IDENTIFICATION

Species: Musa acuminata

Locus: GSMUA_Achr1P15400 001

Gene Model: GSMUA_Achr1P15400 001
Description: MacEXPA-03

Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Macuminata vl
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
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Legend:

Exon — Intron

DOMAIN ARCHITECTURE
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Superfanilies PLN00193

List of domain hits ol
Name Accession Description Interval  E-value
FH PLN00193 super family cI33423 expansin-A; Provisional 30-261 850090

SEQUENCES
Peptide
>MacEXPA-03

MASSSSSSSLPWSLALLVLLAMAMRRAQGSFVATQWSPAHATFYGDDSASGTMGGA
CGYGDLYSTGYGTNTAALSSVMFSDGYGCGQCYEIRCSGAPACYAGSPIVAVTATNL
CPPNWALPSDNGGWCNPPRVHFDMAKPAFNQIADWNAGIVPVMYRRVACQKTGG
MRFQLQGNAYWLLVFVTNVGGGGDIAGMWVKGEKTDWISMSHNWGASY QAFSCL
GGQVLSFKVLSYTSQETLVAYTAAPANWVAGLTYEATTNFT*

CDS (coding sequence)
>MacEXPA-03

ATGGCTTCTTCTTCTTCTTCTTCCTCGCTTCCATGGAGCCTCGCTCTCTTAGTGTTG
CTGGCCATGGCGATGAGAAGAGCTCAGGGCAGCTTTGTTGCGACGCAGTGGTCGC
CGGCCCATGCGACCTTCTACGGCGACGACTCGGCGTCGGGGACTATGGGTGGCGC
GTGTGGGTACGGAGACCTGTACAGTACCGGCTACGGGACGAACACGGCGGLCGCT
GAGCTCCGTGATGTTCAGCGACGGCTACGGGTGCGGGCAGTGCTACGAGATACG
GTGCAGCGGGGCGCCGGCGTGCTACGCTGGCTCGCCCATCGTCGCCGTGALCCGCC
ACCAACCTCTGCCCCCCGAACTGGGCCCTGCCCTCCGACAACGGCGGGTGGTGCA
ACCCCCCCAGGGTGCACTTCGACATGGCCAAGCCTGCCTTCAACCAGATCGCCGA
CTGGAATGCCGGCATCGTGCCCGTCATGTACCGCCGGGTGGCGTGTCAGAAGACG
GGAGGGATGAGGTTCCAGTTGCAGGGGAACGCGTACTGGCTGCTGGTGTTCGTGA
CCAACGTGGGGGGTGGCGGAGACATAGCGGGGATGTGGGTGAAGGGGGAGAAG
ACGGATTGGATCAGCATGAGCCACAACTGGGGGGCTTCCTACCAAGCCTTCTCCT
GCCTCGGCGGCCAAGTGCTCTCCTTCAAGGTCTTGTCCTACACCTCGCAGGAGAC
GCTCGTCGCCTACACCGCCGCGCCCGCCAACTGGGTCGCCGGCCTCACCTACGAG
GCCACCACCAACTTCACCTGA

Nucleotide
>MacEXPA-03

ATGGCTTCTTCTTCTTCTTCTTCCTCGCTTCCATGGAGCCTCGCTCTCTTAGTGTTG
CTGGCCATGGCGATGAGAAGAGCTCAGGGCAGCTTTGTTGCGACGCAGTGGTCGC
CGGCCCATGCGACCTTCTACGGCGACGACTCGGCGTCGGGGACTATGGGTTTGTA
TCCCCTCGAGCAGCATGACGAACGTGGACAGGTGAAATCCGGGCTTTGATCAGTG
GACCTGTGGGTGTTGCAGGTGGCGCGTGTGGGTACGGAGACCTGTACAGTACCGG



CTACGGGACGAACACGGCGGCGCTGAGCTCCGTGATGTTCAGCGACGGCTACGG
GTGCGGGCAGTGCTACGAGATACGGTGCAGCGGGGCGCCGGCGTGCTACGCTGG
CTCGCCCATCGTCGCCGTGACCGCCACCAACCTCTGCCCCCCGAACTGGGCCCTG
CCCTCCGACAACGGCGGGTGGTGCAACCCCCCCAGGGTGCACTTCGACATGGCCA
AGCCTGCCTTCAACCAGATCGCCGACTGGAATGCCGGCATCGTGCCCGTCATGTA
CCGCCGGTGAGCCACCCAAACCCAGAAACAATAGCACGGTAAGAACCCTAACAC
AACGCCGAGTCGTATCGCGATGGTGCAGGGTGGCGTGTCAGAAGACGGGAGGGA
TGAGGTTCCAGTTGCAGGGGAACGCGTACTGGCTGCTGGTGTTCGTGACCAACGT
GGGGGGTGGCGGAGACATAGCGGGGATGTGGGTGAAGGGGGAGAAGACGGATT
GGATCAGCATGAGCCACAACTGGGGGGCTTCCTACCAAGCCTTCTCCTGCCTCGG
CGGCCAAGTGCTCTCCTTCAAGGTCTTGTCCTACACCTCGCAGGAGACGCTCGTC
GCCTACACCGCCGCGCCCGCCAACTGGGTCGCCGGCCTCACCTACGAGGCCACCA
CCAACTTCACCTGA





