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5. METHODS
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The dataset contains information on the materials used and results obtained from mapping experiments on apple populations to identify loci associated with resistance to the pathogen Phytophthora cactorum. Also contains the results of the transcriptome sequencing and differential analysis of a timecourse experiment of infection of apple and strawberry with Phytophthora cactorum. Methods are detailed in the thesis "Investigating durable resistance to Phytophthora cactorum in strawberry and apple"

