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GO BEYOND WHAT YOU CAN DO TODAY - Molecular Pixelation (MPX) Workflow
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MPX can analyze protein abundance using MPX single cell MPX Polarity Scores measures the level of spatial MPX co-localization scores measures the level of co- Left: T-cell with high CD162/CD37 co-localization
protein count data, similarly to other single cell technologies, clustering of each protein one each cell. Above is localization between protein pairs. Figure lll shows from RANTES stimulated cells. Right: T-cell with Our pioneering Molecular Pixelation technology and its
exemplified above by an MPX experiment with healthy PBMCs; shown a violin plot of CD20 Polarity Scores from Raji a graph representation of differentially co-localized low CD162/CD37 co-localization from untreated dedicated open source software enables simultaneous
A) UMAP of PBMC following Molecular Pixelation. cells upon Rituximab stimulation. The increased MPX proteins between CD54 immobilized T-cells treated population. Each node is colored by a score detection of 80 human immune cell surface protein
B) Heatmap of relative expression of differentially abundant polarity scores compared to control cells suggest with RANTES in comparison to control. Protein pair summarizing the abundance of three Uropod markers: markers. This allows for visualization of receptor
proteins. C) Frequencies of annotated cell types per replicate. clustering of CD20 upon stimulation, which was links are colored by the average difference in co- CD162, CD37 and CD50. abundance, polarization and co-localization of
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0 16 proteins with significantly different protein abundance in any of the conditions (A).
o 11 markers exhibiting significant differentiation in protein clustering (B)
o 40 marker pairs (20 shown) displayed significant differences from the differential co-localization
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