IDENTIFICATION

Species: Musa acuminata

Locus: GSMUA_Achr6P32260 001

Gene Model: GSMUA_Achr6P32260 001
Description: MacEXPA-22

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:
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Query seq,
Superfanilies PLNOOOSQ

L Name Accession Description Interval E-value
[+] PLN0O0O50 super family cl31535 expansin A; Provisional 7-247 9 40e-134
SEQUENCES

Peptide

>MacEXPA-22

MAFPSLFSFVTLLIMFGVAHGGDGGWIDAHATFYGGGDASGTMGGACGYGNLYDQ
GYGTESAALSTALFNNGQSCGACFEIKCAGGQWCLKGSIVITATNFCPPNNALPNDD
GGWCNPPRHHFDLSQPVFEKIAQYKAGIVPIQYKRVPCVKKGGIRFTINGHSYFNLVL
ITNVGGAGDVVAVSVKGSRTGWQPMSRNWGQNWQSSSNLDGQSLSFSVTTSDGLS
VTSMDVAPPNWSFGQTYLGGQF*

CDS (coding sequence)
>MacEXPA-22

ATGGCGTTTCCTAGCTTGTTCTCCTTCGTCACCCTTTTGATCATGTTCGGAGTCGCT
CATGGAGGTGATGGTGGATGGATCGACGCACACGCTACCTTCTATGGAGGTGGTG
ATGCTTCTGGGACGATGGGAGGGGCATGTGGTTATGGTAATCTCTACGACCAAGG
GTATGGCACCGAGAGCGCTGCACTGAGCACGGCTCTGTTCAACAACGGGCAGAG
CTGCGGTGCGTGCTTCGAGATCAAATGCGCGGGCGGGCAGTGGTGCCTCAAGGGT
TCGATCGTCATTACCGCCACTAACTTCTGCCCTCCAAACAACGCGCTTCCCAACG
ACGATGGAGGGTGGTGCAATCCGCCCCGGCACCACTTTGATCTCTCTCAGCCCGT
CTTCGAGAAGATCGCACAGTATAAAGCAGGCATCGTCCCAATCCAATACAAAAG
GGTCCCCTGTGTGAAGAAGGGAGGCATCAGATTCACCATTAATGGTCACTCCTAC
TTCAATCTGGTTCTGATCACCAACGTCGGGGGTGCGGGAGACGTGGTGGCCGTGT
CAGTGAAAGGGTCAAGAACCGGGTGGCAGCCGATGAGCCGCAACTGGGGCCAAA
ACTGGCAGAGCAGCAGCAACCTCGACGGCCAGTCCCTCTCTTTCAGCGTCACCAC
CAGCGACGGCCTCTCCGTCACCTCGATGGACGTCGCGCCACCGAACTGGAGCTTC
GGGCAGACGTATTTGGGAGGCCAGTTCTGA

Nucleotide
>MacEXPA-22

ATGGCGTTTCCTAGCTTGTTCTCCTTCGTCACCCTTTTGATCATGTTCGGAGTCGCT
CATGGAGGTGATGGTGGATGGATCGACGCACACGCTACCTTCTATGGAGGTGGTG
ATGCTTCTGGGACGATGGGTAAGCTTCCGCTTCACCAGCGATTCGCCACAGCTCA

TCCAACCTTCCTGACATGGTGTTGCTCCTTCGATCTTTGTCGCAGGAGGGGCATGT
GGTTATGGTAATCTCTACGACCAAGGGTATGGCACCGAGAGCGCTGCACTGAGCA
CGGCTCTGTTCAACAACGGGCAGAGCTGCGGTGCGTGCTTCGAGATCAAATGCGC



GGGCGGGCAGTGGTGCCTCAAGGGTTCGATCGTCATTACCGCCACTAACTTCTGC
CCTCCAAACAACGCGCTTCCCAACGACGATGGAGGGTGGTGCAATCCGLCCCCGGL
ACCACTTTGATCTCTCTCAGCCCGTCTTCGAGAAGATCGCACAGTATAAAGCAGG
CATCGTCCCAATCCAATACAAAAGGTATCAGCACCTCGTACTCACTTCCTTGGAC
CATGTCCTATGGCCCTCGAAAGTTCGTATAATATCCATGGATTCGCCTTGCAGGGT
CCCCTGTGTGAAGAAGGGAGGCATCAGATTCACCATTAATGGTCACTCCTACTTC
AATCTGGTTCTGATCACCAACGTCGGGGGTGCGGGAGACGTGGTGGCCGTGTCAG
TGAAAGGGTCAAGAACCGGGTGGCAGCCGATGAGCCGCAACTGGGGCCAAAACT
GGCAGAGCAGCAGCAACCTCGACGGCCAGTCCCTCTCTTTCAGCGTCACCACCAG
CGACGGCCTCTCCGTCACCTCGATGGACGTCGCGCCACCGAACTGGAGCTTCGGG
CAGACGTATTTGGGAGGCCAGTTCTGA





