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Figure 3. Sample information and region of interest selection strategy to profile Ab plaques in postmortem human brains. (a)
A plaques were identified using a 6E10 antibody (A 1-16). Regions of interest (ROI) included a 100m center ring (orange). CellScapeprotein targets, resolved subcellular localizations, and identified features 
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analysis of complex human neuropathology. Figure 6. (a) CellScape quantitative spatial phenotyping reveals a large range of
pTAU expression in human AD brain tissue. To further evaluate proteomicpTAU expression in human AD brain tissue. To further evaluate proteomic
signatures of differing pTAU expression, we first removed CellScape antibodies
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signatures of differing pTAU expression, we first removed CellScape antibodies
by performing two rounds of antigen retrieval with a proprietary buffer (b) andComprehensive Spatial Proteomics of AD by performing two rounds of antigen retrieval with a proprietary buffer (b) and
then interrogated the same tissue on GeoMX (see Fig. 7).
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Figure 1.  The GeoMx DSP uses antibodies coupled to photocleavable DNA barcodes 
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