Breast Cancer Polygenic Risk Scores Derived in White European Women
Overestimate Risk in Women of Black Origin
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unadjusted and Black women whose EAFs have been adjusted for ethnicity.
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Conclusions

- These findings have important implications for multi-ethnic population-based risk prediction
programmes

- Failure to calibrate appropriately for women of non-White European heritage will potentially lead to
harms through overprediction of breast cancer risk

- Continued research to improve the accuracy of ethnicity specific breast cancer risk prediction algorithms
iIs required, for example GWAS should be carried out in larger populations of African descent

Future work

- As more interracial mixing occurs between individuals of all races, it becomes increasingly difficult to
determine the best ethnically relevant PRS to use

- Instead of relying on self-reported ethnicity, one approach could be to design an assay which determines
ethnicity by genetic markers on DNA alongside BC risk alleles. Integration of SNP-based ethnicity into PRS
design may hold promise for future risk prediction
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