IDENTIFICATION

Species: Musa acuminata

Locus: GSMUA_Achr1P21690 001

Gene Model: GSMUA_Achr1P21690 001
Description: MacEXPA-05

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/
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Query seq.
Superfanilies PLNOOOS0O

Name Accession Description Interval E-value
[+] PLND0O50 super family 1535 expansin A; Provisional 27-249 552e-132
SEQUENCES

Peptide

>MacEXPA-05

MTSLGLVLVAFHSVFSAAYGYGHGGGWSAAHATFYGGSDASGTMGGACGYGNLYS
QGYGTNTAALSTALFDNGLSCGACYEMKCVNEPQWCLPGSIFVTATNFCPPNDALPN
NNGGWCNPPLRHFDLSQPVFLRIARYRAGIVPVAYRRVPCSRRGGIRFTINGHSYFNL
VLITNVGGAGDVHAASVKGSSTGWHPMSRNWGQNWQSNTYLDGQALSFKVTTSDG
VSVVSFNVVPATWSFGQTFSGGQFA™*

CDS (coding sequence)
>MacEXPA-05

ATGACTTCTCTTGGTCTGGTTCTGGTTGCCTTTCACTCGGTGTTCTCTGCTGCATAC
GGGTATGGACACGGAGGGGGATGGTCTGCTGCTCATGCTACCTTCTATGGAGGAA
GTGATGCGTCTGGGACAATGGGTGGAGCTTGCGGCTACGGCAACCTGTACAGCCA
GGGCTACGGCACCAATACCGCAGCCCTGAGCACTGCCCTCTTCGACAACGGGCTC
AGCTGCGGCGCCTGCTACGAAATGAAGTGCGTGAATGAGCCGCAGTGGTGCCTG
CCGGGCTCCATTTTTGTCACAGCCACCAACTTCTGCCCACCCAACGATGCCCTCCC
CAACAACAACGGCGGCTGGTGCAATCCTCCCCTGCGGCACTTTGACCTCTCCCAG
CCCGTCTTCCTGCGCATTGCCCGGTACAGGGCTGGCATTGTGCCCGTCGCTTACAG
AAGGGTCCCGTGCAGTAGAAGGGGAGGAATCAGGTTCACCATCAATGGCCACTC
CTACTTCAACCTCGTGCTCATCACCAATGTGGGAGGAGCCGGAGATGTGCATGCT
GCGTCCGTCAAGGGGTCCAGCACTGGGTGGCACCCCATGTCCAGGAACTGGGGC
CAGAACTGGCAGAGCAACACCTACCTCGATGGCCAGGCGTTGTCCTTTAAGGTCA
CCACAAGCGATGGCGTGTCTGTGGTCTCCTTCAATGTGGTTCCTGCAACCTGGTCT
TTTGGCCAGACCTTCAGTGGTGGCCAGTTTGCTTGA

Nucleotide
>MacEXPA-05

ATGACTTCTCTTGGTCTGGTTCTGGTTGCCTTTCACTCGGTGTTCTCTGCTGCATAC
GGGTATGGACACGGAGGGGGATGGTCTGCTGCTCATGCTACCTTCTATGGAGGAA
GTGATGCGTCTGGGACAATGGGTGAGTGAGTTCACAGAAGACACCGTCGTCCATT
CGTCATGCAAGAGTAGGCGGCCATTGATGCGTTGAACTTGGTGTGCAGGTGGAGC
TTGCGGCTACGGCAACCTGTACAGCCAGGGCTACGGCACCAATACCGCAGCCCTG



AGCACTGCCCTCTTCGACAACGGGCTCAGCTGCGGCGCCTGCTACGAAATGAAGT
GCGTGAATGAGCCGCAGTGGTGCCTGCCGGGCTCCATTTTTGTCACAGCCACCAA
CTTCTGCCCACCCAACGATGCCCTCCCCAACAACAACGGCGGCTGGTGCAATCCT
CCCCTGCGGCACTTTGACCTCTCCCAGCCCGTCTTCCTGCGCATTGCCCGGTACAG
GGCTGGCATTGTGCCCGTCGCTTACAGAAGGTTGGTGAGCCAGAATCATACTACT
CTCTTTATGATCCATATGATCAAGTCTCATCTTGTTCTTGCTTGGATTGGTTTCGGG
GCGCAGGGTCCCGTGCAGTAGAAGGGGAGGAATCAGGTTCACCATCAATGGCCA
CTCCTACTTCAACCTCGTGCTCATCACCAATGTGGGAGGAGCCGGAGATGTGCAT
GCTGCGTCCGTCAAGGGGTCCAGCACTGGGTGGCACCCCATGTCCAGGAACTGGG
GCCAGAACTGGCAGAGCAACACCTACCTCGATGGCCAGGCGTTGTCCTTTAAGGT
CACCACAAGCGATGGCGTGTCTGTGGTCTCCTTCAATGTGGTTCCTGCAACCTGGT
CTTTTGGCCAGACCTTCAGTGGTGGCCAGTTTGCTTGA





