IDENTIFICATION

Species: Miscanthus sinensis
Locus: Misin02G208900

Gene Model: Misin02G208900.1.p
Description: McsEXPA-14
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. TATFYGOVDREGT MEGHC GYONLYNAGYGCYL. ITCOP TRUGGOYCKS GNE T TVSATNLOPSN YRLP NGGHC GPGRPHFTME OPFWE HI GGG TPV YOUWMC SRTGEVRFS T AGSIYFLL VN TCNLGGSGSY GAdl KG0K W TOFERNWGANID AL AGL VGG SFAVT STEG0YTOFUNAP Clli0F SOTFT TNONF Y
Superfanilies

PLN 10185
. Name Accession Description Interval E-value
[+ PLN00193 super family cl33423 expansin-A; Provisional 2-203 4.49e-85
SEQUENCES

Peptide

>MCcsEXPA-14

TATFYGGVDASGTMGGACGYDNLYNAGYGCYLITCDPTRLGGQYCKSGNSITVSAT
NLCPSNYALPNGGWCGPGRPHFDMSQPAWEHIGVVQGGIIPVLYQQVMCSRTGGVR
FSIAGSQYFLLVNIQNLGGSGSVGAAWVKGDKTGWIQMSRNWGANWQALAGLVGQ
GLSFAVTSTGGQYIQFWNVVPGWWQFSQTFTTNQNFYY*

CDS (coding sequence)
>McsEXPA-14

ACTGCCACTTTCTACGGCGGAGTCGACGCGTCCGGCACGATGGGTGGCGCATGCG
GGTACGACAACCTGTACAACGCGGGGTACGGCTGCTACCTCATCACCTGCGACCC
AACGCGCCTGGGCGGTCAGTACTGCAAGTCCGGTAACTCCATCACGGTCTCGGCC
ACCAACCTGTGCCCGTCCAACTACGCGCTCCCCAACGGCGGGTGGTGCGGLLLGE
GCCGCCCGCACTTCGACATGTCCCAGCCGGCGTGGGAGCACATCGGCGTCGTCCA
GGGCGGCATCATCCCAGTCCTGTACCAGCAGGTCATGTGCTCGCGCACTGGCGGC
GTGCGCTTCAGCATCGCCGGCTCCCAGTATTTTCTGCTCGTCAACATCCAGAACCT
CGGCGGCAGTGGTTCTGTGGGCGCTGCGTGGGTGAAGGGCGACAAGACGGGGTG
GATCCAGATGTCCAGGAACTGGGGTGCCAACTGGCAGGCGCTCGCTGGGCTCGTC
GGCCAGGGGCTCAGCTTCGCCGTTACCTCTACCGGCGGGCAGTACATTCAGTTCT
GGAACGTGGTCCCTGGGTGGTGGCAGTTCAGCCAGACCTTCACCACAAACCAGA
ATTTCTACTACTAA

Nucleotide
>McsEXPA-14

ACTGCCACTTTCTACGGCGGAGTCGACGCGTCCGGCACGATGGGTAAGAATGCAT
GCATTCATTTTCTGTACACCAGGGTCAAGAACTATTGTACATATGGTACATTTGTG
TACGTATATATACCAAAGAATCACTTCGTCGCTAATGCATGCATGTCTATGATAT
GACACATGTACAGGTGGCGCATGCGGGTACGACAACCTGTACAACGCGGGGTAC
GGCGTGAACAACGCGGCGCTGAGCCCGACCCTGTTCAACGACGGCGCGTCGTGC
GGGCAGTGCTACCTCANNNNNNNNNNGCCCGACCCTGTTCAACGACGGCGCGTC
GTGCGGGCAGTGCTACCTCATCACCTGCGACCCAACGCGCCTGGGCGGTCAGTAC
TGCAAGTCCGGTAACTCCATCACGGTCTCGGCCACCAACCTGTGCCCGTCCAACT
ACGCGCTCCCCAACGGCGGGTGGTGCGGCCCGGGCCGCCCGCACTTCGACATGTC



CCAGCCGGCGTGGGAGCACATCGGCGTCGTCCAGGGCGGCATCATCCCAGTCCTG
TACCAGCAGGTCATGTGCTCGCGCACTGGCGGCGTGCGCTTCAGCATCGCCGGCT
CCCAGTATTTTCTGCTCGTCAACATCCAGAACCTCGGCGGCAGTGGTTCTGTGGG
CGCTGCGTGGGTGAAGGGCGACAAGACGGGGTGGATCCAGATGTCCAGGAACTG
GGGTGCCAACTGGCAGGCGCTCGCTGGGCTCGTCGGCCAGGGGCTCAGCTTCGCC
GTTACCTCTACCGGCGGGCAGTACATTCAGTTCTGGAACGTGGTCCCTGGGTGGT
GGCAGTTCAGCCAGACCTTCACCACAAACCAGAATTTCTACTACTAA





