IDENTIFICATION

Species: Musa acuminata

Locus: GSMUA_Achr11P23660_001

Gene Model: GSMUA_Achr11P23660 001
Description: MacEXPA-35

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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. Name Accession Description Interval E-value
[+ PLND0O50 super family ci31535 expansin A; Provisional 33-251 5.49e-127
SEQUENCES

Peptide

>MacEXPA-35

MAIPRFSLSDALFLLFSSSCFLARGTLGDSYDWQSAHATFYGGGDASGTMGGACGYG
DLYSQGYGTNTAALSTALFNDGLSCGSCYELKCDDDPRWCLPGSIVITATNFCPPNY
ALPSDDGGWCNPPRPHFDMAEPAFLQIAQYRAGIVPVAFRRQKGGVRFTINGHSYFN
LVLITNVAGAGDVCAVSIKGSRTGWQVMSRNWGQNWQSNAYLDGQSLSFQVTTSD
GRTITSYDVVPTDWQFGQTFEGGQF*

CDS (coding sequence)
>MacEXPA-35

ATGGCCATCCCCAGGTTCTCTCTCTCCGACGCGCTCTTTCTTCTCTTCTCTTCCTCG
TGCTTCCTCGCCCGAGGAACGCTGGGTGACTCTTACGATTGGCAGAGCGCGCATG
CGACGTTCTATGGTGGCGGCGACGCCTCTGGTACAATGGGAGGTGCTTGTGGGTA
TGGCGATCTCTACAGTCAAGGTTACGGCACGAACACCGCCGCCCTGAGCACGGCC
CTTTTCAATGACGGGCTGAGCTGCGGGTCGTGTTACGAGCTGAAGTGCGACGATG
ACCCGCGGTGGTGCCTGCCGGGCTCGATCGTGATCACTGCCACCAACTTTTGCCC
CCCAAACTACGCTCTTCCCAGCGATGATGGAGGGTGGTGCAATCCTCCTCGCCCG
CACTTCGACATGGCCGAGCCGGCGTTTCTGCAAATCGCTCAGTACCGGGCTGGGA
TCGTGCCGGTAGCCTTCAGAAGGCAAAAAGGAGGCGTCAGGTTCACCATCAATG
GCCACTCCTACTTCAACCTGGTCTTGATCACCAACGTGGCGGGCGCCGGCGACGT
ATGTGCGGTCTCCATCAAGGGCTCCCGGACCGGGTGGCAGGTGATGTCCCGGAAC
TGGGGCCAGAACTGGCAGAGCAACGCGTATCTCGATGGCCAAAGCCTCTCCTTCC
AAGTTACCACCAGCGACGGCCGGACCATCACCAGCTACGATGTCGTGCCCACCGA
TTGGCAGTTCGGCCAGACCTTCGAAGGAGGACAATTTTAG

Nucleotide
>MacEXPA-35

ATGGCCATCCCCAGGTTCTCTCTCTCCGACGCGCTCTTTCTTCTCTTCTCTTCCTCG
TGCTTCCTCGCCCGAGGAACGCTGGGTGACTCTTACGATTGGCAGAGCGCGCATG
CGACGTTCTATGGTGGCGGCGACGCCTCTGGTACAATGGGTGAGTGCTTCTTGCT

GCTGCTCGCGGACGCATGGATCCTTTTTTATCTGATGAGACATGGATTGCTTTTTG
TCATGTAGGAGGTGCTTGTGGGTATGGCGATCTCTACAGTCAAGGTTACGGCACG
AACACCGCCGCCCTGAGCACGGCCCTTTTCAATGACGGGCTGAGCTGCGGGTCGT



GTTACGAGCTGAAGTGCGACGATGACCCGCGGTGGTGCCTGCCGGGCTCGATCGT
GATCACTGCCACCAACTTTTGCCCCCCAAACTACGCTCTTCCCAGCGATGATGGA
GGGTGGTGCAATCCTCCTCGCCCGCACTTCGACATGGCCGAGCCGGCGTTTCTGC
AAATCGCTCAGTACCGGGCTGGGATCGTGCCGGTAGCCTTCAGAAGGCAAGTGA
AATCATTCGCCAGACTCACATGCACGAACAGCGGTAACTGATGATGTCTATGGTT
GCCTACTTGGCAGGGTGCCATGCGCGAAGAAAGGAGGCGTCAGGTTCACCATCA
ATGGCCACTCCTACTTCAACCTGGTCTTGATCACCAACGTGGCGGGCGCCGGCGA
CGTATGTGCGGTCTCCATCAAGGGCTCCCGGACCGGGTGGCAGGTGATGTCCCGG
AACTGGGGCCAGAACTGGCAGAGCAACGCGTATCTCGATGGCCAAAGCCTCTCCT
TCCAAGTTACCACCAGCGACGGCCGGACCATCACCAGCTACGATGTCGTGCCCAC
CGATTGGCAGTTCGGCCAGACCTTCGAAGGAGGACAATTTTAGCTCTTCCATCCA
CTCTCACTCTCTCTCTCTCTCTCTCTCTCTCTCTTCTCCACTATCTCCTATACCGCCA
TTGCCGAGGTTGCTTCGGTAGCACCCGCTAAGGCTCTACCGCAGACGAATAGATA
GCCCTCTTTGGTGCTACTCCTCCTAAACATAATTTGCCTTATGGATATTGGCTTGT
GGGAAGGCCTTATCAAGCCACATGTATTAATTTGTAACTTCGTTTGCATTCTATGT
GCATGAATGTTTTCTA





