IDENTIFICATION

Species: Musa acuminata

Locus: GSMUA_Achr5P07470 001

Gene Model: GSMUA_Achr5P07470_001
Description: MacEXPA-17

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/
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Query seq.
Superfanilies PLNOOOS0

+ Name Accession Description Interval E-value
[+] PLND0050 super family 31535 expansin A; Provisional 28-244 7.22e-126
SEQUENCES

Peptide

>MacEXPA-17

MAKSISSLSIALFFLMSSFSSFISGAVGDSYGWQNAHATFYGGGDASGTMGGACGYG
NLYSQGYGTNTAALSTALFNNGLNCGACYEMRCADDPRWCLPGSIVVTATNFCPPN
YALPSDNGGWCNPPRQHFDLAEPAFLQIAQYRAGIVPVSFRRVPCVKKGGVRFTING
HSYFILVLITNVGAAGDVHAVSIKGSKTGWQRMSRNWGQNWQSNSY LDGQSLSFQV
TTSDGRTITSYNVAPAGWQFGQTFQGQQF*

CDS (coding sequence)
>MacEXPA-17

ATGGCTAAGTCAATCTCCTCCCTCTCCATTGCTCTTTTCTTCCTAATGTCCTCCTTC
AGCTCCTTCATATCGGGAGCCGTGGGAGACTCCTACGGGTGGCAGAACGCCCATG
CTACGTTCTATGGTGGCGGCGACGCCTCCGGCACTATGGGCGGGGCTTGTGGCTA
TGGCAACCTCTACAGCCAAGGGTACGGGACCAACACCGCGGCCCTCAGCACTGC
GCTCTTCAACAATGGGCTCAACTGCGGCGCTTGCTACGAGATGCGGTGCGCCGAT
GACCCCCGGTGGTGCCTCCCGGGCTCTATTGTCGTCACGGCCACCAACTTCTGCCC
TCCGAACTACGCCCTCCCCAGCGACAACGGCGGGTGGTGTAACCCTCCACGGCAA
CATTTCGACCTCGCCGAGCCCGCCTTCCTCCAGATCGCGCAGTACCGTGCTGGCA
TCGTCCCTGTCTCCTTCCGCAGGGTGCCCTGTGTGAAGAAGGGAGGCGTAAGGTT
CACCATCAATGGCCACTCCTACTTCATCCTGGTGCTGATCACCAACGTGGGCGCG
GCCGGCGACGTGCACGCGGTGTCGATAAAGGGGTCGAAGACAGGGTGGCAGAGG
ATGTCGCGCAACTGGGGCCAGAACTGGCAGAGCAACTCGTACCTGGACGGGCAG
AGCCTCTCGTTCCAGGTGACTACCAGCGACGGCAGGACGATCACCAGCTACAACG
TGGCACCTGCCGGGTGGCAGTTCGGCCAGACCTTCCAGGGACAGCAATTCTAG

Nucleotide
>MacEXPA-17

ACACAGCCTTTCCCTCCGCTTCTCTTCACTACTCCTCCTGTTTGCTCACTCACGACT
TCAATCTTTCTTTAGTGGGAATAACTCCAATGGCTAAGTCAATCTCCTCCCTCTCC
ATTGCTCTTTTCTTCCTAATGTCCTCCTTCAGCTCCTTCATATCGGGAGCCGTGGG
AGACTCCTACGGGTGGCAGAACGCCCATGCTACGTTCTATGGTGGCGGCGACGCC
TCCGGCACTATGGGTGAGTCTGACGTATTCGGCACAAACGATCGTTGAACCCCAG
ACATCCGCATCTTAATATGGTTGGGCTTACTCTTGTTGCAGGCGGGGCTTGTGGCT



ATGGCAACCTCTACAGCCAAGGGTACGGGACCAACACCGCGGCCCTCAGCACTG
CGCTCTTCAACAATGGGCTCAACTGCGGCGCTTGCTACGAGATGCGGTGCGCCGA
TGACCCCCGGTGGTGCCTCCCGGGCTCTATTGTCGTCACGGCCACCAACTTCTGCC
CTCCGAACTACGCCCTCCCCAGCGACAACGGCGGGTGGTGTAACCCTCCACGGCA
ACATTTCGACCTCGCCGAGCCCGCCTTCCTCCAGATCGCGCAGTACCGTGCTGGC
ATCGTCCCTGTCTCCTTCCGCAGGTGGGCAACCCCTTCCGACTAATGCTACGTGTG
TAAATGAAGCTAGTCTGTGGTGACACGTTATTGCGCTCTTACAGGGTGCCCTGTG
TGAAGAAGGGAGGCGTAAGGTTCACCATCAATGGCCACTCCTACTTCATCCTGGT
GCTGATCACCAACGTGGGCGCGGCCGGCGACGTGCACGCGGTGTCGATAAAGGG
GTCGAAGACAGGGTGGCAGAGGATGTCGCGCAACTGGGGCCAGAACTGGCAGAG
CAACTCGTACCTGGACGGGCAGAGCCTCTCGTTCCAGGTGACTACCAGCGACGGC
AGGACGATCACCAGCTACAACGTGGCACCTGCCGGGTGGCAGTTCGGCCAGACC
TTCCAGGGACAGCAATTCTAGCCTCGCATTGTCGTTGAAGATTAAAAGGTGGAGG
CATTCGGTCTGGTTGAATGCAGAGGTAGCTTCCTTAGCACCCGCTGAGGCCAAAG
TATAAGATTATTACGGTGGTCAGTAATACATTATACAGGACAATAGACGATAGAA
ATCCTCTGCAATAAGATGATTCAGTGGTGACGTTGTATCACCTACAGTGTATCGT
ATGCTTTCTACTGCTGCTCAATCCATCTTCTCATCGTGTCACCTACCAAATCCTCT
GTGTCTCGCTCGCAGACAACGCACAACATCTGCCAGTTTAGGGTGTTCTTTCGGC
CTCTAACCTCGACAAAGAACGATTGGGGCCTTCCAATTCCTAACTTTACGAGCTG
TGTGCGGGAAAACACATCCATGGAAAGGTTGTTCTTAGCAGACCGCCCTGTATTG
TTATGATTCAAATCTGCATATATATATTTTATCTCCTTTCATATGATTACTTT





