Fig. S1. Regional association plots for the susceptibility loci other than those shown in Figure 2.
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Fig. S2. Regional association plot of SNCA locus in Japanese DLB-GWAS.
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Regional association plot of well-known DLB-risk SNCA locus on chromosome 4 reported in Caucasian GWAS.



Fig. S3. Conditional analysis for loci identified in Japanese DLB-GWAS.

a

Piotted SNP-s. 181NN N1 O 0 000D 00 00 e 0 I
10 ? |- 100
0.8
0.6
8 04 |- 80
0.2
~
~— 6 - + 60
[=)
—_
®)
- 4 - 40
62217
>

‘ CTLA4—>  ICOS—>
O )

PARD3B—>|

T T T
204.8 205 205.2

Position on chr2 (Mb)

T
205.4

(/o) eles uoneuIqWIOdaY

b

Plotted SNPs 1NN 000 0 00000k 0 1

10 2 |- 100
0.8
0.6
8 | 0s | 80
0.2
—
A, 6+ I 60
—
=)
=
an -, | I 40
o 10:12224082
'—‘I ®

ECHDC3—> PROSER2—> < UPF2 DHTKD1—> < NUDT5 CAMK1D—>|
(it —a L T A s
<= PROSER2-AS1 SEC61A2—>
[t peste)
CDC123—>
[
T T T T T T
1.7 1.8 1.9 12 121 12.2 12.3 12.4

Position on chr10 (Mb)

(Q/ND) 81el uoheuIqUOdaY

C

Piotted SN |INMMENMHYI00 N 00 1 0 00 T O

APOC‘FHA;F’OCZ*)
APONCZ%

CLPTM1—>
)

10 > | 100
r
8 - 08 | L 80
0.6
6 | 0411 60
0.2
. 19.450.98864 L 40
2 F 20
0 0
<-ZNF180 IGSF23—~ BCL3—= PVRL2—> APOC4—> RELB— PPP1R37—> <—EXOC3L2
h A = Rl \ f=m fiidlicre X0
<-CEACAM20 PVR— MIR8085—> TOMM40—> CLASRP—> < NKPD1 MARK4—>
T 48 i - Lmie o it
< CEACAM22P CEACAM19— CBLC—~ APOE— < 2ZNF296 <-TRAPPC6A
A el 3a 2 H il
< MIR4531 BCAM— APOC1—> GEMIN7—  BLOC1S3—>
g - ¥ ) A
CEACAM16— APOC1P1—
(- ..

45

T T T
45.2 45.4 45.6

Position on chr19 (Mb)

45.8

Regional association plots of a) rs74866774 on chromosome 2, b) rs138587229 on chromosome 10, and ¢) rs111789331 on chromosome 19.

(Q/ND) 81l uoneuIquooay



Fig. S4. Genetic correlation analyses.
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Genetic correlations between DLB and nine phenotypes are shown. Asterisk indicates significant correlation (P < 0.05). Error bars indicate
standard error (SE).



Fig. S5. Trans-ethnic meta-analysis of DLB.
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a) Manhattan plot. b) Quantile—quantile plot. ¢,d) Regional plots of (¢) the SNCA locus and (d) the APOE locus.



Fig. S6. Gene-based association analysis using trans-ethnic meta-GWAS data.
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a) Manhattan plot. Red line indicates the Bonferroni-corrected P-value threshold. b) Quantile—quantile plot.



Fig. S7. PPI network analysis based on the 5 candidate genes identified in gene-based association analysis.
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PPI network was visualized in Cytoscape. Gene symbols are displayed for nodes with degree of centrality > 20.



