Supporting Figure 1. Quality control and normalization of scRNA-seq data
(A) nFeature and nCount in tumor samples and normal samples 
(B) There is an obvious positive correlation between nFeature and nCount in tumor samples and normal samples.
(C) The percent of mitochondrial genes indicates that the cells are normal and have not been damaged.

Supporting Figure 2. Univariate Cox regression analysis was used to screen the survival-related CD8+ T cells genes

Supporting Figure 3. Survival overview of patients in different risk groups in different database
(A) Survival overview of patients in different risk groups in TCGA dataset.
(B) Survival overview of patients in different risk groups in GSE14520 dataset.
(C) Survival overview of patients in different risk groups in ICGC-LIRI-JP dataset.

Supporting Table 1 The top 20 marker genes of 29 clusters are shown 

Supporting Table 2 The number and proportion of different cluster cells between tumor samples and normal samples

Supporting Table 3 Baseline clinical characteristics of low BATF expression and high BATF expression patients 

