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Fig. S2 Cross-validation scheme used for comparing the different selection methods. Genomic selection
models were fitted with training populations of 180 lines, where 60 lines of this training population came
from 3 different years (green). Phenotypic and genomic assisted selection included additional data from
the year of a preliminary yield trial (orange). All models were validated with a validation population of lines
retested in multi-environment trials following the year of a preliminary yield trial (red).



