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Online Resource 5: Boxplots showing the distribution of the disease trait in the diversty panel across years and allelic combinations for five QTLs. For 
each QTL, the allelic combinations are presented in order of increasing mean values across years. The number of genotypes for each allelic combination 
is shown above the corresponding box. Boxes represent the interquartile range, with the median indicated by a horizontal line. Whiskers extend to 1.5 
times the interquartile range, and black points outside this range represent outliers. The jittered points show the phenotypic values for each genotype, 
colored according to the year of measurement. Diamonds represent the mean value for each year across genotypes. 


