IDENTIFICATION

Species: Manihot esculenta
Locus: Manes.08G172000

Gene Model: Manes.08G172000.1
Description: MSEXPA-23
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

Superfanilies PLN0OOOSO

+ Name Accession Description Interval E-value
[+] PLN0OOO50 super family 31535 expansin A; Provisional 1-251 1.33e-126
SEQUENCES

Peptide

>MsEXPA-23

MQILSFLRILVVFSLCVHGTYGDHNLGGWQSAHATFYGGSDASGTMGGACGYGNLY
SQGYGTHTAALSTALFNNGFSCGACFQIRCNNDPKWCLSRTITVTATNFCPPNYALSN
DNGGWCNPPLQHFDLAEPAFLQIAQYRAGIVPVLFRRVPCLKKGGLRFTINGNSYFNL
VLITNVGGAGDVRAVSVKGSRTGWQTMSRNWGQNWQSNSFLSGQSLSFRVTTSDG
RTVSSYNVVPANWQFGQTFEGGQF*

CDS (coding sequence)
>MSsEXPA-23

ATGCAAATCTTATCATTTCTTCGCATACTAGTTGTGTTCAGCTTATGTGTTCATGG
CACTTATGGAGACCACAACCTTGGTGGCTGGCAGAGTGCCCATGCTACATTCTAT
GGAGGCAGTGATGCTTCAGGCACAATGGGTGGTGCTTGTGGATACGGAAACCTGT
ACAGCCAAGGATATGGAACACACACCGCAGCTCTAAGCACTGCCCTTTTTAACAA
TGGCTTCAGCTGTGGTGCCTGCTTCCAGATACGCTGCAACAATGATCCAAAGTGG
TGTCTCTCTCGAACCATCACTGTCACAGCCACCAACTTCTGCCCACCAAATTATGC
TTTATCCAATGATAATGGTGGTTGGTGCAATCCCCCTCTCCAACATTTTGATTTGG
CTGAGCCTGCTTTCTTGCAGATTGCTCAATATCGAGCTGGAATTGTTCCTGTACTC
TTCAGAAGGGTCCCATGTTTGAAAAAAGGGGGATTGAGGTTCACCATCAATGGTA
ATTCTTACTTCAACTTGGTCCTGATAACGAATGTGGGTGGAGCAGGGGATGTCCG
GGCAGTGTCCGTCAAGGGGTCCAGAACGGGGTGGCAAACTATGTCAAGAAATTG
GGGACAAAATTGGCAGAGCAACTCATTCCTCAGTGGCCAAAGCCTCTCCTTTAGA
GTTACCACCAGCGACGGCAGGACTGTCTCCAGCTACAATGTAGTGCCTGCCAATT
GGCAATTTGGACAAACTTTCGAGGGAGGTCAATTCTAG

Nucleotide
>MSEXPA-23

CACCTTCCAACCTTAGTTCCCAATTTCTCTCTTTGCATCAGTAAAGCAAGAATGCA
AATCTTATCATTTCTTCGCATACTAGTTGTGTTCAGCTTATGTGTTCATGGCACTTA
TGGAGACCACAACCTTGGTGGCTGGCAGAGTGCCCATGCTACATTCTATGGAGGC
AGTGATGCTTCAGGCACAATGGGTAAGCAAGAAAGTCTTCAATTACCAATTACCG
CTTCATTTTCTTTTTTTCTTTTTTTTCTTTTTAAACAAAAAGCCTTACGTGAAGGTG
TACTTGGTGTTGCCCCGCAGGTGGTGCTTGTGGATACGGAAACCTGTACAGCCAA
GGATATGGAACACACACCGCAGCTCTAAGCACTGCCCTTTTTAACAATGGCTTCA
GCTGTGGTGCCTGCTTCCAGATACGCTGCAACAATGATCCAAAGTGGTGTCTCTC




TCGAACCATCACTGTCACAGCCACCAACTTCTGCCCACCAAATTATGCTTTATCCA
ATGATAATGGTGGTTGGTGCAATCCCCCTCTCCAACATTTTGATTTGGCTGAGCCT
GCTTTCTTGCAGATTGCTCAATATCGAGCTGGAATTGTTCCTGTACTCTTCAGAAG
GTAATTTATTTCATCATACAACTCAATAGAGTCCAGGCAGAACAATCATGGACAT
ACTTCTATTGAAGGGGGTCCCTTTCAAAGTCATAAGTCAAAACTCCAGGCATTAG
ATGAAGTTCTCATGTGTAAAAAAAGCGGGATTGAGTTTCACCATATAATTCTCTTT
CTTTTGCTGTGACTTTTGAAAATCCAAATTATTGAGTTGTTTTCTGACAGGGTCCC
ATGTTTGAAAAAAGGGGGATTGAGGTTCACCATCAATGGTAATTCTTACTTCAAC
TTGGTCCTGATAACGAATGTGGGTGGAGCAGGGGATGTCCGGGCAGTGTCCGTCA
AGGGGTCCAGAACGGGGTGGCAAACTATGTCAAGAAATTGGGGACAAAATTGGC
AGAGCAACTCATTCCTCAGTGGCCAAAGCCTCTCCTTTAGAGTTACCACCAGCGA
CGGCAGGACTGTCTCCAGCTACAATGTAGTGCCTGCCAATTGGCAATTTGGACAA
ACTTTCGAGGGAGGTCAATTCTAGCAACACTTAAAAGATTGACGAAAATTTGCTT
TTAATTGCAATAGAATACAAGGATACTTAGTAATATGGCCGGTTATGCAGAGGTC
GCCAAAAGGGGCCTATGCTTTCAAGTGCCATCTAATATGTACAAGTAAATTCCCA
TCTTTCGACAACAGAGTGGGATGGAATAAAGCAATTATGGTCACACTTCTTTGGA
GCT





