
IDENTIFICATION 

Species: Miscanthus sinensis 

Locus: MisinT234100 

Gene Model: MisinT234100.1.p 

Description: McsEXPA-68 

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-68 

MASTAPAIVLVAALIMAVAHLASGSGYYQAAAPFTTSDWQDGSATFYGDDSGLGAD

FGGACGYGANDIQSLYSTSTAALSTPLFASGSGCGQCYELRCVNSRWCNPGSPSVVV

TGTNLCPPNWNLPSDNGGWCNPPRQHFDMAPPSFLILAPRVAGIVPVQFRRVPCQRS

GGIRFYVQGNYYWLLLYVMNVGGSGDVGDLAVKRAGEPDCSYVPASRNWGITYQV

FAALGNAKGLVVRMTCYSSPRKTIVVDDAIPTWWSTGLSYQGSNNFY* 

CDS (coding sequence) 

>McsEXPA-68 

ATGGCGTCGACAGCTCCGGCGATCGTGCTCGTCGCGGCATTGATCATGGCGGTAG

CACACCTCGCGAGCGGCAGCGGCTATTACCAAGCCGCCGCGCCCTTCACGACGTC

GGACTGGCAAGACGGTAGCGCCACCTTCTACGGCGACGATTCCGGCCTCGGCGCA

GACTTCGGCGGCGCGTGCGGGTACGGCGCCAACGACATCCAGTCGCTCTACTCGA

CGAGCACGGCGGCGCTGAGCACGCCGCTGTTCGCGAGCGGCAGCGGGTGCGGGC

AGTGCTACGAGCTGCGGTGCGTCAACTCCCGGTGGTGCAACCCGGGTTCGCCGTC

CGTCGTGGTCACCGGCACCAACCTCTGCCCGCCCAACTGGAACCTCCCCAGCGAC

AACGGCGGGTGGTGCAACCCGCCGCGGCAGCACTTCGACATGGCGCCCCCGTCGT

TCCTGATCCTCGCGCCGCGGGTGGCGGGCATCGTCCCCGTGCAGTTCCGCCGCGT

GCCGTGCCAGCGCTCCGGCGGGATCAGATTCTACGTGCAGGGCAACTACTACTGG

CTCCTGCTGTACGTCATGAACGTCGGCGGCAGCGGCGACGTCGGCGACCTGGCCG

TCAAGAGGGCCGGCGAGCCGGACTGCAGCTACGTGCCCGCGTCGCGCAACTGGG

GCATCACGTACCAGGTGTTCGCCGCTCTCGGCAACGCGAAGGGCCTCGTCGTCAG

GATGACCTGCTACAGCTCGCCGCGGAAGACCATCGTCGTCGACGACGCCATCCCC

ACCTGGTGGTCCACTGGACTCTCTTACCAGGGATCCAACAACTTCTATTGA 

Nucleotide 

>McsEXPA-68 

ATGGCGTCGACAGCTCCGGCGATCGTGCTCGTCGCGGCATTGATCATGGCGGTAG

CACACCTCGCGAGCGGCAGCGGCTATTACCAAGCCGCCGCGCCCTTCACGACGTC

GGACTGGCAAGACGGTAGCGCCACCTTCTACGGCGACGATTCCGGCCTCGGCGCA

GACTTCGGTACGTACTACGTTCCGCCTCTATATATTAGGGTTAATTGGATCTGTGT



CATTATAACTTCACCATTTTTTAAGCACACTATTACTATTTAAGAAACTATACCAC

TGCCATTGCAACTCTGCAAATGTTTGAGATACACCATTATATACGCTTGATATAAC

TTGGGCCCACTGTCAGACGTATAGAGGGGTAACGTATATCAGTATGGACAAGATT

GCCCCCTTACTCTTCTCTCTTACACTCGCTGACACATGGCGCCCACTCATCAGTCT

TCCCCGCCGTCTTCCTCCCTCTCTATCTTCATCTCCGGCGGCGGCACAGTAGCCCC

CTCCCTCTCCGTCTTCTCCATCTCCGACTTGGCGCTGGCCATGACGACTTTAGCAC

GCCGCAGGCTCTACCCGCTCGCTCTGGTCACCTGGCAGCAGGGGCGCGACCTGCC

TGCCCACACGCTCGCCTGGCGGCAGTGTAGAAGCGGCGCGGTGGCCTACATGCCC

GCCCATGCGCTCGCATCGCGGCAGTGCAGCAGTGGCGTGGTGGCCCGCCCGGCG

GCGGCACAGCGGCCCGCACGCGCACACTCGCCCGGCAGCAGCGCGGCAGCCCAC

ACACGCGCACTTGCCGGCCATGGGGGTTGGGGGCTGGGCTCGAGGTTTCTTGGCG

GGGGGGCGGGGCTTCGGCTAGCCGAACTGGGGCAGGCGGCTTGCGGCCGGCGGT

GCAGCGCGCTGGGCCTGCAGTGGCGTTGCGCCGGCCTGCAAGCGGGATGCGGTG

GAGGTGGGAGTCGGGCAGGGCGGCGCGCACGGCTAGCGGCGGCGTTGTCCAAGG

CTTCGTGGCGCCGCTGCTGGGGACGGAGGTGGCTCAGCTGCGGCAAGGGGGTGG

CGGAGGCTGGGGGCACGCTGGCCGGCAAGGACGTAGTGGCTCGCGGCGCAAAGC

AGAGGGTGCGCCCTGGAACGAGGAAGAAAGGGGATGGGAGAGGGATGACACAT

GGGCCCGATACGTCATTGAGTAGGACAGAGGGACACTAGCAGGGGCAAAAGTGT

CCATACAAAAGTACGTTAGCTTTAGGATGCCTGAAAGTGGGCCCAATACGCCTTC

AGGTGTACATAATGGCGTATTTCAAAATAAGAAACAATTGTAGTGGCACTGGCAT

AGTTTCTTGAATAGTAATGGTGTGCTTCAAAAACGACAAAGTTATAATGGCACAT

ATTCAATTAACCCACTACTTGGAGTATGCATGTGTATGTGGAATAAAATAAATAT

ATACACCGGCGGTTTCATTTATAAACTTGGGAGACATGCTAATTAAGGTTCTAAC

TTCGGGTTTTTGAGTTCTGGATCATTAAACTTGTCTCGGGCTACATCATTAATTTA

GATGGTTTTGGACTTGCTCCACACACTGACATGGCATCAGGCATATTGGGTCCAT

CTAGGTCCCAAACATAAAAAAAAATTGCATATCTAGCTCCCTAAATTTTCTAAAC

ACGCTAGGGGTACCAAAATTTGCAAGTTGGTGCCATGTAGGTCCCTATATCTTCT

AAAATTACACATCCGGCCATGTCTCCAAACTTGCTAATCGAGCTACATATATGAG

ATCCAAATTACTATTTGTCTATAAACCAACTGTGTGGTTGTTGACTGTGCACCTAG

CATGTGGACCCACACATCATCCCTCCTTCGTTCGAACAACGCTCATTGCCCTTAGT

TTGGTGGTGTTCGTACAACGACACTATGCAACAAGACCCTGTCGACCCATGGATC

CAGCCACCGCTAGAGCCGATAGCAAGGAGCCTGTGATGGTGGCCAAGCTCAGTC

GTAGGTGTGTGGAGGGTAGGAGAGAGCGTGCAGAGGCTAGTGCAGTGCCGGCCC

TGAGGGGTGGGCAGGAGGTGCGACGGCCGAGGGCCCTCGCGGGATTGGGGCCCA

AGCCCAAGTACATAATACTTCATACCTTTTAGCTATAGTCTATTAGGATTTAAGAT

TAATGAGAAGATGCAGCGGTTCATCAACAAAAGGAGTCGTCGGCCTCTTTCTTTC

CGGGAGGCAAGGAGTCGAGCCGTCAACACCCGCACACGCGCATATAGCGATCGT

GAGTCGCGACTTCCGGATTTCTGGTGAGACGGGAGACTGCGAGAGACGCAGCGC

CGATCACCAGTTCACCACGCGATCACCAGCGCAAATCACTGAGACACCGATGCTC

GAGTTCTAGTCTTCCAGAAGCTAGACGACGGCGTTTCAGACGACGACGGCGACCA

GGCAGCTGAAGCAGGGGCTCGACGAAGATGATGACATCTGATCTTGGTTATTGCC

TTCTGCCCTTTTATGATTTGTGAATCTTGGTTCTGAATAAGTTCATATCCAAATTGT

CTAGGCCCTAGGTTTTTTTCCTTGTTCAATTTTTATCTAGTACTGTGTACTCATATA

GTTATGCTTTTCTTGTAATTTAGGTCAGGTGTTAGAATTTTAGAATGTTACCTCAG

AAATATTTGTCGAGAGAGGCTATCGCGACAAGTTCGCCAGAGGGCCCTCAAAATC

CTAGGACCAGCACTGGGCTAGTGACACGCCCTGTAGTGTTGTTTATGCTGCTTGG

AGGCAATCTTGCAGTTGTTGGTAGTAGGCTATTGTTGGTGCTGGTGATCGTGCTGC



AGTGGTGCAAGATCTAGAGAGTGGCACGCGGCGATGTCGAGAAAGAGATGAGAG

AACGGAACAACATGTGGACCCCACATGTCAGGTGCACAGTTAGTAACCGACGCA

CAGGCGGTTTATCATAAACAACAATAACTTGGATCTTGTGTGGTCCAATTAGCAA

GTTTGGGGATTTGTATTTACAAATTTTGTAGGTTAAGAACCTAGATATATATACAA

GTTTAGGTACCTCGTATGGCCCGTTTAGCAAGTTTAAGGAGCAAGATATGCAATT

GTAAAACATACAGACCTAGATGGCACCTTCGTATACAAGTTTAAGTACTGGACCA

ACGTGTCAGGTTCACGTTAGCGCTAAGTTAGCATGCCGGAAAAAAAATTAGATGC

AGCCGGCATGTACGGACACAGGGTATGTTGACACGTGTCCACTCAGCCTAATCAT

ATGTTGACACGTGTCCACCCATCCCACGTGCTTCTCTCGATCCGGCGTGCGCATCA

TATGGCTCCGTTCGGCTCGCTGAAACTTGGCTGAAAGTGACTGAAAACACTGTTC

TGACTGAAATGTTGTGAGAGAAAAACACTGTTTCGTCTGAAAAAAAAAGCCAAA

TAAATCGAATATAAGGTAAGCCAAACGGGGCCAAAGCGCATTATCACCTGGCCG

TGCGATTAACTGCTGGGACATGTGTCTCTCATCCGCGCTGGGCCTGCACGCTGCA

TCGGTACATGCCACTTCAGCGTGTGGAACGAGTCTGAAGCCCATTTGAACTAGTG

CTAGAACCCGAGACAAGTTTGACACATGAAAAAAAAAACTTTAGGATCTAAATG

CCGCCTCCGGTTTAGGGACCAATGGCGTATTTTACTATGCATGTATTTGCTTGTGC

CTTTGCATGCAAATGATAATTGGAACGCATGCATGCATGCAGGCGGCGCGTGCGG

GTACGGCGCCAACGACATCCAGTCGCTCTACTCGACGAGCACGGCGGCGCTGAG

CACGCCGCTGTTCGCGAGCGGCAGCGGGTGCGGGCAGTGCTACGAGCTGCGGTG

CGTCAACTCCCGGTGGTGCAACCCGGGTTCGCCGTCCGTCGTGGTCACCGGCACC

AACCTCTGCCCGCCCAACTGGAACCTCCCCAGCGACAACGGCGGGTGGTGCAACC

CGCCGCGGCAGCACTTCGACATGGCGCCCCCGTCGTTCCTGATCCTCGCGCCGCG

GGTGGCGGGCATCGTCCCCGTGCAGTTCCGCCGCGTGCCGTGCCAGCGCTCCGGC

GGGATCAGATTCTACGTGCAGGGCAACTACTACTGGCTCCTGCTGTACGTCATGA

ACGTCGGCGGCAGCGGCGACGTCGGCGACCTGGCCGTCAAGAGGGCCGGCGAGC

CGGACTGCAGCTACGTGCCCGCGTCGCGCAACTGGGGCATCACGTACCAGGTGTT

CGCCGCTCTCGGCAACGCGAAGGGCCTCGTCGTCAGGATGACCTGCTACAGCTCG

CCGCGGAAGACCATCGTCGTCGACGACGCCATCCCCACCTGGTGGTCCACTGGAC

TCTCTTACCAGGGATCCAACAACTTCTATTGA 




