IDENTIFICATION

Species: Miscanthus sinensis
Locus: Misin02G471100

Gene Model: Misin02G471100.1.p
Description: McsEXPA-21
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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Query seq.
Superfanilies

PLNO01SS
Name Accession Description Interval E-value

[+] PLN00192 super family cl33423 expansin-A; Provisional 24-251 2.50e-115

SEQUENCES

Peptide

>MCcsEXPA-21

MARKVLCRLLVAAVAACLAATVRAGWLRGSATFYGGANAAGTMGGACGYGDLYS
AGYGTDTAALSSALFNGGAACGECYQVQCDQQNSQWCKPRVTVTVTATNLCPADY
SQSSNDGGWCNPPRQHFDMSQPVWEKIGVY SGGIIPVFFQRVSCSRSGGVRFTINGNS
YFKLVLIEFNVAGPGSISAVQIKGSSTGWITMSRNWGANWQANSDLSTQSISFRVTATN
GQFLEFYNVAGSNWQLGQTFTNGQNFY*

CDS (coding sequence)
>McsEXPA-21

ATGGCGCGCAAGGTCCTGTGCCGCCTGCTGGTGGCTGCCGTAGCAGCGTGCCTCG
CCGCGACGGTCCGGGCGGGGTGGCTGAGGGGCTCGGCGACGTTCTACGGCGGGG
CCAACGCCGCCGGCACAATGGGTGGCGCGTGCGGGTACGGCGACCTGTACTCGG
CGGGGTACGGCACGGACACGGCGGCGCTGAGCTCGGCGCTGTTCAACGGCGGCG
CTGCGTGCGGGGAGTGCTACCAGGTGCAGTGCGACCAGCAGAACAGCCAGTGGT
GCAAGCCGCGCGTGACGGTGACGGTCACCGCCACCAACCTGTGCCCGGCCGACT
ACTCCCAGTCCAGCAACGACGGCGGCTGGTGCAACCCGCCGCGGCAGCACTTCG
ACATGTCCCAGCCCGTCTGGGAGAAGATCGGCGTCTACAGCGGCGGCATCATCCC
GGTCTTCTTCCAGAGGGTGTCGTGCTCCAGGAGCGGCGGCGTGCGGTTCACCATC
AACGGCAACAGTTACTTCAAGCTGGTGCTCATCTTCAACGTGGCCGGGCCGGGGT
CCATCAGCGCGGTGCAGATCAAGGGCTCATCCACGGGATGGATCACCATGTCCCG
GAACTGGGGCGCCAACTGGCAGGCCAACAGCGACCTCAGCACCCAGAGCATCTC
CTTCCGTGTCACCGCCACCAACGGCCAGTTCCTCGAGTTCTACAACGTCGCCGGC
TCCAACTGGCAGCTGGGCCAGACCTTCACCAACGGCCAAAATTTCTACTAG

Nucleotide
>McsEXPA-21

GAACTTCTGAAGTCAGAGATAGACTTTTTGGACGGACGGGAGGTGGAGAAAACA
AAGAGGAATCGTGGCATTTAAGGCGCACGGCGCAGCGTCTGGGTGCGGCATGCA
TGAGATGGGCATGTGATCCCGCGCCGGGGTCCGCGCCCCGCLCTCTCCCGTCGGLC
GTCGGCCGTCGCCGCGCTCCTATTTAAGCACCGCCGCGATCACCGCCCTCTTCCTC
ATTCATCACCTCCCCACGTTGCATCGTCCAGCTCTCCCACCAACGTTAGTTGCCCC
TGTGTATCCATTCTCAACTGACGACATGGCGCGCAAGGTCCTGTGCCGCCTGCTG



GTGGCTGCCGTAGCAGCGTGCCTCGCCGCGACGGTCCGGGLCGGGGTGGCTGAGG
GGCTCGGCGACGTTCTACGGCGGGGCCAACGCCGCCGGCACAATGGGTGAGTGA
TCGATCAATGCAAGGCCTTTTTTGGTTGCATTCAGTGCATATATAATGAATGCGAT
GCAAGAGCTGAGCTGCAATGCGACGCATATATGTATGCACAGGTGGCGCGTGCG
GGTACGGCGACCTGTACTCGGCGGGGTACGGCACGGACACGGCGGCGCTGAGCT
CGGCGCTGTTCAACGGCGGCGCTGCGTGCGGGGAGTGCTACCAGGTGCAGTGCG
ACCAGCAGAACAGCCAGTGGTGCAAGCCGCGCGTGACGGTGACGGTCACCGCCA
CCAACCTGTGCCCGGCCGACTACTCCCAGTCCAGCAACGACGGCGGCTGGTGCAA
CCCGCCGCGGCAGCACTTCGACATGTCCCAGCCCGTCTGGGAGAAGATCGGCGTC
TACAGCGGCGGCATCATCCCGGTCTTCTTCCAGAGGTACGTACCTGCTACTGCCT
GGTGCTACGAGCTAGCTGCTCGTCGTCGCTTCGACGGACGACTGATGACTGACAT
GGTACATGCATATTGCTGACTGCTGGCCCGCGCTGCAGGGTGTCGTGCTCCAGGA
GCGGCGGCGTGCGGTTCACCATCAACGGCAACAGTTACTTCAAGCTGGTGCTCAT
CTTCAACGTGGCCGGGCCGGGGTCCATCAGCGCGGTGCAGATCAAGGGCTCATCC
ACGGGATGGATCACCATGTCCCGGAACTGGGGCGCCAACTGGCAGGCCAACAGC
GACCTCAGCACCCAGAGCATCTCCTTCCGTGTCACCGCCACCAACGGCCAGTTCC
TCGAGTTCTACAACGTCGCCGGCTCCAACTGGCAGCTGGGCCAGACCTTCACCAA
CGGCCAAAATTTCTACTAGCGCCGGCGCGCCGGCLCGTGGCTGCGGCTCTCTGLTC
GTCGCACGATGATTTCCCCTTCATTTTTGCATCTGGAAAGTTGTCAAAAAAAAAA
GAAGAAGGCCTGATCTTGTTTAGCGTCACTGATATGCATTAGCGGCTAGGCGTAA
TGCGGTTGGCATGGCTGAGGTGGGTTTTCATGGGTCTCCGGGCGGCCTGATCGAG
CTCCTAGTGCCCGCCATGCCGGCCGCTTTTACGATGAATGATTGTTGCT





