Supplement figure 1 Identification of six immune cell subsets in SKCM
[bookmark: _GoBack]The original dataset comprising three samples was merged, and batch effect correction was performed using CCA, resulting in 28,812 cells and 22,780 genes (1A, 1B). Following quality control filtering, the dataset retained 27,748 cells and 22,780 genes (1C, 1D). Hypervariable genes were identified and visualized via eigenvariance plots. Principal component analysis (PCA) was then conducted, and the top 50 principal components were selected for downstream analyses (1E, 1F).
