IDENTIFICATION

Species: Manihot esculenta
Locus: Manes.07G117200

Gene Model: Manes.07G117200.1
Description: MSEXPA-18
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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DOMAIN ARCHITECTURE
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Superfanilies PLNO0O0S0
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-+ Name Accession Description Interval E-value
[+] PLNO0Q50 super family 31535 expansin A; Provisional 29-256 6.27e-121
SEQUENCES

Peptide

>MsEXPA-18

MAARSAFGVVSVVLLLTLADARIPGVYTGGSWQSAHATFYGGSDASGTMGGACGY
GNLYSQGYGVNTAALSTALFNNGLSCGACFEIKCANDPQWCHSGSPSIFITATNFCPP
NYALPNDNGGWCNPPRPHFDLAMPMFLKIAEYHAGIVPVSYRRVPCRKQGGIRFTIN
GFRYFNLVLITNVAGAGDIVKASVKGSKTGWMSMSRNWGQNWQSNSILVGQSLSFR
VTGSDRRSSTSWNIVPSNWQFGQTFIGKNFRV*

CDS (coding sequence)
>MSsEXPA-18

ATGGCTGCAAGGTCTGCATTTGGTGTTGTGTCTGTAGTGCTGTTGCTGACTCTTGC
TGATGCAAGAATTCCTGGTGTTTACACTGGTGGATCCTGGCAGAGCGCCCATGCT
ACTTTCTATGGTGGTAGTGATGCATCTGGAACAATGGGTGGCGCCTGTGGCTATG
GAAACCTCTACAGCCAAGGCTATGGGGTGAACACTGCAGCGCTGAGCACAGCCC
TTTTCAACAATGGACTTAGTTGCGGTGCTTGTTTCGAAATCAAGTGCGCTAATGAC
CCACAATGGTGCCACTCCGGCAGCCCATCAATCTTTATCACTGCCACCAACTTTTG
CCCTCCTAACTATGCTCTGCCTAATGACAATGGCGGGTGGTGCAACCCTCCTCGC
CCTCACTTTGATCTTGCCATGCCCATGTTCCTCAAGATCGCCGAGTACCATGCCGG
AATCGTCCCTGTATCCTATCGCCGGGTGCCATGCAGGAAGCAAGGAGGAATCAG
GTTCACAATCAACGGCTTCCGTTATTTCAACTTGGTATTGATCACCAACGTCGCAG
GTGCAGGAGATATAGTGAAGGCGAGCGTGAAGGGCTCAAAGACTGGATGGATGA
GCATGAGCCGCAATTGGGGTCAAAACTGGCAATCAAATTCTATTTTGGTTGGTCA
GTCACTCTCCTTCAGGGTCACAGGCAGTGACAGACGCAGCTCCACTTCTTGGAAT
ATTGTCCCTTCAAATTGGCAATTTGGTCAAACTTTCATTGGAAAGAATTTCAGGGT
TTAA

Nucleotide
>MsSEXPA-18

CTAAAAATCCTCATCTCTCTCTTTTTCTCTCTTCTCTTTAGAGCATAGATTAGTGAA
CAAATCAATGGCTGCAAGGTCTGCATTTGGTGTTGTGTCTGTAGTGCTGTTGCTGA
CTCTTGCTGATGCAAGAATTCCTGGTGTTTACACTGGTGGATCCTGGCAGAGCGC
CCATGCTACTTTCTATGGTGGTAGTGATGCATCTGGAACAATGGGTACTGCAATTT
TCAGCTATACTACTTGTTAAGCTCATCATTTTTCAAAAAGTAGATACAATTTCCAC
TGATTTTATTCATCTGTATTTGCTCTGTTCTTCACCTCTCGAGGGTATCTGCATTTT
TCATAATTGACCCATGATGTGTTGTGCATTTTCCAAGAAAAGCCCATCCGTTAGA



AATTGAAAATGATCTTATCATTCTGTTTGTTTGTGTGCAGGTGGCGCCTGTGGCTA
TGGAAACCTCTACAGCCAAGGCTATGGGGTGAACACTGCAGCGCTGAGCACAGC
CCTTTTCAACAATGGACTTAGTTGCGGTGCTTGTTTCGAAATCAAGTGCGCTAATG
ACCCACAATGGTGCCACTCCGGCAGCCCATCAATCTTTATCACTGCCACCAACTTT
TGCCCTCCTAACTATGCTCTGCCTAATGACAATGGCGGGTGGTGCAACCCTCCTC
GCCCTCACTTTGATCTTGCCATGCCCATGTTCCTCAAGATCGCCGAGTACCATGCC
GGAATCGTCCCTGTATCCTATCGCCGGTAAAATGATCGTTTTCTTACTCTGTTAAC
TCCTTTCTGGTGTTCTTTCTTTGAAAAAATTTCAAGGAAAATTATTCACAAATTTA
CACCTTTTGGAAAAGTATTTGAATTTATTATCGCTAATGGTATTTTTTTTTTAATTT
AAATAATTTATTTTAAACTTTAATTTTTTTAAATAGTATTTATGCAATAATTTTTTT
TTTAAATAGCAATTCTAAATTTAACTGAATTACATTGTTTGTAACACATTTTGTAA
ATTATTAAAACATAAAAGAAAAATAATTAAATTTCCATGATTTTGTAGGGTGCCA
TGCAGGAAGCAAGGAGGAATCAGGTTCACAATCAACGGCTTCCGTTATTTCAACT
TGGTATTGATCACCAACGTCGCAGGTGCAGGAGATATAGTGAAGGCGAGCGTGA
AGGGCTCAAAGACTGGATGGATGAGCATGAGCCGCAATTGGGGTCAAAACTGGC
AATCAAATTCTATTTTGGTTGGTCAGTCACTCTCCTTCAGGGTCACAGGCAGTGAC
AGACGCAGCTCCACTTCTTGGAATATTGTCCCTTCAAATTGGCAATTTGGTCAAAC
TTTCATTGGAAAGAATTTCAGGGTTTAATTTTCCCTTTAAAATTTTGGATTTTCCCC
CTTTTTCTGGGAAAATTTGAAATGGGGAAAAGTGTGCCGGCGAACTTTAAAAATG
GAGTTTTTCTTTGCTTTTTTGGGGTAAAAGGTGAAAAAGTTGATGTAATGGAGGA
GCTGAGGTGGCTGCATAGTCATATAGCCCGCAGCTTTTATTTACCGCAATATAATT
TAATATAATACAACAT






