
IDENTIFICATION 

Species: Miscanthus sinensis 

Locus: Misin02G274300 

Gene Model: Misin02G274300.1.p 

Description: McsEXPB-26 

Family: Beta 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 

>McsEXPB-26 

MATALSFKAFAVAALLFVVVTYGARAHQQPDHNATESQDRSLLSYSSGWLPARAT

WYGAPTGAGPDDNGGACGFKGTNQYPFSSMTSCGNEPIFKDGKGCGSCYQIRCLQS

NHPACSGVPQTVIITDMNYYPVAKYHFDLSGTAFGAMASRGLNDKLRHAGIIDMQFR

RVPCNFPGLTITFRVQHGSNPMYLAVLIEHENQDGDVVQADIMQNNSGYWEPMHES

WGSIWRIDPNRPLQGPFSIRITNESGKQLVAKDIIPANYVADVDYRSYVQYTN* 

CDS (coding sequence) 

>McsEXPB-26 

ATGGCCACCGCGCTCTCCTTCAAGGCCTTTGCAGTGGCCGCGCTCCTCTTCGTGGT

CGTCACCTATGGCGCTCGCGCCCACCAGCAGCCCGACCACAACGCCACCGAGTCG

CAGGACAGATCCTTGTTGTCCTACAGCAGTGGCTGGCTGCCGGCCAGGGCCACCT

GGTACGGCGCGCCCACCGGCGCCGGCCCCGACGACAACGGTGGTGCGTGCGGGT

TCAAGGGCACCAATCAGTACCCGTTCTCCTCCATGACGTCCTGTGGCAACGAGCC

CATCTTCAAGGACGGCAAGGGCTGCGGCTCATGCTATCAGATACGGTGCCTTCAG

AGCAACCACCCCGCCTGCTCTGGCGTGCCGCAGACGGTGATCATCACCGACATGA

ACTACTACCCGGTGGCCAAGTACCACTTCGACCTCAGCGGCACGGCGTTCGGGGC

CATGGCCAGCCGGGGCCTCAACGACAAGCTCCGCCACGCCGGGATCATCGACAT

GCAGTTCCGGAGGGTGCCGTGCAACTTCCCGGGCCTGACCATCACCTTCCGCGTC

CAGCACGGCTCCAACCCCATGTACCTCGCCGTGCTCATCGAGCACGAGAACCAGG

ACGGCGACGTGGTGCAGGCGGACATCATGCAGAACAACTCCGGCTACTGGGAGC

CCATGCACGAGTCCTGGGGATCCATCTGGAGGATCGACCCCAACCGCCCTCTCCA

GGGGCCCTTCTCCATCCGCATCACCAACGAGTCCGGCAAGCAGCTGGTGGCCAAG

GACATTATCCCGGCCAACTATGTCGCCGACGTCGATTACCGCTCCTACGTCCAGT

ATACTAATTAA 

Nucleotide 

>McsEXPB-26 

GAAACACAAACCAGCTGGCAGCAGCTGCCAAGCAAGCCGAGGTCCCTAGCTAGC

TAGCTTGTGCAACAATGGCCACCGCGCTCTCCTTCAAGGCCTTTGCAGTGGCCGC

GCTCCTCTTCGTGGTCGTCACCTATGGCGCTCGCGCCCACCAGCAGCCCGACCAC



AACGCCACCGAGTCGCAGGACAGATCCTTGTTGTCCTACAGCAGTGGCTGGCTGC

CGGCCAGGGCCACCTGGTACGGCGCGCCCACCGGCGCCGGCCCCGACGACAACG

GTAAGGATCCGCATTCCAAGCCATGTCGTCCTCTGCATTGTGGCTCATCCCATGCC

ATGTCTAAATTGTCTTGTTGGTGCTGCTGAATCTTTGCTAGGTGGTGCGTGCGGGT

TCAAGGGCACCAATCAGTACCCGTTCTCCTCCATGACGTCCTGTGGCAACGAGCC

CATCTTCAAGGACGGCAAGGGCTGCGGCTCATGCTATCAGGTAGGTGGCCGGTGT

CTGGGTGATAACCGTTTTCCACCACGGTCGTCCACGGCCGACGACGATTAACCGT

GTCATTATATTTTAGTTGTTGTTGGTGCCCAATCATTTTAATTATTTGGTTGGTCAA

ATGAATTGCAGATACCAACCAGTAGCTAGCGTCCGTAGCGCGCGCCTTAGATTGC

TCATCAGTTCAGGACCACGTGCATCCGCTGACCTTGTGCTTGGCTCTCTCTCTCTT

TCCCAGATACGGTGCCTTCAGAGCAACCACCCCGCCTGCTCTGGCGTGCCGCAGA

CGGTGATCATCACCGACATGAACTACTACCCGGTGGCCAAGTACCACTTCGACCT

CAGCGGCACGGCGTTCGGGGCCATGGCCAGCCGGGGCCTCAACGACAAGCTCCG

CCACGCCGGGATCATCGACATGCAGTTCCGGAGGGTGCCGTGCAACTTCCCGGGC

CTGACCATCACCTTCCGCGTCCAGCACGGCTCCAACCCCATGTACCTCGCCGTGCT

CATCGAGCACGAGAACCAGGACGGCGACGTGGTGCAGGCGGACATCATGCAGAA

CAACTCCGGCTACTGGGAGCCCATGCACGAGTCCTGGGGATCCATCTGGAGGATC

GACCCCAACCGCCCTCTCCAGGGGCCCTTCTCCATCCGCATCACCAACGAGTCCG

GCAAGCAGCTGGTGGCCAAGGACATTATCCCGGCCAACTATGTCGCCGACGTCGA

TTACCGCTCCTACGTCCAGTATACTAATTAACCGACCACGGTCGATCTGCATGCA

ACCGACCGAGCTCATTGCTGCTGGGCGGGCGCCTAAGTGTTCTTGTTTAATTAGT

GGCTCTGCCGTTATTGGCAACCGGACTGAGGATTTTTCACCTCAATTCCGTCGTGG

TGTGTCCTGAAGATGTGTGGGAAATTAGAGGAGGCAAGCATCAATGTGCTCTCCC

ACCCACTGTCACTTTACCATTACCAGTGTGTGTAACCAGCAAATCATGGTTATATA

ATTTATACTACTATATATCTGCTGCTATTTA 




