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Deployment of 98-plex deep Spatial Phenotyping panel 3.2 Whole-Slide multiplex imaging at single-cell resolution of three different
occurs within 48hrs on the PhenoCycler®-Fusion. The HNC tumor biopsies (left) demonstrating the heterogeneity of the spatial landscapes
PhenoCycler (formerly CODEX®) employs cocktails of DNA- observed across biopsies and timepoints (biomarkers as indicated). We observed « Cell phenotyping data from the PhenoCycler-Fusion compares favorably to CITE-seq data obtained from paired biopsies, thus opening the door for

tagged antibodies to stain tissue, which is then followed by an increased immune Infiltration In the late timepoint (T2, bottom row) relative to comprehensive analysis of deep spatial and multi-omic phenotypic analyses of human tumor biopsies.
pre-treatment (Pre-Tx, top row) and early timepoint post-treatment (T1, middle row).

A closer view (right) of the tissue In the areas highlighted in white box.

5. Correlating Multiple Analytical Approaches for a Uniquely Comprehensive TME Analysis

« This study represents a novel approach to integrate high dimensional data from bulk tissue and single-cell spatial technologies to provide uniquely
comprehensive insights into tumor biology and, in turn, to develop more informed strategies for immunotherapy development efforts.

iterative steps of hybridization with complementary,
fluorescently labeled probes for imaging.
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