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High predictive ability values overall, except for incidence and heading date. Best GP methods are RKHS and rrBLUP.

Predictive ability for a subset of markers is close to the initial density up to 500-10k markers depending on trait.

Genetic relatedness

Fig1: Predictive ability of GP for 7 methods, using the 90k array.

Strong decreasing of accuracy when keeping apart an organization in the validation set, compared to the initial "all" scenario. Different pattern depending on the organization, more variable for MSU, less for NDSU.

Fig3: Predictive ability of GP for RKHS method, using the 3K array. Each organization were separated in the training set to be predicted

Genomic prediction

Up to 156 lines both genotyped and phenotyped 7 methods compared: rrBLUP [START_REF] Meuwissen | Prediction of Total Genetic Value Using Genome-Wide Dense Marker Maps[END_REF][START_REF] Gianola | Reproducing Kernel Hilbert Spaces Regression Methods for Genomic Assisted Prediction of Quantitative Traits[END_REF], RKHS [START_REF] Breiman | Random Forests[END_REF], RKHS-KA [START_REF] Breiman | Random Forests[END_REF] This research has been funded by the U.S Wheat and Barley Scab Initiative, through the USDA-ARS CRIS project 3060-21000-046-000D.