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Supplementary Table 1. Comparison of three previous TWAS studies.
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Supplementary Table 2. Statistical summary of GWAS and MTAG results.

PD PDMTAG LBD LBDMTAG RBD RBDMTAG
Lead SNPs 32 33 5 17 10 10
Ind. Sig. SNPs 91 90 10 25 16 39
X2 1.15 1.157 1.009 1.104 1.007 1.037
Sample size 482730 504827 7372 89741 9447 46816
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