
IDENTIFICATION 

Species: Miscanthus sinensis 

Locus: MisinT115200 

Gene Model: MisinT115200.1.p 

Description: McsEXPA-62 

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-62 

MAPPPPTPWRQRLRRDLRDAAVAMVPASSGVLFPPPSGELEVFDMSQPAWENIGIYS

AGIISVLYQRVKCWKSDGVRFTIAGFNGFYMVLITNVAGSGSIQSMAVKGTNTDWIP

MYRNWGANWHCLSGGLVGQGLSFALVSTGGQNLIFQDVVPAWWQFGQTYTTYQN

FDY* 

CDS (coding sequence) 

>McsEXPA-62 

ATGGCGCCCCCTCCCCCCACTCCATGGCGACAGCGGCTCCGACGAGATCTGAGGG

ACGCGGCGGTGGCTATGGTTCCGGCGAGCTCTGGGGTTTTATTTCCTCCTCCCTCC

GGCGAGCTCGAAGTGTTCGACATGTCCCAGCCCGCCTGGGAGAACATTGGCATCT

ACAGCGCCGGCATCATCTCCGTCCTCTACCAGCGGGTGAAGTGCTGGAAGAGCGA

CGGCGTGCGCTTCACCATCGCCGGCTTCAACGGCTTCTACATGGTGCTCATCACC

AACGTCGCCGGCAGCGGCTCCATCCAGAGCATGGCGGTGAAGGGCACCAACACG

GACTGGATCCCCATGTACAGGAACTGGGGCGCCAACTGGCACTGCCTCTCCGGCG

GGCTCGTCGGCCAGGGCCTCAGCTTCGCGCTCGTCTCTACCGGCGGCCAGAACCT

CATCTTCCAGGATGTCGTGCCGGCTTGGTGGCAGTTCGGACAAACTTACACCACC

TACCAGAATTTCGATTACTAA 

Nucleotide 

>McsEXPA-62 

ATGGCGCCCCCTCCCCCCACTCCATGGCGACAGCGGCTCCGACGAGGTAGGTCGT

TCCTCCTCTGGATCTAAGCCCTTCTCCTCCTCCTCCTCCTTCTCCTCTAGATCTGAG

GGACGCGGCGGTGGCTATGGTTCCGGCGAGCTCTGGGGTTTTATTTCCTCCTCCCT

CCGGCGAGCTCGAAGGTGATGGGCCAAGGGCTTAAGCAGTATGCACCTCGAACC

CATCCCCTTGTTGTTTTGTAAGTTTTTTTGTTGTTTCTCCGTGTTGCAATGCGTTTTT

TGGATGTGGCAAAAGATATTTTTTGAATGTTGCAATAGGGTGATTCATGTGTTGC

AGAAAGGGAGTTCTAATGTTGGGATTGTTGCGGTAGGGGATTTTAATTGTTGAAA

TTACCTTTTTCAAATGTTGCAGCGTTGAAATGTGATTATTGAGTTGTTTCCTTTTTT

CCATGTTTCATAGTTGATTTTGCAATGTTGCAGTATTACTGCTTGAGATGTTGCAG

TACATACTTTTTGAATGTTACAGTACACAATTTTTCGATGTTGCACTACATAGTTT

TGCGATGTTGCAGTATTTATATCCCGATGTTGCACTACACAGTTCACATATTTTTC



GCGATGTTGCACTTGAAGTGTTTCGTGCTTTTGGGAAAGGGGAGTGGTGGGGAAC

GGGGTGCGGTGGGGGAACGGGGTGCGTTAGGGAACAGAGACCGGGGCGCGGTG

GGGAACGGAGGACAGGGGCACGGTGGATTCCATTCCATTCTGTTCCGATCCGATT

CTGTGGGAGGGGGTGGGCAGTTTGGGAAGGGGAGCGACGTCCGGACACACCGAT

CACGCCGGACGTCCGGGCGCTAGGATGCCCGATTTCTATTGGAATAATCTAATAT

CAGATTCTTTGCCGGCCTGTACACGTATGTCTCCACCAGACTCCAGCTCGACCCTA

ACCCTAGCTAGCTATATAAGCACCACCATTGGCCCATTGCTGCGGTCCTGCAGAC

ATTCCTCCACTACCGGAAATAGTGGCTTTGCCGTGTGCCACAGGTACTCGGCAAA

GCCCACAAAACACTGGGCAAAGGATTTGCCGAGTGTAACACTCGGTAAAAAGCA

CATGGCATCTACAATGTCGGCAAACGTCTCTTTGCCGAGTGTTTTCTATCGGGCAC

TCGGCAAATACTTTCCCGAGAGCTAAAACCGACGCACTACAGGAAACGGCTGATT

TGCCGGGAGCAAAAAAATTTGCCGGGTGCTTTTTATCGGANNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNCG

GGTGGGGAACCAGGACTAGAGGGGGTTCCCCACCGGGAGTAAAGCTCGGTTCTC

TACCAGTGTTCGACATGTCCCAGCCCGCCTGGGAGAACATTGGCATCTACAGCGC

CGGCATCATCTCCGTCCTCTACCAGCGGGTGAAGTGCTGGAAGAGCGACGGCGTG

CGCTTCACCATCGCCGGCTTCAACGGCTTCTACATGGTGCTCATCACCAACGTCGC

CGGCAGCGGCTCCATCCAGAGCATGGCGGTGAAGGGCACCAACACGGACTGGAT

CCCCATGTACAGGAACTGGGGCGCCAACTGGCACTGCCTCTCCGGCGGGCTCGTC

GGCCAGGGCCTCAGCTTCGCGCTCGTCTCTACCGGCGGCCAGAACCTCATCTTCC

AGGATGTCGTGCCGGCTTGGTGGCAGTTCGGACAAACTTACACCACCTACCAGAA

TTTCGATTACTAA 




