IDENTIFICATION

Species: Miscanthus sinensis
Locus: Misin01G297200

Gene Model: Misin01G297200.1.p
Description: McsEXPA-06
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



https://phytozome-next.jgi.doe.gov/info/Msinensis_v7_1
https://grass-genome-hub.southgreen.fr/Genomeassembly/47213
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Name Accession Description Interval  E-value
[+] PLN0O193 super family cl33423 expansin-A; Provisional 5-258 1.20e-90
SEQUENCES
Peptide

>MCcsEXPA-06

MASPSTGTAFLALVIIALLCAATTANARFRAMQWTPAHATFYGDETAAETMGGACG

YGNLYATGYGTDTAALSTTLFKDGYGCGTCYQIRCTGSPWCYSGSPVITVTGTNLCP

PNWAQDSNNGGWCNPPRTHFDLSKPAFMKMAQWRAGIVPVMYRRVPCVRRGGLR

FALQGNPYWLLAYVMNVGGAGDVVEMWVKTGASCAWIRMSHNWGAAYQAFAQL
GGQALSFKVTSYTTRQTIVATDVAPANWCLGLTYEARVNLS*

CDS (coding sequence)
>McsEXPA-06

ATGGCTTCTCCCTCCACAGGCACAGCCTTCTTGGCCCTTGTCATCATCGCCTTGCT
ATGTGCGGCCACCACGGCGAACGCGAGGTTCAGGGCGATGCAGTGGACGCCGGC
GCACGCCACGTTCTACGGCGACGAGACCGCAGCGGAGACCATGGGTGGGGCGTG
CGGGTACGGCAACCTGTACGCGACCGGGTACGGCACTGACACGGCGGCGCTGAG
CACGACGCTGTTCAAGGACGGGTACGGGTGCGGGACGTGCTACCAGATCCGGTG
CACGGGGTCCCCCTGGTGCTACAGCGGCTCGCCGGTGATCACGGTGACGGGCACC
AACCTGTGCCCGCCCAACTGGGCGCAGGACTCCAACAACGGCGGGTGGTGCAAC
CCGCCCCGCACCCACTTCGACCTCTCCAAGCCGGCCTTCATGAAGATGGCGCAGT
GGCGCGCGGGCATCGTGCCCGTCATGTACCGCCGGGTGCCCTGCGTGCGCAGGGG
CGGCCTCCGCTTCGCGCTCCAGGGGAACCCCTACTGGCTGCTGGCGTACGTGATG
AACGTCGGCGGCGCCGGCGACGTCGTCGAGATGTGGGTCAAGACCGGCGCCTCC
TGCGCGTGGATACGGATGAGCCATAACTGGGGCGCCGCGTACCAGGCGTTCGCG
CAGCTCGGAGGTCAGGCGCTCAGCTTCAAGGTCACCTCCTACACCACCCGGCAGA
CCATCGTCGCCACCGACGTCGCGCCGGCCAACTGGTGCCTCGGGCTCACGTACGA
GGCCCGCGTGAACTTGTCCTGA

Nucleotide
>McsEXPA-06

ATGGCTTCTCCCTCCACAGGCACAGCCTTCTTGGCCCTTGTCATCATCGCCTTGCT
ATGTGCGGCCACCACGGCGAACGCGAGGTTCAGGGCGATGCAGTGGACGLCCGGC
GCACGCCACGTTCTACGGCGACGAGACCGCAGCGGAGACCATGGGTACGTTGCT

CACATCGCGGCCGGCATTGCACTGCCACGCTCGTTTCCTCTTGGCATGCATTTGTC
ATTTCTCTTACGGCCGGGGCGCCCGACGGTTTCCACAGGTGGGGCGTGCGGGTAC



GGCAACCTGTACGCGACCGGGTACGGCACTGACACGGCGGCGCTGAGCACGACG
CTGTTCAAGGACGGGTACGGGTGCGGGACGTGCTACCAGATCCGGTGCACGGGG
TCCCCCTGGTGCTACAGCGGCTCGCCGGTGATCACGGTGACGGGCACCAACCTGT
GCCCGCCCAACTGGGCGCAGGACTCCAACAACGGCGGGTGGTGCAACCCGLCCCC
GCACCCACTTCGACCTCTCCAAGCCGGCCTTCATGAAGATGGCGCAGTGGCGCGC
GGGCATCGTGCCCGTCATGTACCGCCGGGTGCCCTGCGTGCGCAGGGGCGGCCTC
CGCTTCGCGCTCCAGGGGAACCCCTACTGGCTGCTGGCGTACGTGATGAACGTCG
GCGGCGCCGGCGACGTCGTCGAGATGTGGGTCAAGACCGGCGCCTCCTGCGLGT
GGATACGGATGAGCCATAACTGGGGCGCCGCGTACCAGGCGTTCGCGCAGCTCG
GAGGTCAGGCGCTCAGCTTCAAGGTCACCTCCTACACCACCCGGCAGACCATCGT
CGCCACCGACGTCGCGCCGGCCAACTGGTGCCTCGGGCTCACGTACGAGGCCCGC
GTGAACTTGTCCTGA





