IDENTIFICATION

Species: Miscanthus sinensis
Locus: Misin05G113100

Gene Model: Misin05G113100.1.p
Description: McsEXPA-27
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
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List of domain hits e

+ Name Accession Description Interval E-value
[+ PLNO0193 super family cl33423 expansin-A: Provisional 27-250 1.28e-103
SEQUENCES

Peptide

>McSEXPA-27

MDQMAMLLLLLSLCAFRLGGAVAQQYWTPATATFYGGSDASGTMGGSCGYGDLYS
AGYGTQTTALSTALYGDGASCGACYLITCDASRTQYCKPGSSSVTVTATNFCPPNYG
DPNGWCNSPRQHFDMSQPAWETIGVYQAGVVPVNYRRVSCQRSGGIRFSISGHDYFE
LVTITNVGGAGAVAAAWIMGTGTDWLTMSRNWGENWQSGAYLTGKALSFKVQTD
DGKVVVAYNVAPANWQFGSTYEASANFY*

CDS (coding sequence)
>McsEXPA-27

ATGGACCAGATGGCGATGCTGCTCTTGCTGCTGAGCTTGTGCGCCTTTCGGCTCG
GCGGTGCAGTGGCGCAGCAGTACTGGACGCCGGCCACCGCGACGTTCTACGGCG
GGAGCGACGCGTCCGGCACCATGGGCGGGTCGTGCGGGTACGGCGACCTGTACA
GCGCCGGGTACGGTACGCAGACGACGGCGCTGAGCACGGCGCTCTACGGCGACG
GCGCCTCCTGCGGCGCGTGCTACCTCATCACCTGCGACGCGTCGCGGACGCAGTA
CTGCAAGCCGGGGTCGTCGTCCGTCACCGTCACGGCCACCAACTTCTGLCCCGLCCC
AACTACGGCGACCCCAACGGGTGGTGCAACTCGCCGCGGCAGCACTTCGACATGT
CGCAGCCGGCCTGGGAGACCATCGGCGTGTACCAGGCCGGCGTCGTCCCCGTCAA
CTACCGGAGGGTCTCGTGCCAGCGGTCCGGCGGGATCAGGTTCAGCATCAGCGGC
CACGACTACTTCGAGCTCGTCACCATCACCAACGTCGGCGGLCGLLCGGLGLCGGTGG
CCGCGGCGTGGATCATGGGGACCGGCACGGACTGGCTGACCATGAGCCGCAACT
GGGGGGAGAACTGGCAGAGCGGGGCCTATCTCACCGGAAAGGCCCTGTCGTTTA
AGGTGCAGACGGACGATGGCAAGGTCGTCGTGGCGTATAACGTGGCGCCGGCGA
ACTGGCAGTTTGGCAGCACCTACGAGGCCTCGGCCAACTTCTACTAG

Nucleotide
>MCcSEXPA-27

CTCGCCGGCAGTTGCAAGCTTATAAGTACCACACAAGCAGAGAAAACAGTGTGC
ATCAGTCACAACAGACCGCAAGTGATCTGGCTTGGCAGGCAACATCCTAGTGAG
AGACGATGGACCAGATGGCGATGCTGCTCTTGCTGCTGAGCTTGTGCGCCTTTCG
GCTCGGCGGTGCAGTGGCGCAGCAGTACTGGACGCCGGCCACCGCGACGTTCTAC
GGCGGGAGCGACGCGTCCGGCACCATGGGTAACACTGTCACTGACTGACCATTTT
CTTGGCAATCCAACTCTGATCCACGCGTTCGTTCGTCGCACTGATGCGCGTGTACT



TGTCGTGCTGCGCGTGCGCATGCAGGCGGGTCGTGCGGGTACGGCGACCTGTACA
GCGCCGGGTACGGTACGCAGACGACGGCGCTGAGCACGGCGCTCTACGGCGACG
GCGCCTCCTGCGGCGCGTGCTACCTCATCACCTGCGACGCGTCGCGGACGCAGTA
CTGCAAGCCGGGGTCGTCGTCCGTCACCGTCACGGCCACCAACTTCTGCCCGCCC
AACTACGGCGACCCCAACGGGTGGTGCAACTCGCCGCGGCAGCACTTCGACATGT
CGCAGCCGGCCTGGGAGACCATCGGCGTGTACCAGGCCGGCGTCGTCCCCGTCAA
CTACCGGAGGGTCTCGTGCCAGCGGTCCGGCGGGATCAGGTTCAGCATCAGCGGC
CACGACTACTTCGAGCTCGTCACCATCACCAACGTCGGCGGCGCCGGLCGCGGTGG
CCGCGGCGTGGATCATGGGGACCGGCACGGACTGGCTGACCATGAGCCGCAACT
GGGGGGAGAACTGGCAGAGCGGGGCCTATCTCACCGGAAAGGCCCTGTCGTTTA
AGGTGCAGACGGACGATGGCAAGGTCGTCGTGGCGTATAACGTGGCGCCGGCGA
ACTGGCAGTTTGGCAGCACCTACGAGGCCTCGGCCAACTTCTACTAGGCCCAGTT
GGCCGCGCCACTTCAGATTCAACTGAGTGGGCCATGTTAACTAACAGCCCATGAG
TCGGAGAAAATCCTTACAGTGAACACGTGTATAATTTTTTTTTTATTTTGATAATA
CAAAAACCTGATAAGCGCACTTAAGTTCCTATATAATTGTTAGAAAGTAGAGAAT
GAGAGAGATCGATTGATGCAAATGATTATCTGTTGTATTCCCAATGAACAATGTG
TACATATATATACAGGCCCACGTGGACGGTTACAAGTG






