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Figure 7: Phosphoproteomic signatures driving tumor immune infiltration. (A) Phosphorylation 781	
abundance of CTE and HTE samples per cluster and statistical significance according to a Mann-Whitney 782	
rank test (* = p-value < 0.05 and ** = p-value < 0.001). (B–C) ROC and coefficients of a logistic 783	
regression model predicting infiltration status—cold-tumor enriched (CTE) versus hot-tumor enriched 784	
(HTE). (D) Putative upstream kinases of clusters 7, 17, 20, and 21. (E–G) GO enrichment analysis of 785	
select clusters. (H–J) Selected peptides driving the GO biological processes in HTE versus CTE samples. 786	
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