IDENTIFICATION

Species: Miscanthus sinensis
Locus: Misin04G286700

Gene Model: Misin04G286700.1.p
Description: McsEXPA-25
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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Superfanilies PLNOOOS0

+ Name Accession Description Interval  E-value
[+] PLN0D050 super family cl31535 expansin A; Provisional 59-262 1.14e-64
SEQUENCES

Peptide

>MCcsEXPA-25

MPGRRSWSIWAPLLASLLLVGLASSAVGAKVVEDEDEDDGGASKKKPHVNHGKFK
ADPWTDGHATFYGRRDGSGTTDGGACGYKGEQGKDYGALTAAVGPSLYSNGAGC
GACYELKGTKGTVVVTATNQAPPPVSGQKGEHFDLTMPAFLKIAEEKAGIVPITYRK
VACVRQGGIRYTITGNPHYNMVMVTNVGGAGDVVGLSVKGNKRVKWTSMKRSWG
QLWTTEVDLTGESLTFRVMTGDHRKATSWHVAPRDWKFDKTYQATKNF*

CDS (coding sequence)
>MCcsEXPA-25

ATGCCTGGTCGTCGTTCGTGGTCAATATGGGCGCCTCTCCTGGCGTCGCTGCTGCT
CGTCGGGCTCGCGTCGTCGGCCGTGGGCGCCAAGGTGGTGGAGGACGAGGACGA
GGACGACGGCGGCGCCAGCAAGAAGAAGCCCCACGTTAACCACGGCAAGTTCAA
GGCGGACCCGTGGACGGACGGGCACGCGACGTTCTACGGCAGGCGCGACGGGTC
CGGCACCACGGACGGCGGCGCGTGCGGGTACAAGGGCGAGCAGGGAAAAGACT
ACGGCGCGCTGACGGCGGCCGTGGGCCCGTCGCTGTACAGCAACGGGGCCGGGT
GCGGCGCGTGCTACGAGCTCAAGGGCACCAAGGGCACCGTGGTGGTGACGGCCA
CCAACCAAGCCCCGCCGCCGGTGAGCGGGCAGAAGGGCGAGCACTTCGACCTCA
CCATGCCGGCGTTCCTCAAGATCGCCGAGGAGAAGGCCGGCATCGTGCCCATCAC
CTACCGCAAGGTGGCGTGCGTGAGGCAAGGCGGCATCCGGTACACGATCACAGG
GAACCCGCACTACAACATGGTGATGGTGACCAACGTGGGCGGCGCCGGCGACGT
GGTGGGGCTGTCGGTGAAGGGCAACAAGCGCGTCAAGTGGACGTCGATGAAGCG
CAGCTGGGGCCAGCTCTGGACCACGGAGGTCGACCTCACCGGCGAGTCGCTGAC
GTTCCGGGTCATGACCGGCGACCACCGCAAGGCCACCTCCTGGCACGTCGLGLCCC
CGCGACTGGAAGTTCGACAAAACGTACCAGGCCACCAAGAACTTCTAG

Nucleotide
>MCcsEXPA-25

ATGCCTGGTCGTCGTTCGTGGTCAATATGGGCGCCTCTCCTGGCGTCGCTGCTGCT
CGTCGGGCTCGCGTCGTCGGCCGTGGGCGCCAAGGTGGTGGAGGACGAGGACGA
GGACGACGGCGGCGCCAGCAAGAAGAAGCCCCACGTTAACCACGGCAAGTTCAA
GGCGGACCCGTGGACGGACGGGCACGCGACGTTCTACGGCAGGCGCGACGGGTC
CGGCACCACGGACGGCGGCGCGTGCGGGTACAAGGGCGAGCAGGGAAAAGACT



ACGGCGCGCTGACGGCGGCCGTGGGCCCGTCGCTGTACAGCAACGGGGLCCGGGT
GCGGCGCGTGCTACGAGCTCAAGGGCACCAAGGGCACCGTGGTGGTGACGGCCA
CCAACCAAGCCCCGCCGCCGGTGAGCGGGCAGAAGGGCGAGCACTTCGACCTCA
CCATGCCGGCGTTCCTCAAGATCGCCGAGGAGAAGGCCGGCATCGTGCCCATCAC
CTACCGCAAGTACGTAGTAGTAGTGTAGCACTTCCACATGCATGCGCATCATATA
TGTATAGGCCATGTTCGCTTCTCTTATAATTCGTACTTTTCAGCTTGTTTTTTCAGC
CGGAATAATATTTTTCTTTCACAACAAATCAGCTGGAACAGTGTTTCGGCTTTTTT
TTTCAGCGAAGGCGGCATCCGTACAAACAACTGACACATGTACGTGCAGGGTGG
CGTGCGTGAGGCAAGGCGGCATCCGGTACACGATCACAGGGAACCCGCACTACA
ACATGGTGATGGTGACCAACGTGGGCGGCGCCGGCGACGTGGTGGGGCTGTCGG
TGAAGGGCAACAAGCGCGTCAAGTGGACGTCGATGAAGCGCAGCTGGGGCCAGC
TCTGGACCACGGAGGTCGACCTCACCGGCGAGTCGCTGACGTTCCGGGTCATGAC
CGGCGACCACCGCAAGGCCACCTCCTGGCACGTCGCGCCCCGCGACTGGAAGTTC
GACAAAACGTACCAGGCCACCAAGAACTTCTAG






