
 

 
 
Figure S9. Benchmarking of DLPFC subpopulations to published data. (A) Correlation 
heatmap between DLPFC spatially-registered subpopulations (rows) and PFC 10x snRNA-seq 
data (columns) from (Velmeshev et al., 2019). Printed values and scales show the Pearson 
correlation coefficient, correlating across all shared expressed genes (26,970) and the t-
statistics of their specificity test. 
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Figure S10. Benchmarking of sACC subpopulations to published data. (A) Correlation 
heatmap between sACC subpopulations (rows) and ACC 10x snRNA-seq data (columns) from 
(Velmeshev et al., 2019). Printed values and scales show the Pearson correlation coefficient, 
correlating across all shared expressed genes (27,422) and the t-statistics of their specificity 
test. 
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Figure S11. Comparison across all non-neuronal, regionally-defined subpopulations. 
Pairwise correlation of population-defined t-statistics, comparing 26,888 genes across the 21 
non-neuronal subpopulations, collectively defined across each region (labeled in the suffix). 
Scale values are of Pearson correlation coefficient. 
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Figure S12. Genetic associations for HPC and cortical regions with psychiatric disease 
and addiction phenotypes. (A) MAGMA associations for each of 10 subpopulations profiled in 
sACC, (B) 17 spatially-resolved DLPFC subpopulations, and (C) 15 HPC subpopulations. 
Heatmap is colored by empirical -log10(p-value) for each association test. Displayed numbers 
are the effect size for significant associations (controlled for false discovery rate, FDR < 0.05), 
on a Z (standard normal) distribution. Bolded numbers are those that additionally satisfy a strict 
Bonferroni correction threshold of p < 6.8e-5. 
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