Spatial transcriptomic discovery of vascular phenotypes across COVID19 infected human tissues
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1. Imperial COVID-19 Post-mortem Biobank 4. Cell type-specific WTA profiling across COVID-19 PM tissues
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Largest collection of COVID-19 PM tissue profiled to date with GeoMx DSP Lineage markers were used to optically segment tissues into distinct compartments for molecular profiling.
2. Variable viral loads across patient lungs in situ 5. Variable viral loads measured by WTA 6. Noise removal by CountCorrect
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WTA profiling detected high number of genes across regions of interest (ROI), Sensitivity for differential gene expression enhanced
RNAscope probes for viral transcripts enable visualization of virus in tissues variable expression of viral transcript across patients and across tissues. by advanced data processing
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scRNAseq based deconvolution enables specific cell population
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