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Supplementary Figure S3. Association of CCR8+ Tregs with CD8+ T cell parameters in 1 

Hot and Cold Spots. Both the Hot Spots and Cold Spots (five fields per case) were 2 

analyzed for the top 41 lung squamous cell carcinoma (LSCC) patients with high CCR8+ 3 

Treg infiltration in Hot Spots. A. The correlation plots with the linear regression model 4 

of the data from 410 fields are displayed. B. Each CD8+ T cell parameter in the Hot Spots 5 

and Cold Spots is shown in boxplots and compared by the Mann-Whitney U test. 6 


