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Figure S3. Biomodal distribution of relative pathogen abundance in collected samples of
infected plants. Relative pathogen abundance was measured as relative expression of
phytoplasma ‘Ca. P. solani’ STOL11 gene expression. For each season a different limit of the
relative number of copies of STOLI1 was set in order to categorize samples into low and high
pathogen abundance. The boundary (indicated by a grey vertical line) was set in order to capture
the biological diversity of samples. Typical examples of different seasons are shown.



