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Supplementary Figure 1Distribution of propensity scoresitter plot showing the distribution of propensity scores in T2D samples
and matched controls for each brain regions respectively.
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Supplementary Figure ZSampledistribution of 13 brain regions after matchingHistograms denote the distribution of matched

samples in each brain regions respectively.
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Supplementary Figure 3. Effect of sample size on detected DAGs in 13 brain regfi@nsaxis indicates the saple size of T2D
and matched control groups. The-gxis indicates the average number of DAGs in 100 repetitions of bootstrapping at a 5% FDR level. The
error bar indicates 95% confidence interval of group means.
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Gene dendrogram and module colors of Caudate
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Supplementary Figure 4. Dendrogram for module assignment in caudatee branches correspond to modules of highly
interconnected groups of genes. Colors in the horizontal bar represent the modules and grey indicates unassigned genes.
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Gene dendrogram and module colors of Hippocampus
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Supplementary Figie 5. Dendrogram for module assignment in hippocampd#e branches correspond to modules of highly
interconnected groups of genes. Colors in the horizontal bar represent the modules and grey indicates unassigned genes.
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Supplementary Figure 6. Gexpression modules in hippocampu$d) Each row corresponds to a module eigengene and column
indicate T2D status. The table were colored by correlation according to the legend. Each cell contains the correspoelditigncandP-
value. B) GS vs MM plot for modules significantly correlated with T2D status. Each point corresponds to an individual gene iwithin a g
module, which was plotted by GS on thexis and MM on the-axis. The regression line, correlation value andlBe were shown for each
module. © Each bar indicates the average of gene significance measure for all genes in a given module.

G660 -@APA2Y c | DLb D



