IDENTIFICATION

Species: Miscanthus sinensis
Locus: Misin04G144900

Gene Model: Misin04G144900.1.p
Description: McsEXPA-23
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
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Query seq,
Superfanilies PLNO0OS0O

+ Name Accession Description Interval E-value
[#] PLND0O50 super family 31535 expansin A; Provisional 60-242 5.208-50

SEQUENCES
Peptide
>McsEXPA-23

MSGRHHSCTIWAPLLASLLLVELALSSAVGAKVVEEEEDDGGASKKKPHINHGKFKV
DPWTDGHATFYGGRDGSGTTDGGACGYKGELGKDYSTLTVAVGPSLYSNGAGCGV

CYELKGTVVVMATNQAPPPVSGQKGEHFELTMLAFLKITEEKDGIMPITYRKVVCVR
QGGIQYTITGNPHYNMVMVTNVGGAGDVVGLSVKGNKRVKWTPMKCCWGQLWM

TEVDLTGESLTFHVKTGDHRNFNTHS*

CDS (coding sequence)
>McsEXPA-23

ATGTCTGGTCGTCATCATTCGTGTACAATATGGGCGCCTCTCCTAGCGTCACTGCT
GCTCGTCGAGCTTGCGTTGTCGTCGGCCGTGGGAGCCAAGGTGGTGGAGGAGGA
GGAGGACGACGGTGGAGCCAGTAAGAAGAAGCCCCACATTAACCACGGCAAGTT
CAAGGTGGACCCGTGGACGGACGGGCACGCGACGTTCTACGGCGGGCGCGATGG
GTCTGGCACCACGGACGGTGGCGCGTGTGGGTACAAGGGTGAGCTGGGAAAAGA
CTACAGCACGCTGACGGTGGCCGTGGGCCCATCACTATATAGCAACGGGGCTGG
GTGCGGCGTGTGCTACGAGCTCAAGGGCACCGTGGTGGTGATGGCCACCAACCA
GGCCCCGCCGCCGGTGAGCGGGCAGAAGGGCGAGCACTTCGAGCTCACCATGCT
GGCGTTCCTCAAGATCACCGAGGAGAAGGATGGCATCATGCCCATCACCTACCGC
AAGGTGGTGTGCGTGAGGCAAGGCGGCATCCAGTACACGATCACGGGGAACCCG
CACTACAACATGGTGATGGTGACGAACGTCGGTGGTGCCGGGGACGTGGTGGGEG
CTGTCGGTGAAGGGCAACAAGCGCGTCAAGTGGACGCCGATGAAGTGCTGCTGG
GGCCAGCTCTGGATGACGGAGGTCGACCTCACCGGTGAGTCGCTGACGTTCCACG
TCAAGACCGGCGACCACCGCAATTTCAACACCCATAGT

Nucleotide
>McsSEXPA-23

ATGTCTGGTCGTCATCATTCGTGTACAATATGGGCGCCTCTCCTAGCGTCACTGCT
GCTCGTCGAGCTTGCGTTGTCGTCGGCCGTGGGAGCCAAGGTGGTGGAGGAGGA
GGAGGACGACGGTGGAGCCAGTAAGAAGAAGCCCCACATTAACCACGGCAAGTT
CAAGGTGGACCCGTGGACGGACGGGCACGCGACGTTCTACGGCGGGCGCGATGG
GTCTGGCACCACGGACGGTGGCGCGTGTGGGTACAAGGGTGAGCTGGGAAAAGA
CTACAGCACGCTGACGGTGGCCGTGGGCCCATCACTATATAGCAACGGGGCTGG



GTGCGGCGTGTGCTACGAGCTCAAGGGCACCGTGGTGGTGATGGCCACCAACCA
GGCCCCGCCGCCGGTGAGCGGGCAGAAGGGCGAGCACTTCGAGCTCACCATGCT
GGCGTTCCTCAAGATCACCGAGGAGAAGGATGGCATCATGCCCATCACCTACCGC
AAGTACGTAGTAGTAGTGCAGCACTTCCGTATGCATGCGCATCATCTACCGATCT
ACATACAAACAATTGACACACACATATGCAGGGTGGTGTGCGTGAGGCAAGGCG
GCATCCAGTACACGATCACGGGGAACCCGCACTACAACATGGTGATGGTGACGA
ACGTCGGTGGTGCCGGGGACGTGGTGGGGCTGTCGGTGAAGGGCAACAAGCGCG
TCAAGTGGACGCCGATGAAGTGCTGCTGGGGCCAGCTCTGGATGACGGAGGTCG

ACCTCACCGGTGAGTCGCTGACGTTCCACGTCAAGACCGGCGACCACCGCAATTT
CAACACCCATAGT





