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1. Introduction 3. Multiomic Panel Design 5. Multiomic Spatial Phenotyping of Human FFPE Head and Neck Cancer Tissue
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6. Multiomic Spatial Analysis Uncovers Interplay of Chemokines and Immune Cells
within the TIME
In this proof-of-concept study, we demonstrate the utility of multiomic spatial profiling on the PhenoCycler-Fusion
Phenoplex software offers end-to-end workflow including importing platform with the RNAscope assay. Analysis of the resulting multiplex imaging data not only revealed the structural
multiplex images Paint-to-Train Al-based tissue segmentation deep_ 4.2. Multiomic detection of protein markers and RNA target genes in FFPE tumor serial sections. PhenoCode Discovery Panels were utilized to Organization of cells within the TME, but also the regulatory role of chemokines within the TIME. Together, this
: ’ : L detect protein markers that can phenotype tumor cells, immune cell subtypes, and immune activation states that constitute the TME. In a serial section, information provides a more complete functional map of immune cells within the TME and TiIME and therebv enriches
Ieammg'based nuclear and cell segmentatlon, as well as a gwded RNA probes were used to detect target genes for various chemokines and cytokines within the TME. P P P y

our understanding of tumor biology that may be deterministic of immunotherapy responsiveness.

workflow for cellular phenotyping.
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