IDENTIFICATION

Species: Miscanthus sinensis
Locus: Misin16G046000

Gene Model: Misin16G046000.1.p
Description: McsEXPA-54
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.
Superfanilies PLN0OQOS0

+ Name Accession Description Interval E-value
[#] PLNO0050 super family cI31535 expansin A; Provisional 1-249 1.39e-103

SEQUENCES
Peptide
>McsEXPA-54

MGSLGLLVLAIAATLELTRADSWNGGRATFYGSGDASGTMGGACGYGNLYGKNTA
ALSTALFNNGQSCGACFEIRCTGSGSCLSGSAIVTSTNFCPPNYALPNNNGGWCNPPQ
PHFDLAEPVFTQIARAVAGVVPVQYRRYIRDTNQLLKVGGPCGRIRFTINGHSYFVLV
LITNVGGAGDLTAVSVKGSGTGWQTMSHNWGANWQNGALLDGQALSFQVTASDG
RTVTSENAAPVGWSYGQTYTGKQF*

CDS (coding sequence)
>McsEXPA-54

ATGGGGTCCTTAGGCTTGCTGGTTCTAGCGATCGCCGCCACGCTGGAGCTCACCA
GAGCCGACTCCTGGAACGGCGGCCGCGCCACGTTCTACGGCAGCGGTGACGCCTC
TGGCACTATGGGTGGAGCGTGTGGGTATGGCAACTTGTACGGGAAGAACACCGC
GGCGCTGAGCACCGCGCTGTTCAACAATGGGCAGAGCTGCGGCGCGTGCTTTGAG
ATCCGGTGCACTGGCAGTGGCAGCTGCCTGTCTGGTTCCGCCATTGTGACGTCCA
CCAACTTCTGCCCGCCCAACTATGCGCTCCCCAACAACAATGGTGGGTGGTGCAA
CCCGCCGCAGCCGCACTTCGACCTCGCCGAGCCGGTCTTCACCCAGATCGCCCGT
GCCGTTGCCGGCGTCGTGCCTGTCCAGTACAGGAGGTACATACGTGACACCAACC
AGCTGCTCAAAGTTGGAGGCCCGTGCGGTCGCATCCGGTTCACCATCAACGGCCA
CTCCTACTTCGTCCTGGTGCTCATCACAAATGTGGGCGGCGCTGGCGACTTGACG
GCGGTATCGGTGAAGGGCTCGGGGACGGGCTGGCAGACCATGAGCCACAACTGG
GGCGCCAACTGGCAGAACGGCGCCCTGCTCGACGGCCAGGCACTGTCGTTCCAG
GTCACCGCCAGCGATGGCCGCACCGTCACCTCCGAGAACGCCGCACCAGTCGGCT
GGAGCTACGGCCAGACCTACACCGGCAAACAGTTCTAA

Nucleotide
>McsEXPA-54

ATGGGGTCCTTAGGCTTGCTGGTTCTAGCGATCGCCGCCACGCTGGAGCTCACCA
GAGCCGACTCCTGGAACGGCGGCCGCGCCACGTTCTACGGCAGCGGTGACGCCTC
TGGCACTATGGGTGAGCATCTATCTATACATTGAGCAGTTGAAGATATCGATGGC
TCGTTAGCTATTGGTTGCATCACACATGACAGGTTGATCTTTGTGTCTGACATGCA
GGTGGAGCGTGTGGGTATGGCAACTTGTACGGGAAGAACACCGCGGCGCTGAGC
ACCGCGCTGTTCAACAATGGGCAGAGCTGCGGCGCGTGCTTTGAGATCCGGTGCA



CTGGCAGTGGCAGCTGCCTGTCTGGTTCCGCCATTGTGACGTCCACCAACTTCTGC
CCGCCCAACTATGCGCTCCCCAACAACAATGGTGGGTGGTGCAACCCGCCGCAGC
CGCACTTCGACCTCGCCGAGCCGGTCTTCACCCAGATCGCCCGTGCCGTTGCCGG
CGTCGTGCCTGTCCAGTACAGGAGGTACATACGTGACACCAACCAGCTGCTCAAA
GTTGGAGGCCCGTGCGTATGTTCACACGCCTGATCGATGCCTATGCGATGTTAAT
TTGTGCTTGTGCAGGGTCGCATCCGGTTCACCATCAACGGCCACTCCTACTTCGTC
CTGGTGCTCATCACAAATGTGGGCGGCGCTGGCGACTTGACGGCGGTATCGGTGA
AGGGCTCGGGGACGGGCTGGCAGACCATGAGCCACAACTGGGGCGCCAACTGGC
AGAACGGCGCCCTGCTCGACGGCCAGGCACTGTCGTTCCAGGTCACCGCCAGCGA
TGGCCGCACCGTCACCTCCGAGAACGCCGCACCAGTCGGCTGGAGCTACGGCCA
GACCTACACCGGCAAACAGTTCTAA





