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Figure S3 Conservative p-values from the initial analysis. In the initial analysis, we ran a linear mixed effect model for each
gene. These figures illustrate a conservative p-value distribution for the interaction between whole brain region indicator and
NOD strain indicator for 1.0ST cartridge array (upper panel) and 1.1ST GeneTitan array (lower panel). The left panel shows the
QQ-plot of the p-values for the 35,556 genes. The broken lines indicate 95% confidence intervals if p-values follow a uniform
distribution. The right panel is the histogram of the p-values. These figures clearly demonstrate conservative patterns, which

imply the effects of unaccounted confounding variables.
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