IDENTIFICATION

Species: Miscanthus sinensis
Locus: Misin17G172100

Gene Model: Misin17G172100.1.p
Description: McsEXPA-56
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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PLNDO193
+ Name Accession Description Interval E-value
[+] PLN0OO193 super family cl33423 expansin-A. Provisional 6-247 8.93e-125
SEQUENCES
Peptide

>MCcsEXPA-56

MAIAGALFVLLGLLAREAAAGGYGGWQSAHATFYGGGDASGTMGGACGYGNLYS
TGYGTNTAALSTALFNDGAACGSCYELRCDNAGKSCLPGTITVTATNFCPPNYGLPS
DDGGWCNPPRPHFDMAEPAFLHIAQYRAGIVPVAFRRVPCVKKGGIRFTINGHSYFN
LVLVTNVAGAGDVRSVSIRGSRTGWQPMSRNWGQNWQSNSYLDRQALSFQVTASD
GRTATSNNAVPAGWQFGQTFEGAQF*

CDS (coding sequence)
>McsEXPA-56

ATGGCCATTGCCGGTGCTCTTTTCGTCCTGCTCGGTCTCCTGGCCCGGGAAGCCGC
GGCCGGCGGCTACGGCGGGTGGCAGAGCGCGCACGCCACGTTCTACGGCGGLGEG
CGACGCGTCCGGCACAATGGGCGGCGCGTGCGGGTACGGCAACCTGTACAGCAC
CGGGTACGGCACGAACACGGCGGCGCTGAGCACGGCGCTGTTCAACGACGGCGC
GGCGTGCGGGTCCTGCTACGAGCTGCGGTGCGACAACGCCGGGAAGTCGTGCCT
GCCGGGCACCATCACCGTGACGGCCACCAACTTCTGCCCGCCCAACTACGGCCTC
CCCAGCGACGACGGCGGCTGGTGCAACCCGCCGCGGCCGCACTTCGACATGGCC
GAGCCGGCCTTCCTCCACATCGCGCAGTACCGCGCCGGCATCGTGCCCGTCGCAT
TCAGGAGAGTTCCGTGCGTGAAGAAGGGCGGCATCCGGTTCACCATCAACGGTC
ACTCCTACTTCAACCTGGTGCTGGTGACCAACGTGGCGGGCGCCGGCGACGTGCG
GTCCGTCTCCATCCGGGGCTCCCGGACCGGGTGGCAGCCCATGTCCCGGAACTGG
GGCCAGAACTGGCAGAGCAACTCGTACCTGGACCGGCAGGCGCTCTCGTTCCAG
GTCACCGCCAGCGACGGCCGCACCGCCACCAGCAACAACGLCCGTCLCLLGLeGGL
TGGCAGTTCGGCCAGACCTTCGAGGGCGCCCAGTTCTGA

Nucleotide
>McsEXPA-56

GCGTATGGCCGTGGCCGTGGCCATGGGGCACGTCGCTCAGGCCACCGGGCCGAC
CCTTTTTTTTTGTTTCGTTTTCTTCTTTTATGGCCCCCTTTCGCCGCACCAAATCGC
AAAGAAATTTTACATACACGCACGGCGCGGCACCGGCACGGCCCCGAGTTTCTCA
ACCGCCACCGGCGCTTTGGCTCGGCTATAAATAGTTGGGGGCTGGGAGGGCAAA
GCTCCTCACTGCCAGACAGACGTTCCCAAGCCAAGCTAAGCTTTAGATACCCTCT
TCTTCTTCCCTCCGAAGGCAGCTGACGATATAGCAAGCTAGTTCAGAGTTCGGAG




CGCCCAGCAATGGCCATTGCCGGTGCTCTTTTCGTCCTGCTCGGTCTCCTGGCCCG
GGAAGCCGCGGCCGGCGGCTACGGCGGGTGGCAGAGCGCGCACGCCACGTTCTA
CGGCGGCGGCGACGCGTCCGGCACAATGGGTGAGTCTGAGTCGAGTGCCCTGCCT
CGGCTGCCGGCGGCGAAATTAATAACGCGCACAGCTAGCTAGCACGTCGCCGCC
AGCCGCCTTACTTTCGATCATCGGCTTAGCAAAGAAAGAAACTGATCATTGTTGT
TGTTCGGCTCTGCTTCTTCTTCTCTCTACACAAACGACACAGGCGGCGCGTGCGGG
TACGGCAACCTGTACAGCACCGGGTACGGCACGAACACGGCGGCGCTGAGCACG
GCGCTGTTCAACGACGGCGCGGCGTGCGGGTCCTGCTACGAGCTGCGGTGCGACA
ACGCCGGGAAGTCGTGCCTGCCGGGCACCATCACCGTGACGGCCACCAACTTCTG
CCCGCCCAACTACGGCCTCCCCAGCGACGACGGCGGCTGGTGCAACCCGLCCGCG
GCCGCACTTCGACATGGCCGAGCCGGCCTTCCTCCACATCGCGCAGTACCGCGCC
GGCATCGTGCCCGTCGCATTCAGGAGGTACGTATGACCCTCGTGCTGCTGCACTG
CACATACTCCACTGGTTCAGTTGCTCTTCACATGCCCTGCTGGCTTGCACATGTGT
GCTGCTGGCACGACTCAGTGGTCACGCACACATGCACGATGGCCCCGGCATCAGA
GGTCGATCAAATCGGCCCAACCGCGTCGGACGTCGGTTCCAAGGTTGGTGGGTCC
GCACCCCAAGTTCGGCCCATTAGTTCGGTGGGCCACCCTGCAGATTCGATACGGG
GCTTGGGGATAGCTGCAGGCGGCGCGCATGTGCCGTGCCACTCTAGTACCCACTC
ACTTCACTCCATCACAGACTCCCATTGACGCCGATCGATAAATCGCAGAGTTCCG
TGCGTGAAGAAGGGCGGCATCCGGTTCACCATCAACGGTCACTCCTACTTCAACC
TGGTGCTGGTGACCAACGTGGCGGGCGCCGGCGACGTGCGGTCCGTCTCCATCCG
GGGCTCCCGGACCGGGTGGCAGCCCATGTCCCGGAACTGGGGCCAGAACTGGCA
GAGCAACTCGTACCTGGACCGGCAGGCGCTCTCGTTCCAGGTCACCGCCAGCGAC
GGCCGCACCGCCACCAGCAACAACGCCGTCCCCGCLCGGLCTGGCAGTTCGGCCAG
ACCTTCGAGGGCGCCCAGTTCTGAACTCCTGATGATGAACACCATCGTCAGATTA
ATCCTGCATTGGATACTTAATTACGGTACTATCGATCGATTTGTTTTGCCTTTTGC
GCGTGATGAGTGCAAGAGAGAGCCGACGAATTGGAGCCTCTCCGGTTATATTGA
AGGAAGGAGAGGCTTTGGCTTTGCGCTATGCTGAGGCTGCTAATCTAGCACCCGC
CTAGTAGACGTTTTCCTTTTCTCTGGTGGATTGGTGGATTATGGAGTGGAGCAAA
GATTGGAGATCCAGCTCCTAGCTAGTACTAATAGTACTTGAAGAAATGAATAATT
GTAATTTATTTTTGGACCTTGCTGTTATTATTATTGTACTCGCGCCGGCCTTGCGTC
GAAATTGAAGCTCGCAAGGTCGGCCGGCCAGCCATTGTTGCTCTAGTACCTTCAT
TATTTAGCGTGCTCTCCATCATTCAGTAGCTTCTGGTGTGTCTGGCAGCATGGTGA
CTTTTGGTGTTTGTTGGGGTGTAACGCCAAGCAATAGAAG






