IDENTIFICATION

Species: Miscanthus sinensis
Locus: Misin02G014000

Gene Model: Misin02G014000.1.p
Description: McsEXPA-09
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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Query seq.
Superfanilies PLNOOOS0O

-+ Name Accession Description Interval E-value
[+] PLN0ODO50 super family cl31535 expansin A; Provisional 31-228 2.15e-88
SEQUENCES

Peptide

>MCcsEXPA-09

MAAMPALPLLLLAAAMMLSPAAARIPGVYGGGSWQSAHATFYGGSDASGTMGGAC
GYGNLYSQGYGVNNAALSTALFNEGLSCGACFEIKCENQPGWRWCRPGSPSILVTAT
NFCPPNYALPSDDGGWVPCRKSGGVRFTINGFRYFNLVLITNVAGAGDIVRASVKAS
STGWLPMSRNWGQNWQSNSILVGQALSFRVTGSDRRTSTSWNAAPRNWQFGQTFE
GKNFRV*

CDS (coding sequence)
>McsEXPA-09

ATGGCGGCAATGCCGGCGCTGCCGCTGCTGCTGCTGGCCGCGGCGATGATGCTCT
CCCCCGCCGCCGCCCGCATTCCCGGCGTGTACGGCGGCGGCAGCTGGCAGAGCGC
GCACGCCACGTTCTACGGCGGCAGCGACGCCTCGGGCACCATGGGLGGLGLETG
CGGGTACGGCAACCTGTACAGCCAGGGGTACGGCGTGAACAACGCGGCGCTGAG
CACGGCGCTGTTCAACGAGGGGCTGAGCTGCGGCGCGTGCTTCGAGATCAAGTGC
GAGAACCAGCCCGGGTGGCGGTGGTGCCGCCCCGGGAGCCCCTCCATCCTGGTG
ACGGCCACCAACTTCTGCCCGCCCAACTACGCGCTCCCCTCCGACGACGGCGGCT
GGGTGCCATGCCGGAAGTCGGGCGGCGTTCGGTTCACCATCAACGGCTTCCGGTA
CTTCAACCTGGTGCTGATCACCAACGTGGCCGGCGCGGGTGACATCGTGCGCGECG
AGCGTGAAGGCGTCCAGCACCGGGTGGCTGCCCATGTCCCGGAACTGGGGCCAG
AACTGGCAGTCCAACTCCATCCTCGTCGGCCAGGCGCTCTCCTTCCGCGTCACCG
GCAGCGACCGCCGCACCTCCACCTCCTGGAACGCCGCCCCGCGCAACTGGCAGTT
CGGCCAGACCTTCGAGGGCAAGAACTTCAGGGTCTGA

Nucleotide
>McsEXPA-09

ATGGCGGCAATGCCGGCGCTGCCGCTGCTGCTGCTGGCCGCGGCGATGATGCTCT

CCCCCGCCGCCGCCCGCATTCCCGGCGTGTACGGCGGCGGCAGCTGGCAGAGCGC
GCACGCCACGTTCTACGGCGGCAGCGACGCCTCGGGCACCATGGGTACGTTCGTT

ACATACTCCTACGTCCGGGCTGGCTGGTCTGGTCTGGCCGACGCCGCGTACCCTTT
TCCCTTCCTTCCTTGGTCCTTGCTGTGCTTGCCGTCGATCTCATTCTCATCTCATGA

ATGAGAAACGAACGGGAAAATGGCTAAGAACTGAAAGAAACGTGTGCCGTTCAC
GGCGGCGGTCGGTCTTGCAGGCGGCGCGTGCGGGTACGGCAACCTGTACAGCCA



GGGGTACGGCGTGAACAACGCGGCGCTGAGCACGGCGCTGTTCAACGAGGGGCT
GAGCTGCGGCGCGTGCTTCGAGATCAAGTGCGAGAACCAGCCCGGGTGGCGGTG
GTGCCGCCCCGGGAGCCCCTCCATCCTGGTGACGGCCACCAACTTCTGCCCGCCC
AACTACGCGCTCCCCTCCGACGACGGCGGCTGGTGCAACCNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNCATCGCCGAGTACCGCGCCGGCAT
CGTCCCCGTCTCCTACCGCCGGTACGACGACGCTTTCCCTGCCCTGCCTCCTCTCT
TCAGCGTTGCGTTTCTTGGCCTGCTCGTCGGCGTTGGGGACGGTGCCAGTAGTAG
TAAACGACATGCTCCTTGGTTGTTCCACTCCACTTGCCGTTTAGTCTGCAGTGCAG
GGCAAGAGCAGAGATTCCTCGCTCTGCCCACGCGTCTTTCGAGGCGTAGTGGGGC
TCCTCTGCTCCTCGACGCCCGCTGCACTGTAGCTGTAGCTGTGGCCCATAGATGGC
AACGGCGGCGCGTATCGCCGGAACATTCTCCTCTCCGGAGAATTCATTTCGTCCC
GTCTACGTTAAGTGTCTCGGGTATAGATTTTTGTCCATCTTTATATCCGTCGGGTA
ATAGATACCTGATGGATACTGTATACCCGATAAACAAGGATATTTGGGGTCGCAG
CTTTACAATCGGAGACTTTTCTTCTTCACTTGGCTATAAGTATTAGAGTCTCGGAG
ATGCCAATGAGAAAGAGCGAGGTTGCGAGGAGGACGAGCAAAGGTGGCAGAGA
GAGGAAGCGAGGGGCATGAGCGCTCGTGAGGCAGGCGTGCTTGTGCTGCTGGCG
GAGATGATGAGAAAAAATTGAACCTGAGTTTCTAGAACACACAAATTATATATAT
GATTGTTCAGATTTGAGCCAAAATACCTATGTCGAGCTTCTTTGGGCCTAATACTC
GCATGACAGCTCAAATAGTCGGGTTCCTCAATGGGTAACGGGGACGGGTAAACA
GGAAACGTTCCTGTACCCGCTATACTCGTCGGGGATGGATTCTTACCCCATTTAG
ATGTCCGCGGATAAAGATATGATCCCATCCTTATCCCTTAATGGATCATGTATCCG
TCGGATATTGGGTCACGCTGCCATCTTTACTGTGGCCTGTGGGTGGCAAAAGAAA
AAACTCCGTGACGCGTTCCGTCACAGGCTCACGCACGGCAACCCGGCACACAACC
ACCATCCACCANNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNCCCTGCCCTGCCCGTCACGTCCGGT
GGCTGGTTCCGTTGCCGATGGATCGATCTGGCGGCACGGACCTGCACGGCATGGC
GATTTATTTGGCTTTGCTTCCATCACGGCGCGCGCCGGCAATTACTACCACCAAAT
TGCGGGATGGGGTTGGGCACAGACTGGTATAGTGCGGGTGATTTGGTACAGAGCT
AGAGGGAATTTGTGATTTTCTGCGTCCATGCGAGTGCACCTCGTCTCCGTTGTTGG
CACTTCTTGGTACAGTTTGGTTGTACTAGACTAGAGTTTGAGCTTAGCCATTGCGC
AGCATGCACACAACACAAGCATGGTAGCGAGCGAGCCCGTTCCGGCAGGTCACA
TGGGACGGAAGCCGGACGGACGGTGCTACTAGCAGTAGCGTAGCACCAGTAGTA
CTACTCCTCACGAAAAGAAACGGGTGGAACACTGTTTCGAGAAAGACGACCACC
CGGGTCATCGGCCACAGGGAAAGGCCCAGAGAAGCCTCCAAAAAACACCTTGGT
GGCAGTGGCGGTAGTAGGAACAGTAGACGACACACTGGTACTGGTAGGGCAGCA
CAGGCTTTGACCTTTTTCACTTTTGCCGCCGGGGGCAGGCACCGCACAGCCTCCG
GGACTTTTGCGGCTCTCCCCGTCCATGCCAGGCCTGACGCTTCACATCTCAAATGA
CCCCATAGGCCCATACCCTCACCGGCCTGCCTACCACCTGAAATGGCCCGTTTGC
CCTTGGTTCCTCCGTGCCCCGGTCCCCGCGTGACCTGTAAAGCCCAGGGGCCATT
CCGTCCTGCAGCTCCGCAATTACCGCGTGAAGCCGCGGTGGTCCTGCACTGCACT
CTGCCTGTCCTGCGCACGCTGCACCTCCTGGCCGTGGTGCCTGTCCGGCCTTTCTT
TTTTCCACTACAGCCGCAAGAACAACTCGCTTGGCATTTCCTGTTCTGCCCCTGTG
TAACGATACTGCTGCTAGTAGTACAGGCTTACCTGCTGATTGATGAGCACAAAAG
TTATCGACGCTGTAATAAAGAAAACGTGCTAATGATGATGCTTGGTTCTCGCTGC




AGGGTGCCATGCCGGAAGTCGGGCGGCGTTCGGTTCACCATCAACGGCTTCCGGT
ACTTCAACCTGGTGCTGATCACCAACGTGGCCGGCGCGGGTGACATCGTGCGCGC
GAGCGTGAAGGCGTCCAGCACCGGGTGGCTGCCCATGTCCCGGAACTGGGGCCA
GAACTGGCAGTCCAACTCCATCCTCGTCGGCCAGGCGCTCTCCTTCCGCGTCACC
GGCAGCGACCGCCGCACCTCCACCTCCTGGAACGCCGCCCCGCGCAACTGGCAGT
TCGGCCAGACCTTCGAGGGCAAGAACTTCAGGGTCTGA





