IDENTIFICATION

Species: Musa acuminata

Locus: GSMUA_Achr2pP21970 001

Gene Model: GSMUA_Achr2P21970_001
Description: MacEXPA-11

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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https://musabase.org/
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Query seq,
Superfanilies PLNO0OS0O

+ Name Accession Description Interval E-value
[+] PLND0050 super family 31535 expansin A; Provisional 1-249 3.74e-135
SEQUENCES

Peptide

>MacEXPA-11

MALLELVLVAFASLLSAGEGYGGRGRWSRAHATFYGGSDASGTMGGACGYGNLYS

QGYGTNTAALSTALFGDGLSCGACYQIVCVKDRRNCLRGSVVVTATNFCPPNSALPN
DAGGWCNPPLQHFDLSQPVFLRIAQYRAGIVPVAYRRVPCRKRGGIRFTVNGHSYFN

LVLITNVGGAGDVHAVAVRGARTGWQSMSRNWGQNWQSNAFLDGQSLSFKVTTSD
GRSVVSYDVAPATWSFGQTFSGGQFH*

CDS (coding sequence)
>MacEXPA-11

ATGGCGCTGCTTGAGCTGGTTTTGGTTGCTTTTGCCTCGCTGCTCTCTGCTGGGGA
GGGGTACGGAGGAAGAGGAAGGTGGAGCAGAGCACATGCCACCTTCTACGGAGG
AAGTGATGCGTCAGGGACGATGGGAGGAGCTTGTGGCTATGGCAACTTGTACAG
CCAAGGGTATGGAACCAACACCGCAGCTCTGAGCACTGCCCTCTTCGGCGACGGC
CTCAGCTGCGGAGCTTGCTACCAGATTGTGTGCGTGAAAGACCGCCGGAATTGTC
TGCGAGGATCCGTTGTGGTCACCGCCACCAACTTCTGCCCACCCAACAGCGCCCT
CCCAAACGACGCCGGTGGGTGGTGTAATCCCCCCCTGCAGCACTTCGACCTATCT
CAGCCCGTGTTCCTCCGCATCGCTCAGTACAGAGCTGGAATCGTGCCGGTTGCAT
ACCGCAGGGTCCCCTGCAGGAAGAGAGGCGGCATCAGGTTCACCGTCAATGGCC
ACTCCTACTTCAACCTGGTGCTCATCACCAACGTCGGAGGAGCAGGCGACGTGCA
TGCGGTGGCCGTCAGGGGAGCCAGGACGGGGTGGCAGTCCATGTCCAGGAACTG
GGGCCAGAACTGGCAGAGCAACGCCTTCCTCGACGGCCAGTCCCTCTCCTTCAAG
GTCACCACCAGCGACGGCCGCTCCGTCGTCTCCTACGACGTGGCTCCTGCAACCT
GGTCGTTCGGACAAACCTTCAGCGGTGGCCAATTCCACTGA

Nucleotide
>MacEXPA-11

ATGGCGCTGCTTGAGCTGGTTTTGGTTGCTTTTGCCTCGCTGCTCTCTGCTGGGGA
GGGGTACGGAGGAAGAGGAAGGTGGAGCAGAGCACATGCCACCTTCTACGGAGG
AAGTGATGCGTCAGGGACGATGGGTGTGACTGCGGAACAGTCTTTTATGCTCGCG
AAGCTGTAGCGTAATAACACGCGAATCTGATGAATGGCGACTGTTGGCATTTGCA
GGAGGAGCTTGTGGCTATGGCAACTTGTACAGCCAAGGGTATGGAACCAACACC
GCAGCTCTGAGCACTGCCCTCTTCGGCGACGGCCTCAGCTGCGGAGCTTGCTACC



AGATTGTGTGCGTGAAAGACCGCCGGAATTGTCTGCGAGGATCCGTTGTGGTCAC
CGCCACCAACTTCTGCCCACCCAACAGCGCCCTCCCAAACGACGCCGGTGGGTGG
TGTAATCCCCCCCTGCAGCACTTCGACCTATCTCAGCCCGTGTTCCTCCGCATCGC
TCAGTACAGAGCTGGAATCGTGCCGGTTGCATACCGCAGGTAGGCGACCAGCTTG
CGTCTTCCTTCCTTTTTCTTCTGCCTTCCGCCCTGATGTCGTTTCTTCTGGTTCCGC
GATGTCAGGGTCCCCTGCAGGAAGAGAGGCGGCATCAGGTTCACCGTCAATGGC
CACTCCTACTTCAACCTGGTGCTCATCACCAACGTCGGAGGAGCAGGCGACGTGC
ATGCGGTGGCCGTCAGGGGAGCCAGGACGGGGTGGCAGTCCATGTCCAGGAACT
GGGGCCAGAACTGGCAGAGCAACGCCTTCCTCGACGGCCAGTCCCTCTCCTTCAA
GGTCACCACCAGCGACGGCCGCTCCGTCGTCTCCTACGACGTGGCTCCTGCAACC
TGGTCGTTCGGACAAACCTTCAGCGGTGGCCAATTCCACTGAGAAGCACATGTGA
CGTGCTTCACGTTAGAGAGTAACCCATAATTCTAAGCATAGAGTGATGGATGAAG
ATTAAAAGGGCTTATTTTACCTTGGCCTTTCATGGTGTTAGAGTCTGTGTGTAAGC
CTTATATCAATGGCTTGCTGTTCTTAGAGGGGAAGACACAGCTTAAGAAGCTGCT
CGTCTTCTTAGGGAGTAGTCAGAAAGTGGTGGCATTCTACCTCTCATTTCTCCTGA
GGCGCATCTGAAGAGAAGGCTTCTTCTCTGTGACTCATCGTCACCACTGCTTGTAT
CATGTCATTTATGCAAGTGAAGTTATATGGCAGA





