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Fig. S6: The qRT-PCR verification results. The bar chart represents the relative expression of every
gene from the real-time fluorescence quantitative PCR (qQRT-PCR). The line chart represents the
expression levels (FPKM) of every gene from the transcriptome. PkTy, WRKY, MYC, HLH, AP2
are from the plant hormone signal transduction pathway, plant MAPK signaling pathway, plant-
pathogen interaction, TPS from sesquiterpenes and triterpenes biosynthesis pathway. FPKM,
Fragments Per Kilobase of exon model per Million mapped fragments.



