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Conclusion: Combination of Phenolmager and MultiOmyx IF provides a complementary and powerful solution to study
cellular composition within the TME. Phenolmager assay characterizes the immunophenotypes and visualizes the spatial
distribution of TIL at single-cell resolution on whole slides. High dimensional analysis by MultiOmyx can provide greater
understanding of the immune contexture within the TME and deeper insights into the correlations between biomarkers. This
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