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Figure 2 — figure supplement 1. UMAP and t-SNE dimensionality reduction recapitulate the same
general organization.

A. UMAP visualization of scRNA-seq, with two coarse clusters. B. t-SNE visualization of scRNA-seq data,
with two coarse clusters, included for comparison to UMAP reduction. C,D. As in (A,B), but for six finer
subpopulations.



