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Instrument loading Flow Cell setting

Table 6: Pre-bleaching Profile
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CosMx SMI data analysis software

AtoMx™ Spatial Informatics Platform (SIP) is a cloud-based, fully-integrated
informatics platform for spatial biology.

No coding experience is required to use AtoMx SIP. Researchers can analyze
and visualize spatial multiomics data with ease while utilizing NanoString-
configured analysis modules and pipelines.

AtoMx SIP — data analysis
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Spatial analysis

Differential expression

Co-Localization

Read mor out AtoMx her

All genes

Top genes

Neighborhood analysis



https://nanostring.com/products/atomx-spatial-informatics-platform/atomx-sip-overview/
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