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Summary Results

The GeoMx Digital Spatial Profiling (DSP) Platform enables robust detection of high-plex protein
and RNA expression from user-defined sections within FFPE samples. As the number of targets
detected within such tissues increases, it becomes important to apply systems biology strategies in
order to better interpret the complex biology of the tumor microenvironment.

Analysis of the Tumor Invasive Margin Demonstrates Dynamic Activation of the Immune System
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signaling pathways and cell-intrinsic signaling from immune cells and other cell types. We
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Figure 3. Spatial Overlays and ORA

The top 50% of genes detected based on median
expression are clustered around the original ROIL.
Expression is shown as for each compartment within a
tissue based on the segmentation strategy. Gene
expression is colored by associated tissue segment.
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The Cancer Transcriptome Atlas (CTA) contains The Whole Transcriptome Atlas contains over
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