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Supplemental Figure 1. Standard curves used for Fragaria vesca and Botrytis cinerea genomic 

DNA quantification. Curves were generated by amplifying the EFTwo (elongation factor 2-like) 

gene of F. vesca (A) and the Bc3 (ribosomal IGS spacer) gene of B. cinerea (B), in a 5-fold 

serially diluted genomic DNA of F. vesca and B. cinerea, respectively. The standard curves 

show good linear relationship (R2 > 0.98) between the log5 value of the starting DNA 

concentration and the threshold cycle (Ct), both in the plant and in the fungus. 

 
 

 

Supplemental Figure 2. Volcano plot of Fragaria vesca white fruit (A) and red fruit (B) gene 

expression values at 24 hpi. Genes in the left top rectangle [P. value > -log(10, 1.12) and fold 

change < log (2, |-0.80|) ] were selected as downregulated; whereas, genes in the right top 

rectangle were selected as upregulated [P. value > -log(10, 1.12) and fold change > log (2, 

0.80)]. 
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Supplemental Figure 3. Heat map showing the expression profile of the 149 common genes. 

Gene description and functional category, based on MapMan annotation, is provided. W, white 

fruit; R, red fruit. The scale bar displays fold change values (log2).  

 


