Single Institution experience of longitudinal post-surgical circulating tumor DNA monitoring in patients with HER2+ breast cancer
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Background

Recent studies have demonstrated the utility of longitudinal,
tumor-informed, personalized circulating tumor DNA (ctDNA)

umor informed. personalized iroulaling lumor DNA (CONA) Longitudinal ctDNA monitoring aids in identifying high-risk HERZ2+ breast cancer patients and
predicting long-term outcomes in patients with breast cancer.’ ShOWS pOten tial utility for a CtDNA guided tl’ea tment approach

® |n this study, we evaluated ctDNA detection rates post-surgery in
patients with HER2+ breast cancer in the adjuvant treatment and
surveillance settings.
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