
IDENTIFICATION 

Species: Musa acuminata 

Locus: GSMUA_Achr5P12080_001 

Gene Model: GSMUA_Achr5P12080_001 

Description: MacEXPB-06 

Family: Beta Expansin  

3D structure: 

 
GENOME DATABASES 

Phytozome: https://phytozome-next.jgi.doe.gov/info/Macuminata_v1  

KEGG: https://www.genome.jp/entry/T03447   

EXTERNAL RESOURCES 

https://banana-genome-hub.southgreen.fr/ 

https://musabase.org/  

https://phytozome-next.jgi.doe.gov/info/Macuminata_v1
https://www.genome.jp/entry/T03447
https://banana-genome-hub.southgreen.fr/
https://musabase.org/


GENE STRUCTURE 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>MacEXPB-06 

MASSFFSPFSSCVLLILFFFSFFVFWFDYGDSHPVFDPHWHPATATWYGSPDGDGSDG

GACGYGSLVDVRPLRARVGAVSPVLFKGGQGCGACYKVRCLDPAICSRRAVTVIVT

DECPGGYCASGRTHFDLSGAAFGRMAVAGEAGQIRDRGEISVVFRRTPCKYPGKNIA

FHVNEGSTNYWISLLVEFEDDDGDIGAMHIKQANSVEWLEMKHIWGGNWCFNGGPL

QGPFSVKLTTLTTQKTFSARDVIPSNWSPDVTYTSRLNFL* 

CDS (coding sequence) 

>MacEXPB-06 

ATGGCTTCTAGCTTCTTCTCTCCTTTCTCCTCCTGCGTTCTTCTTATCCTCTTCTTCT

TTTCGTTCTTTGTCTTCTGGTTCGACTACGGTGACTCACACCCCGTCTTCGACCCG

CATTGGCACCCGGCGACCGCGACCTGGTATGGCAGCCCCGACGGCGACGGCAGC

GACGGTGGGGCGTGCGGGTACGGGTCGCTGGTGGATGTCCGGCCGCTGCGGGCA

CGGGTGGGGGCGGTGAGCCCCGTGCTGTTCAAGGGCGGGCAGGGGTGCGGCGCC

TGCTACAAGGTTCGCTGCCTCGACCCGGCCATCTGCTCCCGCCGCGCCGTCACCG

TCATCGTCACCGACGAGTGCCCCGGCGGGTACTGTGCGTCCGGCCGAACCCACTT

CGACCTCAGTGGCGCCGCCTTCGGCCGCATGGCCGTTGCCGGCGAGGCCGGCCAG

ATTCGTGATCGCGGCGAGATCTCCGTCGTGTTCCGCAGGACACCGTGCAAGTATC

CAGGGAAGAACATTGCCTTTCATGTAAACGAAGGATCCACAAACTACTGGATTTC

GCTTCTCGTGGAGTTTGAGGATGATGATGGAGATATTGGAGCCATGCATATAAAA

CAAGCAAATTCTGTGGAATGGCTCGAGATGAAGCACATATGGGGAGGCAATTGG

TGTTTCAATGGGGGGCCTCTGCAGGGGCCCTTCTCGGTGAAGCTTACCACATTAA

CCACCCAAAAGACCTTCTCTGCCCGGGATGTGATTCCAAGTAACTGGTCTCCCGA

TGTCACCTACACCTCTCGACTTAACTTCCTTTGA 

Nucleotide 

>MacEXPB-06 

ATGGCTTCTAGCTTCTTCTCTCCTTTCTCCTCCTGCGTTCTTCTTATCCTCTTCTTCT

TTTCGTTCTTTGTCTTCTGGTTCGACTACGGTGACTCACACCCCGTCTTCGACCCG

CATTGGCACCCGGCGACCGCGACCTGGTATGGCAGCCCCGACGGCGACGGCAGC



GACGGTAAGTTCACCAACCTGTATCCATGGTTACCGGCTAGGGAATCTAGTGTTT

TTGTTGCATGCATGTCAGCCGTTAGATTAAGGTCAAATGGCTGGGTGTTGGCATC

GGTGTGTGGTCGTCGACGTCTCTACCGTCAAATGGCTGGGAGCATGGCGAGACCT

GCAGGAGTCTGCGGCTTTCTCGCCGTCGCTTGATGCGTGTCGGGTGAGGTGTGGC

CAGTGAAGGTGGAGCGACGCATGTGGAGTCAGCTCGGTCACTCTCCTTCGGGTTT

GGACGGTTCGTCCAACTTGATATATGCACGCATCTCACTGCATTTGGTAGTCAAA

TTGAGGGTGAAAAGAGAAGTATAATACGATCCCACGGCCATTTTGATCTGCTTTT

ATCGAAGAGGAAAATACTTCAGATTTGTGGGAGTGGCAGACACTAGAAAAGTGC

ACAGACGAGGAAAAGCCGAAAGAGAGCAGAGCATATCAATCAGCCAATTGAGGT

CGATCCAATATATTATAGGGAATTGCTACTGAAAAGGCATGCAACATGGTCTGAA

ACAAAGCAGCGAGCAGAGGTTTTCTTTGTGATGTGGGGGAGTAACACTGGGTTGT

GACTCGCTGTTGGCAGGTGGGGCGTGCGGGTACGGGTCGCTGGTGGATGTCCGGC

CGCTGCGGGCACGGGTGGGGGCGGTGAGCCCCGTGCTGTTCAAGGGCGGGCAGG

GGTGCGGCGCCTGCTACAAGGTTCGCTGCCTCGACCCGGCCATCTGCTCCCGCCG

CGCCGTCACCGTCATCGTCACCGACGAGTGCCCCGGCGGGTACTGTGCGTCCGGC

CGAACCCACTTCGACCTCAGTGGCGCCGCCTTCGGCCGCATGGCCGTTGCCGGCG

AGGCCGGCCAGATTCGTGATCGCGGCGAGATCTCCGTCGTGTTCCGCAGGTATTC

ACCAGAATGTCTTACTCTACTCAGCGCTTGGTTTGCAGTATAGACTTCATATACGC

TCTGCCTGAGTATATTCTTCTCTCTCTCTTTCTCTCTCTCCAGGACACCGTGCAAGT

ATCCAGGGAAGAACATTGCCTTTCATGTAAACGAAGGATCCACAAACTACTGGAT

TTCGCTTCTCGTGGAGTTTGAGGATGATGATGGAGATATTGGAGCCATGCATATA

AAACAAGTACAGTTTCTTACCTTACTGCTATGTATTGTTGCTATCTATCCATCCTG

TAGTTGTTTGAAGCTGCTTCTCCAAGAACTGGCAGATTTGTTATATCATCTACAAG

CTGTCTGTGGCTAAAATACTTGGATGAAAGCTCAGCATTGCTTTAGAATGTCGTG

CTTTTCTTCAGTCGACTGCACACTTAGCCTCCTTAATGGATGAACAGTAATGCCTT

AAGACCTGTCCCAGTGTCTGGTTGCTGTCTGCCACAAGTCAGTCTGCCAATTCTCT

TCAAACAAAATGGTAACTGTGACCTTTCCTCTCACTAGGCAAATTTTTCAGCAACT

ATTAGATATGGTGTTTTCCCATCTGCAAGTAGGACTCTCTTGTATTAAAAAGTGTG

TCATGTGGACTTACATTACTTGATTACAAGTCATCAGAGCCTAAAACGAGTCCCA

GAAGTCAGAGTCAAACTTAAAGGAAGTCCTGTTGCTGCTTTTGATGTGGAATGCA

CTCAAGCCAAGTTCTAATATCAACTAAAGCTTCTTTTGTTCTCCATCCTCCTATTCT

CTTTCCATCCTCTGTGTTGACTCAGAACTCAATGTGATCTATGAGACTATGCCTAG

TAAGTTCAAGTGCATCCATGGACAAAAGTGAAGGGGTCTAGATTGAAGAAAGTC

TACATTGTTGGTCTTAATCCTGTGTATTCTCTCTTGCAGGCAAATTCTGTGGAATG

GCTCGAGATGAAGCACATATGGGGAGGCAATTGGTGTTTCAATGGGGGGCCTCTG

CAGGGGCCCTTCTCGGTGAAGCTTACCACATTAACCACCCAAAAGACCTTCTCTG

CCCGGGATGTGATTCCAAGTAACTGGTCTCCCGATGTCACCTACACCTCTCGACTT

AACTTCCTTTGA 




