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INTRODUCTION SIGNIFICANCE

We previously demonstrated « The tumor microenvironment of lung metastatic tumors have a more favorable immune composition than that of liver and peritoneal mets, including increased CD8+ T cells and B cells
differences in responses to and decreased macrophages.
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and non-liver metastases (mets) in - The differences in tumor microenvironment immune profile by site of metastatic disease cannot be attributed to PD-L1 positivity rate, TMB, or tumor neoantigen burden, which vary
microsatellite stable (MSS) minimally across liver, lung, and peritoneal disease. Our findings suggest that MSS mCRC to the lung may potentially be more responsive to immunotherapy.
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