
a Epigenomics analysis workflow

Peak calling (ChromA)
across ADNC levels

Integration of snRNAseq,
snATACseq, and snMultiome

(MultiVI)

Construct nearest neighbor graph
across modalities and cluster

Transfer supertype labels
within each subclass

Peak calling within subclasses
to optimize feature space

Compute neighbor distances
to low quality snRNAseq

Transfer subclass labels using
snRNAseq nearest neighbors

remove snATACseq nuclei
in clusters with high scores

1: Peak calling and integration 2: QC and subclass transfer 3: Within subclass peak calling
and supertype transfer

b Modality integration

c Transfer of low quality cell flag from snRNAseq and snMultiome  to snATACseq

d Subclass transfer from snRNAseq
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Excluded leiden clusters

Leiden clusters with poor RNA QC scores

Original RNA subclass labels Predicted subclass labels
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e Within subclass integration and supertype transfer from snRNAseq

Extended Data Figure 5.


