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Figure S1. Analysis for homologous recombination detection in shallow WGS in breast cancer
patients. The figure shows the number of large-scale genomic recombination events detected by
shallowHRD algorithm?!. Values greater than 15 are considered positive to homologous

recombination deficiency.
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Figure S2. Tumor fraction of cfDNA in shallow WGS in breast cancer patients. The mean tumor

fraction detected in this study was 0.014 (range 0-0.02047) evaluated by the ichorCNA algorithm?.
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