IDENTIFICATION

Species: Miscanthus sinensis
Locus: Misin03G262600

Gene Model: Misin03G262600.1.p
Description: McsEXPA-22
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
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Legend:

Exon — Intron

DOMAIN ARCHITECTURE

Superfanilies PLNOOOSO

List of domain hits d
-+

Name Accession Description Interval E-value

[+ PLN00050 super family expansin A; Provisional 60-263 4.64e-65

SEQUENCES
Peptide
>McsEXPA-22

MSGRRRSWTIWAPLLASLLLVGLASSSAAGAKVVEEEEDDGGASKKKLHVNHGKFK
ADPWTDGHATFYGGRDGSGTTDGGACGYKGELGKDYGALTAAVGPSLYSNGAGCG
ACYELKGTKGTVVVTATNQAPPPVTGQKGEHFDLTMPAFLKIAEEKAGIVPITYRKV
ACVRQGGIRYTITGNPHYNMVMVTNVGGAGDVVGLSVKGNKRVKWTPMKRSWGQ
LWTTEVDLTGESLTFRVMTGDHRKATSWHVAPRDWKFDKTYQATKNF*

CDS (coding sequence)
>McsEXPA-22

ATGTCTGGTCGTCGTCGTTCGTGGACAATATGGGCGCCTCTCCTGGCGTCGCTGCT
GCTCGTCGGGCTCGCGTCGTCGTCGGCCGCGGGCGCCAAGGTGGTGGAGGAGGA
GGAGGACGACGGCGGAGCCAGCAAGAAGAAGCTCCACGTTAACCACGGCAAGTT
CAAGGCGGACCCGTGGACGGATGGGCACGCGACGTTCTACGGAGGGCGCGACGG
GTCCGGCACCACGGACGGCGGCGCGTGCGGGTACAAGGGCGAGCTGGGAAAAGA
CTACGGCGCGCTGACGGCGGCCGTGGGCCCGTCACTGTATAGCAACGGGGCCGG
GTGCGGCGCGTGCTACGAGCTCAAGGGCACCAAGGGCACCGTGGTGGTGACGGC
CACCAACCAGGCCCCGCCGCCGGTGACCGGGCAGAAGGGCGAGCACTTCGACCT
CACCATGCCGGCGTTCCTCAAGATCGCCGAGGAGAAGGCCGGCATCGTGCCCATC
ACCTACCGCAAGGTGGCGTGCGTGAGGCAAGGCGGCATCCGGTACACGATCACG
GGGAACCCGCACTACAACATGGTGATGGTGACGAACGTCGGCGGCGCCGGGGAC
GTGGTGGGGCTGTCGGTGAAGGGCAACAAGCGCGTCAAGTGGACGCCGATGAAG
CGCAGCTGGGGCCAGCTTTGGACGACGGAGGTCGACCTCACCGGCGAGTCGCTG
ACGTTCCGCGTCATGACCGGCGACCACCGCAAGGCCACCTCCTGGCACGTCGLGC
CCCGTGACTGGAAGTTCGACAAGACGTACCAGGCCACCAAGAACTTCTAG

Nucleotide
>MCcsSEXPA-22

ATGTCTGGTCGTCGTCGTTCGTGGACAATATGGGCGCCTCTCCTGGCGTCGCTGCT
GCTCGTCGGGCTCGCGTCGTCGTCGGCCGCGGGCGCCAAGGTGGTGGAGGAGGA
GGAGGACGACGGCGGAGCCAGCAAGAAGAAGCTCCACGTTAACCACGGCAAGTT
CAAGGCGGACCCGTGGACGGATGGGCACGCGACGTTCTACGGAGGGCGCGACGG
GTCCGGCACCACGGACGGCGGCGCGTGCGGGTACAAGGGCGAGCTGGGAAAAGA



CTACGGCGCGCTGACGGCGGCCGTGGGCCCGTCACTGTATAGCAACGGGGCCGG
GTGCGGCGCGTGCTACGAGCTCAAGGGCACCAAGGGCACCGTGGTGGTGACGGC
CACCAACCAGGCCCCGCCGCCGGTGACCGGGCAGAAGGGCGAGCACTTCGACCT
CACCATGCCGGCGTTCCTCAAGATCGCCGAGGAGAAGGCCGGCATCGTGCCCATC
ACCTACCGCAAGTACGTAGTAGTAGTAGTAGTGTAGCACTTCCGTATGCATGCGC
ATCATCTACCGATCTACGTACAAACAATTGACACACGCATATGCAGGGTGGCGTG
CGTGAGGCAAGGCGGCATCCGGTACACGATCACGGGGAACCCGCACTACAACAT
GGTGATGGTGACGAACGTCGGCGGCGCCGGGGACGTGGTGGGGCTGTCGGTGAA
GGGCAACAAGCGCGTCAAGTGGACGCCGATGAAGCGCAGCTGGGGCCAGCTTTG
GACGACGGAGGTCGACCTCACCGGCGAGTCGCTGACGTTCCGCGTCATGACCGGC
GACCACCGCAAGGCCACCTCCTGGCACGTCGCGCCCCGTGACTGGAAGTTCGACA
AGACGTACCAGGCCACCAAGAACTTCTAG





