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analytical specificity was assessed in this study using diverse FFPE ™ : : ; A s s s S
tumor types, including breast (including TNBC), lung (NSCLC), -
colorectal, bladder, and urothelial cancers (Figure 1C).
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Figure 1: Whole slide combined RNA and Protein assay. A & B. nCounter immune pathways
protein panel (204 targets), nCounter tumor signaling protein panel (325 targets) and nCounter
10360 (770 targets). Panels encompass adaptive immunity, innate immunity, immune signaling &
trafficking, metabolism, cellular processes and signaling pathways. C. Multiomics workflow

- types in the combined dataset.
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