
IDENTIFICATION 

Species: Musa acuminata 

Locus: GSMUA_Achr2P18850_001 

Gene Model: GSMUA_Achr2P18850_001 

Description: MacEXPA-10 

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-10  

MALPKCSLYHVLFFSLPSLCFFLSGALADSYGWRNAHATFYGGGDASGTMGGACGY

GNLYGQGYGTNTAALSTALFDNGLSCGACYEMRCADNPQWCLPGSVVVTATNFCPP

NYALPNDNGGWCNPPLQHFDLAEPAFLQIAQYRAGIVPVSFRRVPCVRKGGIRFTVN

GHSYFNLVLITNVGGAGDVHAVSIKGSKTGWQSMSRNWGQNWQSNSYLDGQSLSF

QVTTGDGSTVTSYNVAPAGWQFGQTFEGGQL* 

CDS (coding sequence) 

>MacEXPA-10 

ATGGCTTTGCCAAAGTGTTCCCTCTACCATGTTCTCTTCTTCTCACTGCCTTCCTTG

TGCTTCTTCCTATCAGGAGCCCTCGCGGATTCCTACGGATGGCGGAACGCCCATG

CCACGTTCTACGGCGGTGGCGACGCCTCCGGCACTATGGGAGGGGCTTGTGGCTA

CGGCAACCTCTACGGCCAGGGCTACGGGACCAACACCGCCGCCCTCAGCACCGC

GCTCTTCGACAACGGGCTCAGCTGCGGCGCCTGCTACGAGATGCGGTGCGCCGAC

AATCCCCAGTGGTGCCTCCCGGGCTCCGTCGTCGTCACCGCCACCAACTTCTGCCC

CCCCAACTACGCCCTTCCCAACGACAACGGCGGCTGGTGCAACCCTCCCCTGCAG

CACTTCGACCTCGCCGAGCCCGCCTTCCTCCAGATCGCTCAGTACCGCGCCGGAA

TCGTCCCCGTCTCCTTCCGCAGGGTGCCCTGCGTGAGGAAGGGAGGCATAAGGTT

CACCGTCAACGGCCACTCCTACTTCAACCTGGTGCTGATCACCAACGTCGGCGGG

GCCGGCGACGTGCACGCGGTGTCGATCAAGGGGTCCAAGACAGGGTGGCAGAGC

ATGTCGCGCAACTGGGGCCAGAACTGGCAGAGCAACTCCTACCTCGACGGGCAG

AGCCTCTCCTTCCAGGTGACGACCGGCGACGGGAGCACGGTCACCAGCTACAAC

GTCGCGCCCGCCGGGTGGCAGTTCGGGCAGACCTTCGAGGGAGGGCAGTTGTAG 

Nucleotide 

>MacEXPA-10 

ATGGCTTTGCCAAAGTGTTCCCTCTACCATGTTCTCTTCTTCTCACTGCCTTCCTTG

TGCTTCTTCCTATCAGGAGCCCTCGCGGATTCCTACGGATGGCGGAACGCCCATG

CCACGTTCTACGGCGGTGGCGACGCCTCCGGCACTATGGGTATGCATGACGTCTC

CAATATCTCTCCATTATGTTTGCTGGAATTACCTCGAATATCTCTCGTGCATCTTA

AGGTGGCTCGGTTGGTTGATGCCGCAGGAGGGGCTTGTGGCTACGGCAACCTCTA

CGGCCAGGGCTACGGGACCAACACCGCCGCCCTCAGCACCGCGCTCTTCGACAAC



GGGCTCAGCTGCGGCGCCTGCTACGAGATGCGGTGCGCCGACAATCCCCAGTGGT

GCCTCCCGGGCTCCGTCGTCGTCACCGCCACCAACTTCTGCCCCCCCAACTACGCC

CTTCCCAACGACAACGGCGGCTGGTGCAACCCTCCCCTGCAGCACTTCGACCTCG

CCGAGCCCGCCTTCCTCCAGATCGCTCAGTACCGCGCCGGAATCGTCCCCGTCTC

CTTCCGCAGGTGTGCGACTTTCCGCCGCTCTTGAAGCAGACATGCCTATATAAAG

CTTCTCATGGCGCATCGTTGCTGCTGTCTCACAGGGTGCCCTGCGTGAGGAAGGG

AGGCATAAGGTTCACCGTCAACGGCCACTCCTACTTCAACCTGGTGCTGATCACC

AACGTCGGCGGGGCCGGCGACGTGCACGCGGTGTCGATCAAGGGGTCCAAGACA

GGGTGGCAGAGCATGTCGCGCAACTGGGGCCAGAACTGGCAGAGCAACTCCTAC

CTCGACGGGCAGAGCCTCTCCTTCCAGGTGACGACCGGCGACGGGAGCACGGTC

ACCAGCTACAACGTCGCGCCCGCCGGGTGGCAGTTCGGGCAGACCTTCGAGGGA

GGGCAGTTGTAGAGACCTCGCGGCTTCGAGAGGGAAGGAAGGGAAGGCTGCTTC

TTTAGGCAGAGGCGTTGGCTTGGTGGATCGCAGAGGTTGTTTCATTAGCGCCCGC

TGAGGCGTACATATGTCGATGACTATTGCAGAGATTGTAGCAGTACACGATTCAG

GATGAGTGGATCGTGCACAGCAAGCCAATTAAGGCCACGCTAGCATATTTTTTAC

AAGGCTTTGAATAGGAAGAAGGTCGTATAGATTTCATATTTGTAACTATAGCTAG

CATATTTTATTTAAACGAAATAATATATGTTGCT 




