IDENTIFICATION

Species: Miscanthus sinensis
Locus: MisinT115300

Gene Model: MisinT115300.1.p
Description: McsEXPA-63
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
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Legend:

Exon — Intron

DOMAIN ARCHITECTURE

Superfamilies

53
List of domain hits o
Name Accession Description Interval E-value
[+] PLND0193 super family 33423 expansin-A Provisional 14-257 553e-100

SEQUENCES
Peptide
>McsEXPA-63

MGKRFLHQLLAVVLALFVSPARSGDWLPATATFYGGANGSDTMGGACGYSDLCEQ
GYGINNAALSTALFNDGASCGQCYVIICDSSKTGWCKPGNNWVVVSATNFCPPNWD
LPTVGDLPAGGWCGPPRPHFDMSQPAWENIGIYSAGIIPVLYQRVKCWKSGGVRFTI
AGFDHFYMVLITNVAGSGSIQSMAVKGANTDWIPMYRNWGANWHCLSGGLVGQGL
SFALISTGGONIIFKDVVPAWWQFGQTYTTYQNFDY™*

CDS (coding sequence)
>McsEXPA-63

ATGGGGAAACGTTTCCTCCACCAGCTACTCGCCGTCGTCCTTGCACTCTTCGTCTC
GCCGGCGAGATCGGGCGACTGGCTTCCGGCCACGGCCACGTTCTACGGCGGCGCT
AATGGCTCCGACACAATGGGTGGCGCGTGCGGGTACAGCGACCTGTGCGAGCAG
GGCTACGGCATCAACAACGCGGCGCTGAGCACGGCGCTCTTCAACGACGGCGCG
TCGTGCGGACAGTGCTACGTGATCATCTGTGACAGTAGCAAGACCGGGTGGTGCA
AGCCCGGCAACAACTGGGTCGTCGTCTCGGCCACCAACTTCTGCCCGCCCAACTG
GGACCTCCCCACCGTCGGGGACCTCCCCGCLGGLGGLTGGTGLGGLLLCGLLeeGe
CCCCACTTCGACATGTCCCAGCCCGCCTGGGAGAACATTGGCATCTATAGCGCCG
GCATCATCCCCGTCCTCTACCAGCGGGTCAAGTGCTGGAAGAGTGGCGGCGTGCG
CTTCACCATCGCCGGCTTCGATCACTTCTACATGGTGCTCATCACCAACGTCGCCG
GGAGCGGCTCCATCCAGAGCATGGCGGTGAAGGGCGCCAACACGGACTGGATCC
CCATGTACAGGAACTGGGGCGCCAACTGGCACTGCCTCTCCGGCGGGCTCGTCGG
ACAGGGCCTCAGCTTCGCGCTCATCTCCACCGGCGGCCAGAACATCATCTTCAAG
GACGTCGTGCCGGCGTGGTGGCAGTTCGGACAAACTTACACCACTTACCAGAATT
TCGACTACTAA

Nucleotide
>MCcsEXPA-63

ATGGGGAAACGTTTCCTCCACCAGCTACTCGCCGTCGTCCTTGCACTCTTCGTCTC
GCCGGCGAGATCGGGCGACTGGCTTCCGGCCACGGCCACGTTCTACGGCGGCGCT
AATGGCTCCGACACAATGGGTAACAACCTAGCTGTCTTTGTCTTTGTGATCGTGA

ATCGTGATGATCAGTTCGAGCATGCATGCATGCACGCACTGCAAGCCATGCATAC



TACACGACGTCTGTATATGGGCTTTGATCGATGAGCACGAACATACGCATGCATG
CAGGTGGCGCGTGCGGGTACAGCGACCTGTGCGAGCAGGGCTACGGCATCAACA
ACGCGGCGCTGAGCACGGCGCTCTTCAACGACGGCGCGTCGTGCGGACAGTGCT
ACGTGATCATCTGTGACAGTAGCAAGACCGGGTGGTGCAAGCCCGGCAACAACT
GGGTCGTCGTCTCGGCCACCAACTTCTGCCCGCCCAACTGGGACCTCCCCACCGT
CGGGGACCTCCCCGCCGGCGGCTGGTGCGGCCCGCCCCGCCCCCACTTCGACATG
TCCCAGCCCGCCTGGGAGAACATTGGCATCTATAGCGCCGGCATCATCCCCGTCC
TCTACCAGCGGGTCAAGTGCTGGAAGAGTGGCGGCGTGCGCTTCACCATCGCCGG
CTTCGATCACTTCTACATGGTGCTCATCACCAACGTCGCCGGGAGCGGCTCCATC
CAGAGCATGGCGGTGAAGGGCGCCAACACGGACTGGATCCCCATGTACAGGAAC
TGGGGCGCCAACTGGCACTGCCTCTCCGGCGGGCTCGTCGGACAGGGCCTCAGCT
TCGCGCTCATCTCCACCGGCGGCCAGAACATCATCTTCAAGGACGTCGTGCCGGC
GTGGTGGCAGTTCGGACAAACTTACACCACTTACCAGAATTTCGACTACTAA





