IDENTIFICATION

Species: Musa acuminata

Locus: GSMUA_Achr7pP22100 001

Gene Model: GSMUA_Achr7P22100_001
Description: MacEXPA-25

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 PLNO0OOS0O

Name Accession Description Interval E-value
[+] PLND0050 super family c131535 expansin A; Provisional 29-253 861e-131
SEQUENCES

Peptide

>MacEXPA-25

MASPNSSLSNAVFLFSSLGFLVAGASGYSGWESAHATFYGGGDASGTMGGACGYGN
LYSQGYGTNTAALSTALFNDGLSCGSCYELKCDDDPRWCLPGSIVVTATNFCPPNNA
LPSDNGGWCNPPRPHFDMAQPAFLQIAQYRAGIVPVAFRRVPCVKKGGVRFTINGHS
YFNLVLITNVAGAGDVHSVSIKGSKSGWQVMSRNWGQNWQSNSYLDGQSLSFRITA
SDGRTITSFNVAPAGWQFGQTFEGGQF*

CDS (coding sequence)
>MacEXPA-25

ATGGCATCACCAAACTCCTCCCTCTCCAATGCCGTCTTCCTCTTCTCTTCCCTCGG
CTTTCTCGTCGCCGGGGCCTCCGGGTACTCCGGGTGGGAGAGCGCCCACGCCACG
TTCTACGGCGGGGGCGACGCTTCCGGCACCATGGGTGGAGCGTGTGGGTATGGCA
ACCTTTATAGCCAAGGCTATGGCACGAACACGGCGGCGCTGAGCACGGCGCTGTT
CAACGACGGGCTCAGCTGCGGATCCTGCTACGAGCTGAAGTGCGACGACGACCC
GCGGTGGTGCCTCCCGGGGTCGATCGTGGTCACCGCCACCAACTTCTGCCCGCCC
AACAACGCGCTCCCGAGCGACAATGGCGGGTGGTGCAACCCGCCTCGGLCCCCAC
TTCGACATGGCCCAGCCGGCCTTCCTCCAGATCGCGCAGTACCGCGCCGGGATCG
TGCCGGTGGCCTTCAGAAGGGTGCCGTGCGTGAAGAAGGGCGGGGTCAGGTTCA
CCATCAACGGCCACTCCTACTTCAACCTGGTGCTGATCACCAACGTCGCGGGCGC
CGGCGACGTGCACTCCGTGTCCATCAAGGGCTCCAAGAGCGGGTGGCAGGTGAT
GTCCCGCAACTGGGGCCAGAACTGGCAGAGCAACTCCTACCTCGACGGCCAGAG
CCTCTCCTTCCGCATCACCGCCAGCGACGGCCGCACCATCACCAGCTTCAACGTC
GCGCCCGCCGGCTGGCAGTTCGGCCAGACCTTCGAGGGCGGCCAGTTCTGA

Nucleotide
>MacEXPA-25

ATGGCATCACCAAACTCCTCCCTCTCCAATGCCGTCTTCCTCTTCTCTTCCCTCGG
CTTTCTCGTCGCCGGGGCCTCCGGGTACTCCGGGTGGGAGAGCGCCCACGCCACG
TTCTACGGCGGGGGCGACGCTTCCGGCACCATGGGTAACTAGCTGCCCTTTATGT
CTCTCTCTCTCTCTCCGTCAGTACGTATGGCGAGTGCTGTGGTTATATTGCTGCTG
CCTTTGTGTGAATGGCAGGTGGAGCGTGTGGGTATGGCAACCTTTATAGCCAAGG
CTATGGCACGAACACGGCGGCGCTGAGCACGGCGCTGTTCAACGACGGGCTCAG



CTGCGGATCCTGCTACGAGCTGAAGTGCGACGACGACCCGCGGTGGTGLLCTCCCG
GGGTCGATCGTGGTCACCGCCACCAACTTCTGCCCGCCCAACAACGCGCTCCCGA
GCGACAATGGCGGGTGGTGCAACCCGCCTCGGCCCCACTTCGACATGGCCCAGCC
GGCCTTCCTCCAGATCGCGCAGTACCGCGCCGGGATCGTGCCGGTGGCCTTCAGA
AGGTGAGCTCCTTTCCTCCCCGAGACCCACGCGGCGCCACCACGTCCGCGACATC
TCTCACTGATGTGCCTGCGATGCCGCTGCAGGGTGCCGTGCGTGAAGAAGGGCGG
GGTCAGGTTCACCATCAACGGCCACTCCTACTTCAACCTGGTGCTGATCACCAAC
GTCGCGGGCGCCGGCGACGTGCACTCCGTGTCCATCAAGGGCTCCAAGAGCGGG
TGGCAGGTGATGTCCCGCAACTGGGGCCAGAACTGGCAGAGCAACTCCTACCTCG
ACGGCCAGAGCCTCTCCTTCCGCATCACCGCCAGCGACGGCCGCACCATCACCAG
CTTCAACGTCGCGCCCGCCGGCTGGCAGTTCGGCCAGACCTTCGAGGGCGGCCAG
TTCTGACCTCCATCACTCCCATTCTTCCACCCACCAACCATCGCAGCAGGAAGAG
AGAGAAGAAACCTCTTCAAACACTATATATACATACATATTATGGGTGTGTGAGA
GAGAGATGATGCCAAGGCCGAGGTTGCTTGATGAGCACCCGCCAATGCCTTCTCT
TACAAGTAGAGACGTATCATATGATGCTGGTCTTAATTAGCTTATAAGGATTGCA
GGCAGTAGTACTACTCTATTATTCCTCATCAAATGGATGAGAGATGGCTGTGGGG
AGAGGCAACTGTACTCGTGTGTTGTGGCAAGACACTCATGAAATATATGAAACAT
GCATTGCTTGTCGTTTGG





