IDENTIFICATION

Species: Miscanthus sinensis
Locus: Misin08G116000

Gene Model: Misin08G116000.1.p
Description: McsEXPA-43
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Msinensis_v7_1
KEGG:-

EXTERNAL RESOURCES
https://grass-genome-hub.southgreen.fr/Genomeassembly/47213
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https://grass-genome-hub.southgreen.fr/Genomeassembly/47213

GENE STRUCTURE
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Query seq.
Superfanilies PLNB0193

} Name Accession Description Interval E-value
[+] PLN00193 super family cl33423 expansin-A: Provisional 36-266 5.89e-130
SEQUENCES
Peptide

>MCcsEXPA-43

MAPARVFILLLLAAAGWASAMAANDAVPTTTSSSPAPTGWLKAHATFYGGADASDT
MGGACGYGNLYSQGYGTRTAALSTVLFQDGASCGQCYKIACDRKRADPRFCKPGVT
VTVTATNFCPPNMALPDGGWCNQQRPHFDMAQPAFEKIGVHTGGIIPVMYQRVPCV
KRGGVRFTINGHDYFNLVLVTNVAAAGSIKSMEVKTSNSSNWTPLARNWGANWHS
LAYLTGQMLSFRVTDTDGQTIEFTNVVPQGWKFGQTFASKLQFK*

CDS (coding sequence)
>McsEXPA-43

ATGGCTCCAGCTCGAGTTTTCATACTCTTGCTGCTGGCAGCTGCCGGTTGGGCGTC
GGCCATGGCCGCTAATGACGCCGTCCCCACCACCACGTCGTCGTCTCCGGCACCA
ACCGGGTGGCTGAAGGCGCATGCCACCTTCTACGGAGGCGCTGATGCCTCGGACA
CCATGGGCGGCGCGTGCGGGTACGGGAACCTCTACTCCCAGGGCTACGGCACGC
GGACGGCGGCCCTGAGCACGGTGCTCTTTCAGGATGGGGCCTCATGCGGGCAGTG
CTACAAGATCGCGTGCGACCGCAAGAGAGCCGACCCAAGGTTTTGCAAACCCGG
CGTCACAGTCACCGTCACGGCCACCAACTTCTGCCCACCCAACATGGCGCTGCCC
GACGGCGGCTGGTGCAATCAGCAGCGCCCGCACTTCGACATGGCACAGCCGGCA
TTTGAGAAGATCGGCGTCCACACCGGCGGCATCATCCCCGTCATGTACCAGAGAG
TTCCTTGCGTGAAGCGAGGTGGGGTGCGCTTCACCATCAATGGGCATGACTACTT
CAACCTTGTGCTTGTGACCAACGTTGCGGCTGCTGGCTCCATCAAGTCCATGGAA
GTCAAGACCTCCAATTCGAGTAACTGGACACCATTGGCACGCAACTGGGGTGCGA
ACTGGCACTCTCTTGCATATCTTACCGGGCAGATGCTCTCGTTTAGAGTCACAGAC
ACGGATGGACAAACTATTGAATTCACAAACGTGGTGCCACAAGGATGGAAGTTT
GGCCAAACATTTGCATCCAAGTTGCAGTTCAAGTGA

Nucleotide
>MCcsSEXPA-43

ATGGCTCCAGCTCGAGTTTTCATACTCTTGCTGCTGGCAGCTGCCGGTTGGGCGTC
GGCCATGGCCGCTAATGACGCCGTCCCCACCACCACGTCGTCGTCTCCGGCACCA
ACCGGGTGGCTGAAGGCGCATGCCACCTTCTACGGAGGCGCTGATGCCTCGGACA
CCATGGGTAAGCTAACCGCTCAAGAACCATGCATGGGACAGCTTTCCTATATATG
CCATGAACATATATGATGCACATCTGTCATCGTCTGATCTGATCTAATAATATTTG



TGTCTGGTGGCAGGCGGCGCGTGCGGGTACGGGAACCTCTACTCCCAGGGCTACG
GCACGCGGACGGCGGCCCTGAGCACGGTGCTCTTTCAGGATGGGGCCTCATGCGG
GCAGTGCTACAAGATCGCGTGCGACCGCAAGAGAGCCGACCCAAGGTTTTGCAA
ACCCGGCGTCACAGTCACCGTCACGGCCACCAACTTCTGCCCACCCAACATGGCG
CTGCCCGACGGCGGCTGGTGCAATCAGCAGCGCCCGCACTTCGACATGGCACAGC
CGGCATTTGAGAAGATCGGCGTCCACACCGGCGGCATCATCCCCGTCATGTACCA
GAGGTATTTTTATTTATTTCCTACTACTACCTCTTCCTAGCTGAAAAAAAAACAAA
AACTAATTTCTTGCTTGTAGAGTTCCTTGCGTGAAGCGAGGTGGGGTGCGCTTCA
CCATCAATGGGCATGACTACTTCAACCTTGTGCTTGTGACCAACGTTGCGGCTGCT
GGCTCCATCAAGTCCATGGAAGTCAAGACCTCCAATTCGAGTAACTGGACACCAT
TGGCACGCAACTGGGGTGCGAACTGGCACTCTCTTGCATATCTTACCGGGCAGAT
GCTCTCGTTTAGAGTCACAGACACGGATGGACAAACTATTGAATTCACAAACGTG
GTGCCACAAGGATGGAAGTTTGGCCAAACATTTGCATCCAAGTTGCAGTTCAAGT
GA






