IDENTIFICATION

Species: Manihot esculenta
Locus: Manes.02G053000

Gene Model: Manes.02G053000.2
Description: MSEXPA-07
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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GENE STRUCTURE

MsEXPA-07
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Query seq,
Superfanilies PLNOOOS0

Name Accession Description Interval E-value
[+] PLND0O50 super family ci31535 expansin A; Provisional 1-239 828e-134
SEQUENCES

Peptide

>MsEXPA-07

MALLGFLAVGFLSLVSSAHGYYGGWINAHATFYGGGDASGTMGGACGYGNLYSQG
YGINTAALSTALFDNGLSCGACFELRCVNDPQWCLPGSIVVTATNFCPPGGWCDPPN
HHFDLSQPIFQHIAQYRAGIVPVSYRRVSCKRSGGIRFTINGHSYFNLVLVTNVGGAG
DVHAVAIKGSRTRWQPMSRNWGQNWQSNSYLNGQSLSFLVTTSDSRSVLSYNVAPA
GWSFGQTYTGSQFRY*

CDS (coding sequence)
>MSsEXPA-07

ATGGCTCTTCTTGGATTTCTTGCAGTTGGATTTCTCTCACTTGTCTCATCTGCTCAT
GGATACTATGGAGGTTGGATTAATGCCCATGCCACCTTCTATGGAGGTGGTGACG
CTTCTGGCACAATGGGTGGAGCTTGCGGTTATGGTAACCTCTACAGCCAAGGTTA
TGGAATTAACACAGCAGCACTAAGCACTGCATTATTTGACAATGGCTTGAGCTGC
GGAGCTTGCTTTGAGCTCAGGTGTGTGAATGATCCACAATGGTGCCTCCCTGGCT
CCATTGTTGTCACTGCCACTAATTTCTGCCCACCAGGAGGCTGGTGTGACCCTCCC
AACCATCACTTTGATCTCTCTCAACCAATCTTCCAACACATTGCCCAGTACAGAGC
TGGTATTGTCCCAGTAAGTTACAGAAGGGTAAGCTGCAAGAGAAGTGGAGGCAT
TAGGTTCACGATCAATGGACATTCCTACTTCAATTTAGTACTGGTAACCAATGTA
GGTGGAGCAGGCGATGTACATGCAGTAGCCATAAAGGGTTCAAGAACTAGATGG
CAACCAATGTCAAGAAACTGGGGCCAAAACTGGCAGAGTAACTCTTACCTGAAT
GGACAGAGTCTCTCTTTTCTAGTCACCACCAGTGACAGCCGTAGTGTGCTCTCTTA
CAATGTTGCCCCTGCTGGCTGGTCCTTTGGCCAGACATACACTGGAAGCCAATTT
CGATATTAA

Nucleotide
>MSsEXPA-07

CTCATTTCCCACCCTCACAGCAACTCCTTCAAGCTTCCTTTTCTTGTATTAATCTTT
TCCTTATCTTCTTGTTTTCTTCACCCATTTTGCAATTATAAATTTAAAGCATGTGCT
CAAGTGTCCACATGGTTAATTTGTGCAGGAAAATGGCTCTTCTTGGATTTCTTGCA
GTTGGATTTCTCTCACTTGTCTCATCTGCTCATGGATACTATGGAGGTTGGATTAA
TGCCCATGCCACCTTCTATGGAGGTGGTGACGCTTCTGGCACAATGGGTATGTCA
CAATGATCTCCAAGTTTAATCATTTAATGCACATGCCATTTTCTTTTTTGATTATA
AACTGGTTATCTTTTTTTTTTTCTAGGTGGAGCTTGCGGTTATGGTAACCTCTACA
GCCAAGGTTATGGAATTAACACAGCAGCACTAAGCACTGCATTATTTGACAATGG




CTTGAGCTGCGGAGCTTGCTTTGAGCTCAGGTGTGTGAATGATCCACAATGGTGC
CTCCCTGGCTCCATTGTTGTCACTGCCACTAATTTCTGCCCACCAGGAGGCTGGTG
TGACCCTCCCAACCATCACTTTGATCTCTCTCAACCAATCTTCCAACACATTGCCC
AGTACAGAGCTGGTATTGTCCCAGTAAGTTACAGAAGGTAGGCCAATTAAAAAC
CACTCATCTCCATCTTCATCTTTGCCTTTTTATCCTGCTCCAGTTTCAGGAAAAGA
CTCCAACATCCCAGAAGAATTGCTAAGTAGTGTTTATGGTTTTATAGGGTAAGCT
GCAAGAGAAGTGGAGGCATTAGGTTCACGATCAATGGACATTCCTACTTCAATTT
AGTACTGGTAACCAATGTAGGTGGAGCAGGCGATGTACATGCAGTAGCCATAAA
GGGTTCAAGAACTAGATGGCAACCAATGTCAAGAAACTGGGGCCAAAACTGGCA
GAGTAACTCTTACCTGAATGGACAGAGTCTCTCTTTTCTAGTCACCACCAGTGAC
AGCCGTAGTGTGCTCTCTTACAATGTTGCCCCTGCTGGCTGGTCCTTTGGCCAGAC
ATACACTGGAAGCCAATTTCGATATTAATAAGCAGAGCCTTTCAGTCTCTCATAA
GATGCATTATTAAGCTACAGTATGGATTGAGCAACTACTAATTAGTGCACCTTTG
GTAAAATAGAGTGCACTTTAGAAGAGATCTTGGGGGGTCAAGATTTCTCATGAAT
TGGCCCTTTTTGATTTCTCCCCATAGTATTGAGTTTTTGCAGTTGAAGAATTGGCC
ACGAATCAAGCCTCAAGGCTTTACTTATAACTGCTGTGTTGAGGGAGAGTAAATT
AAGTCAGTTTTTTCATTGCTGTTACTGTATCAACTTATAGACGCAAGTCCTTCTGA
ATATGCTTTATGCAAAAAAGGAAGAAAAAAAAAAGTATTTTTGCTTGTTTTGAGT
ATGCTTATGCCCTAATTAATTCAAT






