IDENTIFICATION

Species: Miscanthus sinensis
Locus: Misin06G305800

Gene Model: Misin06G305800.1.p
Description: McsEXPA-33
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
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Legend:
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DOMAIN ARCHITECTURE

Query seq.
Superfanilies PLNO00OS0O

+ Name Accession Description Interval E-value
[+] PLN00050 super famity 131535 expansin A; Provisional 29-252 1.76e-125
SEQUENCES

Peptide

>MCcsEXPA-33

MAAAANVLLLLLCSTFCFLAHLAAGDYGAWQSAHATFYGGGDASGTMGGACGYG
NMYSTGYGTNTAALSTALFNDGAACGSCYELRCDNDGQWCLPGTITVTATNFCPPN
YGLPSDDGGWCNPPRPHFDMAQPAFLQIAQYRAGIVPVAYRRVPCVKKGGIRFTING
HSYFNLVLVTNVAGAGDVQSVSIKGSSTGWQPMSRNWGQNWQSNSLLDGQSLSFQ
VTASDGRTVTSNDVAPAGWQFGQTFEGAQF*

CDS (coding sequence)
>McsEXPA-33

ATGGCAGCAGCTGCCAATGTCCTGCTCCTCCTGCTCTGCTCAACCTTCTGCTTCCT
TGCCCACCTGGCGGCTGGCGACTACGGCGCGTGGCAGAGCGCCCACGCCACGTTT
TACGGCGGCGGCGACGCGTCCGGCACAATGGGCGGCGCGTGCGGCTACGGGAAC
ATGTACAGCACGGGGTACGGCACGAACACGGCGGCGCTGAGCACGGCGCTGTTC
AACGACGGCGCCGCGTGCGGGTCCTGCTACGAGCTGCGCTGCGACAACGACGGEG
CAGTGGTGCCTGCCGGGCACCATCACCGTGACGGCCACCAACTTCTGCCCGCCCA
ACTACGGCCTCCCCAGCGACGACGGCGGCTGGTGCAACCCGCCGCGCCCGCACTT
CGACATGGCACAGCCGGCCTTCCTCCAGATCGCGCAGTACCGCGCCGGCATCGTG
CCCGTCGCCTACAGGAGGGTGCCGTGCGTGAAGAAGGGCGGGATCCGGTTCACC
ATCAACGGCCACTCCTACTTCAACCTGGTGCTGGTGACCAACGTGGCCGGCGCCG
GGGACGTGCAGTCCGTCTCCATCAAGGGCTCCAGCACCGGGTGGCAGCCCATGTC
CCGGAACTGGGGCCAGAACTGGCAGAGCAACTCGCTCCTCGACGGCCAGAGCCT
CTCCTTCCAGGTCACCGCCAGCGACGGCCGCACCGTCACCAGCAACGACGTCGCG
CCGGCCGGCTGGCAGTTCGGCCAGACCTTCGAGGGCGCCCAGTTCTAG

Nucleotide
>McsEXPA-33

GGCCTCTGCGCCCCACTCCCTTCACAGCCAAGCAACTCTCGATTCCTAATCAGCTA
GCTCGAGTCGAGGAGAGTCAGTGACGACTCAGTGTGTTGTGTGCTACAATGGCAG
CAGCTGCCAATGTCCTGCTCCTCCTGCTCTGCTCAACCTTCTGCTTCCTTGCCCAC
CTGGCGGCTGGCGACTACGGCGCGTGGCAGAGCGCCCACGCCACGTTTTACGGCG
GCGGCGACGCGTCCGGCACAATGGGTGAGTCCTCCACCACGAACGATCGGGCTA
ACTGCTAGGCTCCGTTTGGAACTTGGAACTGACGTTGCTGTACATGCTGCGCTCGT



CGATCTGGCAGGCGGCGCGTGCGGCTACGGGAACATGTACAGCACGGGGTACGG
CACGAACACGGCGGCGCTGAGCACGGCGCTGTTCAACGACGGCGCCGCGTGCGG
GTCCTGCTACGAGCTGCGCTGCGACAACGACGGGCAGTGGTGCCTGCCGGGCACC
ATCACCGTGACGGCCACCAACTTCTGCCCGCCCAACTACGGCCTCCCCAGCGACG
ACGGCGGCTGGTGCAACCCGCCGCGCCCGCACTTCGACATGGCACAGCCGGCCTT
CCTCCAGATCGCGCAGTACCGCGCCGGCATCGTGCCCGTCGCCTACAGGAGGTGA
GATATATTTCCGCGGTTTCGAGAGTTCTCAGTACTGTTTGCGCCCGGTTCCAGAGA
CTTGTGTTGTGTGGCCGTGCGGGTGTCGGTTCTTCAGACCACATGTTTCGTGGCCC
AGCCGGCAGATTATTATCTACTGTTTTTTTTTGTTGGTTGTTCGTCTTCTTCCGTGC
GCCATGCATGCACGACTGCGACTTGACCATGCTGTCTCCGAGTAGATTAGGCGTC
ACACTGACCATTATGAGCTTCCATGTTAGTTGTTATACGACCTTTNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNCACCTTTTGCACTCCTTGTACCATCTGCTACCTGC
TGCAGGGTGCCGTGCGTGAAGAAGGGCGGGATCCGGTTCACCATCAACGGCCAC
TCCTACTTCAACCTGGTGCTGGTGACCAACGTGGCCGGCGCCGGGGACGTGCAGT
CCGTCTCCATCAAGGGCTCCAGCACCGGGTGGCAGCCCATGTCCCGGAACTGGGG
CCAGAACTGGCAGAGCAACTCGCTCCTCGACGGCCAGAGCCTCTCCTTCCAGGTC
ACCGCCAGCGACGGCCGCACCGTCACCAGCAACGACGTCGLCGLCCGGLLGGLTGG
CAGTTCGGCCAGACCTTCGAGGGCGCCCAGTTCTAGCTAGGATCCGCGACGAGAA
CCGATTTGCATTCAGACTTCAGAGAAGGAACCCCTCCTCGTTGTTGTAAAGAGGA
GGCTCCCGCCATTCCGAGGTTGCTTGTTAATTAGCACCCGCTTAGGCCTTTCCTTC
TCTGTGATCATCATAGGATTTAAGCTATTTATTTTCTGCACCGGTGATTGTAGCAT
TGGGTTAAGGAAAAAGAAAAACCTGCAAGGCTGATTATGTAGGGCTAGCTGCAG
GGGAGTGGTGTCGTGTAACTTTTGTTGGTACGCTGTAGCTAGCAACCCCCGTCCC
CCGGATCCGGCCACACGGGTGGGAGATGTTTGTGGGGATTGCACCTTTGGGACCG
TGAACAACAATGCTTGTTTATGGTCTACTATACATGCAGTATATATGATGATATGC
TCGTGGTTTGATCCTCAGTTTGTAC





