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Single-cell spatial transcriptomics in colon adenocarcinoma reveals tumor heterogeneity and
immune microenvironmental
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CosMx WTX Provides Spatial Context

CosMx WTX Enables Unbiased Tissue Cell Coverage to Cell-Cell Interaction

CosMx WTX Enables Detection of Extremely Rare Cells

Spatial technologies allow the dissection of cells in their native context but lacked the
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went through Log1P normalization, z-score transformation, principal component analysis ig. egarding composition of cell types, normal muscle and epithelial cells are largely 0.05% of all cells in healthy pancreas, which requires high-throughput panels to efficientl . . .
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Leiden clustering was performed, followed by spatial mapping of cell clusters to tissue Regarding the gene expression of tumor cells, both platforms are concordant cells, while none was detected in the scRNA-seq data.

space. For comparison with scRNA-seq, obtained Leiden clusters were annotated based on
marker gene expression and identity-matched between the platforms.

© 2025 Bruker For Research Use Only. Not for use in diagnostic procedures. Innovation with Integrity



	Slide 1: Single-cell spatial transcriptomics in colon adenocarcinoma reveals tumor heterogeneity and immune microenvironmental 

