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Fig. 6 DE analysis reveals distinct expression profile for each cell type in S-phase.
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Fig. 1 Schematic of the CosMx probe design and cyclic hybridization. Target RNAs
are first bound to a set of primary ISH probes, followed by hybridization with
photocleavable, fluorescent secondary “reporters”. The “hybridization-imaging-
cleavage-rehybridization” is programmed to barcode ~19,000 gene targets in
human transcriptome.
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Fig. 11 Parallel evaluation of multiple spheroids on the same slide enables spatially
informed, unbiased cell-cell interactions analysis, such as LR analysis.
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L\ Conclusion

The CosMx WTX assay revolutionizes spatial single-cell
analysis with unmatched transcriptomic coverage and
performances, enabling high-throughput spatial CRISPR
screening in various cancer models. With tens of times lower
cost per cell than traditional methods, this imager empowers
the biopharma industry to accelerate drug discovery and
development with unprecedented efficiency. Its multiomics
potential positions CosMx WTX assay as a game-changer,
unlocking integrated genomic, transcriptomic, proteomic and
spatial insights to drive the next generation of precision
therapeutics and improve patient outcomes.
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Flg 7 (A) The schematlc of assay workflow; (B) High sensitivity for gRNA detection
and CRISPR ID decoding; (C) Co-detection of paired CRISPR gRNAs and UGls.
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Fig. 2 The CosMx WTX assay enables full coverage of human protein-coding genes
(genomic loci as shown in the T2T karyotype density diagram), and visualization in
spatial context with subcellular resolution and 3D localization capability.

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



	Slide 1

