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Machine learning-spatial quantification of the tumor lult REsuLTs
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epithelium vs. immune checkpoint signature’; Table 2). Table 4 and OS, HR=0.62, p=0.058, 95% CI: 0.38-1.02).
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Abbreviat e in AC, proportion of ambiguc ; PD-1, programmed cell death 1; PD-L1, programmed cell death ligand 1; PFS, progression-free survival; RNA, ribonucleic acid; TGF-BRIL, transforming growth factor-§ receptor 11; TME, tumor microenvironment,
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