
IDENTIFICATION 

Species: Miscanthus sinensis 

Locus: Misin01G494700 

Gene Model: Misin01G494700.1.p 

Description: McsEXLA-02 

Family: Expansin Like Alpha 

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 

>McsEXLA-02 

MAVPAGLAASTTLPLLLLVWWLPLLASACDRCVRHSKAAYYTSSLTLAGGSCGYGT

EAASFSAGFLAAASPALYRAGIGCGACFQVRCKDKKLCAASGARVVVTDRARTNRT

DLVLSSTAFAAMALPGMAKRLAGFHSVDVEYKRVPCEYKHRNLSVRVEDKRRAPG

DLAIRFLYQGGQTDIVAVDVAQVGSSNWKFMTRDNGPAWSTSQAPPGPLQLRVVVT

GGYDGKWVWADREVLPRRWRAGEVYDTGVQITDIAQEGCFPCDTHEWE* 

CDS (coding sequence) 

>McsEXLA-02 

ATGGCCGTCCCTGCCGGCCTCGCCGCCTCCACCACGCTCCCGCTGCTGCTCCTCGT

CTGGTGGCTCCCGCTCCTCGCGTCCGCCTGCGACCGCTGCGTGCGCCACTCCAAG

GCCGCCTACTACACCTCCTCGCTCACCCTCGCCGGCGGCTCCTGCGGGTACGGCA

CCGAGGCCGCCTCCTTCAGCGCCGGCTTCCTCGCCGCCGCCAGCCCCGCGCTGTA

CCGCGCCGGCATCGGCTGCGGCGCCTGCTTCCAGGTGCGGTGCAAGGACAAGAA

GCTCTGCGCCGCCTCGGGCGCCAGGGTGGTGGTCACCGACCGCGCCAGGACCAA

CCGCACCGACCTCGTGCTCAGCAGCACCGCGTTCGCGGCCATGGCGCTCCCCGGC

ATGGCCAAGCGCCTCGCCGGCTTCCATTCCGTCGACGTCGAGTACAAGAGGGTGC

CGTGCGAGTACAAGCACAGGAACCTGTCGGTGAGGGTGGAGGACAAGCGCCGCG

CCCCGGGCGACCTCGCCATCAGGTTCCTCTACCAGGGCGGCCAGACCGACATCGT

CGCCGTCGACGTCGCGCAGGTGGGTTCGTCCAACTGGAAGTTCATGACGCGCGAC

AACGGGCCGGCGTGGAGCACGAGCCAGGCGCCGCCGGGGCCGCTCCAGCTCAGG

GTGGTGGTGACGGGCGGCTACGACGGCAAGTGGGTGTGGGCCGACCGCGAGGTG

CTGCCGCGGCGGTGGCGCGCCGGCGAGGTCTACGACACGGGCGTCCAGATCACT

GACATCGCCCAGGAGGGCTGCTTCCCCTGCGACACGCACGAGTGGGAGTGA 

Nucleotide 

>McsEXLA-02 

GGTAGCTGAGCTGAGCAAGTGGAGCGTGGGGAGGACTTCTGCGCTGTTCGAGTG

ACTGTGGGTCGTGGCGGTGTATAAAAGCAGCCGTGAAGCACAAGCTCCCCCTCTC

TCCCTCGTCTCGCCTGAGCCAAAGGCCAAGCAAGCAACCATCAAGTCATCCATCG

GCCGAGACACGATGGCCGTCCCTGCCGGCCTCGCCGCCTCCACCACGCTCCCGCT



GCTGCTCCTCGTCTGGTGGCTCCCGCTCCTCGCGTCCGCCTGCGACCGCTGCGTGC

GCCACTCCAAGGCCGCCTACTACACCTCCTCGCTCACCCTCGCCGGTACACGACG

GCTCGATCGCTTCCTCTGCTTTCTTCTTCTCTAGCAATTCAGCATGGATTCTTATCG

CTTCGGATTGCTGCGGCATGACATGATGCAGGCGGCTCCTGCGGGTACGGCACCG

AGGCCGCCTCCTTCAGCGCCGGCTTCCTCGCCGCCGCCAGCCCCGCGCTGTACCG

CGCCGGCATCGGCTGCGGCGCCTGCTTCCAGGTACGGTACCTGCTACTGCTACCT

TCACCACCAATCACTCACCACCGTGCCGGCCCGGGCCGGCGACGATCGCGCTCTC

GATTCCCAGAGTCGCCTATATATTTATTTATTACCTGTGCCGGGATGTGCGTGTCC

CCTGATTCGGCTCGGCTCGGCGTGCCCCCACTGCGCGCAGGTGCGGTGCAAGGAC

AAGAAGCTCTGCGCCGCCTCGGGCGCCAGGGTGGTGGTCACCGACCGCGCCAGG

ACCAACCGCACCGACCTCGTGCTCAGCAGCACCGCGTTCGCGGCCATGGCGCTCC

CCGGCATGGCCAAGCGCCTCGCCGGCTTCCATTCCGTCGACGTCGAGTACAAGAG

GTAAAGAAAAAGGAAATAAACACCAATCGACCTGTTCGCTTGATCATTTCTTTAG

TTTATAAGTTTATAAGCCGACTGATGATATTTGTTGTGAGAGAAAAAAACTGATT

GATATGATCCGACGAACAGGGTGTAAACCAACCACACGTGTTTTTTCACCAACCG

TGCCATGCCTTTCATTTCATTCATATTCATCGTATACGGGTGACTAGTAGTAGTAG

TAGTATAGACTAGGACAGGAGGAAGAACAGTTGGGCGGTTGGCTGCCGCCATAA

ACTCTTCCTTGAATGAGCCCTTGTTTAGTTGTTACCCAATTTTCAAAAAGTTGCTA

TAGTATCTGTCACATCGAATGTTTGCGGCCCATGCATGGAGCATTAAATGTAGAC

GAAAAGAAAAACTAATTGCACAGTTTGGTGGGAAATTGCGAGACGAACGTTTTA

AGCCTAATTAGTCAATATTTGGATACTATTTGTCAAATAAAAACGAAGGTGCTAC

AGTAGACCCAAAATCCAAATTTCGCGAACTAAACAAGGGCTGAATTGCGAATGG

AATGGCTGAGTTTTGTCAGCGCCGCGCATGTGCAGGGTGCCGTGCGAGTACAAGC

ACAGGAACCTGTCGGTGAGGGTGGAGGACAAGCGCCGCGCCCCGGGCGACCTCG

CCATCAGGTTCCTCTACCAGGGCGGCCAGACCGACATCGTCGCCGTCGACGTCGC

GCAGGTACGGTACACACAGCCGGTCGAGATTGCTTCCACCGTTCTCTGGATTAAT

TTGAGACGTGTTTGGAAAGGAAAATCGGGTCTGAATGAATTGGATTGAAATAAC

GGAGCTTTTGAAAAACGTGCAGGTGGGTTCGTCCAACTGGAAGTTCATGACGCGC

GACAACGGGCCGGCGTGGAGCACGAGCCAGGCGCCGCCGGGGCCGCTCCAGCTC

AGGGTGGTGGTGACGGGCGGCTACGACGGCAAGTGGGTGTGGGCCGACCGCGAG

GTGCTGCCGCGGCGGTGGCGCGCCGGCGAGGTCTACGACACGGGCGTCCAGATC

ACTGACATCGCCCAGGAGGGCTGCTTCCCCTGCGACACGCACGAGTGGGAGTGA

CGGCGGCTGAAGCAGAAGCTGAAGCTGCCCTTGCCCCTTGGCATGGCTGGCCCTC

AACTCAACTGAAGGAGCCTGTAGAATCGCTCTAGCCCCTCCGTGCCACTGCCTTT

TTGGCTGGGCTTTGGTCACCGGAGGACTAGAGAGAGAGAGAGAGAGAGAGACTG

CTGACAGACGCTGACTGAGTGACACGCGAGCGAGAGGAGAGTCCGAGTCCCCTC

TCCCTCCCCTCCCCTCCCCTGTACATGAGCTGCTGATGTGTCAGATAGCAGTAGTA

GCGTCCCGGCGGAGGCCGGAAAGAATAATAATGAAACGAACGAAAAGAACGGC

CGCCTTGAGCGAGCGTGAAGCAACAAGCAACTCCGCCGCCGGCCATGGCCGATTT

TGAACCTGTTTAGTGATCACATGGCTCGTCTCGTCGTCGTTGCTTCTGCCAACGTA

GTACTTCTCGCCTGTCTGTCTTTCTGTCTCCTGCCTCGTTTGAGCTGTCTGTAATGT

ACAGAACAGAACGCTTTGGTGGACCAGCAGCGAGTACAACATT 




