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Background Methods: Mutation Analysis _ Results Results (cont’ d)
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« Cross-sectional study to collect CTCs in patients with the following: chemotherapy - It is feasible to use deep sequencing to detect rare
metastatic breast cancer at Columbia University Medical Sequence context somatic mutations in highly heterogeneous enriched
Center since September 2011 (ongoing) “ _ _ CTC samples

« 5'homopolymer size, local GC content, and position Table 3: CTC PIK3CA E545D mutation analysis Figure 3. Read error analysis:
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