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Supplementary Figure S12: Hyperparameter selection based on the validation set. (A) Rank of
hyperparameters in each prediction task (x-axis), where one time point is held out and the rest of time
points is used to train the scRNA-seq model. The rank represents the summarization of ranks of different
evaluation metrics on the validation set (Section 4.4), where the model with the lowest rank is selected
for downstream analysis. (B) Rank of hyperparameters in each prediction task (module) in the multi-omics
setup. Within each module, the title represents the held-out time point, and rank based on the summarization
of different evaluation metrics on the validation set is plotted across different choice of latent dimensions and
MSE weights (Section 4.4).
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