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Integrated Spatial Proteomic Profiling with Same-Slide Orthogonal Validation
Reveals Distinct Proteomic Signatures in Alzheimer's Disease
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Profiling AD pathology in the primary motor & visual cortex

Introduction

Comprehensive Spatial Proteomics
from CellScape to GeoMx

Beta amyloid (AB) plaques and neurofibrillary tangles (NFTs) are
nallmark pathological features of Alzheimer's disease (AD) and other
neurodegenerative conditions. Even though these features have been
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reported 100+ years ago, they remain poorly understood. We developed . Se; : 22') 5F6 CA3 Neurons
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and acellular plague-core components. Our findings demonstrate the
value of combining high-plex spatial profiling with same-slide single-cell
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it Figure 7. (a) Selection of GeoMx ROls based
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’fg‘ in their degree of pTau staining & the
< 600- combinatorial staining with antibodies.
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