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#variants Ntot
Study | Phenotype URL®
before/after QC 2 (Ncases/Nctrl)®
1,528,473
(1) PD 10,674,335/922,182 https://drive.google.com/file/d/1FZ9UL99LAqyWnyNBxxIx6qOUIfAnubIN/view?usp=sharing
(56,306/1,474,097)
455,258
(2) AD 13,367,299/1,146,109 https://ctg.cncr.nl/software/summary_statistics
(71,880/383,378)
166,066
Plt 29,522,061/1,180,459 ftp://ftp.sanger.ac.uk/pub/project/humgen/summary_statistics/human/2017-12-12/
(NA)
164,454
(3) MPV 29,519,497/1,180,437
(NA)
ftp://ftp.sanger.ac.uk/pub/project/humgen/summary_statistics/human/2017-12-12/
164,433
PDW 29,518,092/1,180,156
(NA)

Table S1. GWAS studies which were used for the Linkage Disequilibrium (LD) score regression analysis.

aNumber of genetic variants before and after quality control (QC) are reported for each study.

b Number of cases and controls are reported where applicable (AD and PD case-control GWAS studies).

¢ URLs where association statistics are available for download.

Abbreviations: AD = Alzheimer Disease; PD = Parkinson Disease; Plt = platelet count; MPV = mean platelet volume; PDW = platelet distribution width.
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