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Diploid and tetraploid clonal plants of Anoectochilus roxburghii were used
Screening of differentially expressed genes (DEGs)




To investigate the effects of foliar application of methyl jasmonate (MeJA) at concentrations of 0, 50, 100, 500, and 1000 μmol/L on the kinsenoside content in Anoectochilus roxburghii of different ploidy levels




After foliar spraying with the optimal concentration of methyl jasmonate, samples were collected and submitted for detection at different time points

	

Transcriptome sequencing





Weighted gene co-expression network analysis (WGCNA)
Gene Ontology (GO) enrichment analysis of differentially expressed genes


Kyoto Encyclopedia of Genes and Genomes (KEGG) pathway enrichment analysis of differentially expressed genes



  Mining of key candidate genes

