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Supplementary Data Figure 1: snRNA-seq data quality and metadata. a, Boxplot of the number of genes across 14 subtypes and 105 samples. b, Boxplot of the number of UMIs across 14 subtypes and 105 samples. c, UMAP colored by Sample (top) and Sample cell proportion per subtype (bottom). d, UMAP colored by Sex metadata (top) and Sex cell proportion per subtype (bottom). F: female, M: male. e, UMAP colored by Ancestry metadata (top) and Ancestry cell proportion per subtype (bottom). AS: Asian American, AA: African American, HA: Hispanic American, M: Mixed Ancestry, CA: Caucasian American. f, UMAP colored by AgeDeath metadata (top) and AgeDeath cell proportion per subtype in 10 bins (bottom). g, UMAP colored by RIN metadata (top) and RIN cell proportion per subtype in 10 bins (bottom). h, UMAP colored by PMI metadata (top) and PMI cell proportion per subtype in 10 bins (bottom).
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Supplementary Data Figure 2: snATAC-seq data quality and metadata. a, Boxplot of TSS enrichment across 7 cell types and 94 samples. b, Boxplot of the number of fragments across 7 cell types and 94 samples. c, UMAP colored by Sample (top) and Sample cell proportion per cell type (bottom). d, UMAP colored by Sex metadata (top) and Sex cell proportion per cell type (bottom). F: female, M: male. e, UMAP colored by Ancestry metadata (top) and Ancestry cell proportion per cell type (bottom). AS: Asian American, AA: African American, HA: Hispanic American, M: Mixed Ancestry, CA: Caucasian American. f, UMAP colored by AgeDeath metadata (top) and AgeDeath cell proportion per cell type in 10 bins (bottom). g, UMAP colored by RIN metadata (top) and RIN cell proportion per cell type in 10 bins (bottom). h, UMAP colored by PMI metadata (top) and PMI cell proportion per cell type in 10 bins (bottom).
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Supplementary Data Figure 3: snMultiome data quality and metadata. a, Boxplot of TSS enrichment across 14 subtypes and 25 samples. b, Boxplot of the number of fragments across 14 subtypes and 25 samples. c, UMAP colored by Samples(top) and Sample cell proportion per subtype (bottom). d, UMAP colored by Sex metadata (top) and Sex cell proportion per subtype (bottom). F: female, M: male. e, UMAP colored by Ancestry metadata (top) and Ancestry cell proportion per subtype (bottom). AA: African American, HA: Hispanic American, CA: Caucasian American. f, UMAP colored by AgeDeath metadata (top) and AgeDeath cell proportion per subtype in 10 bins (bottom). g, UMAP colored by RIN metadata (top) and RIN cell proportion per subtype in 10 bins (bottom). h, UMAP colored by PMI metadata (top) and PMI cell proportion per subtype in 10 bins (bottom).
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Supplementary Data Figure 4: snXenium data quality and metadata. a, Boxplot of the number of genes across 7 cell types and 18 samples. b, Boxplot of the number of UMIs across 7 cell types and 18 samples. c, UMAP colored by Sample (top) and Sample cell proportion per cell type (bottom). d, UMAP colored by Sex metadata (top) and Sex cell proportion per cell type (bottom). F: female, M: male. e, UMAP colored by Ancestry metadata (top) and Ancestry cell proportion per cell type (bottom). AA: African American, HA: Hispanic American, CA: Caucasian American. f, UMAP colored by AgeDeath metadata (top) and AgeDeath cell proportion per cell type in 10 bins (bottom). g, UMAP colored by RIN metadata (top) and RIN cell proportion per cell type in 10 bins (bottom). h, UMAP colored by PMI metadata (top) and PMI cell proportion per cell type in 10 bins (bottom).
[image: ]
Supplementary Data Figure 5: Condition-specific CRE analysis. a, Stacked barplot of condition-specific peaks across 7 cell types by genomic category (Intronic, Distal, Promoter, Exonic) from snATAC-seq. b, Composition of condition-specific CREs (n = 141,939) with peak-to-gene correlation > 0.4 and FDR < 0.05 separated by genomic category. c, Overlap between PTSD CLGs and PTSD DEGs across cell types. The overlapping region is defined as PTSD CLG-DEGs. d, Overlap between MDD CLGs and MDD DEGs across cell types. The overlapping region is defined as MDD CLG-DEGs. e, Overlap between PTSD CLG-DEGs and MDD CLG-DEGs across cell types.


Statistics and Reproducibility

	Figure
	Description
	# of times repeated

	Fig. 2h, 3d, Extended Data Fig. 5c (left panel), 5h
	10X snXenium experiment for CON
	10

	Fig. 2i, 3e, Extended Data Fig. 5c (right panel), 5i, Supplementary Data Table 24, 25
	10X snXenium experiment for PTSD
	4

	Supplementary Data Table 24, 25
	10X snXenium experiment for MDD
	4





Supplementary Data Tables 1-41
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Supplementary Data Table 14: Differentially expressed genes between PTSD females and control females 
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Source Data Files
Source Data File 1: Mouse SPS behavior and electrophysiology
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