Supplementary Figure S1. Specific gene expression feature plot for annotation based on scRNA-seq data of PBMCs.

Supplementary Figure S2. Specific molecule expressions for annotation in t-SNE plot based on CyTOF data of PBMCs

Supplementary Figure S3. Concordances in each patient between scRNA-seq data and CyTOF data in PBMCs (a) and TILs (b). Orange, T+NK cell; blue, B cell; green, myeloid cell.

Supplementary Figure S4. Specific gene expression feature plot for annotation based on scRNA-seq data of TME.

Supplementary Figure S5. Specific molecule expressions for annotation in the t-SNE plot based on CyTOF data of TME.

Supplementary Figure S6. Violin plots showing STAT1 and STAT4 expressions of Treg cells in the TME
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