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Introduction: Nucleosomes consist of small fragments of DNA wrapped around a
histone octamer core. Diseases such as cancer or inflammation lead to cell death,
which causes fragmentation and release of nucleosomes into the blood. The Nu.Q™
technology measures circulating nucleosome levels and exploits the different
compositions of cancer derived nucleosomes in blood to detect and identify cancer even
at early stages. The objectives of this study are to identify the optimal sample type for
the Nu.Q™ H3.1 assay and to determine if it can accurately detect nucleosomes in the
blood of healthy canines as well as those with cancer.

Materials and methods: Blood samples from healthy canine volunteers as well as
dogs newly diagnosed with lymphoma were used. The blood was processed at a variety



of times under a variety of conditions to determine the most reliable sample type and
conditions, and to develop an appropriate processing strategy to ensure reliably
accurate results.

Results: Nucleosomes could be detected using a variety of sample collection and
processing protocols. Nucleosome signals were highest in EDTA plasma and serum
samples and most consistent in plasma. Samples should be processed within an hour
of collection. Experiments showed that samples were able to withstand several freeze
thaw cycles. Processing time and collection tube type did affect nucleosome detection
levels. Finally, significantly elevated concentrations of nucleosomes were seen in a
small cohort of dogs that had been newly diagnosed with lymphoma.

Conclusions: When samples are collected and processed appropriately, the Nu.Q™
platform can reliably detect nucleosomes in the plasma of dogs. Further testing is
underway to validate and optimize the Nu.Q™ platform for veterinary use.



