Supplementary Figure A PPV of UK Biobank BiLEVE® SNP-chip for detecting variants at different population frequencies.
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Supplementary Figure B PPV of SNP chips available through the Personal Genome Project for detecting variants at different
population frequencies.
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Supplementary Figure C STARD diagram to report flow of participants with a pathogenic BRCA variant on the UK
Biobank BILEVE® SNP chip compared with sequencing.
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