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+K-Track™ assay is streamlined, reliable and affordable MRD assay.

Figure 3. Analysis of FFPE and pre-operative plasma samples. (A) Mutation frequency of the top 2
mutated genes in FFPE samples. (B) The number of somatic mutations identified per patient was
significantly higher in the HR-HER2+ compared to the HR+ groups. (C) Pre-operative ctDNA detection rate
was significantly higher in the HR- compared to the HR+ groups.
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