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For this study, we obtained multi-sample, bulk tumor DNA
sequencing data from a cohort of post-mortem breast cancer 2 Methods to Correct for Missing Values in Single-Cell Data
patients. Subclonal reconstruction (SRC) analysis was performed to KNN Missing Value Imputation Remove Low-Depth Zeroes
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mitigate uncertainty, we sequenced mutations of interest using a
single-cell panel. This study utilizes one sample from a breast cancer
patient to pilot the process of verifying bulk phylogeny with single-
cell insight.
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