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[ Abstract)

WANG Tian-pet, JIN

Genome-wide association studies have successfully identified numerous genetic loci for
complex diseases. Polygenic risk score combining multiple loci together has been proved to effectively
measure genetic risk of complex diseases, which poses opportunities for risk stratification and potential

precision medicine application. This paper briefly reviews the recent progress in the development and eval-

uation of polygenic risk score, and summarizes its application in precision prevention.
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