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Supplementary Figure 4. Relationship between the six-gene LAPS and immunotherapy-related
biomarkers in TCGA-LUSC patients. No correlation or statistical significance between the

risk score (A) TIDE score, (B) CD274 score, and (C) T-cell exclusion score. The risk score from

this six-gene LAPS found no relationship with the expression levels of the three immune checkpoints
(D) PDCDI, (E) CD274, and ( F) CTLA4.



