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For manuscripts utilizing custom algorithms or software that are central to the research but not yet described in published literature, software must be made available to editors and
reviewers. We strongly encourage code deposition in a community repository (e.g. GitHub). See the Nature Research guidelines for submitting code & software for further information.
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- Accession codes, unique identifiers, or web links for publicly available datasets
- A list of figures that have associated raw data
- A description of any restrictions on data availability
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Methods
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ChIP-seq

Flow cytometry

MRI-based neuroimaging

CNACS: (https://github.com/papaemmelab/toil_cnacs)

pmsignature: version 0.3.0 (https://github.com/friend1ws/pmsignature)

MuTect: (https://software.broadinstitute.org/cancer/cga/mutect)

Control-FREEC: (http://boevalab.inf.ethz.ch/FREEC/)

CNAG: (http://www.genome.umin.jp/CNAG_DLpage/CNAG_top.html)

Targeted sequencing data of 60 breast cancer samples have been deposited at the European Genome-phenome Archive (https://www.ebi.ac.uk/ega/) under the
accession number EGAS00001004182.

No statistical methods were used to determine sample size since this is an exploratory study. We enrolled as many patients as possible who

provided consent for our study during the enrollment period between September 2011 and October 2016. A total of 2,136 breast cancer
patients were enrolled in this study. As for external data sets, 829 breast cancers were analyzed.

We excluded patients with consent withdrawal, DNA samples with low quality/quantity, samples without clinical data and male patients. For
the analysis of TCGA samples, samples subjected to whole genome amplification were excluded from analysis to correctly define copy number
changes and SVs.

Sequencing data was processed using Genomon2 and MuTect. Copy number analysis using sequencing data was performed by in-house
pipeline CNACS, SNP array karyotyping and Control-FREEC.

Not applicable, since this is a case-series study which was therefore not planned to detect any difference in effects between the cohorts with

and without intervention.

Not applicable, since this is a case-series study.




