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The GeoMx Digital Spatial Profiling (DSP) Platform enables robust detection of high-plex protein
and RNA expression from user-defined compartments within formalin-fixed paraffin-embedded
tissues. As the number of targets detected within such tissues increases, it becomes imperative to

GeoMx Transcriptome Profiling of Spatially-resolved Colorectal Cancer Samples Enables Pathway Analysis
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In this study, we profiled expression of greater than 1600 genes by utilizing more than 10,000 gene sets enriched across samples Cytokine Signaling, & ECM

DSP-specific ISH probes on FFPE samples, including colorectal cancer patient samples from
which we have matching bulk RNA sequencing and nCounter® analysis, as a platform for
developing tools to move beyond single-gene profiling into understanding pathway-based
expression profiles. The panel of genes profiled focused around capturing biological signaling
along key canonical signaling pathways and cell-intrinsic signaling from immune cells and other
cell types. We demonstrate the ability to leverage foundational pathway interrogation tools,
iIncluding Reactome, with the data to capture spatially-resolved pathway interactions and signaling
within FFPE tissues.
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As we look towards the future of the GeoMx™ platform and high-plex RNA profiling of tissue
samples, these experiments highlight not only the need but the capacity for this platform to derive
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The GeoMx™ DSP contains a tunable micromirror
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