S8 Table. Candidate loci for pleiotropic effect between AD and PD.

Chr Start End Gene* Ref. **

1 89,400,000 89,800,000 GBP1

3 71,600,000 72,000,000 PROK2 [1]

3 143,400,000 143,800,000 SLC9A9 [2-7]

4 77,000,000 77,400,000 CCDC158 [8]

5 10,400,000 10,800,000 ANKRD33B [9]

5 139,400,000 139,800,000 HBEGF [10, 11]

6 27,000,000 27,400,000 PRSS16 [12]

6 31,000,000 31,400,000 HLA-B Well studied immune-associated region
6 32,300,000 32,700,000 HLA-DQB1 Well studied immune-associated region
6 106,800,000 107,200,000 AIM1 [13-16]

9 79,000,000 79,400,000 PRUNE2 [17, 18]

16 200,000 600,000 AXIN1 [19]

16 30,800,000 31,400,000 PRSSS8 [8]

17 43,600,000 44,400,000 MAPT [8, 10, 20]

19 52,200,000 52,600,000 ZNF649 [21]

* Each locus may contain multiple genes.

** References for reported associations with neurodegenerative diseases or other

related traits.
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