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Abstract Results

Colorectal cancer (CRC) remains the second leading cause of cancer-related
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Figure 1. Schematic of multiomic sample processing workflow. FFPE Conclusions
archived tumor colon block was sectioned into 25um slides. DNA was
extracted followed by NGS library construction for whole exome sequencing * Single-cell sequencing allows for a deep dive into individual cell types present in complex tissue samples. Updates to processing allows for
(WES) and whole genome methylation sequencing (Methyl-Seq). For analysis of FFPE tissues.
transcriptome investigation, single-cells were dissociated according to 10x . e - _ . - _ _
Genomics protocol with Miltenyi GentleMACS dissociator and fixed single- * Spatial profiling is ideal for assessment of specific regions of interest within the tumor microenvironment.

cell gene expression libraries were constructed and analyzed by scRNA-
sequencing. NanoString GeoMx Human Whole Transcriptome Atlas (WTA),

H“rpf” Protein Core and Pan-Tumor panel were performed for spatial  Complex multiomics information can be collected from a single FFPE sample, the most common archived samples from tumor
protiling. patients, including genomics, transcriptomics, epigenomics and proteomics investigation.

* Understanding tumor microenvironment is key for cancer diagnosis, prognosis and treatment considering tumor heterogeneity.
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