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Introduction Cell Type Landscape Hypothesis-Driven Analysis: Differential Expression
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The CosMx® Whole Transcriptome
assay is the world's first technology
capable of measuring spatially-resolved
single-cell whole transcriptomes with
single-molecule resolution. This new
class of data gives us the opportunity to
discover new biology in each new
sample we assay.

Next we asked, "how
do tumor cells change Fae [¢ et
behavior in response . D R
to their environment?”
To this end, we defined
variables measuring
the spatial context of
tumor cells, then
predicted gene
expression fromthese  Distance from surface Distance from Region of interest (tumor Number of T-cell
variables. vasculature inside epidermis) neighbors

In this spirit, we profiled an archived FFPE squamous cell
carcinoma, then sought to uncover whatever biological insights
this sample held.
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