IDENTIFICATION

Species: Musa acuminata

Locus: GSMUA_AchroP04790 001

Gene Model: GSMUA_Achr9P04790_001
Description: MacEXPA-26

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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Query seq.

Superfanilies PLNOOOS0

+ Name Accession Description Interval E-value
[+] PLN0D0050 super family cl31535 expansin A; Provisiona! 19-254 1.15e-120
SEQUENCES

Peptide

>MacEXPA-26

MANPKFSLYSALVLCFFSLSVFASTAFADSAWENAHATFYGGGDASGTMGGACGYG
NLYSQGYGTSTAALSTALFNDGLICGACYELRCADDPRWCLPGSIIVTATNFCPPNYA
LANDNGGWCNPPLPHFDLAQPAFLRIARYRAGIVPVSFRRVACEKKGGMRFTIDGHS
YENLVLITNVGGAGDVHAVSIKVSNTGWQAMSRNWGQNWQSNGYLDGHSLSFQVT
TSDGRTVSSIDVAPAGWQFGQTFEGGQF*

CDS (coding sequence)
>MacEXPA-26

ATGGCAAACCCAAAGTTCTCTCTCTACAGTGCTCTCGTCCTCTGCTTCTTCTCCCTT
AGCGTCTTCGCGTCCACGGCCTTCGCAGACTCTGCATGGGAGAACGCCCACGCCA
CTTTCTACGGCGGCGGCGACGCCTCCGGCACCATGGGCGGGGCTTGCGGGTACGG
CAACCTCTACAGCCAGGGCTACGGGACGAGCACGGCGGCGCTCAGCACCGLEGCT
CTTTAACGACGGCCTCATTTGCGGCGCCTGCTACGAGCTGCGGTGCGCCGACGAC
CCCCGCTGGTGCCTCCCCGGTTCCATCATCGTGACCGCCACCAACTTCTGCCCTCC
CAACTACGCCCTCGCCAACGACAACGGCGGCTGGTGCAACCCTCCCCTGCCGCAC
TTCGACCTCGCCCAGCCCGCCTTCCTGCGGATCGCGCGGTACCGTGCCGGCATTG
TCCCCGTCTCCTTCCGCAGGGTGGCTTGCGAGAAGAAGGGAGGGATGCGGTTCAC
CATCGACGGCCACTCCTACTTCAACCTGGTGCTGATCACCAACGTGGGCGGLCGCC
GGGGACGTGCACGCTGTGTCGATCAAGGTGTCGAACACCGGGTGGCAGGCCATG
TCGCGCAACTGGGGCCAGAACTGGCAGAGTAACGGCTACCTCGACGGGCATAGC
CTCTCCTTTCAGGTCACCACCAGCGACGGCAGGACCGTCAGCAGCATCGACGTGG
CGCCCGCCGGGTGGCAGTTCGGGCAGACCTTCGAGGGAGGGCAGTTCTGA

Nucleotide
>MacEXPA-26

ATGGCAAACCCAAAGTTCTCTCTCTACAGTGCTCTCGTCCTCTGCTTCTTCTCCCTT
AGCGTCTTCGCGTCCACGGCCTTCGCAGACTCTGCATGGGAGAACGCCCACGCCA
CTTTCTACGGCGGCGGCGACGCCTCCGGCACCATGGGTGAGTTTGGCCCCCCATA
AACGACGCAAATGACCGATACTGACATATGAACGTACGTGTTTGCAGGCGGGGC
TTGCGGGTACGGCAACCTCTACAGCCAGGGCTACGGGACGAGCACGGCGGCGCT
CAGCACCGCGCTCTTTAACGACGGCCTCATTTGCGGCGCCTGCTACGAGCTGCGG



TGCGCCGACGACCCCCGCTGGTGCCTCCCCGGTTCCATCATCGTGACCGCCACCA
ACTTCTGCCCTCCCAACTACGCCCTCGCCAACGACAACGGCGGCTGGTGCAACCC
TCCCCTGCCGCACTTCGACCTCGCCCAGCCCGCCTTCCTGCGGATCGCGCGGTACC
GTGCCGGCATTGTCCCCGTCTCCTTCCGCAGGTGAGCAGTGACACAAGGCGCCCG
AGTCCACTGTGGTGATGCTGATCCGTGCATAACGTAATCCTCCTGCAGGGTGGCT
TGCGAGAAGAAGGGAGGGATGCGGTTCACCATCGACGGCCACTCCTACTTCAAC
CTGGTGCTGATCACCAACGTGGGCGGCGCCGGGGACGTGCACGCTGTGTCGATCA
AGGTGTCGAACACCGGGTGGCAGGCCATGTCGCGCAACTGGGGCCAGAACTGGC
AGAGTAACGGCTACCTCGACGGGCATAGCCTCTCCTTTCAGGTCACCACCAGCGA
CGGCAGGACCGTCAGCAGCATCGACGTGGCGCCCGCCGGGTGGCAGTTCGGGCA
GACCTTCGAGGGAGGGCAGTTCTGA





