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spatially characterizes protein and RNA expression within intact tissue sections. Here, we present a proof-of- ! . o { . ) . . o
concept study on profiling the tumor microenvironment (TME) of glioma subsets which are defined by isocitrate phenotypic marker for the glioma classification. and scRNA-seq data, identifies spatial abundances of glioma-specific cell types.
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Fig 9. gSCD analysis shows that wtlIH1 gliomas have high macrophage presence in contrast to mulDH1 gliomas (A and B). To
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e Such multi-dimensional GeoMx® DSP capacity provides more spatially enriched information than traditional
methods alone, such as tissue imagers, flow cytometry (FACS), scRNA-seq and RNA-seq, can do.
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Fig 3. To validate qSCD, serial sections of non-small cell lung cancer tissues
were employed for measuring both RNA and protein expression of same tissue
regions (A). Then, we calculated the correlation between marker protein
expressions and cell type scores (B). The correlation values of cell type
scores and marker-protein expression ranged from 0.8 to 0.98 depending
on specificity of protein markers. Using qSCD and GeoMx® DSP, we
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