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AtoMx Spatial Informatics Platform

CosMx IHC Protein Atlas

The brain is complex and heterogeneous where cell function and cell-to-cell communication
are critical for rapid and accurate performance. The ability to explore protein-driven
activities at high resolution within the spatial context of their immediate environment is

CosMx Mouse Neural Panel antibodies demonstrate on signal-to-background ratio
(SBR) > 2.5 on mouse or human FFPE tissue samples.

l | ‘SAMPLE PREPARATION ' ) INTEGRATED READOUT x INTERACTIVE DATA ANALYSIS

Permeabilize, Stain with oligo

critical to gain comprehensive pictures of brain development, activity, aging, disease or Vi e JE & 32

dysfunction, and inflammatory responses. Many existing approaches for high-plex single-cell fo=t i il O : § P2ry12, SBR = 8.2

spatial proteomics face issues around simplicity, speed, scalability, and big data analysis. | s § 4 b -" | - SBR = GeoMean Intensity > (3
/_\ oo I ZZZ“&L‘;”n“.".{tensity | GeoMean Intensity GeoMean Intensity < Q1
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Typing and Alzheimer’s Pathology panel with the CosMx SMI to identify multiple neuronal
subtypes, different reactive states of astrocytes and microglia, cell degeneration and Markers
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the complexity of neuronal and glial cellular activity with full spatial context.

Neural Single Cell Spatial Proteomics on Human Alzheimer’s Diseased Tissue

Evaluate the pathology of co-expression patterns of phosphorylated Taus and the activation states of
microglia in proximity of amyloid Beta plaques

/ FOV 144: Frontal lobe enriched with ameboid

FOV 63: Postcentral gyrus enriched with activated microglia and microglia and Tau-pS404.
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FFPE Mouse Brain was stained with the CosMx Mouse Neuroscience Protein 64-Plex Panel and imaged on the CosMx Spatial Molecular Imager.
Fields of view (FOV) and stitched images were processed on the AtoMx Spatial Informatics Platform. Colors are artificially assigned within the AtoMx
Image viewer for each visualized protein. Up to 64 panel and 4 segmentation protein targets may be visualized at once.

Mm Neural Single Cell Spatial Proteomics reveal distinct cell types
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Leiden clustering is an
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identify groups of cells individual cells across an FOV
which are related based on

how similar they are in a
graph structure. Clusters /
are defined by moving cells
to identify groups of cells
that can be aggregated
without changing the 0.
overall relationship of the -
graph and looking for
unstable nodes which
serve as bridges between
related communities to
help define the boundaries s
of different clusters. .
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Specifically identify multiple neural Microglia
cell types in mouse hippocampus
and capture distinct morphologies
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Conclusion

 End-to-end workflow from sample preparation to data analysis
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UMAP2

 Enables high-plex proteomics up to 68 proteins from a single FFPE slide with spatial context
at single-cell resolution
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* Protein assay uses validated antibodies conjugated with oligonucleotides, detected via
microfluidic-based cyclical immunofluorescence imaging process

FOR RESEARCH USE ONLY. Not for use in diagnostic procedures.
www.nanostring.com | info@nanostring.com
© 2024 NanoString Technologies, Inc.



	Slide 1

