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Fig. S1. The quality control for single-cell data includes RNA count (nCount_RNA), feature count (nFeature_RNA), mitochondrial genes (pMT), hemoglobin genes (pHB), and ribosomal protein genes (pRP).
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Fig. S2. Bubble plot showing the marker gene expression for 16 clusters of various cell types (left), and a bar plot comparing the cell proportions in normal lung and lung cancer (right).
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Fig. S3. Univariate Cox regression analysis demonstrated the association of 92 genes with survival in patients with LUAD.
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