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Figure S1 Filtering of single-cell RNA-seq (scRNA-seq) data. (A) Quality control metrics. (B) Top 2000 highly variable genes were selected. (C) Principal component analysis; the first 30 principal components were used. (D) Uniform Manifold Approximation and Projection (UMAP) visualization of single-cell clusters. (E) Cell-type annotation with marker genes. (F) Percentage of cell doublets.
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