IDENTIFICATION

Species: Miscanthus sinensis
Locus: Misin07G114900

Gene Model: Misin07G114900.1.p
Description: McsEXPA-35
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



https://phytozome-next.jgi.doe.gov/info/Msinensis_v7_1
https://grass-genome-hub.southgreen.fr/Genomeassembly/47213

GENE STRUCTURE
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Legend:

Exon — Intron

DOMAIN ARCHITECTURE
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Query seq.
Superfanilies PLND0193

L Name Accession Description Interval E-value
[+] PLND0193 super family 33423 expansin-A; Provisional 30-234 8.43e-102
SEQUENCES

Peptide

>MCcsEXPA-35

MSGAPYARAAHALALAMVAAAAAVEAQTEWLRAHATFYGGADASGTMGGACGY

GNLFAQGYGTRTTALSTALFSGGASCGQCYKLVCDRKTDATWCKPGVSVTVTATNF
CPPNWKLPDGGWCNAVRPHFDMAQPAWEKIPVIYKRHKGGVRFTVNGHDYFNLVL
LTNVAGPGSIRAMDVKGSQPPAEDWMHMERNWGANWHSLAYLTGQATIVFTDVVP
PKWRFGQSFASTLQFKL*

CDS (coding sequence)
>McsEXPA-35

ATGTCCGGAGCTCCTTACGCCCGCGCGGCGCACGCGTTAGCGCTGGCCATGGTGG
CCGCCGCCGCAGCGGTCGAGGCGCAGACGGAGTGGCTCAGGGCGCATGCCACGT
TCTACGGCGGCGCGGACGCCTCCGGCACCATGGGGGGCGCGTGCGGGTACGGCA
ACCTGTTCGCGCAGGGGTACGGCACGCGGACGACGGCGCTGAGCACGGCGCTCT
TCTCCGGCGGCGCCTCCTGCGGGCAGTGCTACAAGCTGGTGTGCGACCGCAAGAC
GGACGCGACGTGGTGCAAGCCCGGCGTGTCCGTCACCGTCACGGCCACCAACTTC
TGCCCGCCCAACTGGAAGCTGCCCGACGGCGGGTGGTGCAACGCGGTGLCGGLCC
CACTTCGACATGGCGCAGCCCGCGTGGGAGAAGATCCCCGTCATCTACAAAAGG
CACAAGGGTGGGGTGCGTTTCACCGTTAATGGCCACGACTACTTCAACCTGGTGC
TGCTCACCAACGTCGCGGGGCCGGGATCCATCAGGGCCATGGACGTCAAGGGCT
CGCAGCCCCCGGCGGAGGACTGGATGCACATGGAGCGCAACTGGGGCGCCAACT
GGCACTCCCTCGCCTACCTCACCGGCCAGGCTACCATCGTCTTCACCGACGTCGT
GCCGCCCAAGTGGAGGTTCGGCCAGTCCTTCGCCAGCACCCTGCAGTTCAAGCTG
TGA

Nucleotide
>McsEXPA-35

ATGTCCGGAGCTCCTTACGCCCGCGCGGCGCACGCGTTAGCGCTGGCCATGGTGG
CCGCCGCCGCAGCGGTCGAGGCGCAGACGGAGTGGCTCAGGGCGCATGCCALCGT
TCTACGGCGGCGCGGACGCCTCCGGCACCATGGGTAAGCTAAGCTAAGCTAAGCT
AAGCAGCCTCTTATTGCTAACTGCATGCGAGCTGACGACGAACGGCACCATATGC
ATGCCACTGGAATTCACTCTTCTGCCGTATCGTATGCATGCATGAGCAGGGGGCG
CGTGCGGGTACGGCAACCTGTTCGCGCAGGGGTACGGCACGCGGACGACGGCGC



TGAGCACGGCGCTCTTCTCCGGCGGCGCCTCCTGCGGGCAGTGCTACAAGCTGGT
GTGCGACCGCAAGACGGACGCGACGTGGTGCAAGCCCGGCGTGTCCGTCACCGT
CACGGCCACCAACTTCTGCCCGCCCAACTGGAAGCTGCCCGACGGCGGGTGGTGC
AACGCGGTGCGGCCCCACTTCGACATGGCGCAGCCCGCGTGGGAGAAGATCCCC
GTCATCTACAAAAGGCACGTAATTAACCACATGGGGATCGATCGATGCAGGAAC
TACTTCAACCCGATCTGCAGATGATTAAACACATTTGCCTGCTGCATGCAGAGTC
TCTTGCGTGAAGAAGGGTGGGGTGCGTTTCACCGTTAATGGCCACGACTACTTCA
ACCTGGTGCTGCTCACCAACGTCGCGGGGCCGGGATCCATCAGGGCCATGGACGT
CAAGGGCTCGCAGCCCCCGGCGGAGGACTGGATGCACATGGAGCGCAACTGGGG
CGCCAACTGGCACTCCCTCGCCTACCTCACCGGCCAGGCTGTTCTTCAGGGTCAC
CGTCACCGACGGCCAGACCATCGTCTTCACCGACGTCGTGCCGCCCAAGTGGAGG
TTCGGCCAGTCCTTCGCCAGCACCCTGCAGTTCAAGCTGTGA





