
IDENTIFICATION 

Species: Miscanthus sinensis 

Locus: Misin05G317500 

Gene Model: Misin05G317500.1.p 

Description: McsEXPA-29 

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-29 

MAAAANVLLLLLCSTFCFLAHRAAGDYGAWQSAHATFYGGGDASGTMGGACGYG

NMYSTGYGTNTAALSTALFNDGAACGSCYELRCDNDGQWCLPGTITVTATNFCPPN

YGLPSDDGGWCNPPRPHFDMAQPAFLQIAQYRAGIVPVTYRRVPCVKKGGIRFTING

HSYFNLVLVTNVAGAGDVQSVSIKGSSTGWQPMSRNWGQNWQSNSLLDGQSLSFQ

VTASDGRTVSSNDVAPAGWQFGQTFEGGQF* 

CDS (coding sequence) 

>McsEXPA-29 

ATGGCAGCAGCTGCCAATGTCCTGCTCCTCCTGCTCTGCTCAACCTTCTGCTTCCT

TGCCCACCGGGCCGCCGGCGACTACGGCGCGTGGCAGAGCGCCCACGCCACGTT

CTACGGCGGCGGCGACGCGTCCGGCACAATGGGCGGCGCGTGCGGCTACGGGAA

CATGTACAGCACGGGGTACGGCACCAACACGGCGGCGCTGAGCACGGCGCTGTT

CAACGACGGCGCCGCGTGCGGGTCCTGCTACGAGCTGCGCTGCGACAACGACGG

GCAGTGGTGCCTGCCGGGCACCATCACCGTGACGGCCACCAATTTCTGCCCGCCC

AATTACGGCCTCCCCAGCGACGACGGCGGCTGGTGCAACCCGCCGCGCCCGCACT

TCGACATGGCACAGCCGGCCTTCCTCCAGATCGCGCAGTACCGCGCCGGCATCGT

GCCCGTCACCTACAGGAGGGTGCCGTGCGTGAAGAAGGGCGGCATCCGGTTCAC

CATCAACGGCCACTCCTACTTCAACCTTGTGCTGGTGACCAACGTGGCCGGCGCC

GGGGACGTGCAGTCCGTCTCCATCAAGGGCTCCAGCACCGGGTGGCAGCCCATGT

CCCGGAACTGGGGCCAGAACTGGCAGAGCAACTCGCTCCTGGACGGCCAGAGTC

TCTCCTTCCAGGTCACCGCCAGCGACGGCCGCACCGTCAGCAGCAACGACGTCGC

GCCGGCCGGCTGGCAGTTCGGCCAGACCTTCGAGGGCGGCCAGTTCTAG 

Nucleotide 

>McsEXPA-29 

GCAACTCTCGATTCCTAATCAGCTAGCCAGGTCGAGTCGAGGAGAGTCAGTGACT

CAGTGTGTGTGCTACAATGGCAGCAGCTGCCAATGTCCTGCTCCTCCTGCTCTGCT

CAACCTTCTGCTTCCTTGCCCACCGGGCCGCCGGCGACTACGGCGCGTGGCAGAG

CGCCCACGCCACGTTCTACGGCGGCGGCGACGCGTCCGGCACAATGGGTGAGTCC

ACGATCGATCGAGAACATGGAATTTGTAGTAGCTAGCCTCCTTTGGAAATTGGAA

CTGACGTTGCTGTACATCCTTGCGTGCAGGCGGCGCGTGCGGCTACGGGAACATG



TACAGCACGGGGTACGGCACCAACACGGCGGCGCTGAGCACGGCGCTGTTCAAC

GACGGCGCCGCGTGCGGGTCCTGCTACGAGCTGCGCTGCGACAACGACGGGCAG

TGGTGCCTGCCGGGCACCATCACCGTGACGGCCACCAATTTCTGCCCGCCCAATT

ACGGCCTCCCCAGCGACGACGGCGGCTGGTGCAACCCGCCGCGCCCGCACTTCGA

CATGGCACAGCCGGCCTTCCTCCAGATCGCGCAGTACCGCGCCGGCATCGTGCCC

GTCACCTACAGGAGGTGAGATATATTTCCTCGGTTTCGAGAGTTCTCAGCCCTGTT

CGGCTTACCCATATTCTGACTTGTTCGGCTTGTTTTTTCAGCCGGAACAGTGTTTTT

CTCTCACGATAATTTAGCCAGAACAGTATTTTTCAGTCAAGTTTCAACCCAGCAA

ACGAGACTGTTTGCGCCCGGTTCCAGAGACTTGTGTTGCGTGGCCGTGCGGGTGT

CGGTTCATCAGACCATGTTTCGTGGGTCAGCCGGCAGATTATTATCTACTTCCTCC

GTACTTAAAAAATGAAGTTATTTTGGACAAGTCTTGAGTCAAACATTAGGAATAT

AAATCTTGAATAACTTTTAAGTTATTGAGTTTGGAAATATGAAAACCATATTTATA

GATTTGTCTTAAAAAATACTTTCACAAAAATTTACATATATCACTTTATGATAAAT

ATCTTTATAAAAATAAGTAGTCAAAGTTATGCTTCGAAAACCGTGTCGCTGTTTA

AAACGACCTCATTTTTTAGCACCCAGGGAGTACTGTTTTTGTTGGTTGTTCGTCTT

CCGTGCGCCATGCATGCACGACTGCGACTTGACCATGCTGTTTCCGAGTAGATTA

GGCGTCACACTGACCATTATGAGCTTCCATGTTAGTTGTTATACGACCTTTAGTTT

TGATAACGATTTGTGCAAGTTGCAAACGTCACGCTCAGCAATAGTAACACTTCTG

CTCTCACGCATAGGCATGCCATGTGCCGCTGCTGCTTGAACTTGTTGCAGTTTCAC

TGACGATCACCTTTTGCACTCCTTGTACCATCTGCTACCTGCTGCAGGGTGCCGTG

CGTGAAGAAGGGCGGCATCCGGTTCACCATCAACGGCCACTCCTACTTCAACCTT

GTGCTGGTGACCAACGTGGCCGGCGCCGGGGACGTGCAGTCCGTCTCCATCAAGG

GCTCCAGCACCGGGTGGCAGCCCATGTCCCGGAACTGGGGCCAGAACTGGCAGA

GCAACTCGCTCCTGGACGGCCAGAGTCTCTCCTTCCAGGTCACCGCCAGCGACGG

CCGCACCGTCAGCAGCAACGACGTCGCGCCGGCCGGCTGGCAGTTCGGCCAGAC

CTTCGAGGGCGGCCAGTTCTAGCTAGCCCCTCCGACTCCGATCCGCGACGAGAAC

CGATTTGCATGCATTCAGACTTCAGAGAAGGAACCCCTCCTCGTTGTTGTAAAGA

GGAGGCTCCCGCCATTCCGAGGCTGCTTGTTAATTAGCACCCGCTTAGGCCTTTCC

TTCTCTGATCATCGTAGGATTTAAGCTATTTATTTTCTGCACCGGTGATTGTAGCA

TTGGATATTTGGATTAAGGAAAAAGAAAAACCTGCAAGGCTGATTATCGTAGGG

CTAGCTGCAGGGGAGTGGTGTCGTGTAACTTTTGTTGTTACGCTGTAGCTAGCAA

CCCCCGGATCCGGCCACATGGGTGGGAGATGTTTGTGGGGATTGCACCTTTGGGA

CCGTGAACAACAATGCTTGTTTATGGTCTACTATACATGCAGTATATATGATGAT

ATGCACGTGGTTTGATCCTCA 




