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Figure S. 1: A. Mean imputation 72, and B. Imputation coverage across 22 autosomes of
23 SNP arrays in three MAF bins including (0-0.01], (0.01-0.05], and (0.05-0.5]. The dots
and the vertical lines present the mean and the standard deviation of imputation/ coverage
values in 22 autosomes respectively.
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Figure S. 2: Absolute difference of percentile ranking between PGSs estimated from imputed
genotyping data of 23 SNP arrays and PGSs estimated from WGS in 6 different populations.
The figure shows results of 3 phenotypes including height, BMI, and type 2 diabetes with

PRsice p-value setting of 1e-07.
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Figure S. 3: Absolute difference of percentile ranking between PGSs estimated from imputed
genotyping data of 23 SNP arrays and PGSs estimated from WGS in 6 different populations.
The figure shows results of 3 phenotypes including height, BMI, and type 2 diabetes with

PRsice p-value setting of 1e-06.
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Figure S. 4: Absolute difference of percentile ranking between PGSs estimated from imputed
genotyping data of 23 SNP arrays and PGSs estimated from WGS in 6 different populations.
The figure shows results of 3 phenotypes including height, BMI, and type 2 diabetes with

PRsice p-value setting of 1e-05.
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Figure S. 5: Absolute difference of percentile ranking between PGSs estimated from imputed
genotyping data of 23 SNP arrays and PGSs estimated from WGS in 6 different populations.
The figure shows results of 3 phenotypes including height, BMI, and type 2 diabetes with

PRsice p-value setting of 0.0001.
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Figure S. 6: Absolute difference of percentile ranking between PGSs estimated from imputed
genotyping data of 23 SNP arrays and PGSs estimated from WGS in 6 different populations.
The figure shows results of 3 phenotypes including height, BMI, and type 2 diabetes with

PRsice p-value setting of 0.001.
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Figure S. 7: Absolute difference of percentile ranking between PGSs estimated from imputed
genotyping data of 23 SNP arrays and PGSs estimated from WGS in 6 different populations.
The figure shows results of 3 phenotypes including height, BMI, and type 2 diabetes with

PRsice p-value setting of 0.01.
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Figure S. 8: Absolute difference of percentile ranking between PGSs estimated from imputed
genotyping data of 23 SNP arrays and PGSs estimated from WGS in 6 different populations.
The figure shows results of 3 phenotypes including height, BMI, and type 2 diabetes with

PRsice p-value setting of 0.1.
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Figure S. 9: Absolute difference of percentile ranking between PGSs estimated from imputed
genotyping data of 23 SNP arrays and PGSs estimated from WGS in 6 different populations.
The figure shows results of 3 phenotypes including height, BMI, and type 2 diabetes with

PRsice p-value setting of 0.2.
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Figure S. 10: Absolute difference of percentile ranking between PGSs estimated from imputed
genotyping data of 23 SNP arrays and PGSs estimated from WGS in 6 different populations.
The figure shows results of 3 phenotypes including height, BMI, and type 2 diabetes with

PRsice p-value setting of 0.3.
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Figure S. 11: Absolute difference of percentile ranking between PGSs estimated from imputed
genotyping data of 23 SNP arrays and PGSs estimated from WGS in 6 different populations.
The figure shows results of 3 phenotypes including height, BMI, and type 2 diabetes with

PRsice p-value setting of 0.5.
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Figure S. 12: Absolute difference of percentile ranking between PGSs estimated from imputed
genotyping data of 23 SNP arrays and PGSs estimated from WGS in 6 different populations.
The figure shows results of 3 phenotypes including height, BMI, and type 2 diabetes with

PRsice p-value setting of 1.
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