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Fig S1: Loss curves. The figure shows loss curves for training and test sets in blue and orange,
respectively. The left panel shows the total loss curve for the DGD model. The two panels on the
right separate the loss into two terms. The middle panel shows the reconstruction loss of the DGD,
and the right panel shows the Gaussian mixture model loss.
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Fig S2: Matrix of associations for the GTEx test set. The matrix shows the percentage of samples
assigned to the Gaussian components (x-axis) represented by each tissue (y-axis). The tissue types
and components have the same order as in Figure 2B. The row inmediately below the matrix shows
the indexes of the Gaussian components. The row below shows the number of samples in each
component. The column on the right shows the number of samples in each tissue.
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Fig S3: Enrichment scores for TCGA Breast data. A Enrichment scores for All TCGA breast
cancer samples (n=1168) and the filtered data (as in Figure 4C) to ensure homogeneity of the
samples (Supplementary table S3). B Enrichment scores for all TCGA breast cancer samples with
data points colored as a function of tumor purity.
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