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Supplemental Figure S3. (A) Standard Seurat pipeline (without batch correction) was used for UMAP
based visualization of the single cells, color-coded by batch information. Even in the absence of batch
correction, the cells look segregated by their respective types (brown dots represent K562 cells, whereas
green dots represent BJ fibroblasts). (B) Heatmap showing top differentially expressed genes including
known cell type markers such as FAM83A (found highly expressed in K562 cells), and COL3A1 (found
highly expressed in BJ fibroblasts)



