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Raw whole-exome sequencing data used in this study can be found in the NCBI database under the BioProject accession PRJNA729775. The molecular and clinical
data of breast cancer patients from the TCGA cohort are available in the following repositories: TCGA BRCA: https://portal.gdc.cancer.gov/

(MuTect2 MAF file) and cBioPortal: https://www.cbioportal.org/ (clinical data).

No sample size estimation was performed. We analyzed whole-exome sequencing data from 116 breast cancer patients in the Taiwanese
population and there were no more suitable data of Taiwanese cohort in existence that the authors knew of to conduct these analyses. TCGA
breast cancer data was also included in this study.

TCGA patients without mutation or race information were excluded from the downstream comparisons (Fig. 1) via post-filtering strategies
based on the TCGA MC3 project.

We did not perform any analysis that required replication.

We did not perform any analysis that required randomization.

We did not perform any analysis that required blinding method.




