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Supplementary figures
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Figure 1. Methylation levels of simulated module genes (grey lines) and eigengene (black line)
in 200 samples. (a) The correlation signal within the module is 0.3. (b) The correlation signal is
set to 0.5.
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Figure 2. Fitting regression models. (a) The model for subnetworks consisting of response y»?2
and predictor x2 with association signal 0.1. (b) The model for subnetworks consisting of
response ys2 and predictor x4 with association signal 0.1.
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Figure 3. Heatmaps of separability and density scores for predictors (a) and responses (b).
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Figure 4. The proportion of variance explained by eigengenes.
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Figure 5. Scatterplots between the eigengenes of response modules and the patient survival
time. In each figure, a dot represents a patient, and the x-axis and y-axis represent the profile of
the module eigengene and the corresponding patient survival days, respectively.



