Serial circulating tumor DNA (ctDNA) monitoring in early-stage, HR+/HERZ2-, invasive lobular carcinoma (ILC) of the breast and
Impact on clinical outcomes
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Background
® ILC accounts for ~10-15% of breast cancer cases in the US, with difficut-to-diagnose patterns of Patients with HR+/HERZ2- ILC demonstrated longitudinally higher rates of ctDNA positivity and longer time to

metastasis.
® |Loss of E-cadherin (CDH1) is the pathognomonic feature of ILC.

® Tumor-informed ctDNA assays detect molecular residual disease (MRD) in patients who relapse COmpared tO thase Wlth dUCtal and mlxed IObUIar/dUCtal SUbtypeS.

completed definitive therapy for early-stage breast cancer, however, little is known about the
ctDNA dynamics and their prognostic relevance in ILC specifically.

® Here, we assessed genomic alterations and correlated ctDNA dynamics with clinical outcomes in

patients with HR+/HER2- ILC. Figure 2. Genes most frequently mutated in patients with lobular subtype compared to ductal and mixed subtypes Figure 4. Association of ctDNA status post surgery with DRFS
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