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Supplementary Figures 

S. Fig. 1 Comparison of mean predictive ability (Mean Pred. Ability) for heading date using genomic selection models 

with or without diagnostic markers associated with major effect QTLs as fixed effects in the model using different 

pre-defined training population sizes. Results are presented for training population optimization method Random (a) 

and PEVmean (b). Error bars represent ± one standard error of the mean 
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S. Fig. 2 Comparison of mean predictive ability (Mean Pred. Ability) for plant height using genomic selection models  

with or without diagnostic markers associated with major effect QTLs as fixed effects in the model using different  

pre-defined training population sizes. Results are presented for training population optimization method Random (a)  

and PEVmean (b). Error bars represent ± one standard error of the mean  
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S. Fig. 3 Comparison of mean predictive ability (Mean Pred. Ability) for powdery mildew resistance using genomic 

selection models with or without the most significant SNP marker associated with major effect QTL as fixed effects 

in the model using different pre-defined training population sizes. Results are presented for training population 

optimization method Random (a) and PEVmean (b). Error bars represent ± one standard error of the mean 

 

 




