IDENTIFICATION

Species: Miscanthus sinensis
Locus: Misin02G471000

Gene Model: Misin02G471000.1.p
Description: McsEXPA-20
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

GENE STRUCTURE

McsEXPA-20
-

! L L 1 1 1 1 1 1
Obp 100bp. 2ibp 3ibp 2idbp 500bp G0y by §ibp
Legend:

Exon — Intron

DOMAIN ARCHITECTURE
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PLNOOLS3
List of domain hits .
-+ Name Accession Description Interval E-value
[+] PLN00193 super family cl33423 expansin-A: Provisional 9-259 7.46e-123
Peptide

>McsEXPA-20

MEMHRPLRFQLLINNAAAAWPLVPAAAADDSGWSKGTATFYGGGDASGTMGGACG

YGNLYWSGYGTDTAALSSALFNDGAACGECYRVTCDDGASQWCLPGRKSVTVTAT
NLCPPNHELSGDDGGWCNPPRRHFDMAQPAWLQIAQYKGGIVPVLYQRTACVKQG

GVRFTVTGSNYFVLVLITNVAGSGSVKAVWVKGSATDRMPMARNWGANWQSLAG
LAGQALTFGVTSTDGRTVVVPDVVPAWWKFGQSFSSGVQFPI*

CDS (coding sequence)
>McsEXPA-20

ATGGAGATGCACAGACCACTGCGCTTCCAGTTGCTCATCATCATCGCCGCCGCGG
CGTGGCCGTTGGTGCCAGCGGCGGCGGCGGATGACAGCGGGTGGTCGAAGGGCA
CGGCGACGTTCTACGGCGGGGGCGACGCCTCCGGCACGATGGGLGGLGLGTGEG
GATACGGGAACCTGTACTGGTCCGGGTACGGGACGGACACGGCGGCGCTGAGCT
CGGCGCTGTTCAACGACGGCGCGGCGTGCGGGGAGTGCTACCGGGTCACGTGTG
ACGACGGCGCGTCCCAGTGGTGCCTGCCGGGGAGGAAGTCGGTGACCGTCACGG
CCACCAACCTGTGCCCGCCCAACCACGAGCTCTCCGGTGACGACGGCGGLCTGGTG
CAACCCGCCCCGCCGCCACTTCGACATGGCCCAGCCTGCCTGGCTCCAGATCGCC
CAGTACAAGGGCGGCATCGTGCCGGTGCTCTACCAGAGGACGGCGTGCGTGAAG
CAGGGAGGGGTGCGGTTCACGGTGACCGGCTCCAACTACTTCGTGCTGGTGCTCA
TCACCAACGTCGCCGGCAGCGGGTCGGTGAAGGCGGTGTGGGTGAAGGGGAGCG
CCACGGACAGGATGCCCATGGCCAGGAACTGGGGCGCCAACTGGCAGTCGCTCG
CGGGGCTCGCCGGCCAGGCGCTCACCTTCGGCGTCACCTCCACCGATGGCCGCAC
CGTCGTCGTCCCCGACGTCGTGCCGGCCTGGTGGAAGTTCGGGCAGTCCTTCTCCT
CCGGCGTCCAGTTCCCCATCTGA

Nucleotide
>McsSEXPA-20

ATGGAGATGCACAGACCACTGCGCTTCCAGTTGCTCATCATCATCGCCGCCGCGG
CGTGGCCGTTGGTGCCAGCGGCGGCGGCGGATGACAGCGGGTGGTCGAAGGGCA
CGGCGACGTTCTACGGCGGGGGCGACGCCTCCGGCACGATGGGCGGLGLGTGLG
GATACGGGAACCTGTACTGGTCCGGGTACGGGACGGACACGGCGGCGCTGAGCT
CGGCGCTGTTCAACGACGGCGCGGCGTGCGGGGAGTGCTACCGGGTCACGTGTG



ACGACGGCGCGTCCCAGTGGTGCCTGCCGGGGAGGAAGTCGGTGACCGTCACGG
CCACCAACCTGTGCCCGCCCAACCACGAGCTCTCCGGTGACGACGGCGGCTGGTG
CAACCCGCCCCGCCGCCACTTCGACATGGCCCAGCCTGCCTGGCTCCAGATCGCC
CAGTACAAGGGCGGCATCGTGCCGGTGCTCTACCAGAGGTACGTGTAGTTTGTTT
ATTACTTGGATGGTTTGACTTCAGGAAAGAAAAAAAATCTCGTGTACGTGTCTGA
TACTCTGATGGTGTGTGTGTTGTTGTGCCTGCGTAGGACGGCGTGCGTGAAGCAG
GGAGGGGTGCGGTTCACGGTGACCGGCTCCAACTACTTCGTGCTGGTGCTCATCA
CCAACGTCGCCGGCAGCGGGTCGGTGAAGGCGGTGTGGGTGAAGGGGAGCGCCA
CGGACAGGATGCCCATGGCCAGGAACTGGGGCGCCAACTGGCAGTCGCTCGCGG
GGCTCGCCGGCCAGGCGCTCACCTTCGGCGTCACCTCCACCGATGGCCGCACCGT
CGTCGTCCCCGACGTCGTGCCGGCCTGGTGGAAGTTCGGGCAGTCCTTCTCCTCC
GGCGTCCAGTTCCCCATCTGA





