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Summary

The emerging field of spatial genomics represents a significant advance for biology. To drive new discoveries in spatial genomics and immuno-oncology, we

CTA Shows High Specificity, Distinguishing the Correct Cell Line Expression N

Cancer Transcriptome Atlas (CTA) : Basic Discovery to Translational Studies

introduce the GeoMx® Cancer Transcriptome Atlas (CTA) Panel for comprehensive spatial analysis of cancer pathways using the Nanostring GeoMx Digital . .
Spatial Profiler (DSP). We demonstrate profiling of 1800+ immuno-oncology targets in the tumor, microenvironment, and immune compartments of Profile from > 1000 Cell Lines
archival FFPE tissue sections, coupled to downstream Next Generation Sequencing (NGS) readout to enable high-throughput workflows.
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