
IDENTIFICATION 

Species: Miscanthus sinensis 

Locus: Misin11G185000 

Gene Model: Misin11G185000.1.p 

Description: McsEXPA-49 

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-49 

MAPPLLLFLLLLLPALSTGHQHPSSYGSSALSEWRPAKASYYAADPEDAIGGACGFG

DLGKHGYGMATVGLSTALFERGAACGGCYEVKCVEDLKYCLPGTSIVVTATNFCAP

NYGLPADAGGHCNPPNHHFLLPIQSFEKIALWKASIMPIQYRRVKCLREGGVRFSVNG

QHFFFTVLISNVGGAGDVRSVKIKGTELGWLSMGRNWGQVWHINCDMRGQPLSFEL

SSSDGKTLTSFNVVPKDWEYGKTYTGKQFLL* 

CDS (coding sequence) 

>McsEXPA-49 

ATGGCTCCGCCGCTCCTGCTCTTCCTCCTCCTCCTCCTCCCGGCCCTCTCCACCGG

ACACCAGCACCCGTCCTCCTACGGCTCCTCCGCGCTCTCCGAGTGGCGCCCCGCC

AAGGCATCCTACTACGCCGCCGACCCCGAAGACGCCATCGGTGGGGCGTGCGGG

TTCGGGGATCTGGGGAAGCACGGGTACGGGATGGCGACGGTGGGGCTGAGCACG

GCGCTGTTCGAGCGCGGCGCGGCGTGCGGCGGCTGCTACGAGGTCAAGTGCGTC

GAGGATCTCAAGTACTGCCTCCCCGGCACCTCCATCGTTGTCACGGCCACCAACT

TCTGCGCCCCAAACTACGGCCTCCCCGCCGACGCCGGCGGCCACTGCAACCCGCC

CAACCACCATTTCCTCCTCCCCATCCAGTCGTTTGAGAAGATTGCGCTCTGGAAG

GCCAGCATCATGCCCATCCAGTACCGCCGTGTTAAGTGCCTCCGTGAAGGTGGTG

TCAGATTCTCTGTCAACGGTCAGCACTTCTTCTTTACAGTCCTAATCAGCAATGTT

GGTGGCGCGGGTGATGTTAGATCTGTGAAGATCAAAGGAACAGAGTTAGGATGG

CTCTCGATGGGCCGCAATTGGGGCCAGGTGTGGCACATCAACTGTGACATGAGGG

GACAACCCCTGTCATTTGAGCTCAGCTCAAGCGATGGCAAGACACTGACCAGTTT

CAACGTGGTGCCCAAGGATTGGGAGTATGGCAAGACATACACGGGGAAGCAGTT

TCTTCTGTAG 

Nucleotide 

>McsEXPA-49 

AAACATCTATAAAAGCAGGAAGGCCCCAGAAACCTGCAAAAGTACCCAAGCTGA

AAGCACCACACTTGCAGAGTTCCTCCTCAGTCCACACTCCTTCCTCCCCCACTCCC

CAGCTTCACCGAGGCATACCATACCGGCCCCGGCACCGGCACCGGCAGCGAGCA

GTCGGGAGCCATGGCTCCGCCGCTCCTGCTCTTCCTCCTCCTCCTCCTCCCGGCCC

TCTCCACCGGACACCAGCACCCGTCCTCCTACGGCTCCTCCGCGCTCTCCGAGTG



GCGCCCCGCCAAGGCATCCTACTACGCCGCCGACCCCGAAGACGCCATCGGTACG

CTTCCAAACTTGCCTGCCTCATTCATTGTTCACCCCCATCAACCGCAATTCTGCCA

GCCGTCCTTGGGCATCTTTAATTCGTCGTATCAATGCTGCAAGCCCGCATAAAGA

TTTCTCCTTCAGGGTGCCCCTGGAACGAATTTTCCCCCCGAACCGCACGTTCGGTT

ACCGGAATTGTGCGTCCGTACGGTTCTTGATTGATTCCGGCCGCATGGTGCTACCC

GTATAAGCTTTTGTTCCTACCTAATTCTTTGCTCTGCTATGCGGCGTGCAGGTGGG

GCGTGCGGGTTCGGGGATCTGGGGAAGCACGGGTACGGGATGGCGACGGTGGGG

CTGAGCACGGCGCTGTTCGAGCGCGGCGCGGCGTGCGGCGGCTGCTACGAGGTC

AAGTGCGTCGAGGATCTCAAGTACTGCCTCCCCGGCACCTCCATCGTTGTCACGG

CCACCAACTTCTGCGCCCCAAACTACGGCCTCCCCGCCGACGCCGGCGGCCACTG

CAACCCGCCCAACCACCATTTCCTCCTCCCCATCCAGTCGTTTGAGAAGATTGCGC

TCTGGAAGGCCAGCATCATGCCCATCCAGTACCGCCGGTACGTGCCACTGCTTCT

TTTGCTGCTGCTAGATCTGAGATTTTTTCCCCCCGTAATCCACTTTGTGTGAAACT

GTGAAAGCGCTTGCTGACCTAGAATTGTGTTGGTTAGCGCAGTGTGGAACCCAAG

AAAAGCTGAATTGCTAGTGTCCGCTGGTGAGGAAAGTGTAGAGGTGGGAGTGGA

AGTGGACCCTCTTTGTGTTGTCAACTTGTGTGAGCGTTTCAACCAGAGCCAGATA

CATCAGTTAGCATGACCCTTTGGGTTTTGGCTATCAACAAAATTACATGGTCCCTC

AAAACAAAAGTTTACTCAGTACATGGTAGTGTGCATGAGTATTAGAGATCTATTT

AATTGCTCTACTTCTGATCCAGGGCTGTGAAATTTCTAGGTTGGGTTAAAATAGA

GCTTACTTATATGTCACCAGTGATAACAACATTTGTGGTGCCCAGTGGTTGCCATC

CCAAATCCTTCTTCGTTCTTTCGTGCTATGTTTCTTGACCAGTTGAGTGGTCATTAG

AACGTAGAATCAGTAGGATGAGTTGCACCAACACACCAAATTCAAAAACATAAA

ACAAATGCTCATAGCTGAGCTAGTCTCTGGGTTTCGCCAAATCTAAGTCAAAACT

TCAGAATTCTGATAATTCTGGGCAGCATTATGTGAGAAATATTATTTTCAATTGGT

TGCCTCTGAGGAGTGGCATAACTATCATGGTAGCCAGAAAGAAATGTGTCAACA

ACATCTGCACCTTTGCACAGGCATTTAACAACCCACAGTTTTATTATATAAAAAA

AACAACGCACAGTTCATTTGCTTCCTTGGGAACATGGCTACATGAGATGTCCCTTT

AGTGCTAAGTAATTCCAAAGCCAGCCTGTGAATTAGTATACTGCTGTGCTACTTG

TAGTTGTCCTTAACCTTGCTTTCTGTGTTTGTGGTAACATTTTATGATGATTGGCAC

TTGGTACGTCCTTTTCAGTCCTACAAACACTGACTGTTCGTATTAGTGCCAGAGCC

AAACAGATTACAAATATACTTGGCACATGCATTCATAAATTAGTGAAGTACTAAT

CTGATATTTCAGCGCCATTGAGAAGATAATTTTATGAATTTACTTATATGTGCTGC

CCAATACCTTTACAAATATTCTATTAATGTTCAATCAACATTATGTGAATCTAAGT

TGACACTCTGCAGTGTAAGGTACATGTTGCTATGATTTCCTACTTGGCTTATTGAT

AAAATATGCTGCTATCAAATTTATTTCCTGAATGATCTATATTTCAGAGGACAATA

GGCCTGAGGATATTTGGCTGAAATCATCCACACTGTTGTGTCCTTAAGTTGTTTCA

GACTTTTATTCCCAAAACACTAACAGTGTTTCCATACAAATATACACTTATATCCA

ACTGTTCTTTAACCCTGCAACATATTTTAATATAGGATACAGCTAACCAAAGCTGT

ATATAACATGTTAAAAAGAACGCAATAGCGACTGATGTCAGACTGAGCTTACATT

GACATGTTTCCTTGCTTGTTTGCAGTGTTAAGTGCCTCCGTGAAGGTGGTGTCAGA

TTCTCTGTCAACGGTCAGCACTTCTTCTTTACAGTCCTAATCAGCAATGTTGGTGG

CGCGGGTGATGTTAGATCTGTGAAGATCAAAGGAACAGAGTTAGGATGGCTCTC

GATGGGCCGCAATTGGGGCCAGGTGTGGCACATCAACTGTGACATGAGGGGACA

ACCCCTGTCATTTGAGCTCAGCTCAAGCGATGGCAAGACACTGACCAGTTTCAAC

GTGGTGCCCAAGGATTGGGAGTATGGCAAGACATACACGGGGAAGCAGTTTCTT

CTGTAGAGAATGAGTGCCACAAGATCAGCTTACAGTTTCTCATTTTTGTTCTGATC

CTACGAGTTGGACTGTGGTGTATATTCCTCTGCAGAACAAGGAATATCATTATTA



GGAGAAAATTACTTAGTGCAGGGCCTCAGATAGTTACTCTGGCTCATAAATGCTT

TTTCATGTACCCTTCATAGTTGTTCTAAAGAGGCTTGATGTATCATTCAAAATAGA

AGGCCGAATTTGGATGTCTCCGTTGTATTGCAATATTTTACCTGGCAAGCAATTAT

AAAGTGTCTATGCATTTCTGTACTTGCAACAAGGGCAGCAACTGCAACTCGTTTC

TCTGTTTCATTTTGTTTA 




