IDENTIFICATION

Species: Musa acuminata

Locus: GSMUA_AchrUn_randomP04750 001

Gene Model: GSMUA_AchrUn_randomP04750 001
Description: MacEXLB-03

Family: Expansin Like Beta

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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Legend:

Exon — Intron

DOMAIN ARCHITECTURE

Query seq.
Superfanilies PLN#S023

Name Accession Description Interval  E-value
[+] PLN03023 super family cl33621 Expansin-like B1; Provisional 31-254 1.43e-76
SEQUENCES

Peptide

>MacEXLB-03

MALSAHKLLLLLLPLLLCQSKAKGDTCSGCFTHSSAAYYPNSDKEGTETGACEYGTF
GATLNGGDVSAASNLYRNGVGCGACYQVRCTDAKYCSTDGVTIVITDLGASGNTDF
ILSQHAFARMGQNADAGASLLSLGAVGIEYRRVSCSYPNKNITFKIDQSSNLYYFAFQ
IWYQQGNKDITAVQLCETENFTCKLLERSHGAVWAVASPPRGPLSVRMLLSGGDDG
DDTWVVPPNNIPQNWTAGDIYDSGIQV*

CDS (coding sequence)
>MacEXLB-03

ATGGCTCTCTCCGCTCACAAACTTCTGCTTCTCCTCTTACCTTTGCTTCTCTGCCAA
TCTAAGGCCAAGGGGGATACCTGCAGTGGCTGCTTTACCCATTCAAGTGCAGCTT
ACTACCCTAACTCTGACAAAGAAGGGACAGAGACTGGTGCATGCGAGTATGGCA
CGTTCGGAGCGACGCTCAACGGCGGGGACGTCTCGGCAGCGTCGAACCTGTACA
GGAATGGCGTGGGTTGCGGTGCATGCTATCAGGTGCGATGCACGGATGCCAAGT
ACTGCTCGACCGACGGCGTCACGATCGTCATCACGGACTTGGGAGCAAGTGGCA
ACACCGACTTCATTCTCAGCCAGCACGCCTTCGCTCGCATGGGTCAGAATGCTGA
TGCAGGTGCTTCCCTTCTATCTCTCGGTGCGGTCGGCATCGAATACCGCAGGGTAT
CATGCAGCTATCCAAACAAGAACATCACCTTCAAGATTGACCAGAGCAGCAACCT
CTACTACTTTGCCTTCCAGATATGGTATCAGCAAGGGAACAAGGATATTACTGCT
GTTCAGCTGTGTGAGACCGAGAACTTCACCTGTAAGTTGTTGGAGAGGAGCCACG
GAGCAGTGTGGGCGGTAGCATCTCCACCAAGGGGGCCTCTCTCTGTGAGGATGCT
GTTGAGTGGAGGCGATGATGGAGATGACACATGGGTGGTGCCTCCCAATAACAT
ACCTCAGAACTGGACTGCAGGAGACATATATGACTCTGGAATACAAGTGTAG

Nucleotide
>MacEXLB-03

ATGGCTCTCTCCGCTCACAAACTTCTGCTTCTCCTCTTACCTTTGCTTCTCTGCCAA
TCTAAGGCCAAGGGGGATACCTGCAGTGGCTGCTTTACCCATTCAAGTGCAGCTT
ACTACCCTAACTCTGACAAAGAAGGGACAGAGAGTAAGTTGCGGACACATGCAT
GAAACATGAAACCTTGTTTTGCTCTCCCCTTACCTTTCGTCCATGAAACCTTCAGC
TGGTGCATGCGAGTATGGCACGTTCGGAGCGACGCTCAACGGCGGGGACGTCTC
GGCAGCGTCGAACCTGTACAGGAATGGCGTGGGTTGCGGTGCATGCTATCAGGTC



TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCCGCCATTGCTTCGCTTG
TCACGTCACTCACTTGCAGTACCTCGTCAGGTGCGATGCACGGATGCCAAGTACT
GCTCGACCGACGGCGTCACGATCGTCATCACGGACTTGGGAGCAAGTGGCAACA
CCGACTTCATTCTCAGCCAGCACGCCTTCGCTCGCATGGGTCAGAATGCTGATGC
AGGTGCTTCCCTTCTATCTCTCGGTGCGGTCGGCATCGAATACCGCAGGTGCGTGT
TCATCTTCAGCTGATTTCAGTACTACGGCAGCATGATATATAGTCAGATAGTGTG
AAGAACATGAAGACACTCGTCATGTTCATGCTGTGAATGGCACCTCAGGGTATCA
TGCAGCTATCCAAACAAGAACATCACCTTCAAGATTGACCAGAGCAGCAACCTCT
ACTACTTTGCCTTCCAGATATGGTATCAGCAAGGGAACAAGGATATTACTGCTGT
TCAGCTGTGTGAGGTACTACACAGCTTGATGGCATTGTTAGATACTTAATGATTTA
CCTATTGACTTTGGATTTACTACTGCAGACCGAGAACTTCACCTGTAAGTTGTTGG
AGAGGAGCCACGGAGCAGTGTGGGCGGTAGCATCTCCACCAAGGGGGCCTCTCT
CTGTGAGGATGCTGTTGAGTGGAGGCGATGATGGAGATGACACATGGGTGGTGC
CTCCCAATAACATACCTCAGAACTGGACTGCAGGAGACATATATGACTCTGGAAT
ACAAGTGTAG





