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Supplementary Figure 3: Genotype-phenotype relationships for salient SNPs used in the
DNN model. (A) Four salient SNPs with linear relationships as shown by the pink lines and
the significant association p-values. (B) Four salient SNPs with non-linear relationships as
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shown by the pink lines and the insignificant association p-values. The DNN model was able
to use SNPs with non-linear relationships as salient features for prediction.



