
IDENTIFICATION 

Species: Miscanthus sinensis 

Locus: Misin01G294100 

Gene Model: Misin01G294100.1.p 

Description: McsEXLA-01 

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-01 

MAVVTRGAASLPLVLLLLLVVVFFAAPSPADGCDLCVRRSKATYRASSLALNAGSCG

YGSLAASFNGGFLAAASPKLYRGGVGCGACFQVRCRDTELCSAAGAKVVVTDQART

TSNRTGLVLSAAAYAAMASAGTGKAARLRDRRVVDVEYKRIPCEYAKDRNLSIRVE

KSRPPSDLSIRFLYQGGQTDIVAVDVATVGSSNWRFMTRDHGPAWSTAQAPAGPLQL

RLVVTGGYDGKWVWAESEVLPRRWEAGRVYDTGVQVSDVAQEGCYPCDTHEWQ* 

CDS (coding sequence) 

>McsEXLA-01 

ATGGCTGTCGTCACGAGAGGCGCCGCGTCCCTGCCCCTCGTCTTGCTGCTCCTACT

AGTCGTCGTCTTCTTCGCGGCCCCGTCTCCGGCTGACGGCTGCGACCTCTGCGTGC

GCCGCTCCAAGGCCACCTACCGGGCCTCCTCGCTCGCCCTCAACGCCGGTTCGTG

CGGGTACGGCTCCTTGGCCGCGTCCTTCAACGGCGGATTCCTCGCCGCGGCCAGC

CCCAAGCTGTACAGGGGCGGCGTCGGCTGCGGTGCCTGCTTCCAGGTGCGGTGCA

GGGACACGGAGCTGTGCAGCGCGGCGGGCGCGAAAGTGGTGGTGACGGACCAGG

CGCGGACGACGTCGAACCGCACGGGCCTGGTGCTCAGCGCCGCGGCGTACGCGG

CCATGGCCAGCGCTGGCACCGGCAAGGCCGCGCGGCTCAGGGACCGGCGCGTCG

TCGACGTCGAGTACAAGAGGATACCCTGCGAGTACGCCAAGGACCGCAACCTGT

CGATACGCGTGGAGAAGAGCCGGCCGCCGAGCGACCTATCCATCAGGTTCCTGTA

CCAGGGCGGCCAGACCGACATCGTCGCCGTCGACGTCGCCACCGTCGGGTCGTCC

AACTGGCGGTTCATGACGCGGGACCACGGACCGGCGTGGAGCACGGCGCAGGCG

CCGGCGGGGCCGCTGCAGCTCCGGCTGGTGGTCACCGGCGGCTACGACGGCAAG

TGGGTGTGGGCGGAGTCGGAGGTGCTGCCGCGCCGGTGGGAGGCCGGCCGCGTC

TACGACACCGGGGTGCAGGTCTCCGACGTCGCGCAGGAAGGGTGCTACCCCTGC

GACACGCACGAGTGGCAGTGA 

Nucleotide 

>McsEXLA-01 

TTCCGTCCCTCCCAAAGACCCAAACGTGTACGCGTCCCGTGTCGAAAACATTCTG

CGGCCTGTTGGAAGCCTTGGAGGAGGGCAGCACCAAGTTTCAGTCTGGTTCTACT

AGTCGTCAGCCGGCAGGCAGGCAACCTTGCGGCGCATAAAGCCAGCCGGCGATC



CTGCTGTGCCCAACAATCCCCTCCTCTCTTCTCCCAACTAGGAAGCAAAACTGCTT

CCAGCCTTCTTCGACCTCGGGCTCGATCGGTCCATGGCTGTCGTCACGAGAGGCG

CCGCGTCCCTGCCCCTCGTCTTGCTGCTCCTACTAGTCGTCGTCTTCTTCGCGGCC

CCGTCTCCGGCTGACGGCTGCGACCTCTGCGTGCGCCGCTCCAAGGCCACCTACC

GGGCCTCCTCGCTCGCCCTCAACGGTACGCACTACGCAGGCGTCCCGCCGCTCGC

TGCCTTGCGCGTTTCGGTGTCTGTTTCTGTGGCGTGCAAGATTAATTGATCGATTC

ATCTTTCGGTTGCTGAATGAATTGCGCAGCCGGTTCGTGCGGGTACGGCTCCTTG

GCCGCGTCCTTCAACGGCGGATTCCTCGCCGCGGCCAGCCCCAAGCTGTACAGGG

GCGGCGTCGGCTGCGGTGCCTGCTTCCAGGTGCCTTCTTAGTTCGCCGGAGCTGTC

GGCAATTCGTCTGTTTTCTTGGTGGGCGAATTTGGATTCTAAGCAAGGATTGGCAT

GGCATTGGCAGGTGCGGTGCAGGGACACGGAGCTGTGCAGCGCGGCGGGCGCGA

AAGTGGTGGTGACGGACCAGGCGCGGACGACGTCGAACCGCACGGGCCTGGTGC

TCAGCGCCGCGGCGTACGCGGCCATGGCCAGCGCTGGCACCGGCAAGGCCGCGC

GGCTCAGGGACCGGCGCGTCGTCGACGTCGAGTACAAGAGGTAGTTTGCTCTGCT

CTGCGCTCCTTGTCGCTGCGCGGTGCCGTGCGCGAGCACGGTGTCCGTCCGTAGT

GTCAGCGCAGCTTTCGGTCCCACGTGCCGACTATGGAGAGTTGTTTGGGAGAAGG

ACGGGATTAAGAGATGGATTTTGTACTGTGCGCCCAGGATACCCTGCGAGTACGC

CAAGGACCGCAACCTGTCGATACGCGTGGAGAAGAGCCGGCCGCCGAGCGACCT

ATCCATCAGGTTCCTGTACCAGGGCGGCCAGACCGACATCGTCGCCGTCGACGTC

GCCACCGTAAGTTTAATTTGTTCCTCGTACACATGCTCAACTACGTGGGAAAAGG

CACAGAGGTATGGGAATCGGTGGTAGCAGTCGATAGAGGGAATTAAGGTGTGAA

ATTGACTTTTAGTTTCAATCCCTTGTTTGATCCGTGAAAGAAAAGAAGAAAGTGG

ATTGAAGAGGAAATTCATATCTGTTCGGTACGGGGGTTTTGAGGAGAAAATTAAA

ATGCAAGTTATGATAAACGGTGGGAATCTACTTTTCTTTTATTAAGAACGTAACC

CCCACCTAATTTCCATCTCTCTCCTAGGGAATCGATAGTGGGAGCTGGTCCTCTAA

ACTTCCCTTCTCTTCTCACTAGAACTCTTATTCTCGTAAATCAAACAAGAGATTTG

TAAACTCCTATCTGTAAACTCCCCTTCCATTACCCCGACCAAACAAGCCGCCGTA

GTACTGTACTACCAAACACAGACATTTCTCCCCTGTGTTGGCTGTTTGTTTGTTGT

TTTCCCAACGAGTTTTGAAAGCGGAGGTCAGCAGCAAGCAACGGTTCGAACGAA

TTCACCGGCGGCTCCATGATGACGTCGTGCGCGTGCGTGCGGTTGGTTGTTTTTGG

CAGGTCGGGTCGTCCAACTGGCGGTTCATGACGCGGGACCACGGACCGGCGTGG

AGCACGGCGCAGGCGCCGGCGGGGCCGCTGCAGCTCCGGCTGGTGGTCACCGGC

GGCTACGACGGCAAGTGGGTGTGGGCGGAGTCGGAGGTGCTGCCGCGCCGGTGG

GAGGCCGGCCGCGTCTACGACACCGGGGTGCAGGTCTCCGACGTCGCGCAGGAA

GGGTGCTACCCCTGCGACACGCACGAGTGGCAGTGACGCACACAGGCTGGATTG

TAAATTGTACAGCTCTTTTGTTTGTTTTTTCCTGTTGATTTTTGTTTTGTTTTGTTTG

CTTTCCGTCCATTTCCGTTTGGATGGACGAAAGATATGAGATGATGAGCGGAATC

GGAGAGTCAAATCAAATCTCAAACAAACGTGCCGTTGCAACTTGGTTCGGTTGTG

TTGCTC 




