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Data Availability
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data will be madepublicly available as a resource for the community. Future

expansion of this program will encompass additional organs and larger cohorts for Process
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Visualizing Analysis Results

Methodology

Non-diseased FFPE tissues were obtained fromcommercial vendors. Tissues were
assessed by a pathologist before being used in theSpatial Organ Atlas project. For
each organ, samples from 4 individuals were used. Five micron slices were taken and
stained with morphology markers chosen to highlight the functional units of interest
and probed with the GeoMx Whole Transcriptome Atlas Assay, a highly multiplexed
set of probes designed to detect >99.5% of protein coding genes in humans. The Distal Co n-\'(-oluted
GeoMx Digital Spatial Profiler uses the morphology markers to segment theselected ubule "

Region of Interest (ROI) into individual Areas of Interest (AQOI). This is shown in the
central figure, demonstrating morphology marker-guided definition of cell
populations or histological structures. The segmentation feature was used to collect
whole transcriptome data from the individual AOls. Theresultantdata allows analysis
of spatially defined whole transcriptomes.

Minerva stories enabling co-visualization of
images and analysis results are available here:

WWW.nanostring.com/spatial-organ-atlas/
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For the regions shown and many others, complete whole transcriptome data is available for download.

For more Detailed Analysis See:
Kidney - ASHG2021 Poster 3843
Pancreas - ASHG2021 Poster 3844
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