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Introduction
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interactions, cellular diversity, and therapeutic response. Most spatial technologies yield single analyte proteomic Proteogenomic Assay eliminates variation from differing cell populations across serial slides. highly concordant results from slide to slide & user to user.

GeoMx Spatial Proteogenomics Assay (SPG) - High-plex Protein and RNA Detection On A Single Slide

or transcriptomic datasets from separate formalin-fixed paraffin-embedded (FFPE) tissues sections. Multiple studies
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have demonstrated poor correlation between RNA expression and protein abundance owing to transcriptional and RNA Targets Protein Targets
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phosphorylation have also been observed in glioblastoma. Our study exemplifies the utility of the SPG assay in Spatial Proteogenomics Protocol
expanding our understanding of glioblastoma multiforme molecular pathology. C
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