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Project Overview Biology Driven Profiling of the Kidney

A thorough understanding of normal tissue biology is crucial to advances in disease
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Sample Description and Profiling Strategy A non-diseased kidney biopsy from a 41-year-old Caucasian man with a BMI 30 was profiled via GeoMx DSP using the Whole Transcriptome Atlas (18,000 genes). The tissue was stained with fluorescent antibodies 14,319 genes were detected in any segment collected.
to guide region of interest selection to functional units within the tissue. Morphology markers were used to illuminate PanCK (epithelial cells), CD10+CD31 (proximal nephrons and endothelial cells), and Syto13 (DNA). Regions of interest were placed on Further, 9,779 genes detected above limit of quantitation in
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Glomeruli transport were enriched in the proximal convoluted tubule, as expected.
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Independent and Orthogonal Confirmation of Target Expression with the Human

Accessing the Data and Contributing to the
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