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Figure S6: Modeling Complex Gene Behavior with Two Gaussian Distributions
Genes with complex behavior (transiently activated or inactivated) were modeled using one (top panel) or two
(bottom panel) Gaussian distributions. Poor fit is observed using a single Gaussian curve, however accounting
for both activating (blue dotted line) and repressive (red dotted line) events using two curves results in excellent
fit to the data. A combined view of these expression probabilities is shown in the bottom panel.  
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