Spatial molecular imager captures melanoma cells’ response to their surroundings
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It has thus far been difficult to dissect the behavior of immune cells as a

nanoString

NanoString Technologies
530 Fairview Avenue North, Seattle, WA 98109

3. SMI Empowers Spatial Expression Analysis in the TME SMI Identifies Spatially Variable Genes
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a Description of sample prep for SMifollowed by
reporter probe readout methods for Spatial Molecular
Imaging.bc Immunofiuorescent imaging for two
different melanoma tissues investigated using SM,
PanCK (cyan) highlights likely epithelial cells,CD45
(magenta) corresponds to immune cells in the TME, CD3

SMl as a platform integrates traditional
immuno-fluorescent imaging with high plex,
spatially resolved gene expression data.

PanCK indicates normal epithelial cells.
(figb &c)

Epithelial cells bordering a dark area may
denote a hair follicle. (fig ¢)

The melanoma TME contains a diverse number
of cell types that are often spatially segregated.

« Cells are clustered and labeled by their most

probable cell type. (fig e)

Epithelial cells remain highly segregated
in physical and UMAP space. (fig c & e)
Immune cells are distinct in UMAP space
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expression in melanoma tissue

Epithelial, immune, and tumor cell typing
and marker identification matches
immuno-fluorescent images

Spatial cell type interactions can be
qualitatively observed and quantified
Unbiased spatial expression identifies gene
expression patterns driven by cell type
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performed on the same tissue. (fig ¢)
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