
IDENTIFICATION 

Species: Musa acuminata 

Locus: GSMUA_AchrUn_randomP08200_001 

Gene Model: GSMUA_AchrUn_randomP08200_001 

Description: MacEXPA-36 

Family: Alpha 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 

>MacEXPA-36 

MPPTPSLPPPPKSDLRQLFALLFLFHSLRSRLAAAHQGSSSYAAAALTEWRSAHASYY

AASDPRDTFGGACGYGDLGKSGYGMATAGLSDALFEKGAACGGCYEVRCVEELRY

CLPGTSIVLTATNFCAPNYGLPADAGGICNHPNHHLLMPIQAFEKIAIWKAGVMPIQY

RRVKCIREDGVRFTIDGKGFFYTVLISNVAGAGDVTAVKIKGSVTGWLPMGRTWGQ

NWHISADLKGQALSFEVTSSDGVTLTSYNVAPKDWDFGKTYVGKQFPF* 

CDS (coding sequence) 

>MacEXPA-36 

ATGCCGCCGACACCATCATTACCACCTCCACCTAAGTCCGACCTCCGCCAATTATT

CGCTCTCCTCTTCCTCTTCCACTCTCTGCGCTCACGCTTGGCCGCAGCACACCAGG

GTTCATCCTCCTATGCTGCTGCCGCTCTCACGGAATGGCGCTCCGCCCATGCCTCC

TACTACGCCGCCTCCGACCCGCGCGACACCTTTGGGGGCGCGTGCGGGTACGGCG

ACCTAGGGAAGAGCGGGTACGGGATGGCGACGGCGGGGCTGAGCGATGCGCTGT

TCGAGAAGGGCGCGGCGTGCGGCGGCTGTTACGAGGTGCGGTGCGTGGAGGAGC

TGCGCTACTGCCTGCCGGGGACTTCCATCGTGCTCACCGCTACCAATTTCTGCGCT

CCCAACTACGGCCTCCCGGCGGACGCAGGTGGGATCTGCAACCATCCCAACCACC

ACCTACTCATGCCTATCCAAGCCTTTGAGAAGATCGCCATCTGGAAGGCCGGCGT

CATGCCCATCCAGTACCGCAGGGTCAAGTGCATAAGAGAAGATGGTGTTCGGTTT

ACCATAGATGGCAAGGGCTTCTTCTACACAGTGCTGATCAGTAATGTGGCAGGTG

CTGGTGATGTTACGGCGGTGAAGATAAAGGGGTCAGTGACTGGGTGGCTGCCCAT

GGGCCGAACCTGGGGCCAGAATTGGCACATCAGTGCTGACCTCAAGGGTCAGGC

ATTGTCCTTCGAGGTCACCTCCAGCGACGGTGTCACCCTGACCTCCTACAATGTCG

CCCCCAAGGACTGGGATTTCGGCAAAACCTATGTCGGCAAGCAATTCCCCTTCTG

A 

Nucleotide 

>MacEXPA-36 

ATGCCGCCGACACCATCATTACCACCTCCACCTAAGTCCGACCTCCGCCAATTATT

CGCTCTCCTCTTCCTCTTCCACTCTCTGCGCTCACGCTTGGCCGCAGCACACCAGG

GTTCATCCTCCTATGCTGCTGCCGCTCTCACGGAATGGCGCTCCGCCCATGCCTCC

TACTACGCCGCCTCCGACCCGCGCGACACCTTTGGTCCGCTCCGATCTCAATCTCC



TTCCTTCCCCCTTTTTGCTCCTCCTGTCTCTGTGGATGGATCTCACTGGTTTTCTGG

CCGACAGGGGGCGCGTGCGGGTACGGCGACCTAGGGAAGAGCGGGTACGGGATG

GCGACGGCGGGGCTGAGCGATGCGCTGTTCGAGAAGGGCGCGGCGTGCGGCGGC

TGTTACGAGGTGCGGTGCGTGGAGGAGCTGCGCTACTGCCTGCCGGGGACTTCCA

TCGTGCTCACCGCTACCAATTTCTGCGCTCCCAACTACGGCCTCCCGGCGGACGC

AGGTGGGATCTGCAACCATCCCAACCACCACCTACTCATGCCTATCCAAGCCTTT

GAGAAGATCGCCATCTGGAAGGCCGGCGTCATGCCCATCCAGTACCGCAGGTCC

GTGATCTACTTCTTCCTTTTCACCCCTACGTTGCTTTTCCTTATCCTCTCTTCTTGGT

TATTATCTTTCTTGTCCACATTGAGTTCATTTATGACGGTCAATTTGGAATTAGAT

TCTGAAAGGCTTCATTTTGATTTGTGATTGGTGAAAATTATGTTCGATTGAACTGA

AAATGACTTGATTTCTTCAGTATGGAGTAGCGTTGAACTCGACTCTGATTCATCTG

ATGCTTGGACACATCATGAAATGGTTCAAATTCTTTAGTTAGTCTAGGACTGGGG

ATACATGACTCTGATTCATGATCCACCTCTGTCTGATCTCATCCCATAGTGAACTT

ATCATTTAAAGATGAAAAAAAAAAAAAAGTTGACATTTTGTGGCCAGGTTGAGTT

GGTCAACCAAACCCATTTACCAAAGACAAATTTCTTAGTTCATCTGTGTAAATTGT

GTGGAACTACAGTCGACCACCATCTTGAATTGATCTTATCTTAGGGAACTGCAAC

TGTCTCTGGTTAGATCTGATTCTACATTCGACCACCATCTTGAATTGATCTTATCTT

AGGGAACTGCAACTGTCTCTGGTTAGATCTAATTCTACATTCGACCACCATCTCTG

CACTTGATAAGATAAGGAAAGGTGGATTTAGTTTAATTAGAATAGATACAAATGA

AGTGGAGTTTTCTTTAATGGAAGCAGAGTTATTTATGTAAATAAATTCACACAAA

CACAGTCTTCAATGAAGTTTTTACCTTTTTCTTTGGGTTATATAGATAATTTTCATA

GCAACCAACAAATTTATGTCATCTTTCTTCTTATTCCATGTGCCAATGTTTAGAAA

TTTAGCTTTTTGTCCAACAGCGTGGTTTGTCAATCATTGAATTGGCCTTGGTGTTG

GACTTGATGCATGACAAATTTAAAAGGCCTTATAATGTGCCAAGAGCCTAATACC

AATTATGATTGGAGATGTTCCATGACTGTGAATAAGTTGATTCGATGTTAGGGTT

AGTTTCAGAAATTCTTTAATAGCTGGCTTCGCTAGATGTCAGCTATCACTGTATCT

GTTACCTCTATACCATTTGGTATTACATTTAAGTTTGCAAGAACTGTAAACAACTG

AAGGATTTTTAACTATTCCTACGGAGCATTCAGTTTCTCTCCGGACTAATCCTTTT

GTGATGGTGAACTGAAGATGAAATCACTTGTCTTTTAATAAGGGACTGACAGTTC

TGCATCTTGAGTAGTTCAGCTCTTCCTTTTAGTCTACCATTTATTTAACACATTATA

ATGTTGGTGGAGACAGCAAACAAAGTTGCAAAGGATGTTTAAATGAACTTGGTCC

TCTTTCTGCAGCGGTTACCTTTTTCACCGGTGCAAAGCTTAGAAACTGACTTCCAA

CTGTGGTCTTTAATGACCATCTGCTTTGTTGGTTCTCACACAGTCTCTTGTTTCACT

GCAACTCTCCGTCAGACGAAATTATATCTAGACTCTCAGAAGCTCTCCATATAAG

AAACAATAGTCTGATACTTTTAGAAACAAAATAAATTTGTGGTCGCGAGTAATAT

ATCTGACTTGATGAGTATCACTAAATTTTGCAATTTGGATTTGTGCACACAGGGTC

AAGTGCATAAGAGAAGATGGTGTTCGGTTTACCATAGATGGCAAGGGCTTCTTCT

ACACAGTGCTGATCAGTAATGTGGCAGGTGCTGGTGATGTTACGGCGGTGAAGAT

AAAGGGGTCAGTGACTGGGTGGCTGCCCATGGGCCGAACCTGGGGCCAGAATTG

GCACATCAGTGCTGACCTCAAGGGTCAGGCATTGTCCTTCGAGGTCACCTCCAGC

GACGGTGTCACCCTGACCTCCTACAATGTCGCCCCCAAGGACTGGGATTTCGGCA

AAACCTATGTCGGCAAGCAATTCCCCTTCTGA 




