IDENTIFICATION

Species: Manihot esculenta
Locus: Manes.15G113800

Gene Model: Manes.15G113800.1
Description: MSEXPA-31
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
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Legend:
Exon — Intron

DOMAIN ARCHITECTURE

Query seq.
Superfanilies PLN0OOOS50

100 128 154 178 200 225
| 1 | | |

Name Accession Description Interval E-value
[+] PLN00050 super family 31535 expansin A; Provisional 7-252 4.72e-86
SEQUENCES
Peptide
>MsEXPA-31

MGALKALVLHLIMLQTCKIAATNATDEEWKTATATYTKEQFGSITIEGACGYGDIHR
ATYGKYSAGLSSMLFNKGSTCGACFEVRCVDHILWCLQGSPSIILTATDFCPPNYGLS
ADYGGWCNFPKEHFEMSEAAFTEIAERKADLIPIQYRRVKCERKGGVRFTASGSFNFL
QVLITNVGVDGEVVAVKVKGSRTGWIPMARNWGQNWQSNVNLVGQPLSFEVTTSS
RTLTAYNVAPANWQFGQTFEGKQF*

CDS (coding sequence)
>MSsEXPA-31

ATGGGTGCTCTTAAAGCCTTAGTTCTGCACTTGATCATGTTACAGACATGCAAGA
TTGCTGCCACTAATGCCACTGATGAGGAATGGAAGACGGCCACTGCAACTTACAC
CAAAGAACAATTTGGGTCAATCACTATAGAAGGAGCTTGTGGGTATGGTGATATT
CACAGAGCCACCTATGGTAAGTATAGTGCTGGATTGAGTAGTATGTTGTTCAACA
AAGGGAGTACCTGTGGAGCTTGCTTTGAGGTCAGATGCGTAGATCACATCTTATG
GTGCCTGCAAGGTAGCCCCTCTATCATTCTCACTGCCACAGATTTCTGTCCTCCAA
ATTATGGGCTTTCAGCAGATTATGGTGGCTGGTGCAATTTTCCCAAAGAACATTTT
GAGATGTCAGAGGCAGCATTCACTGAAATTGCTGAAAGGAAAGCCGATTTAATTC
CAATCCAGTACAGGAGGGTGAAGTGTGAGAGGAAGGGTGGGGTGAGATTCACAG
CTAGTGGGAGTTTTAACTTCTTACAGGTGCTCATTACCAACGTAGGAGTAGATGG
TGAAGTGGTTGCAGTGAAGGTGAAGGGATCAAGAACAGGATGGATACCTATGGC
AAGAAACTGGGGCCAGAACTGGCAATCCAATGTCAATCTTGTTGGACAGCCTCTT
TCTTTTGAAGTCACTACTAGCAGCAGAACACTCACAGCTTACAATGTTGCACCAG
CAAACTGGCAATTCGGTCAGACATTTGAGGGCAAACAATTCTAG

Nucleotide
>MsSEXPA-31

ATGGGTGCTCTTAAAGCCTTAGTTCTGCACTTGATCATGTTACAGACATGCAAGA
TTGCTGCCACTAATGCCACTGATGAGGAATGGAAGACGGCCACTGCAACTTACAC
CAAAGAACAATTTGGGTCAATCACTATAGGTAACTTTTCTCATTACTAGTCCTACC
ATTTGGGTAAATGTTCCACCATTTCAACTCATACTGGGGCTTCATGTTCCACACAT
CTCGGTTCTAATTGAGAATGCAGAAATACATAAGTATGGTCGATTTCAGATAGGA
TGGGATTAAGTCTCGGCTAAGCTCAGTTGAGTTGAATATATACGGTTTTGCAAGT
GTGTAATGGCCTTTTTGGTGTTGCAGAAGGAGCTTGTGGGTATGGTGATATTCAC
AGAGCCACCTATGGTAAGTATAGTGCTGGATTGAGTAGTATGTTGTTCAACAAAG



GGAGTACCTGTGGAGCTTGCTTTGAGGTCAGATGCGTAGATCACATCTTATGGTG
CCTGCAAGGTAGCCCCTCTATCATTCTCACTGCCACAGATTTCTGTCCTCCAAATT
ATGGGCTTTCAGCAGATTATGGTGGCTGGTGCAATTTTCCCAAAGAACATTTTGA
GATGTCAGAGGCAGCATTCACTGAAATTGCTGAAAGGAAAGCCGATTTAATTCCA
ATCCAGTACAGGAGGTATAAGAATGAAATTACAAATAATTTGCAAAATAGTTAC
AATTAATAAGCAAACATTATTATTGCAATTTTATGCAGGGTGAAGTGTGAGAGGA
AGGGTGGGGTGAGATTCACAGCTAGTGGGAGTTTTAACTTCTTACAGGTGCTCAT
TACCAACGTAGGAGTAGATGGTGAAGTGGTTGCAGTGAAGGTGAAGGGATCAAG
AACAGGATGGATACCTATGGCAAGAAACTGGGGCCAGAACTGGCAATCCAATGT
CAATCTTGTTGGACAGCCTCTTTCTTTTGAAGTCACTACTAGCAGCAGAACACTCA
CAGCTTACAATGTTGCACCAGCAAACTGGCAATTCGGTCAGACATTTGAGGGCAA

ACAATTCTAG





