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Figure S7: Simulation study results for the Proteoglycans in cancer pathway when gene 2335 is

perturbated. On the top panel, results based on the maximum likelihood estimate of the covariance matrix; on
the bottom panel results based on the regularized estimate. Each subpanel corresponds to a di↵erent combination
of the sample size (columns) and the intensity of dysregulation (rows). Inside subpanels, for each variable X

v

,

v 2 V a stacked bar chart shows the percentages of times that v 2 D̂
G

(red, primary set), v 2 ˆ

G \ D̂
G

(orange,

secondary set) and v 2 V \ ˆ

G (green). Only genes that appear at least one time in the source set are shown (13
out of 202). Two subpanels are missing because of the maximum likelihood estimate does not exit (i.e., n  p⇤).
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