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Figure 1: Zoomed-in UMAPs summarizing clustering results from the original
Human Lung Cell Atlas annotations and after applying significance analysis, for
an example set of clusters. (A) Original clusters. (B) Clusters after significance
analysis.
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Figure 2: UMAPs summarizing clustering results from the original mouse cere-
bellum atlas and after applying our clustering pipeline. (A) Original clusters at
the broadest level. (B) Original clusters at the fine-grained level. (C) Clusters
after applying our pipeline.



