IDENTIFICATION

Species: Miscanthus sinensis
Locus: Misin16G173300

Gene Model: Misin16G173300.1.p
Description: McsEXPA-55
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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Legend:

CDS s upstreamy downstream — Iniron

DOMAIN ARCHITECTURE

Query seq.
Superfanilies PLNOOQOS0O

+ Name Accession Description Interval E-value
[+] PLNDOOS0 super family ci31535 expansin A; Provisional 22-248 9.34e-124
SEQUENCES

Peptide

>MCcsEXPA-55

MAIAGALFLLLGLLAREAAAGGYGGWQSAHATFYGGGDASGTMGGACGYGNLYST
GYGTNTAALSTALFNDGAACGSCYELRCDNAGKSCLPGTITVTATNFCPPNYGLPSD
DGGWCNPPRPHFDMAEPAFLHIAQYRAGIVPVAFRRVPCVKKGGIRFTINGHSYFNL
VLVTNVAGAGDVRSVSIRGSRTGWQPMSRNWGQNWQSNSYLDRQALSFQVTASDG
RTVTSNNAVPAGWQFGQTFEGAQF*

CDS (coding sequence)
>MCcsEXPA-55

ATGGCCATTGCCGGTGCTCTTTTCCTCCTCCTCGGTCTCCTCGCCCGGGAAGCCGC
GGCCGGCGGCTACGGCGGGTGGCAGAGCGCGCACGCCACGTTCTACGGCGGLGEG
CGACGCGTCCGGCACAATGGGCGGCGCGTGCGGGTACGGCAACCTGTACAGCAC
CGGGTACGGCACGAACACGGCGGCGCTGAGCACGGCGCTGTTCAACGACGGCGC
GGCGTGCGGGTCCTGCTACGAGCTGCGGTGCGACAACGCGGGCAAGTCGTGCCT
GCCGGGCACCATCACCGTGACGGCCACCAACTTCTGCCCGCCCAACTACGGCCTC
CCCAGCGACGACGGTGGCTGGTGCAACCCGCCGCGGCCGCACTTCGACATGGCC
GAGCCGGCCTTCCTCCACATCGCGCAGTACCGCGCCGGCATCGTGCCCGTCGCAT
TCAGGAGAGTTCCGTGCGTGAAGAAGGGCGGCATCCGGTTCACCATCAACGGCC
ACTCCTACTTCAACCTGGTGCTGGTGACCAACGTGGCGGGCGCCGGCGACGTGCG
TTCCGTCTCCATCCGGGGCTCCCGCACCGGGTGGCAGCCCATGTCCCGGAACTGG
GGCCAGAACTGGCAGAGCAACTCGTACCTGGACCGGCAGGCGCTCTCGTTCCAG
GTCACCGCCAGCGACGGCCGCACAGTCACCAGCAACAACGLCCGTCCLLGLeGGL
TGGCAGTTCGGCCAGACCTTCGAGGGCGCCCAGTTCTGA

Nucleotide
>McsEXPA-55

CCGTGGCCATCGGGCACGTCGCTCACGCTCAGGCCACCGGGCCGGGCCTTTTTTC
TGCTTTTATGGCCCCTTTTCGCCGCACCAAACCGCAGATAAATTTTTACATACACG
CACGGCGCCGAGTTTCGCAACCGCCACCGGAGCTTTGGGTCGGCTATAAATAGTT
GGGTGCTGCGAGGGCAAGCTCCTCACTGCCAGCCAGACGTTCCCAAGCCATTAGT
TGGTAGCACAAGCTAAGCTAAGCTTTAGATACCTTCTTCTTCTTCGCTCTCGAAGG
CAGCTGACGATATAGCAAGAAGCTAGCTTTGGAGTTTGGAGCGCCCAGCAATGG



CCATTGCCGGTGCTCTTTTCCTCCTCCTCGGTCTCCTCGCCCGGGAAGCCGCGGCC
GGCGGCTACGGCGGGTGGCAGAGCGCGCACGCCACGTTCTACGGCGGCGGCGAC
GCGTCCGGCACAATGGGTGAGCCTGAGTCGAGTGCCCTGCCTCGGCCGCTGGCCG
TACGTTCGATCTCGGCTCAGCAAATAAAGAAACGACTGATCGTTGTTGTTCTGCT
GTCTGTGCTTCTTCTCTCTCTACACAAACAATACAGGCGGCGCGTGCGGGTACGG
CAACCTGTACAGCACCGGGTACGGCACGAACACGGCGGCGCTGAGCACGGCGCT
GTTCAACGACGGCGCGGCGTGCGGGTCCTGCTACGAGCTGCGGTGCGACAACGC
GGGCAAGTCGTGCCTGCCGGGCACCATCACCGTGACGGCCACCAACTTCTGCCCG
CCCAACTACGGCCTCCCCAGCGACGACGGTGGCTGGTGCAACCCGLLCGLGGLLGL
ACTTCGACATGGCCGAGCCGGCCTTCCTCCACATCGCGCAGTACCGCGCCGGCAT
CGTGCCCGTCGCATTCAGGAGGTAACCCTGCCTCATGCTGCAGCTAGGTAGAGGT
AGCTGCTGCACATACTCCACTCGTTCAGTTGCTCTTCGATCACATGCCGTGCTGCC
TGGCTGCACATGCGTGCTCTGGCACGACTCAGTGGTCACTCACGCACACATGCAC
GATGGCCCCCCAGCTGCCTGCTACGGCTCGCACCGCCTTGTGCCCATGTCGTACC
ACGTACACCAGAGGTCGATCAAATTGACCCAACCGCGTCGGACGTCGGTTCGAA
GGTTGGTGGGCCCGGCACCCCAAGCTCGGCCCATTAGTTCGGTGGGCCACCCTGC
AGATTCGATACGGGGAGTGGGGATAGGCTACGGGCTGCCCCTCTCCTGGAGCTGC
AGGCGACGCGCATGTGCCGTGCCACAGCACTTCATCACTCACTTTCACTCCCCCA
TTGACGCCGATCACGATTCGGTCGTCGCAAGTAAAACCCCGCTCACGTACGTACG
TAGTGACCGTTAGTTGCATTGCATCTGCATGTGAAATTAAACTGACATGTGTAGT
ACTAACGTCGTTTTATTATTGCACTACGCATGATCGATAAATCGCAGAGTTCCGTG
CGTGAAGAAGGGCGGCATCCGGTTCACCATCAACGGCCACTCCTACTTCAACCTG
GTGCTGGTGACCAACGTGGCGGGCGCCGGCGACGTGCGTTCCGTCTCCATCCGGG
GCTCCCGCACCGGGTGGCAGCCCATGTCCCGGAACTGGGGCCAGAACTGGCAGA
GCAACTCGTACCTGGACCGGCAGGCGCTCTCGTTCCAGGTCACCGCCAGCGACGG
CCGCACAGTCACCAGCAACAACGCCGTCCCCGCCGGCTGGCAGTTCGGCCAGACC
TTCGAGGGCGCCCAGTTCTGATCGATTTGTTTTGCCTTTTGCGCGTGATGAGTGCA
AGAGAGAAAGACGACGAATTGAAGCCTAGCTCTCCGGTTATATTGAAGGAAGGA
GAGGCTTTGCTTGCGCTATGCTGAGGCTGCTAATCTAGCACCCGCCTAGTAGACG
TTTTCCTTTTCTCTGGTGGATTATGGAGTGGGGGCAAAGATTGGAGATCCAGCTCC
TAGCTAGTACTAATAGTACTCGAAGAAATGAATAATTGTAATTTATTTTTGGACCT
TTGTTATTATTATTGTACTCGAGTCGGCCTTACGTCGAAATTGAAGCTCGCAAGGC
CGGCCGGCCGGCCAGCCATTGTTGCTCTAGTGGTTTTATTTAGCGTGCTCTCGATC
GTTCAGTACCTTCTGGTGTGTATGGGTGGCGGTGGTGACTTTTGGTGTTTGTTGGG
GTGTAAAGCCAAGTA






