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houses clinical sample metadata and genomic information used for reporting at the sample level and for biomarker discovery at the e The ability to version and validate genomic diagnostic panels such as SearchLight DNA™ 35

cohort level. It is able to display sample information such as sample name, accession ID, gender, breed, presumptive diagnosis, etc.
Variant information for each variant type include gene name, location of the mutation, functional impact and effect, frequency, etc.
Such a database will not only improve clinical reporting procedures but will also facilitate cohort analyses across hundreds of clinical emerging biomarker data.
cases, allowing us to expand our knowledge and understanding of canine cancers.

performed here is critical for ensuring high quality while enabling incorporation of the latest



