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Supplemental Figures



Figure S1. Heatmaps for the expression pattern of selected marker genes used in previous

publication publications, and a bubble plot for key genes used in our cluster annotation.
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Figure S2. Dendrogram for cluster s
for all cells in each cluster.
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Figure S3. Proportion of spliced/unspliced reads for each cell cluster.
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Supplementary Figure S4: Dot plot showing enriched pathways from GSEA for neuronal (A) and
non-neuronal (B) cell clusters. Red and blue indicate higher and lower activities (GSEA NES) in the
CHD8 KO samples compared to controls, respectively. Dot sizes indicate statistical significance defined
as 1/FDR.
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B: GSEA for non-neuronal cells
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Figure S5: Violin plots showing differential expre n of genes implicated in ASD
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Figure S6. Heatmap showing cell-cell communication count differences between control
and CHD8 KO samples. The rows and columns indicate signaling sending and receiving cells,
respectively.
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Figure S7. Heatmap showing cell-cell communication strength differences between
control and CHD8 KO samples. The rows and columns indicate signaling sending and
receiving cells, respectively.
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