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Supplementary Figure S1: The performance (i.e., balanced accuracy) of DNN models with di�erent
architectures (i.e., number of layers) for `Death from disease' (A) and `Disease progression' (B).
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Supplementary Figure S2: The performance (i.e., balanced accuracy) of DNN models in function
of hyper-parameter such as dropout (A and B), optimizing strategy (C and D) and learning rate
(E and F). Results are displayed for `Death from disease' (A, C and E) and `Disease progression'
(B, D and F).
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