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The CosMx SMI provided high cell counts and accurate
segmentation for reliable analysis of different tissue types. H&E
staining on the same slide helped train the Al algorithm, improving
tissue identification and segmentation. We identified distinct cell
types and tissue-specific biomarkers.

CosMx SMI whole transcriptome subcellular multi-omic
imaging completely changes how tissues can be
analyzed. Simply "project” ~2000 measured (not
inferred) biological pathways directly onto the tissue
with single cell resolution (Fig 8&9). Directly visualize
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Fig. 4 Reactome and transcriptome analysis at subcellular

Fig. 3 Outstanding cell segmentation across various tissue
J J J resolution: direct visualization of EMT

types

Fig. 5 Cell type identification based on marker gene expression
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