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Figure S1. scRNA-seq data before and after quality control. (A) Quality-control metrics of scRNA-seq data before filtering. (B) Analysis results of doublet detection. (C) Quality-control metrics of scRNA-seq data after filtering. (D) t-SNE dimensionality reduction and clustering results of scRNA-seq data before batch effect correction. (E) t-SNE dimensionality reduction and clustering results of scRNA-seq data after batch effect correction.
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Figure S2. Expression level of marker genes in each cell.
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