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Supplementary Figure S1: LocusZoom plots of genome-wide significant PD loci having significant secondary
association signals. Association significance with PD is shown as -logio p-values on the left y-axis. The most
significant SNP represented by purple colour diamond. All other SNPs are shown as circles and are colour coded
according to the strength of LD with the most significant SNP (LD measured using the European 1000 Genomes
data).
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Supplementary Figure S2: Q-Q plot for the association results of genotype data (a) without imputation and (b) with imputation.




