IDENTIFICATION

Species: Miscanthus sinensis
Locus: Misin01G478500

Gene Model: Misin01G478500.1.p
Description: McsEXPA-08
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
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DOMAIN ARCHITECTURE
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 List of domainbits ]
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Name Accession Description Interval E-value

[+] PLND0193 super family expansin-A; Provisional 25-252 1.16e-118

SEQUENCES
Peptide
>McsEXPA-08

MARKVDLCRLLVAAVAACLAATVRAGWLKGSATFYGGANAAGTMGGACGYGNL
YSAGYGTDTAALSSALFNGGAACGECYQVQCDQQNSRWCKPGVTVTVTATNLCPA
DYSQPSNDGGWCNPPRQHFDMSQPVWEKIGVYSGGIPVFFQRVSCSRSGGVRFTING
NRYFKLVLIFNVAGPGSISAVLIKGSSTGWITMSRNWGANWQANSDLTTQSISFRVTA
TNGQFLEFYNVAGSNWQLGQTFTNGQNFY*

CDS (coding sequence)
>McsEXPA-08

ATGGCGCGCAAGGTCGACCTGTGCCGCCTGCTGGTGGCTGCCGTAGCAGCGTGCC
TCGCCGCGACGGTCCGGGCGGGGTGGCTGAAGGGCTCGGCGACGTTCTACGGCG
GGGCCAACGCCGCCGGCACAATGGGTGGCGCGTGCGGGTACGGCAACCTGTACT
CGGCGGGGTACGGCACGGACACGGCGGCGCTGAGCTCGGCGCTGTTCAACGGCG
GCGCGGCTTGCGGGGAGTGCTACCAGGTGCAGTGCGACCAGCAGAACAGCCGGT
GGTGCAAGCCGGGCGTGACGGTGACCGTCACCGCCACCAACCTGTGLCCGGLCG
ACTACTCCCAGCCCAGCAACGACGGCGGCTGGTGCAACCCGCCGCGGCAGCACTT
CGACATGTCCCAGCCCGTCTGGGAGAAGATCGGCGTCTACAGCGGCGGCATCATC
CCGGTCTTCTTCCAGAGGGTGTCGTGCTCCAGGAGCGGCGGCGTGCGCTTCACCA
TCAACGGCAACAGGTACTTCAAGCTGGTGCTCATCTTCAACGTGGCCGGGCCGGG
GTCCATCAGCGCAGTGCTGATCAAGGGCTCATCCACGGGGTGGATCACCATGTCC
CGGAACTGGGGCGCCAACTGGCAGGCCAACAGCGACCTCACCACCCAGAGCATC
TCCTTCCGTGTCACCGCCACCAACGGCCAGTTCCTCGAGTTCTACAACGTCGCCG
GCTCCAACTGGCAGCTGGGCCAGACCTTCACCAACGGCCAAAATTTCTACTAG

Nucleotide
>McsEXPA-08

ATGGCGCGCAAGGTCGACCTGTGCCGCCTGCTGGTGGCTGCCGTAGCAGCGTGCC
TCGCCGCGACGGTCCGGGCGGGGTGGCTGAAGGGCTCGGCGACGTTCTACGGCG
GGGCCAACGCCGCCGGCACAATGGGTGAGTGATTATTGATCAATGCAAGGCCCG
GCCTTTTTGGTTGCAGTTCATATATAGTGAATGCATGCGATACAAGAGCTGAACA
GCATTGCGACGTATGTATGTGCAGGTGGCGCGTGCGGGTACGGCAACCTGTACTC
GGCGGGGTACGGCACGGACACGGCGGCGCTGAGCTCGGCGCTGTTCAACGGCGG



CGCGGCTTGCGGGGAGTGCTACCAGGTGCAGTGCGACCAGCAGAACAGCCGGTG
GTGCAAGCCGGGCGTGACGGTGACCGTCACCGCCACCAACCTGTGCCCGGCCGA
CTACTCCCAGCCCAGCAACGACGGCGGCTGGTGCAACCCGCCGCGGCAGCACTTC
GACATGTCCCAGCCCGTCTGGGAGAAGATCGGCGTCTACAGCGGCGGCATCATCC
CGGTCTTCTTCCAGAGGTACGTAACTGCTACTACCTGGTGCTACGAGCTAGCTAG
CTGCTCGTCGCTTCGACGGACGACTGATGACTGACATGGTACATGCATATTGCTT
ACTGCGCGCTGGCCCACGCTGCAGGGTGTCGTGCTCCAGGAGCGGCGGCGTGCGC
TTCACCATCAACGGCAACAGGTACTTCAAGCTGGTGCTCATCTTCAACGTGGCCG
GGCCGGGGTCCATCAGCGCAGTGCTGATCAAGGGCTCATCCACGGGGTGGATCA
CCATGTCCCGGAACTGGGGCGCCAACTGGCAGGCCAACAGCGACCTCACCACCC
AGAGCATCTCCTTCCGTGTCACCGCCACCAACGGCCAGTTCCTCGAGTTCTACAA
CGTCGCCGGCTCCAACTGGCAGCTGGGCCAGACCTTCACCAACGGCCAAAATTTC
TACTAGCGCCGGCACGCCGGCCGCGGCCGCCATGCCTGCCGGCCGGCTCTCTGCT
CGTTGCACGATGATTTC





