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Supplementary Figure 1: The schema illustrates the graphical analysis of key QC steps in the
PGSXplorer pipeline. The graphs of HWE, pi-hat, heterozygosity rates, MAF distributions, and
overall HWE distributions shown in this figure are obtained from the analysis of the PGSXplorer
QC module using the target data of the European population of 500 individuals (T1) generated

with HAPNEST.
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Supplementary Figure 2: The schema illustrates the graphical analysis of key QC steps in the
PGSXplorer pipeline. The graphs of HWE, pi-hat, heterozygosity rates, MAF distributions, and
overall HWE distributions shown in this figure are obtained from the analysis of the PGSXplorer
QC module using the target data of the East Asian population of 3000 individuals (T3) generated

with HAPNEST.
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Supplementary Figure 3: Visualization generated from the Lassosum2 module. Figure displays
the auto model results for T3 (EAS-3000), displaying the model fit and performance based on the

penalized regression approach for polygenic score calculation.
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Supplementary Figure 4: The scatter plots illustrate the distribution of PGS calculated using the
PRS-CSx model for chromosome 22 of T1 (EUR-500) The red dots represent scores derived from
the EAS GWAS data, the blue dots represent scores derived from the EUR GWAS data, and the
gray dots show the results of the meta-analysis, which combines both datasets using inverse-

variance weighted effect sizes.



