5504: Integrating ultrahigh-plex spatial phenotyping: From discovery
to clinical applications
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1. Introduction 3. Ultrahigh-Plex Spatial Phenotyping of Breast Cancer Tissues 4.4. Assessing macrophage polarization in the tumor
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level. 2. Targeted High-Throughput Analysis: Following Imaging and Phenotyping Analysis
discovery, PhenoCode Signature panels were employed on the

Phenolmager HT 2.0 platform. This platform enables high-
throughput analysis of protein targets identified during the
discovery phase, faclilitating the translation of these findings into
targeted translational and clinical research studies.
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2. Discovery to Clinical Research Workflow _
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mT cells .1. Nearest Neighbor (or spatial proximity) analysis could indicate prognosis 5.2. Spatial score indicates T cell suppression in invasive ductal carcinoma. The
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