IDENTIFICATION

Species: Manihot esculenta
Locus: Manes.05G006600

Gene Model: Manes.05G006600.1
Description: MSEXPA-12
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Mesculenta_v7_1
KEGG: https://www.genome.jp/entry/T05761

EXTERNAL RESOURCES
https://cassavagenome.org/
https://cassavabase.org/
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Superfanilies

+ Name Accession Description Interval E-value
[+] PLN00193 super family ci33423 expansin-A; Provisional 15-254 4.43e-131
SEQUENCES

Peptide

>MsEXPA-12

MQILTMPFVFLLLGLFSSKPYVASAAWLRAHATFYGGNDASGTMGGACGYGNLYTD
GYGVKTAALSTALFNDGKSCGGCYQIVCDGTQVPQWCLKGSSITITATNFCPPNYNL
PNDNGGWCNPPRPHFDMSQPAFETIAKYRAGIVPVFYRRVGCRRSGGIRFTINGRDYF
ELVLISNVGGAGEISSVWIKGSKSNRWETMSRNWGVNWQSLSY LNGQSLSFRVQAS
DGSIVTALNVVPSNWVFGQSFKSNVQF*

CDS (coding sequence)
>MSEXPA-12

ATGCAGATACTGACCATGCCTTTTGTCTTTCTCTTGCTGGGGCTTTTCTCCTCAAA
ACCATACGTAGCATCAGCTGCTTGGCTCCGAGCCCATGCAACTTTCTATGGTGGG
AATGATGCTTCTGGTACAATGGGCGGTGCTTGTGGATATGGAAATCTATACACCG
ATGGTTATGGAGTCAAAACTGCTGCACTGAGCACAGCTTTGTTCAACGATGGCAA
GTCATGTGGTGGGTGCTATCAGATTGTCTGCGATGGAACCCAGGTCCCCCAATGG
TGCCTTAAGGGCTCATCGATTACTATTACTGCTACAAACTTCTGCCCACCAAATTA
TAATCTCCCTAATGACAATGGAGGGTGGTGCAATCCTCCACGGCCACACTTCGAC
ATGTCTCAACCTGCATTCGAGACCATTGCCAAGTACCGGGCCGGAATTGTACCTG
TTTTCTACCGGAGAGTGGGATGCAGGAGAAGTGGGGGCATAAGATTCACAATCA
ATGGAAGGGACTACTTTGAGCTTGTGCTGATATCAAATGTAGGAGGAGCAGGAG
AGATCTCCAGTGTGTGGATCAAAGGGTCTAAGTCCAACAGATGGGAGACCATGTC
AAGAAATTGGGGTGTGAATTGGCAGAGCCTGAGCTATCTAAATGGGCAGAGCTT
GTCGTTTAGAGTCCAAGCCAGCGACGGAAGTATCGTCACTGCTCTTAACGTTGTA
CCTTCCAACTGGGTGTTTGGGCAGTCCTTCAAAAGCAATGTTCAATTCTAG

Nucleotide
>MSEXPA-12

ATGCAGATACTGACCATGCCTTTTGTCTTTCTCTTGCTGGGGCTTTTCTCCTCAAA
ACCATACGTAGCATCAGCTGCTTGGCTCCGAGCCCATGCAACTTTCTATGGTGGG
AATGATGCTTCTGGTACAATGGGTAAGTTTCCATTTCTATTTCCATGCGAGAATTG
ATCAGCTGTAGCTAATATTTGTGATAATCTCATGTGCTGAATGTTATAGGCGGTGC
TTGTGGATATGGAAATCTATACACCGATGGTTATGGAGTCAAAACTGCTGCACTG
AGCACAGCTTTGTTCAACGATGGCAAGTCATGTGGTGGGTGCTATCAGATTGTCT
GCGATGGAACCCAGGTCCCCCAATGGTGCCTTAAGGGCTCATCGATTACTATTAC
TGCTACAAACTTCTGCCCACCAAATTATAATCTCCCTAATGACAATGGAGGGTGG




TGCAATCCTCCACGGCCACACTTCGACATGTCTCAACCTGCATTCGAGACCATTG
CCAAGTACCGGGCCGGAATTGTACCTGTTTTCTACCGGAGGTAAGTTCTCAACCC
TCATCAATAAACTTAATATTTATGGGAATCTTTTCTAAATATTGAATGACAAGCTG
TGGTGAATCAGAGTGGGATGCAGGAGAAGTGGGGGCATAAGATTCACAATCAAT
GGAAGGGACTACTTTGAGCTTGTGCTGATATCAAATGTAGGAGGAGCAGGAGAG
ATCTCCAGTGTGTGGATCAAAGGGTCTAAGTCCAACAGATGGGAGACCATGTCAA
GAAATTGGGGTGTGAATTGGCAGAGCCTGAGCTATCTAAATGGGCAGAGCTTGTC
GTTTAGAGTCCAAGCCAGCGACGGAAGTATCGTCACTGCTCTTAACGTTGTACCT
TCCAACTGGGTGTTTGGGCAGTCCTTCAAAAGCAATGTTCAATTCTAG





