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Fig.S4 Single-cell RNA sequencing (scRNA-seq) analysis. (A) Post-quality control (QC) metrics including nFeature RNA, nCount RNA, and percent mitochondrial RNA (percent.mt). (B) Selection of the top 2,000 highly variable genes for downstream analysis, with a display of the top 10 genes. (C) Principal component analysis (PCA) of scree plot. (D) Expression patterns of prognostic genes during macrophage differentiation.

