Data-Driven Analysis of a Mechanistic Model of CAR T Cell Signaling Predicts Effects of
Cell-to-cell Heterogeneity
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Figure S1: (A) Histogram of the final relative concentrations of phosphorylated ERK.
Concentrations below 10% are shown in red, above 90% in blue, and in between in gray. (B)
Histogram showing distributions of initial ERK concentrations that led to a response (blue) and no
response (red). The significant overlap between the two distributions indicates that initial ERK
concentration is not sufficient to separate high and low ERK response.
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Figure S2: Absolute difference in percent of high ERK responders in a population of 1,000
simulated cells for high initial concentration (10 times the baseline value) compared to low initial

concentration (0.1 times the baseline value) of each protein. Blue bars indicate proteins that were
identified as influential by the PLS model.
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