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Spatial RNA-Seq
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slide with example regions selected as well as UV illumination path for tumor (orange) or TME (blue) segments
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112l 6: Deep Exploration of Pathway Signaling Across the Tumor Invasive Margin. A) Invasive margin profiling
segmentation strategy and illuminated regions collected B) Examples of genes and pathways associated with
location across the invasive margin MET gene and Chemokine Binding pathway C) Volcano plot showing
pathways associated with expression at the invasive margin (* FDR < 0.05, ** < 0.01) D) Examples of genes and

pathways with highest expression at the invasive margin including HLA-DRA and MHC Class Il Presentation
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J12l7. Expression of T-cell specific activation markers within the Tumor A) ROI selection strategy to study the
impact of T-cell invasion into a CRC sample B) Expression of specific genes are shared amongst T-cells (within
dashed lines) or enriched within specific compartments of the tumor C) Examples of marker expression for CD3E

or HAVCRZ (TIM3).
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