
IDENTIFICATION 

Species: Miscanthus sinensis 

Locus: MisinT034100 

Gene Model: MisinT034100.1.p 

Description: McsEXPA-61 

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 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>McsEXPA-61 

MWMWCSRKRMRMRSNNDLLLLAIVILLAGACASAGPAAGAGYMGGGPWQSAHAT

LYGGSDASGTMGGACGYGNLYSAGYGVETGALSTSLFNNGLTCGACFQIKCSSSGG

CNPGSPSVVITATNFCPPNYALPSDAGGWCNPPRHHFDLSMPAFLRIADYRAGIVPVT

YRRVACRKSGGIRFSVNGFRYFNLVLISNVGGAGDVVRAAVKASHTEWLPLARNWG

QNWQCSSILVGGALSFRVTTSDRRTLTSWNVAGPAWRFGQKFTAGKNFRIAAAR* 

CDS (coding sequence) 

>McsEXPA-61 

ATGTGGATGTGGTGCAGCCGCAAGCGCATGCGGATGCGCAGCAACAATGATCTC

CTCCTGCTCGCCATTGTCATCCTCCTGGCCGGCGCATGCGCATCAGCTGGGCCGG

CGGCTGGCGCGGGGTACATGGGCGGCGGGCCGTGGCAGAGCGCGCACGCCACCT

TGTACGGTGGCAGCGATGCGTCGGGCACCATGGGCGGCGCCTGCGGGTACGGCA

ACCTCTACAGCGCGGGGTACGGCGTGGAGACGGGGGCGCTCAGCACGTCGCTCTT

CAACAACGGACTCACCTGCGGCGCCTGCTTCCAGATCAAGTGCAGTTCCAGCGGC

GGCTGCAACCCCGGGAGCCCCTCCGTGGTGATCACGGCCACAAACTTCTGCCCGC

CCAACTACGCGCTGCCCTCGGACGCCGGCGGGTGGTGCAACCCGCCGCGCCACCA

CTTCGACCTCTCCATGCCGGCATTCCTCCGCATCGCAGACTACCGCGCCGGCATC

GTCCCCGTCACATACCGGAGGGTGGCGTGCCGCAAGTCCGGCGGCATCCGGTTCA

GCGTCAACGGCTTCCGCTACTTCAACCTGGTGCTGATCAGCAACGTGGGCGGCGC

CGGCGACGTGGTCCGCGCCGCCGTCAAGGCCTCGCACACGGAGTGGCTGCCCCTG

GCGCGCAACTGGGGACAGAACTGGCAGTGCAGCTCCATCCTCGTGGGCGGGGCG

CTCTCCTTCCGCGTCACCACCAGCGACCGCCGCACCCTCACCTCCTGGAACGTCG

CCGGACCAGCCTGGCGCTTTGGACAGAAATTCACCGCCGGCAAAAACTTCAGGAT

CGCCGCCGCCCGCTAG 

Nucleotide 

>McsEXPA-61 

GGTGACCTTGCATATATATCGATGAGGACAGAACTGTCTGTGTTTCTCATCCCTCA

TCATCACGGCTACCTCCGCTCGGATCCCAATCGCATCCAACAACATTATAGCACG

CAGCAGCGTCGGTCCCCGGTAGTGTGCCTACTGCTGGCTGCGGATGAACAAGTGC

CCACTTCCCCTCCACCGGCGATATATCATATCCCTTTCGATCAGTCTCTCACCACC



GCGCGCCGGCCACCATGTGGATGTGGTGCAGCCGCAAGCGCATGCGGATGCGCA

GCAACAATGATCTCCTCCTGCTCGCCATTGTCATCCTCCTGGCCGGCGCATGCGCA

TCAGCTGGGCCGGCGGCTGGCGCGGGGTACATGGGCGGCGGGCCGTGGCAGAGC

GCGCACGCCACCTTGTACGGTGGCAGCGATGCGTCGGGCACCATGGGCGGCGCCT

GCGGGTACGGCAACCTCTACAGCGCGGGGTACGGCGTGGAGACGGGGGCGCTCA

GCACGTCGCTCTTCAACAACGGACTCACCTGCGGCGCCTGCTTCCAGATCAAGTG

CAGTTCCAGCGGCGGCTGCAACCCCGGGAGCCCCTCCGTGGTGATCACGGCCACA

AACTTCTGCCCGCCCAACTACGCGCTGCCCTCGGACGCCGGCGGGTGGTGCAACC

CGCCGCGCCACCACTTCGACCTCTCCATGCCGGCATTCCTCCGCATCGCAGACTA

CCGCGCCGGCATCGTCCCCGTCACATACCGGAGGTACGTACAGTACGTACGTGTA

CGTAGACAGACAGGCCATCGTCGATCTCTCTGCAGGACGGACAGATGATGCATTG

CATATCGAGGATGGATTGCGAATTACTACGTACTAGTACTACTGGTGTATGTCAT

CGATGCGATGCAGCTAACCAGCTAGCGACAGTAGTACTGTGTACTGCTCGTGAGC

TTTTATTTTCTTTCTTCCCATCCTGATCCCTCGTCCCGATACCGATCCTTACCTTGT

GTGTTGCAGGGTGGCGTGCCGCAAGTCCGGCGGCATCCGGTTCAGCGTCAACGGC

TTCCGCTACTTCAACCTGGTGCTGATCAGCAACGTGGGCGGCGCCGGCGACGTGG

TCCGCGCCGCCGTCAAGGCCTCGCACACGGAGTGGCTGCCCCTGGCGCGCAACTG

GGGACAGAACTGGCAGTGCAGCTCCATCCTCGTGGGCGGGGCGCTCTCCTTCCGC

GTCACCACCAGCGACCGCCGCACCCTCACCTCCTGGAACGTCGCCGGACCAGCCT

GGCGCTTTGGACAGAAATTCACCGCCGGCAAAAACTTCAGGATCGCCGCCGCCCG

CTAGGCGGCCCTATATAGCTCATCATCATGTCATGCTTCACCCTAGCTACCTGCAT

GCTCTCGATCCGGATATACTCCGTATTATGCATTCAGCTGAAGTGGGCTAGCAGC

CTGCACTGCACGACGGCCGGGCCGGCACGGTGTAGCATCATCAGCCTCAGCCCGC

AGTTAAGCCAACATATAATCGTACACCATCCATGCACACTAGTCATCCATCATTA

TATTATATTATATTACTATTATTATAAAATATATAATTGTATATGTACTGCCCGTG

CTGTATGTAATGCTTCTGCTTTAATTAATACTCGGTTGACTTTGGAAGCGAAGCCA

ACATAGGGTTTAAATCACTCGTCTAATCGGCGTGAAGAAAAAAAAGTCGAAGAG

ACTACCGCGT 




