IDENTIFICATION

Species: Musa acuminata

Locus: GSMUA_Achr5P20270 001

Gene Model: GSMUA_Achr5P20270_001
Description: MacEXPA-20

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:

Exon — Intron

DOMAIN ARCHITECTURE
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Superfanilies PLN00183
L

List of domain hits

Name Accession Description Interval E-value
[+] PLN00193 super family 33423 expansin-A Provisional 9-263 2.05e-93

SEQUENCES
Peptide
>MacEXPA-20

MASLLWPCSLVFFLVSTATVSSALSLPIPSLRFQPGPWRY AHATFYGDESASETMGGA
CGYGNLFSSGYGIATAALSSTLFNDGFACGTCYQIRCRGSPHCYGSFPIITVTGTNLCP
PNWAQPSDNGGWCNPPRRHFDLSKPAFMQIAYWRAGIVPVMYRRVPCVRKGGIRFL
LOQGNEYWLLAFVMNVGGEGDVGSMWVKGSNTDWMRMSRNWGASFQAFSRLGGQ
SLSFKITSYTTRKTHATDVAPSTWYLGMTYEADVNFA*

CDS (coding sequence)
>MacEXPA-20

ATGGCTTCCCTACTGTGGCCGTGCAGCCTTGTCTTCTTCCTCGTTTCTACTGCGAC
GGTGTCGTCGGCCCTTTCCTTGCCGATACCAAGTCTCAGGTTTCAGCCGGGTCCAT
GGAGATACGCCCACGCTACATTCTACGGCGACGAGTCGGCGTCGGAGACCATGG
GTGGAGCTTGCGGCTACGGGAACCTCTTCAGCTCCGGGTACGGGATCGCGACGGC
GGCGCTCAGCTCGACGCTGTTCAATGACGGATTCGCCTGCGGGACGTGCTACCAG
ATTCGGTGCAGAGGGTCGCCGCATTGCTACGGGAGCTTCCCAATCATCACGGTGA
CCGGCACCAACCTCTGCCCGCCTAACTGGGCCCAGCCCTCCGACAACGGLCGGGTG
GTGCAACCCCCCCAGGAGACACTTCGACCTGTCGAAGCCGGCGTTCATGCAGATC
GCATATTGGAGGGCCGGCATCGTCCCCGTCATGTACCGCAGGGTGCCCTGCGTCA
GGAAGGGAGGGATCCGGTTCTTGCTCCAGGGTAACGAGTACTGGCTGCTGGCCTT
CGTGATGAACGTGGGAGGGGAAGGAGACGTGGGAAGCATGTGGGTGAAGGGGA
GCAACACGGATTGGATGAGGATGAGCCGCAACTGGGGAGCCTCCTTCCAGGCCTT
CTCAAGGCTCGGGGGCCAGTCGCTCTCCTTCAAGATCACCTCCTACACCACCAGG
AAGACCATCATCGCCACCGACGTCGCTCCCTCCACCTGGTACTTGGGAATGACGT
ACGAGGCCGACGTTAACTTCGCGTGA

Nucleotide
>MacEXPA-20

ATGGCTTCCCTACTGTGGCCGTGCAGCCTTGTCTTCTTCCTCGTTTCTACTGCGAC
GGTGTCGTCGGCCCTTTCCTTGCCGATACCAAGTCTCAGGTTTCAGCCGGGTCCAT
GGAGATACGCCCACGCTACATTCTACGGCGACGAGTCGGCGTCGGAGACCATGG
GTACGTAGCTACGGATCTACCACGCGGGCTGGTCCTCGGCTTTCGTTGTTCTTTCC
ACGTTGCTCACCGGGGTTTCTTCCGCGTAGGTGGAGCTTGCGGCTACGGGAACCT



CTTCAGCTCCGGGTACGGGATCGCGACGGCGGCGCTCAGCTCGACGCTGTTCAAT
GACGGATTCGCCTGCGGGACGTGCTACCAGATTCGGTGCAGAGGGTCGCCGCATT
GCTACGGGAGCTTCCCAATCATCACGGTGACCGGCACCAACCTCTGCCCGCCTAA
CTGGGCCCAGCCCTCCGACAACGGCGGGTGGTGCAACCCCCCCAGGAGACACTTC
GACCTGTCGAAGCCGGCGTTCATGCAGATCGCATATTGGAGGGCCGGCATCGTCC
CCGTCATGTACCGCAGGTACGTACGTAGATGGATCTCGGCCAGCACAGGTGGCGT
CGGTGTTGACGTAGCTTGGGAATCGCTGCAGGGTGCCCTGCGTCAGGAAGGGAG
GGATCCGGTTCTTGCTCCAGGGTAACGAGTACTGGCTGCTGGCCTTCGTGATGAA
CGTGGGAGGGGAAGGAGACGTGGGAAGCATGTGGGTGAAGGGGAGCAACACGG
ATTGGATGAGGATGAGCCGCAACTGGGGAGCCTCCTTCCAGGCCTTCTCAAGGCT
CGGGGGCCAGTCGCTCTCCTTCAAGATCACCTCCTACACCACCAGGAAGACCATC
ATCGCCACCGACGTCGCTCCCTCCACCTGGTACTTGGGAATGACGTACGAGGCCG
ACGTTAACTTCGCGTGA





