IDENTIFICATION

Species: Musa acuminata

Locus: GSMUA_Achr2P16370 001

Gene Model: GSMUA_Achr2P16370_001
Description: MacEXPA-08

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
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Legend:

Exon — Intron

DOMAIN ARCHITECTURE

Query seq,
Superfanilies PLNOOOS50

Name Accession Description Interval E-value
[+] PLNO0050 super family cI31535 expansin A; Provisional 29-256 2.36e-118
SEQUENCES

Peptide

>MacEXPA-08

MALASFVSLASLLALLAPAAGRIPGVYTGGQWQSAHATFYGGSDASGTMGGACGY
GNLYSQGYGVQTAALSTALFNEGQSCGSCFEIKCADDPRWCHGGSPSIFITATNFCPP
NYALPSDNGGWCNPPRPHFDLSMPMFLKIAEYRAGIVPVSFRRVPCRKSGGIRFTING
FQYFNLVLITNVAGAGDLVRASVKGSRTEWMPMSRNWGQNWQSNAVLVGQSLSFR
VTGSDRRTSTSWNIVPSTWEFGQTFEGKNFRV*

CDS (coding sequence)
>MacEXPA-08

ATGGCGTTGGCCTCCTTCGTCTCCCTCGCCTCACTCCTGGCCCTCCTGGCGCCGGC
GGCTGGGCGCATTCCCGGCGTCTACACTGGCGGTCAGTGGCAGAGCGCCCACGCC
ACCTTCTACGGCGGCAGTGACGCGTCCGGCACCATGGGAGGGGCGTGTGGGTAC
GGGAATCTGTACAGCCAGGGGTACGGGGTGCAGACGGCGGCGCTGAGCACGGCG
CTGTTCAACGAGGGGCAGAGCTGCGGGTCGTGCTTCGAGATCAAGTGCGCGGAC
GACCCGCGGTGGTGCCACGGCGGGAGCCCCTCCATCTTCATCACTGCTACCAACT
TCTGCCCGCCCAACTACGCTCTCCCCTCCGACAACGGCGGGTGGTGCAACCCACC
ACGCCCCCACTTCGACCTCTCCATGCCCATGTTCCTCAAGATCGCCGAGTACCGC
GCTGGCATCGTACCCGTCTCCTTCCGAAGGGTCCCTTGCAGGAAATCCGGTGGGA
TCCGCTTCACGATCAACGGGTTCCAGTACTTCAACCTGGTGCTGATCACCAACGT
GGCGGGCGCCGGCGACCTCGTCCGCGCCAGCGTGAAAGGGTCCCGCACCGAGTG
GATGCCCATGTCCCGCAACTGGGGCCAGAACTGGCAGTCCAACGCCGTCCTCGTC
GGCCAGTCCCTCTCCTTCCGCGTCACCGGCAGCGACCGCCGCACCTCCACCTCCT
GGAACATCGTCCCCTCCACCTGGGAGTTCGGCCAGACCTTCGAGGGCAAGAACTT
CCGCGTCTGAA

Nucleotide
>MacEXPA-08

ATGGCGTTGGCCTCCTTCGTCTCCCTCGCCTCACTCCTGGCCCTCCTGGCGCCGGC

GGCTGGGCGCATTCCCGGCGTCTACACTGGCGGTCAGTGGCAGAGCGCCCACGCC
ACCTTCTACGGCGGCAGTGACGCGTCCGGCACCATGGGTAAGCCACATTCCTATG

ATAGTCACCGATCTCTTGCGTCCAGCCTCGAACGAAGCGGGGAGTGACGACGTTT
GTGTGCCGGATGCTGGGTTTGCAGGAGGGGCGTGTGGGTACGGGAATCTGTACA



GCCAGGGGTACGGGGTGCAGACGGCGGCGCTGAGCACGGCGCTGTTCAACGAGG
GGCAGAGCTGCGGGTCGTGCTTCGAGATCAAGTGCGCGGACGACCCGCGGTGGT
GCCACGGCGGGAGCCCCTCCATCTTCATCACTGCTACCAACTTCTGCCCGCCCAA
CTACGCTCTCCCCTCCGACAACGGCGGGTGGTGCAACCCACCACGCCCCCACTTC
GACCTCTCCATGCCCATGTTCCTCAAGATCGCCGAGTACCGCGCTGGCATCGTAC
CCGTCTCCTTCCGAAGGTATTCCTCCTTTTTGTAGAGCTCCTCTGCTCGGATCTTCA
TCGTTTGATCTTTACGATGCGTGTAGATTCATGCTGGTTTCGATCTGTGCTCTTAG
AATTGGCCTTAAAAGACGCCCTAAACATGGAACCATTATTTTGTGAAATAATTAC
GAACGCGTCCATCTTACGCGCATGGATTACGCGACGATGTGGCTGCGTATGGGGC
GTTGGATGGGAAGCCTCCAATGTAAAGGGGCTTTACGCTCCTATGCGACATTTTG
ATCCCGCGACATCTTTCCCCTAAATGGTATCCTTCTCGTGGCATCAATTCCACCTT
CTTCAGTACTGCTTTCCAATGTCCTCATAATCGCTTAAACTTCGTGTCGTTTGTGC
GATTCACTCATCCTCTTTCCTTTATTTTACTTATTTTTCTCCATGCAATGACATCCT
TCTTTTGGCTGTGTTGTTTTGGGTAGAGATTCCGGTTCCTTTCCCTATCAAAAGTTC
ACTTTCCAGAATTGTTCCACAGTGTTGTTGAATTGACGAGAGTGCCACTCTCGTCA
ATATTCTTCGGTCTCCGACGCCTGGTTTAGGACACCGGACAATATATTTCAGGAT
ACAAAGCACACATCTCTCCCAAAAAATATTTTTTTGTTTAGCTGAACTTGTGCAGA
AACGAGATACCGAAATCGACCTATGCTCATGTCATGTCTGGCCTTTAAGGGGTCT
GACTTTGGTCCGGGAGCAGAATCGAATCAGATTATTGATATCTTCCCATTCCAGC
CCGTGAATTATTTTCCTTCCGCTTGTTCTCCGGTCCGCGTTTTGCCCCGCCCTTTAT
TTTTTTTTTGGGGTTCTCTGTTTTGTCGAAGCAAAATAAAAATATTATCATTTTTTT
AAACCTATTTGACCGGATTCCCCACTTTATGTGTGACTCACAGAACACAAAGCTA
AAAAGGCAAAAACCCAAAGAAAGAACGTAATTTCCGTTGTCGCGGTATCCTATG
CCTCCCTGTAGGGCCGGAAACAAACAAAAGGAAACCGCGTGGGGTCCAGCCCTA
TTGGGGCTAGCGTGGTGTGATGCACCGTATCGATTTGAACCGACGTGCTTGCTGA
TTTGTTTGCGGCCGTCCGATCGCAGGGTCCCTTGCAGGAAATCCGGTGGGATCCG
CTTCACGATCAACGGGTTCCAGTACTTCAACCTGGTGCTGATCACCAACGTGGCG
GGCGCCGGCGACCTCGTCCGCGCCAGCGTGAAAGGGTCCCGCACCGAGTGGATG
CCCATGTCCCGCAACTGGGGCCAGAACTGGCAGTCCAACGCCGTCCTCGTCGGLCC
AGTCCCTCTCCTTCCGCGTCACCGGCAGCGACCGCCGCACCTCCACCTCCTGGAA
CATCGTCCCCTCCACCTGGGAGTTCGGCCAGACCTTCGAGGGCAAGAACTTCCGC
GTCTGA






