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Genomics-guided precision medicine has revolutionized human oncology. © We identified approximately 8,000 mutations (1,061 unique) in 104 genes across 813 cases.|| © Most cancer types, both common and rare, harbor an abundance of putative mutation-
Simultaneously, in canine cancer, the knowledge of genomics, cutting-edge @ Annotation of these mutations reveals the implication of key cancer genes and known based diagnostic, prognostic, and therapeutic biomarkers, based on canine data or
diagnostics, and therapeutics is constantly growing. (Fig.1) oncogenic mutations based on both canine and human literature. iInferred human data.
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Figure 3 — SearchLight DNA workflow

Figure 5 — Biomarkers seen in the Vidium cohort




