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A total of 150 high-risk stage |l and Ill breast cancer patients were treated in the I-SPY 2 trial’s MK-2206 and control arms. Of those, 90 had sufficient tumor and buffy coat/plasma samples for NGS A. ctDNA detection in serial plasma samples from 82 patients. Samples with at least two detectable targets were considered ctDNA positive. A. Distribution of mean Fisher-transformed Pearson correlation coefficients between serial measurements of ctDNA (mean VAF) and MRl
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