IDENTIFICATION

Species: Musa acuminata

Locus: GSMUA_Achr11P22960 001

Gene Model: GSMUA_Achr11P22960 001
Description: MacEXPA-34

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
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PLNOI1G3
List of domain hits ol

Accession Description Interval E-value
13423

+ Name
[+] PLN0O193 super family expansin-A; Provisional 18-250 2.00e-122

SEQUENCES
Peptide
>MacEXPA-34

MEKAALLLLFLAWFASEFRALGDDWIPASATFYGGGDASGTMGGACGYQNLYTDG
YGIKNTALSTALFNNGAACGACFQIVCDSRKSTWCKKGTHITVTATNYCPPNYDLPS
DNGGWCNPPRQHFDMSQPAWETIAVYRGGIVPVYYRRVKCQRSGGIRFTINGKNYF
ELVLIANVGGSGVVSGAWIKGSDTQWMAMSRNWGMNWQSNAY LTGQSLSFRVQT
SDGKVKTAYDVAPATWKFGDTYASSIRF*

CDS (coding sequence)
>MacEXPA-34

ATGGAGAAGGCTGCACTACTGCTGCTGTTCCTCGCGTGGTTTGCCTCTGAGTTCAG
AGCTCTGGGAGATGATTGGATTCCTGCCTCGGCAACCTTCTATGGAGGGGGTGAT
GCTTCCGGCACTATGGGTGGAGCGTGTGGGTATCAGAACTTGTACACCGACGGGT
ACGGCATCAAGAACACGGCACTGAGCACGGCGCTGTTCAACAACGGCGLCCGLCT
GCGGCGCGTGCTTCCAGATCGTGTGCGACTCGAGGAAGTCGACGTGGTGCAAGA
AGGGGACGCACATCACCGTCACCGCCACCAACTACTGCCCGCCCAACTACGACCT
TCCCAGCGACAACGGCGGGTGGTGCAACCCGCCGCGGCAGCACTTCGACATGTCT
CAGCCAGCCTGGGAGACCATCGCCGTCTACCGGGGCGGCATCGTTCCCGTCTACT
ACCGCAGGGTCAAGTGTCAGAGGAGCGGCGGCATCAGGTTCACCATCAACGGGA
AGAACTACTTCGAGCTGGTGCTGATCGCCAACGTGGGAGGGAGCGGCGTGGTCTC
CGGCGCCTGGATCAAGGGGTCCGACACGCAGTGGATGGCCATGAGCAGGAACTG
GGGCATGAACTGGCAGAGCAACGCGTACCTCACTGGTCAGAGCCTCTCCTTCCGG
GTGCAGACCAGCGACGGCAAGGTCAAGACCGCCTACGATGTCGCGCCGGCGACT
TGGAAGTTCGGCGACACCTACGCGTCCTCCATCCGGTTTTAG

Nucleotide
>MacEXPA-34

ACCGAGTAGTTGTCTTCTTCGAGCAAGTAGAGATGGAGAAGGCTGCACTACTGCT
GCTGTTCCTCGCGTGGTTTGCCTCTGAGTTCAGAGCTCTGGGAGATGATTGGATTC
CTGCCTCGGCAACCTTCTATGGAGGGGGTGATGCTTCCGGCACTATGGGTGGGTG
ACTCACACACGACGTTTGATGCTTGGGAGTTTGGTCTGCGCTCTAAGGTGGGTGT
TCCATGGATGCAGGTGGAGCGTGTGGGTATCAGAACTTGTACACCGACGGGTACG
GCATCAAGAACACGGCACTGAGCACGGCGCTGTTCAACAACGGCGCLCGLLTGLG



GCGCGTGCTTCCAGATCGTGTGCGACTCGAGGAAGTCGACGTGGTGCAAGAAGG
GGACGCACATCACCGTCACCGCCACCAACTACTGCCCGCCCAACTACGACCTTCC
CAGCGACAACGGCGGGTGGTGCAACCCGCCGCGGCAGCACTTCGACATGTCTCA
GCCAGCCTGGGAGACCATCGCCGTCTACCGGGGCGGCATCGTTCCCGTCTACTAC
CGCAGGTGATTCCACGTCCGTGAACCAACCCCTCGAGGATCGGAGCTCTCTCACG
GGTTAATCGTGCGGTGTGGACTTGGCAGGGTCAAGTGTCAGAGGAGCGGCGGCA
TCAGGTTCACCATCAACGGGAAGAACTACTTCGAGCTGGTGCTGATCGCCAACGT
GGGAGGGAGCGGCGTGGTCTCCGGCGCCTGGATCAAGGGGTCCGACACGCAGTG
GATGGCCATGAGCAGGAACTGGGGCATGAACTGGCAGAGCAACGCGTACCTCAC
TGGTCAGAGCCTCTCCTTCCGGGTGCAGACCAGCGACGGCAAGGTCAAGACCGCC
TACGATGTCGCGCCGGCGACTTGGAAGTTCGGCGACACCTACGCGTCCTCCATCC
GGTTTTAGAAGATCGCGCGGTTCGACCTCTTCTCTACTTCCATGGTTGAAGGCTGT
CATCTTCTCTGTGAAGGAACGAGTGGTTTGATTGTGTCCACCAACCTTCAATTGGA
TTCTATGTTTGTGTCTTTGCTTTGTCTAAAAGTATAATCGACTCTATATA





