IDENTIFICATION

Species: Miscanthus sinensis
Locus: Misin11G194200

Gene Model: Misin11G194200.1.p
Description: McsEXPA-50
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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Legend:
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Query seq.
Superfamilies b

Name Accession Description Interval E-value
[+] PLNDO193 super family cl33423 expansin-A; Provisional | 41-263 7.34e-58
SEQUENCES
Peptide

>MCcsEXPA-50

MVAKHVVNHLGPTWRAAGLPAPRAALPERPGASISRDDVILALFISPVRSSDWLPAT
ATFYGGVARTYAGGVCGYSYLYELGYGINNVALSTALFNDGGSCGQCYMITYDSNK
TGWCKPSNNWVVVSVTNFYPPNWALSAAGCLGEHQHLQRRHHPILYQWVKCWKS
GSLRFTITGFNDFYMVLITNVAGNGSIQSMAMKGSNMDWIPMYMNWGTNWHCLSG
GLIGQGLSFVLVSTSGONLVFKGVVLEWWQFGQTFTTYQNFDY™*

CDS (coding sequence)
>McsEXPA-50

ATGGTGGCCAAGCATGTAGTCAACCATCTCGGCCCCACGTGGCGTGCTGCTGGTC
TTCCAGCACCGCGTGCTGCACTTCCCGAGCGGCCGGGCGCTTCTATCTCCCGTGA
CGACGTCATCCTTGCACTCTTCATCTCACCGGTGAGATCCAGCGACTGGCTTCCAG
CCACCGCCACATTCTACGGCGGCGTGGCACGTACGTATGCAGGTGGCGTGTGCGG
GTACAGCTATCTGTACGAGCTAGGCTACGGCATCAATAATGTGGCGCTGAGCACG
GCGCTCTTCAATGATGGCGGGTCATGTGGACAGTGCTACATGATCATCTACGACA
GCAACAAGACCGGGTGGTGCAAGCCCAGCAACAACTGGGTCGTCGTCTCCGTCA
CCAACTTCTACCCACCCAACTGGGCCCTGTCGGCGGCTGGCTGCCTAGGAGAACA
TCAGCATCTACAGCGCCGGCATCATCCCATCCTCTACCAGTGGGTCAAGTGCTGG
AAGAGCGGCAGCTTGCGATTCACCATCACCGGCTTCAACGACTTCTACATGGTGC
TCATCACCAATGTCGCCGGCAATGGCTCCATCCAGAGCATGGCGATGAAGGGCA
GCAACATGGACTGGATCCCCATGTACATGAACTGGGGCACCAACTGGCACTGCCT
CTCCGGTGGGCTCATCGGCCAGGGCCTCAGCTTCGTGCTCGTCTCCACCAGCGGC
CAGAACCTCGTCTTCAAGGGTGTCGTGCTGGAGTGGTGGCAGTTCGGACAAACCT
TCACCACCTACCAAAATTTTGACTACTAA

Nucleotide
>MCcsEXPA-50

ATGGTGGCCAAGCATGTAGTCAACCATCTCGGCCCCACGTGGCGTGCTGCTGGTC
TTCCAGCACCGCGTGCTGCACTTCCCGAGCGGCCGGGCGCTTCTATCTCCCGTGA
CGACGTCATCCTTGCACTCTTCATCTCACCGGTGAGATCCAGCGACTGGCTTCCAG
CCACCGCCACATTCTACGGCGGCGTGGGTGGGTAACCTATAGCTACCTTTGTCTTT
CGTTGGGTCATGGTGTGCAGACTTTGATCTGATCAATGAGCACGTACGTATGCAG



GTGGCGTGTGCGGGTACAGCTATCTGTACGAGCTAGGCTACGGCATCAATAATGT
GGCGCTGAGCACGGCGCTCTTCAATGATGGCGGGTCATGTGGACAGTGCTACATG
ATCATCTACGACAGCAACAAGACCGGGTGGTGCAAGCCCAGCAACAACTGGGTC
GTCGTCTCCGTCACCAACTTCTACCCACCCAACTGGGCCCTGTCGGCGGCTGGTGT
GGCCCGCCCCACCCCCACTTCGACATGTCTCAGGCTGCCTAGGAGAACATCAGCA
TCTACAGCGCCGGCATCATCCCATCCTCTACCAGTGGGTCAAGTGCTGGAAGAGC
GGCAGCTTGCGATTCACCATCACCGGCTTCAACGACTTCTACATGGTGCTCATCA
CCAATGTCGCCGGCAATGGCTCCATCCAGAGCATGGCGATGAAGGGCAGCAACA
TGGACTGGATCCCCATGTACATGAACTGGGGCACCAACTGGCACTGCCTCTCCGG
TGGGCTCATCGGCCAGGGCCTCAGCTTCGTGCTCGTCTCCACCAGCGGCCAGAAC
CTCGTCTTCAAGGGTGTCGTGCTGGAGTGGTGGCAGTTCGGACAAACCTTCACCA
CCTACCAAAATTTTGACTACTAA





