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Figure S4. Comparisons of predictive ability among ten genomic selection models using
the mean dataset of powdery mildew (PM) ratings over five years (2012-2017) and 349
quantitative trait nucleotides (QTNs). Although the performance of RKHS looks similar
with the other eight models except for RER, the statistical test indicated significant
difference from other models. The different letters on the top of bars represent statistical

significance at 5% probability level using the Tukey HSD test.



