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Figure 2. Distributions of Pearson’s correlation coefficient among HRS participant polygenic 

scores from different estimation approaches, by p-value inclusion threshold 

 
Distributions of Pearson’s correlation coefficient among HRS participant polygenic scores from different estimation 

approaches, by p-value inclusion threshold.  

Dark gray: correlations between 18 different LD methods at six different p-value threshold cutoffs (plus a top SNP 

correlation set that includes all other 108 estimation approaches) for PGSs created with directly genotyped SNPs.  

Light gray: correlations between 18 different LD methods (1 no LD trimming + 8 LD clumping + 9 LD pruning) at six 

different p-value threshold cutoffs (plus a top SNP correlation set that includes all other 108 estimation approaches) for PGSs 

created with imputed SNPs.  

*Top SNP correlation set includes all other 108 estimation approaches. There were no genome-wide significant SNPs from 

the Major Depressive Disorder GWAS.  
†2013 uses SNP weights from the Educational attainment GWAS published in 2013 (11) 

‡2016 uses SNP weights from the Educational attainment GWAS published in 2016 (12) 
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Figure 3. Semi-partial R2 with 95% standard error bars for regression of body mass index onto 

the polygenic score  

 
a) directly genotyped and b) imputed SNPs. Arrows represent the highest amount of observed trait-variation explained for 

each race/ethnicity. Semi-partial R2 and 95% standard errors were created from 1,000 bootstrapped repetitions, adjusting for 

covariates that were used in the GWAS meta-analysis from which the SNP weights came.  

BMI: body mass index, LD: Linkage Disequilibrium. None: no LD trimming; LD Pruning [LD R2, window size (kb), sliding 

increment (number of SNPs)], LD Clumping [LD R2, region size (kb)]  
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Figure 4. Pearson’s correlation between each of 109 polygenic scores for body mass index 

 
Pearson’s correlation coefficients between each of 109 polygenic scores for body mass index, by ethnicity, shaded from -0.1 

(light) to 1.0 (dark) using directly genotyped SNPs.  

BMI: body mass index, LD: Linkage Disequilibrium. None: no LD trimming; LD Pruning [LD R2, window size (kb), sliding 

increment (number of SNPs)], LD Clumping [LD R2, region size (kb)].  

Inner boxes represent different GWAS meta-analysis p-value thresholds (pTs) (see inset)  
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