTCCCTAAACTGCATCTAGGGACTCCCCTCAAATT



TTAGGGTTCCAAAATTTACAAACATCTTCAGCAGTACTCCCTATTCCACAACCCTT

ATTTTGTTTATGACGTGTGGGTTCTCTTTGTCAGTGACTTGTCTTTATTTATTTCCC

TTTTTCTTTTTTCTTGGTTCTTCTCCCCAATTCCCCACCGCAGCGGCAGAAGAGCTC

GCGGCCATGCCAATCCCGGCGGCGCGGCGAAGCTCGCGGCCAGGCTGAGCGGCC

GGCGGGATGGCCTTTTCCTTTCCCTTTTTCTCCTCCCAGCTTCTTCCCCATGGAGCA

GGCGGCCGATGAAGTGGGTCACGGCCGGCCCTTGGTCTTCTTCTTTCGCATAGCA

GAGGCGGCCGGCGGTGAGGGCTTGGAGAGGCGGCGGCCCGGGCGAGGGCGGCA

CGGCGAAGGCAAATCGGCGGGGCGGCTAGCCTCATGGCAGGCGGGGCCAAGTGC

GTTGGCGGCAGGCGAGGCCAAGGGCGTCAGCAGGCGGGGCTGCTAGGGGCCTCG

GGCAGCGGCAGGCGGAGGGCGGTGGCGGCAGCGCTGCTAGGGGCCTCGGGCAGC

GGTAGGCGGAGGGCGGCGGCGGCAGCGCTGCTAGGGGCGTCGGCGAGCGGTAGC

CATGGCCGCGGGCAGCGGAGTACCGCACGAGGCGGTGCAGACGAGGGGGCCGA

GGGAGGGCAGCGGCGCGAGCAGACGGGAAGGGCGGTGCTGCCGGGAGGCTTGG

ACAGCGGCGGACTGGCGGCGAGCACGAGCCTCGGCGGCGACATGGAGACGACCA

AAGAAGAAGGTGCGGGGGGAGAGAGATGACGTGGAATCGGAGTAGGGGCTCTC

CTCCGGGTCCCTGGGAATGGGGGGTGGGGAGTGATATCTAGGGACCTCTCTACTT

TAGGGACCAAGTAGGAACCCTGTTGAAGAGCTTTTTTTGGCCTGACCCCCTAAAA

AATGAATAGGGGTCCCTACTGAAGATGCTCTAAGGATTTCATGTTTCATACAACA

ACTGGTCTGACCGCCTGAGGGAATTTGGCATTAATATATCCATCCTGTTGTGCTCA

GGCACTAAACTATCTCATTTTGAGTTTCATCACTTGTTACATTGCTCCTTGAGTGT

TATAGCGCCTGGCATGATTTTCATGATAACACAGAAATGAGGACAAATAAAGCTT

TCTGTATCATTAAACATATCCAAACAAAGCAAAAAGTAGCTCAGGTTTTGGCTGA

GGTTGACATGTTTTTTTTATGAACAGCGTGAAGTGCCTTCGTGATGGCGGTGTGCG

GTTCTCTGTCTCTGGGCGGAGTTTCTTCTTCACCGTTCTAATCAGCAATGTCGGTG

GTGCTGGTGATGTAAGTTCAGTCAAGATCAAAGGAACAGAGTCTGGCTGGCTCTC

AATGGGCCGCAATTGGGGCCAGATATGGCATATCAACTTGGACCTCAGAGGGCA

GCCAGTGTCCTTCGAACTCACCTCAAGCGATGGTGCGACGCTGACAGATTTCAGT

GCTGTGCCCAAGAATTGGGAATTTGGCAAAACATACACTGGCAAGCAATTCCTGC

TCTAGATGATAATTACAAATAGTGCCTTATAATCTCACTTCCTTTTGTTTTCATCCT

ACGATTTGGTTGCACTGTATATCTCTGAGGAACAAAATTATTAGGAAAAAATATA

AGCCCTACTGTATATTCCTCTGAGGAACGATATGATTATTCGGAAGAAATCTGTT

CAGTGCAGAGCCTCAGATAGAGTTGTTCTGCAGATTAAAGACGCTTACAAATGAT

GCATGTAGTGTTTCCAAGTTGTAACTCCAGAAGCATGATGTACCATTGAAATATA

GAAGGT 


