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“ AtoMx™ Spatial Informatics Platform Stores and Manages NanoString Spatial Multi-omics Data Native Interaction Tools Enable Discovery in Spatial Multi-omics Studies

Spatial biology is revolutionizing the way in which we extract biological insights from precious clinical samples, allowing profiling of thousands of RNA ]
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species and ever higher numbers of antibodies to be analyzed from a single tissue slide. However, with new 'omics capabilities, scaling the analytical
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hundreds of images that require more extensive storage and analysis capabilities. To enable scientists to leverage spatial 'omics instruments, we have
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platform with the molecular readouts. Machine learning methods in key analysis modules allow AtoMx to scale to the billions of data points collected Collaboration — e o e v R =
while still maintaining lower compute times. The AtoMx platform is built to conform to open data standards and will support customization through Management o Conton B
custom analysis scripts, APIs for integration to external software, and a community standard data model that facilitates the integration of tools in open- (1 S oo I SHIS || EEEO @IHEO Sl
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resourced servers for equivalent data analysis requests by utilizing the scaling tools a cloud service provides such as scaling by compute type for Control who has access
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greater RAM access or multiple, parallel compute instances. The platform is designed to facilitate data sharing and collaborative in silico analysis of to your GeoMx and
spatial data, with direct permissions management and compliance with regional privacy requirements. The AtoMx Spatial Informatics Platform CosMx data with [3 FLOWCELLS AND SCANS GeoMx DSP @  CosMx SMI @ View All
provides an extensible, secure management and analysis solution, capable of processing transcriptome-wide expression or high plex protein profiling instrument, security,
from the GeoMx Digital Spatial Profiler as well as subcellular spatial 'omics data and collaboration

management tools
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Flowcells & Scans Data generated when running CosMx (flowcells) or GeoMx (Scans) projects. Contains images, metadata about
@ reagents used, ROl placement (GeoMx) and cell segmentation (CosMXx) results ©
Studies  Analysis of individual or multi-slide studies, with native tools for analysis of both GeoMx and CosMx platforms The CosMx Data Analysis Suite natively links all
cells and images together so that you can visualize

Collections Groups of studies, flowcells, or scans which can be used to track projects over time and share multiple components
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AtoMx provides a complete spatial multi-omics data analysis solution for all NanoString spatial biology platforms. Launched as a cloud-first
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Above: CosMx data analysis leverages a consensus nuclear and cytoplasmic segmentation model

to allow for best-in-class segmentation results with either the RNA or Protein assays. The section
above is from cervical cancer, with cyan cell boundaries shown

Left: GeoMx ROI selection enables profiling of cellular neighborhoods by segmenting with 4-color
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GeoMx Data Analysis Suite and tools deployed for easy Newly launched CosMx Data Analysis Suite harnesses key
access anywhere tools with approachable pipelines
¢ Setup and manage experiments * Pre-configured and customizable pipelines AtoMx features a native command line interface so that users can build in new analysis modules. At launch AtoMx features support for R libraries from Bioconductor, CRAN, and other key packages, with controls for memory
\ * Create analysis workflows and visualizations * Native interactions across data types ) & RAM utilization, runtime allowance, and parameters that are passed to the code within the system. All code is editable within AtoMx custom scripting environment. Additional language support will be released with future
versions of the software.
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