IDENTIFICATION

Species: Manihot esculenta
Locus: Manes.14G079900

Gene Model: Manes.14G079900.1
Description: MSEXPA-30
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
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Query seq.
Superfanilies PLNOOOS0

Name Accession Deseription Interval E.value
[+] PLND0050 super family 31535 expansin A; Provisional 1-247 7 51e-140
SEQUENCES

Peptide

>MsEXPA-30

MAFAGLLFLGFFSLISLASGDDGGWLDAHATFY GGGDASGTMGGACGYGNLESQGY
GRDSAALSTALFNNGLSCGACFEIKCKDESKWCLPGSIVVTATNFCPPNNALPNNAG
GWCNPPQHHFDLSQPVFQRIAQY KAGIVPVSYRRVPCQKKGGIRFTINGHSYFNLVLI
TNVGGAGDVHAVSVKGSRTDWQPMSRNWGQNWQSNSLLTGQSLSFKVTTSDGRTV
VCNDVTPAGWSFGQTFTGPQFH*

CDS (coding sequence)
>MSsEXPA-30

ATGGCATTTGCTGGGCTTCTCTTTCTGGGATTTTTTTCTTTAATCTCACTCGCTTCA
GGGGATGATGGGGGTTGGCTTGATGCTCATGCTACCTTCTATGGAGGTGGCGATG
CCTCGGGTACAATGGGTGGTGCTTGTGGGTATGGAAACCTTGAGAGCCAAGGTTA
TGGAAGAGACTCTGCAGCTTTGAGCACAGCCTTGTTCAACAATGGCTTGAGCTGT
GGAGCTTGTTTTGAAATAAAATGCAAAGATGAGTCAAAGTGGTGTCTGCCAGGGT
CTATAGTGGTGACAGCCACCAATTTCTGCCCACCGAACAACGCCCTTCCTAACAA
TGCTGGAGGGTGGTGCAACCCTCCCCAGCATCATTTTGATCTCTCTCAGCCTGTGT
TTCAACGAATTGCTCAATATAAAGCTGGGATTGTTCCTGTATCTTATAGAAGGGT
ACCATGCCAAAAGAAAGGAGGAATAAGATTCACAATTAATGGCCACTCATACTT
CAACCTAGTCCTCATAACCAACGTTGGAGGAGCTGGTGATGTTCATGCAGTTTCA
GTAAAAGGATCAAGAACCGATTGGCAACCCATGTCGAGAAACTGGGGTCAAAAC
TGGCAAAGCAATTCATTGTTGACCGGACAAAGCCTCTCGTTTAAGGTGACGACTA
GTGATGGGCGCACTGTGGTCTGCAACGATGTCACGCCTGCTGGGTGGTCCTTCGG
CCAGACCTTCACCGGCCCACAGTTCCATTAA

Nucleotide
>MsEXPA-30

ATGGCATTTGCTGGGCTTCTCTTTCTGGGATTTTTTTCTTTAATCTCACTCGCTTCA
GGGGATGATGGGGGTTGGCTTGATGCTCATGCTACCTTCTATGGAGGTGGCGATG
CCTCGGGTACAATGGGTATGTTGTAGCACCTGATCTTTGTTATTTAGCATGTTAAT
AGTGCACCTTTTTTTTCTACAAAATTGGTTGACCCTTTTTAAAACTTCTGCAGGTG
GTGCTTGTGGGTATGGAAACCTTGAGAGCCAAGGTTATGGAAGAGACTCTGCAGC
TTTGAGCACAGCCTTGTTCAACAATGGCTTGAGCTGTGGAGCTTGTTTTGAAATA
AAATGCAAAGATGAGTCAAAGTGGTGTCTGCCAGGGTCTATAGTGGTGACAGCC
ACCAATTTCTGCCCACCGAACAACGCCCTTCCTAACAATGCTGGAGGGTGGTGCA




ACCCTCCCCAGCATCATTTTGATCTCTCTCAGCCTGTGTTTCAACGAATTGCTCAA
TATAAAGCTGGGATTGTTCCTGTATCTTATAGAAGGTGTTCATTCGCATGTCTTCT
TTCTCAAATATCTTGTTAAAAGGTTAATTTCGAATAAATACAAGCCGTCCACGGA
TGGACTATAGTCCTAAAAACCTGAATTTGGACCTTTTGCTACCTGCCTACTAAAG
GTCGTCAACATATGGAAATTTTATTCAAGTGGCCTTAATCCACGTGAACACATGC
AAGGAGGCTCTCTAGTCCTTTTTTATATTTTATTTTATTATTTGGTTTACAGTTTTA
GAGATGATCTGGCAATTTATTGCAAGAAAGTCTACTTGTTACCTCAGGTTTTTTTT
AACCCGAACTTTTTCCAAGTACTGGATCGATATAATTGGTTTTGTTAAAAAAGAA
GAATAGGATAAGGAATTTAAGCTTAGTTCCTATTTTCTGAAGGTTTTGGTTTCTTT
CTTGCGTGACACTAATGCAGGGTACCATGCCAAAAGAAAGGAGGAATAAGATTC
ACAATTAATGGCCACTCATACTTCAACCTAGTCCTCATAACCAACGTTGGAGGAG
CTGGTGATGTTCATGCAGTTTCAGTAAAAGGATCAAGAACCGATTGGCAACCCAT
GTCGAGAAACTGGGGTCAAAACTGGCAAAGCAATTCATTGTTGACCGGACAAAG
CCTCTCGTTTAAGGTGACGACTAGTGATGGGCGCACTGTGGTCTGCAACGATGTC
ACGCCTGCTGGGTGGTCCTTCGGCCAGACCTTCACCGGCCCACAGTTCCATTAA






