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P?‘tlent derl\_/ed xen_ograft (PDX) models have prowded the research community A _ o _ _ common cancer genes between TCGA and Certis PDX models from whole Is a web-based application with granular search and filtering features, allowing for robust and
with dynamic preclinical model systems in which to study human cancers and Certis PDX vs. GTex C Significant Differentially Expressed Genes exome sequencing (WES) reveal P53 as the most common mutated gene easy access to NGS characterization and model information from our commercially available
accelerate drug development. To accelerate translational oncology, we have m A T A T = Toon pan-cancer and KRAS as the most common mutated gene in pancreatic collection of tumor mocels.
developed a library of PDX models and characterized them using next-generation ‘ | = Cors cancer (PAAD).
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sequencing. Here, we provide mutation and transcriptomic profiles of our PDX
collection along with comparisons against matched normal and cancer patient
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(fastp). STAR was used to map reads to the Human GRCh38 (h938) genome 2= o i = r=0.82). C. Significant (FDR < 0.05) differential expression was on C?T“S .PDX modelsfrom WES reveals a greater number of gene . A11/A11,B7/B7, C7/C7 0.345
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Characterization of Certis’ PDX models using NGS reveals high concordance with ) .
: : . . certisoncology.com/tumor-bank
datasets from TCGA, which includes thousands of omics datasets from primary
cancer samples. When compared to matched normal controls from GTEX, Certis’
PDX models exhibit dysregulation of key pathways, indicative of cancer pathology.
The quality and concordance of our models with known patient datasets ensure CITATIONS & ACKNOWLEDGEMENTS
C(_)n3|s-te_ncy and certainty, providing the research communlty_and our customers Figure 2. Gene Set Enrichment Analysis (GSEA) reviews dysregulated cancer | _ _
with clinically relevant models for cancer research. To see detailled NGS data on all pathways and concordance between similar disease models. GSEA analysis using ICertis Oncology Solutions, San Diego, CA; 2UCLA, Los Angeles, CA.
models in the Certis Tumor Bank, register for access to our searchable database. matched normal controls from GTEXx against Certis PDX models uncover pathways indicative
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of cancer pathology. Additionally, unsupervised hierarchical clustering review high
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