CD8+ T Cells in Tumor Parenchyma and Stroma by Image Analysis and Gene Expression Profiling:
Potential Biomarkers for Inmuno-oncology Therapy
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B aCkg round RGSU"S Figure 3. Phenotypes characterizing immune activity in tumors by CD8 IHC Figure 4. Gene expression signatures for tumor parenchymal and stromal CD8+ T-cell abundance Figure 5. Correlation of CD8 signature scores with CD8 IHC score by tumor type
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