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Figure 4. The distribution of p-values from the Wilcoxon test. Uninfected
samples and those infected with ‘Ca. P. solani’ were compared for each gene in
each sampling season. The results were calculated from the standardized gene
expression values averaged from 1-3 measurements for the same plant in the
same year. Genes with a low overall p-value distribution (p < 0.05) are colored
in red.





