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Supplementary Figure 1. Quality control metrics. (A) Histogram of the number of genes detected by cell per sample.
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Supplementary Figure 13. Neuronal types GO terms gene count (left) and fold enrichment (right)
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Supplementary Figure 16. Neuronal types GO terms gene count (left) and fold enrichment (right)
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grey indicates non-significant adjuster p-value.
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Supplementary Figure 20. Modules of co-expressed genes in astrocytes correlate to seizure-like events in Stxbp1+/- mice. (A)
Clustering of genes into co-expression modules using hdWGCNA in Stxbp1+/- astrocytes. (B) Pearson correlation of module
eigengene in astrocytes and seizure-like events in Stxbp1+/- mice (only significantly correlated modules shown; FDR-
adjusted p <0.05) color-coded by module identity. (C) Dot plot showing the top GO terms enriched in modules correlated to
seizure-like events in astrocytes (maximum 5 terms shown, adjusted p<0.05, odds ratio>5). Dot size corresponds to the odds
ratio and color code to the adjusted p-value.





