IDENTIFICATION

Species: Miscanthus sinensis
Locus: Misin01G211900

Gene Model: Misin01G211900.1.p
Description: McsEXPA-04
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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Legend:
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DOMAIN ARCHITECTURE
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List of domain hits d

+ Name Accession Description Interval E-value
[+] PLNDO193 super family cl33423 expansin-A; Provisional 26-253 4.95e-117

SEQUENCES
Peptide
>McsEXPA-04

METPKPLAVVFLALVALAAAPAVDAWSRGTATFYGGSDASGTMGGACGYGNLYAT
GYGQYTAALSQVLYNDGASCGQCYQISCDSQTDARWCRQGAGPVTVTATNLCPPN
YAYSGSNGGWCNPPRAHFDMSQPAWLQIGIYQGGIISVLYQRVSCVKQGGVRLTITG
FNYYELVLISNVGGSGSVASAWVQGSNTNRVPMSRNWGANWQSLAGIAGQALTFG
VTSSGGQTIVFLNVVPEKWVFGMSFTSNLQFSY™*

CDS (coding sequence)
>McsEXPA-04

ATGGAGACACCCAAACCTCTGGCCGTAGTGTTCCTCGCGTTGGTCGCGCTGGCTG
CCGCGCCGGCTGTCGACGCCTGGTCCAGGGGCACCGCCACGTTCTACGGCGGCAG
CGACGCCTCGGGAACAATGGGCGGGGCGTGCGGGTACGGCAACCTGTACGCGAC
GGGCTACGGCCAGTACACGGCGGCCCTGAGCCAGGTCCTGTACAACGACGGCGC
GTCGTGCGGGCAGTGCTACCAGATCTCCTGCGACTCGCAGACTGACGCGCGGTGG
TGCCGGCAGGGCGCCGGCCCCGTCACCGTCACGGCCACCAACCTCTGCCLCGLCCA
ACTACGCCTACTCCGGCAGCAACGGCGGCTGGTGCAACCCGCCGCGGGCGCACTT
CGACATGTCCCAGCCGGCGTGGCTCCAGATCGGCATCTACCAGGGCGGCATCATC
TCGGTGCTGTACCAGCGCGTGTCCTGCGTGAAGCAGGGCGGCGTGCGCTTGACCA
TCACCGGCTTCAACTACTACGAGCTGGTGCTCATCTCCAACGTCGGCGGCAGCGG
CTCCGTGGCCAGCGCCTGGGTCCAGGGCTCCAACACCAACCGTGTGCCCATGAGC
AGGAACTGGGGCGCCAACTGGCAGTCGCTTGCGGGGATCGCCGGCCAGGCTCTC
ACCTTCGGCGTTACGTCCAGCGGCGGACAGACCATCGTCTTCCTGAACGTCGTGC
CGGAGAAGTGGGTGTTCGGCATGTCATTCACCAGCAACTTGCAGTTCTCCTACTG
A

Nucleotide
>McsEXPA-04

ATGGAGACACCCAAACCTCTGGCCGTAGTGTTCCTCGCGTTGGTCGCGCTGGCTG
CCGCGCCGGCTGTCGACGCCTGGTCCAGGGGCACCGCCACGTTCTACGGCGGCAG
CGACGCCTCGGGAACAATGGGTACGTACCCTACCCATGCTTACTACGTATAGGTG
TAGTAGATTTCAGATTTCACTGCATGCATGTCATGTCGCGCTCCGATCCAGTTCTC
ATCCAGTATGTAAACTGCCACATGATCGATCAGGCGGGGCGTGCGGGTACGGCA



ACCTGTACGCGACGGGCTACGGCCAGTACACGGCGGCCCTGAGCCAGGTCCTGTA
CAACGACGGCGCGTCGTGCGGGCAGTGCTACCAGATCTCCTGCGACTCGCAGACT
GACGCGCGGTGGTGCCGGCAGGGCGCCGGCCCCGTCACCGTCACGGCCACCAAC
CTCTGCCCGCCCAACTACGCCTACTCCGGCAGCAACGGCGGCTGGTGCAACCCGC
CGCGGGCGCACTTCGACATGTCCCAGCCGGCGTGGCTCCAGATCGGCATCTACCA
GGGCGGCATCATCTCGGTGCTGTACCAGCGCGTGTCCTGCGTGAAGCAGGGCGGC
GTGCGCTTGACCATCACCGGCTTCAACTACTACGAGCTGGTGCTCATCTCCAACG
TCGGCGGCAGCGGCTCCGTGGCCAGCGCCTGGGTCCAGGGCTCCAACACCAACC
GTGTGCCCATGAGCAGGAACTGGGGCGCCAACTGGCAGTCGCTTGCGGGGATCG
CCGGCCAGGCTCTCACCTTCGGCGTTACGTCCAGCGGCGGACAGACCATCGTCTT
CCTGAACGTCGTGCCGGAGAAGTGGGTGTTCGGCATGTCATTCACCAGCAACTTG
CAGTTCTCCTACTGA





