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SUPPLEMENTARY FIG. S3. Number of nuclei that each replicate contributed. Cell-type clustering with a k-nearest
neighbor graph was set to k=50 using the function buildSNNGraph from scran (cf. Methods: snRNA-seq—data pre-
processing, nuclei clustering, and differential expression) (Lun et al., 2016). snRNA-seq, single-nuclei RNA-seq.
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