IDENTIFICATION

Species: Miscanthus sinensis
Locus: Misin08G270700

Gene Model: Misin08G270700.1.p
Description: McsEXPA-45
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 PLNO0O50

me Accession Description Interval E-value
[+] PLN00050 super family cl31535 expansin A; Provisional 62-201 862e-129
SEQUENCES
Peptide

>MCcsEXPA-45

MSPRQAVLEAVVLAALFPLAISHGLGLGHGHVRPHAHGLGLGHHHVQPHPQPQPHG
HAPLGGGAWSSAHATFYGGGDASGTMGGACGYGNLYSQGYGTNTAALSTALFNNG
LSCGACFEVRCDAAGGGSHSCLPGSVVVTATNFCPPNNALPSDDGGWCNPPRAHFD
MSQPVFQRIALYRAGIVPVSYRRVACNKKGGIRFTINGHSYFNLVLVTNVGGAGDVH
AVAVKAERSAGWQVLSRNWGQNWQSNTLLDGQALSFRVTTSDGRSVVSNNAAPRG
WAFGQTFSGAQFN*

CDS (coding sequence)
>McsEXPA-45

ATGTCGCCTCGCCAAGCCGTCCTCGAGGCCGTGGTCCTCGCCGCGCTGTTCCCGCT
CGCCATCTCTCACGGGCTGGGCCTGGGGCACGGGCATGTGCGGCCGCACGCGCAC
GGGCTGGGGCTTGGCCACCACCACGTCCAGCCGCACCCACAGCCGCAGCCGCAC
GGGCACGCACCGCTCGGCGGTGGCGCGTGGTCCTCGGCTCACGCCACCTTCTACG
GCGGCGGCGACGCGTCCGGCACCATGGGCGGGGCGTGTGGGTACGGCAACCTCT
ACAGCCAGGGGTACGGCACCAACACGGCGGCGCTGAGCACGGCTCTCTTCAACA
ACGGCCTCAGCTGCGGCGCCTGCTTCGAGGTGCGCTGCGACGCGGLCGGGLCGGLG
GGAGCCACTCGTGCCTGCCGGGCTCCGTCGTGGTGACGGCCACCAACTTCTGCCC
GCCCAACAACGCGCTGCCCTCCGACGACGGCGGCTGGTGCAACCLCGLLGLGLGL
CCACTTCGACATGTCGCAGCCCGTGTTCCAGCGCATCGCGCTCTACAGGGCCGGC
ATTGTCCCCGTCTCCTACCGCAGGGTTGCGTGCAACAAGAAGGGCGGCATCCGGT
TCACCATCAACGGCCACTCCTACTTCAACCTGGTGCTGGTAACCAACGTTGGCGG
CGCCGGCGACGTGCACGCGGTCGCCGTGAAGGCGGAGCGCTCCGCGGGGTGGCA
GGTGCTGTCGCGCAACTGGGGCCAGAACTGGCAGAGCAACACGCTCCTGGACGG
GCAGGCCCTCTCCTTCCGCGTCACCACCAGCGACGGCCGCTCCGTGGTCTCCAAC
AACGCCGCCCCCCGCGGCTGGGCCTTCGGCCAGACCTTCAGCGGGGCCCAGTTCA
ACTGA

Nucleotide
>MCcsEXPA-45

TCACCACCCCCCGCGCCTCATGTTCAACTTCCAAAGCTGGCACGCCGCACCATCA
CCGCGACGGTCTTCATCGACCTCTCCTCCTCCGCTCGCTCGGCGCCCACCTTTTTC



CCCCGTTCCCTCCCGCCCGCCACGCCTCCCAATGGTTCCCGCCAGAAAACCCGTG
TCCCTACGCGGTAGCTCAGCTACTTTTCCAGGGCATGCCGAGGCCCACGCCACTA
CGTCCCTCAGGCCGCCGCGCGCCCAGCCCCACACCCCGCAACCACCCGTCCATCC
CCGTCCCGCCCACGCCCTGCGCACCCCGGCACCACGCGCACCGLGLGLGGLGETT
TGAAACCCTTCCGCCGCCTCCCCCTCTATTTATCCCCCGCACAACCCCATCCCCAC
ATCACCTCACTTCACTTCACTCCCTAGCCACGCCGGCGCCGCTCCGCACCGCCGTC
CCCCAGCCCGCCCCAACCCAATGTCGCCTCGCCAAGCCGTCCTCGAGGCCGTGGT
CCTCGCCGCGCTGTTCCCGCTCGCCATCTCTCACGGGCTGGGCCTGGGGCACGGG
CATGTGCGGCCGCACGCGCACGGGCTGGGGCTTGGCCACCACCACGTCCAGCCGC
ACCCACAGCCGCAGCCGCACGGGCACGCACCGCTCGGCGGTGGCGCGTGGTCCT
CGGCTCACGCCACCTTCTACGGCGGCGGCGACGCGTCCGGCACCATGGGTACGTG
AGCGAACCCCATTCTCGAACATTTCGCAGTACTTGTAGATTGCAGTCCCGTGCTG
AGACACCTGCGACTAAATTTTGCATCTGAACGTGCGTGCGTCCATGCAGGCGGGG
CGTGTGGGTACGGCAACCTCTACAGCCAGGGGTACGGCACCAACACGGLGGEGC
TGAGCACGGCTCTCTTCAACAACGGCCTCAGCTGCGGCGCCTGCTTCGAGGTGCG
CTGCGACGCGGCGGGCGGCGGGAGCCACTCGTGCCTGCCGGGCTCCGTCGTGGTG
ACGGCCACCAACTTCTGCCCGCCCAACAACGCGCTGCCCTCCGACGACGGLCGGLT
GGTGCAACCCGCCGCGCGCCCACTTCGACATGTCGCAGCCCGTGTTCCAGCGCAT
CGCGCTCTACAGGGCCGGCATTGTCCCCGTCTCCTACCGCAGGTCCGTGGTGAAG
CCAAACCGTTGTTTCGTGTTTTCAATTTCGATTTTTTTTCGTTTTCTTTGAACAAAA
CAAGAAAGGAATTCGAGTAGATCTGACAGTCGCGCTTGTTTGTTTCCTATCCCAC
CTGACATGCTGCAGGGTTGCGTGCAACAAGAAGGGCGGCATCCGGTTCACCATCA
ACGGCCACTCCTACTTCAACCTGGTGCTGGTAACCAACGTTGGCGGCGCCGGCGA
CGTGCACGCGGTCGCCGTGAAGGCGGAGCGCTCCGCGGGGTGGCAGGTGCTGTC
GCGCAACTGGGGCCAGAACTGGCAGAGCAACACGCTCCTGGACGGGCAGGCCCCT
CTCCTTCCGCGTCACCACCAGCGACGGCCGCTCCGTGGTCTCCAACAACGLCCGCC
CCCCGCGGCTGGGCCTTCGGCCAGACCTTCAGCGGGGCCCAGTTCAACTGAACAC
CCCGCAGCGTCGGCGACGCACTGGCCCTAGTACTAGTAGTTCGTTGGTCGTGGTA
GAGTCGTCCTCCCCAATTGCAGCGTGCTGAGAGGCGCCATGGTTTTATGAATGGT
GCGTCTCACATTAGTTCTTGGGAATTACCAGTTGTTTTAGGCCTAGTATTAGCGCG
GGTTTTATCGTGCTGGGTGTTGATAGCCTGGTGTGTTAGTGTTCCTTGGTTGTTTC
GGCCTGGGAATTGGAAGTGGTGGTAAAGGCAGGCTTGGAGATTAACGGAGGCAG
GCCGCCTGGTATCACCCGCCAATTATGCGTTTTGGGCCTCATGTTGATGGCCTCTT
GAGATGAGATCTGTTTTGTAGTCTGGGTTATCCAAGTGTGGTTGTTATGAACCTTA
TCAGGTTACTATTATCCTTTTGAACTGGGTTAAGATTTAATGTGTCTTCTTTTAAG
CTGGAACTTGATTAATGTGCGTCTTCTTTTAAGC






