IDENTIFICATION

Species: Miscanthus sinensis
Locus: Misin02G330500

Gene Model: Misin02G330500.1.p
Description: McsEXPA-18
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
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Legend:
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Query seq. o
Superfanilies PLNOOO50

+ Name Accession Description Interval  E-value
[+] PLN00050 super family cl31535 expansin A, Provisional 15-234 2.81e-82
SEQUENCES

Peptide

>MCcsEXPA-18

MATLAVLLLLALLSMTFSSSAQGYGVGRWINAHATFYGGADASGTMGTSNAQVAR
AGTATCTYSQGYGTATTALFSGGQSCGACFELRCAGGDRGSCAPGPGGSSSSVVVTA
TNLCPPNYALPNDAGGWCNPPLRHFDLSQPAFLRIATYRAGIVPVAYRRVPCRRRGGI
RFTVNGHPYFNLVLVANVGGAGDVRLDGQPLSFRVTTSDRRSVVSYNAAPAGWAFG
QTFTGAQFP*

CDS (coding sequence)
>McsEXPA-18

ATGGCAACGCTAGCGGTGCTACTCTTGCTCGCCCTGCTCTCCATGACGTTCTCCTC
CTCAGCTCAAGGCTATGGCGTCGGGCGCTGGATCAATGCGCACGCCACCTTCTAT
GGCGGCGCCGACGCTTCCGGCACGATGGGTACGAGCAATGCACAGGTGGCGCGT
GCGGGTACGGCGACCTGTACGTACAGCCAGGGCTACGGCACGGCGACGACGGCG
CTGTTCAGCGGCGGGCAGAGCTGCGGCGCGTGCTTCGAGCTGCGGTGCGCCGGLG
GCGACCGTGGCTCGTGCGCGCCGGGTCCCGGCGGCTCGTCATCATCCGTCGTGGT
GACGGCCACCAACCTGTGCCCGCCCAACTACGCGCTCCCCAACGACGLCLCGGLGG
GTGGTGCAACCCGCCGCTGCGGCACTTCGACCTATCGCAGCCGGCGTTCCTCCGC
ATCGCCACGTACCGCGCGGGCATCGTGCCCGTCGCCTACCGCAGGGTGCCGTGLC
GGAGGCGGGGCGGCATCCGGTTCACCGTCAACGGCCACCCCTACTTCAACCTGGT
GCTGGTCGCCAACGTGGGCGGCGCCGGCGACGTGCGCCTCGACGGCCAGCCGCT
CTCGTTCAGGGTCACCACCAGCGACCGCCGCTCCGTCGTGTCCTACAACGCCGCG
CCGGCCGGGTGGGCGTTCGGCCAGACATTCACCGGCGCCCAGTTCCCGTAA

Nucleotide
>McsEXPA-18

ATGGCAACGCTAGCGGTGCTACTCTTGCTCGCCCTGCTCTCCATGACGTTCTCCTC
CTCAGCTCAAGGCTATGGCGTCGGGCGCTGGATCAATGCGCACGCCACCTTCTAT
GGCGGCGCCGACGCTTCCGGCACGATGGGTACGTACCTTGATCAGTTGGCCCCCC
GGCGAGCTTCTTTTACCGATCGATGCTGTTGCTGCCTAATGAGCGTGGTTGATCAT
CAATTGCTGCTGCCTCCAATACCTATAAACTAATAAGGAGCAATGCACAGGTGGC
GCGTGCGGGTACGGCGACCTGTACGTACAGCCAGGGCTACGGCACGGCGACGAC
GGCGCTGTTCAGCGGCGGGCAGAGCTGCGGCGCGTGCTTCGAGCTGCGGTGCGCC



GGCGGCGACCGTGGCTCGTGCGCGCCGGGTCCCGGCGGCTCGTCATCATCCGTCG
TGGTGACGGCCACCAACCTGTGCCCGCCCAACTACGCGCTCCCCAACGACGCCGG
CGGGTGGTGCAACCCGCCGCTGCGGCACTTCGACCTATCGCAGCCGGCGTTCCTC
CGCATCGCCACGTACCGCGCGGGCATCGTGCCCGTCGCCTACCGCAGGGTGCCGT
GCCGGAGGCGGGGCGGCATCCGGTTCACCGTCAACGGCCACCCCTACTTCAACCT
GGTGCTGGTCGCCAACGTGGGCGGCGCCGGCGACGTGCGCCTCGACGGCCAGCC
GCTCTCGTTCAGGGTCACCACCAGCGACCGCCGCTCCGTCGTGTCCTACAACGCC
GCGCCGGCCGGGTGGGCGTTCGGCCAGACATTCACCGGCGCCCAGTTCCCGTAA





