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Table S1  Summary of infection assessment statistics (mean and standard deviation)
	Time point
	Severity (RS)
	Incidence (RI)

	
	Mean
	SD
	Mean
	SD

	May 5th
	3.08
	2.010
	8.38
	12.193

	May 11th
	3.32
	1.933
	12.68
	18.846




Table S2  Total number of SNPs in each subgroup
	SNP call rate threshold

	
	0.25
	0.4
	0.5
	0.6
	0.75

	Total number of SNPs
	12,994
	9,244
	7,260
	5,726
	4,010




[bookmark: _Toc474509727]Fig. S1  Comparison of bandwidth parameter h based on predictive ability from RKHS (with year 2014 and 2015 as training population respectively) cross validation model (with SNP effect only) across marker missingness levels

[bookmark: _Toc474509728]Fig. S2  Comparison of bandwidth parameter h based on predictive ability from RKHS cross year prediction model (with year 2014 and 2015 as training population respectively) across different model components: G=only marker effect in the model; G+HD(cor)=marker effect in the model with heading date-corrected phenotype as response variable; G+HD(cov)=marker effect and heading date as covariate in the model; G+Rust(cov)=marker effect and disease index as covariate in the model; G+HD+Rust(cov)=marker effect and both heading date and disease index as covariates in the mode.

