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A genome-wide polygenic score (GPS) explaining 0.5% of the variance (i.e., 1% of the 
heritable variance for a trait that is 50% heritable) with 80% power could, for example, arise 
under the following circumstances (calculations based on equations published by Dudbridge 
et al.,1) :  

• 63,308: number of independent SNPs in the polygenic score 
• Range of p-value for selection from training sample: 0.00 – 0.30 
• Proportion of SNPs with no effects on training trait: 0.95 
• Discovery and target sample sizes: of 71,000 and 1,567, respectively 
• Binary trait in discovery sample; continuous trait in target sample 
• Disease prevalence in both samples: 1% 
• Sampling fraction: 0.75 in discovery sample and 0.01 (population prevalence) in 

target sample 
• Total variance that is explained by genetic effects in discovery sample: 18% 
• Covariance between genetic effect sizes in the two populations: 6% (e.g. genetic 

effects on trait 1 = 18%; genetic effects on trait 2 = 18%; genetic correlation = 0.33)” 
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