Spatial profiling of the tumor microenvironment in head and neck cancer identifies immune checkpoints and proteins involved in cell death signaling biomarkers of immunotherapy response
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slide H&E images were analyzed using a pre-existing APP for lymph
node metastasis detection and 6 ROIs were selected based on low,
middle and high amounts of tumor. Selected ROIs were used for
standard GeoMx protein data collection.
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Figure 6. Compartmentalized analysis. (A-D) Tissue segmentation of patients with CR, PR, SD, and PD,  and Neck Cancers. This study demonstrated informed ‘Region of Interest (ROI)’ capture using
aaaaa from left to right respectively. (E-G) The bar chart representing Compartmentalized cell type the Oncotopix Discovery to analyze whole slides to demarcate tumour/stroma and gross
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