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SUPPLEMENTARY NOTE
Part 1: Discussion of novel loci.

The six novel loci we have identified (SIPA1L2, INPP5F, MIR4697, GCH1,
VPS13C, and DDRGKT1) in this meta-analysis include biologically plausible
connections to PD etiology based on previous research. In the context of GWAS
it is clear that the pathobiologically relevant gene is not always the closest or
most obvious proximal candidate.! However, it is perhaps useful to discuss the
potential pathobiological relevance of the candidate genes at our loci, with the
caveat that further work is required to identify whether these are the true
biological candidates. The signal-induced proliferation-associated 1 like 2
(SIPA1L2) locus has been implicated in inflammatory pathways by GWAS as well
as in pharmacogenetic studies of smoking cessation and related behaviors.?>
INPPSF has been suggested as an initial candidate locus for late-onset
alzheimer’s disease from linkage studies.* MIR4697 is a provisional microRNA
identified in next generation sequencing studies of breast cancer.” GTP
cyclohydrolase 1 (GCH1) is a likely biological candidate for future therapeutics
and follow-up study, as SNPs at this locus are also associated with dopamine
clearance in urine.® In addition, the GCH1 locus has been offered as a risk locus
in early onset and atypical PD, but results until this point have never been
definitive.”® The locus containing rs2414739 and the VPS13C gene possesses a
likely connection to neurodegenerative disease etiology as alternative splicing of
VPS13C contributes to risk of congenital myasthenic syndrome. '° DDRGK1 is
also connected to neurodegenerative disease as it has been suggested as a
candidate locus for spinocerebellar ataxias."
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Supplementary Table 1 (page 18):
Studies contributing to the discovery
phase meta- analysis.* denotes
genomic inflation estimates (lambda)
scaled to 1000 cases and 1000
controls.
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Supplementary Table 1 (page 18): Studies contributing to the discovery phase meta- analysis.* denotes genomic inflation estimates (lambda) scaled to 1000 cases and 1000 controls.
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Supplementary Table 2 (page 19): Additional

Discovery phase (13,728 cases and 95,282

Replication phase (5,353 cases and 5,551

Joint phase (19,081

SNP Information controls) controls) cases and 100,833 controls)
Effect
Effect Alternate  allele Odds Standard Odds Standard Odds Standard
SNP C Position (bp) Nearest gene(s) allele  allele frequency 12 Beta ratio error P 12 Beta ratio error P 12 Beta ratio error P
Genome Wide Significant, Discovery Phase
rs35749011* 1 155,135,036 GBA/SYT11 a g 0.017 0 0.566 1.762 0.057 6.09x10-23 0 0.836 2.307 0.148 7.48x10-09 655 0.601 1.824 0.053 1.37x-29
rs823118 1 205,723,572 RAB7L1/NUCKS1 t c 0.559 55.7 0.119 1.126 0.016 1.36x10-13 0 0.104 1.109 0.029  1.43x10-04 0 0.116 1.122 0.014 1.66x-16
rs10797576 1 232,664,611 SIPA1L2 t c 0.14 0 013 1.139 0.023  1.19x10-08 26 0.104 1.11 0.039 3.38x10-03 O 0.123 1.131  0.020 4.87x-10
rs6430538 2 135,539,967 ACMSD/TMEM163 t c 0.43 0 -0.136 0.873 0.017  5.56x10-15 47.9 -0.126 0.882 0.029 9.42x10-06 0 -0.133 0.875 0.015 9.13x-20
rs1474055* 2 169,110,394 STK39 t c 0.128 9.3 0.193 1.213 0.024  7.12x10-16 54.4 0.198 1.218 0.042 1.07x10-06 O 0.194 1.214 0.021 1.15x-20
rs115185635* 3 87,520,857 KRT8P25/APOOP2 c g 0.035 91 0.582 1.789 0.104 2.18x10-08 30.4 -0.071 0.931 0.07 0.846 96.3 0.133 1.142 0.058 0.022
rs12637471 3 182,762,437 MCCCA1 a g 0.193 26.6 -0.17 0.844 0.021 3.32x10-16 59 -0.179 0.836 0.036  3.72x10-07 0 -0.172  0.842 0.018 2.14x-21
rs34311866 4 951,947 TMEM175/GAK/DGKQ 't c 0.809 52.4 -0.243 0.784 0.02 3.58x10-33 55.4 -0.234 0.791 0.035 6.29x10-12 0 -0.241 0.786 0.017 1.02x-43
rs11724635 4 15,737,101 BST1 a c 0.553 14.8 0.116 1.122 0.016 8.07x10-13 20.6 0.129 1.138 0.028  2.73x10-06 0 0.119 1.126 0.014 9.44x-18
rs6812193 4 77,198,986 FAM47E/SCARB2 t c 0.364 29.5 -0.108 0.897 0.017  7.17x10-11 10.7 -0.067 0.935  0.029 0.011 32.8 -0.098 0.907 0.015 2.95x-11
rs356182 4 90,626,111 SNCA a g 0.633 48.5 -0.306 0.737 0.018  3.23x10-67 34.4 -0.196 0.822 0.028 1.75x10-12 90.8 -0.274 0.760 0.015 4.16x-73
rs9275326* 6 32,666,660 HLA-DQB1 t c 0.094 2.1 -0.227 0.797 0.032 5.82x10-13 0 -0.105 0.9 0.05 0.018 76.3 -0.192 0.826 0.027 1.19x-12
rs199347 7 23,293,746 GPNMB a g 0.59 10 0.116 1.123 0.017 2.37x10-12 26.6 0.07 1.072 0.029 7.66x10-03 46.6 0.104 1.110 0.015 1.18x-12
rs117896735* 10 121,536,327 INPP5F a g 0.014 152 0.569 1.767 0.084 1.21x10-11 0 0.339 1.404 0.111  1.10x10-03 63.4 0485 1.624 0.067 4.34x-13
rs3793947* 11 83,544,472 DLG2 a g 0.443 0 -0.092 0.912 0.017 2.59x10-08 0 -0.024 0.976 0.028 0.201 76.8 -0.074 0.929 0.015 3.96x-07
rs329648 11 133,765,367 MIR4697 t c 0.354 0 0.095 1.1 0.017 1.65x10-08 48.5 0.114 1.121 0.029  4.38x10-05 0 0.100 1.105 0.015 9.83x-12
rs76904798 12 40,614,434 LRRK2 t c 0.143 0 0.157 117 0.022  1.33x10-12 26.4 0.104 1.11 0.039 3.69x10-03 28.6 0.144 1.155 0.019 5.24x-14
rs11060180 12 123,303,586 CCDC62 a g 0.558 42.8 0.097 1.101 0.017  2.14x10-08 0 0.108 1.114 0.028 7.26x10-05 O 0.100 1.105 0.015 6.02x-12
rs11158026 14 55,348,869 GCH1 t c 0.335 32.1 -0.118 0.889 0.018  7.13x10-11 0 -0.054 0.948 0.03 0.039 70.1 -0.101 0.904 0.015 5.85x-11
rs1555399* 14 67,984,370 TMEM229B a t 0.468 97.2 -0.138 0.872 0.017 5.53x10-16 0 -0.03 0.971 0.028 0.144 90.8 -0.109 0.897 0.015 6.63x-14
rs2414739 15 61,994,134 VPS13C a g 0.734 29 0.108 1.114 0.018 4.13x10-09 1.1 0.104 1.109 0.033  7.96x10-04 0 0.107 1.113 0.016 1.23x-11
rs14235 16 31,121,793 BCKDK/ STX1B a g 0.381 255 0.09 1.094 0.016 3.89x10-08 27.5 0.125 1.133 0.029 7.72x10-06 10.4 0.098 1.103 0.014 2.43x-12
rs17649553 17 43,994,648 MAPT t c 0.226 0 -0.261 0.771 0.021 4.86x10-37 0 -0.269 0.764 0.035 7.03x10-15 0 -0.263 0.769 0.018 2.37x-48
rs12456492 18 40,673,380 RIT2 a g 0.693 11.2 -01 0.905 0.017  5.12x10-09 49.1 -0.105 0.9 0.03 2.16x10-04 0 -0.101 0.904 0.015 7.74x-12
rs62120679* 19 2,363,319 SPPL2B t c 0.314 471 0.132  1.141 0.022  2.53x10-09 40.3 -0.002 0.999 0.034 0.518 90.9 0.093 1.097 0.019 5.57x-07
rs8118008* 20 3,168,166 DDRGK1 a g 0.657 32.8 0.105 1.111 0.019  2.32x10-08 0 0.107 1.113 0.029 1.18x10-04 O 0.106 1.111 0.016 3.04x-11
Previously Reported as Significant in Genome Wide Studies
rs34016896 3 160,992,864 NMD3 t c 0.319 37.8 0.077 1.08 0.017 7.68x10-06 0 0.028 1.028 0.03 0.174 50.5 0.065 1.067 0.015 1.08x-05
rs591323 8 16,697,091 FGF20 a g 0.275 0 -0.083 0.921 0.019 1.30x10-05 1.7 -0.103 0.902 0.032  6.16x10-04 0 -0.088 0.916 0.016 6.68x-08
rs60298754 8 89,373,041 MMP16 t c 0.024 53.6 0.075 1.078 0.056 0.181 - - - - - 0 0.075 1.078 0.056 0.181
rs7077361 10 15,561,543 ITGA8 t c 0.874 0 0104 1.11 0.025  3.24x10-05 34.4 0.043 1.044 0.042 0.154 35.8 0.088 1.092 0.022 4.16x-05
rs11868035 17 17,715,101 SREBF/RAI1 a g 0.298 56.2 -0.065 0.937 0.018  2.17x10-04 0 -0.055 0.947  0.031 0.036 0 -0.063 0.939 0.016 5.98x-05
rs2823357 21 16,914,905 USP25 a g 0.37 57 0.035 1.036 0.016 0.032 55.9 0.018 1.018 0.029 0.267 0 0.031 1.031 0.014 0.027
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Mike Nalls
Supplementary Table 2 (page 19): Additional details related to Table 1. C - Chromosome; OR - odds ratio; I2 – index of heterogeneity. *replication genotyping for these SNPs failed assay design or quality control and a suitable proxy variant was selected (rs35749011, proxy rs71628662; rs1474055, proxy rs1955337; rs115185635, proxy rs62267708; rs117896735, proxy rs118117788; rs3793947, proxy rs12283611; rs1555399, proxy rs1077989; rs62120679, proxy rs10402629; rs8118008, proxy rs55785911). Note, only replication phase p-values are one-sided. Nearest gene or previously published proximal gene names included in table.


Supplementary Table 3 (page 20):
Additional details related to Table 2.
Replication genotyping for these SNPs
failed assay design or quality control and
a suitable proxy variant was selected
(rs1596117, proxy rs4859430; rs7681154,
proxy rs3910105; rs13201101, proxy
rs8192591; based on discovery series
comparison, the minor allele for
rs3910105 tags the major allele of
rs7681154 therefore risk is consistent
across proxy and discovery SNP). Note,
only replication phase p-values are one-
sided. Nearest gene or previously
published proximal gene names included
in table.
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Supplementary Table 3 (page 20): Additional details related to Table 2. Replication genotyping for these SNPs failed assay design or quality control and a suitable proxy variant was selected (rs1596117, proxy rs4859430; rs7681154, proxy rs3910105; rs13201101, proxy rs8192591; based on discovery series comparison, the minor allele for rs3910105 tags the major allele of rs7681154 therefore risk is consistent across proxy and discovery SNP). Note, only replication phase p-values are one-sided. Nearest gene or previously published proximal gene names included in table.


Supplementary Table 4 (page

21): Summary statistics for risk

profile scoring analyses.

Study
UsA
Germany
Greece
UK
France
Combined
% Cases

Trend p-value
<2x10-16
6.35x10-12
5.12x10-11
6.36x10-05
<2x10-16
<2x10-16

AUC
0.61

0.59
0.58
0.61

0.67
0.63

Trend (1 SD of change from mean) st quintile 2nd quintile 3rd quintile 4th quintile 5th quintile
OR 95% CI OR 95% Cl 95% CI 95% Cl OR 95% Cl OR 95% CI
15 1.41-159 1 - 147 1.23-1.76 166 1.39-1.99 214 1.79-2.56 316 264-3.79
14 1.27-1.54 1 1.34 1178 1.7 1.27227 1.86 1.38-2.49 266 1.97-3.59
1.38 1.25-1.52 1 1.38 1.03-1.85 1.47 1.09-1.97 161 1.2217 248 1.83-3.36
1.5 1.23-1.85 1 148 0.78-2.83 238 1.15-4.93 252 1.28-4.95 413 2.03-8.39
1.92 1.65-2.22 1 143 093-2.18 224 1.48-3.39 301 1.96-4.62 597 3.79-9.38
1.51 1.38-1.66 1 1.42 1.25-1.61 1.7 15193 207 1.72-2.48 331 255-4.3

36.14 43.92 4644 53.62 63.34


Mike Nalls
Supplementary Table 4 (page 21): Summary statistics for risk profile scoring analyses.
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Genome
associated with distinct changes in

" Imputation quality | Effect of alternate )
Methylation or Brain region SNP Probe Chromosome | SNP position (BP) | Reference allele | Alternate allele | Reference allele :w SNP Ammo Y lele dosage (in Z|  Standard error P-value FORadjusted p- | prope start (8P) | Probe end (8P) | CPG Or MRNA
expression frequency from minimac) i) value gene symbol
15823118 ILMN_1680692 1 205723572 T c 0545 0.994 031 0.069 7.72x10-06 4.28x10-04 205687394 205687443 NUCKS1
15823118 ILMN_1813685 1 205723572 T c 0.545 0.994 0.347 0.07 6.57x10-07 4.37x10-05 205738374 205738423 RABTL1
1513201101 ILMN_1800461 6 32343604 c T 0949 0998 -0.589 0.168 4.48x10-04 2.13x10-02 31637261 31637285 CSNK2B
Cerabellum 15199347 ILMN_1789616 7 23293746 A G 0591 087 0414 0079 1.65x10-07 1.37x10-05 23240107 23240156 NUPL2
15199347 ILMN_2115154 7 23203746 A G 0591 087 044 0079 2.66x10-08 2.96x10-06 23240192 23240241 NUPL2
1517649553 ILMN_1709549 17 43994648 c T 0738 0965 0471 0.082 7.90x10-09 1.32x10-06 43513445 43513494 PLEKHM1
1517649553 ILMN_2393693 17 43994648 c T 0738 0.965 -1.241 0.09 1.41x10-43 4.69x10-41 43584483 43584532 MGC57346
Expression rs8118008 ILMN_1797828 20 3168166 A G 0602 0985 0235 0072 1.00x10-03 4.80x10-02 3171228 3171277 DDRGK1
15823118 ILMN_1680692 1 205723572 T c 0545 0994 0373 0.069 6.85x10-08 1.15x10-05 205687394 205687443 NUCKS1
15823118 ILMN_1813685 1 205723572 T c 0545 0994 -0.251 0.068 2.25x10-04 1.90x10-02 205738374 205738423 RAB7L1
15199347 ILMN_1789616 7 23293746 A G 0591 0.87 0427 0079 6.69x10-08 1.15x10-05 23240107 23240156 NUPL2
Frontal cortex 15199347 ILMN_2115154 7 23293746 A G 0591 087 0404 0079 3.20x10-07 3.59x10-05 23240192 23240241 NUPL2
1514235 ILMN_1739236 16 31121793 G A 062 0642 0325 0092 3.91x10-04 2.60x10-02 31072258 31072307 ZNF668
1514235 ILMN_1804679 16 31121793 G A 062 0642 -0.308 0092 7.93x10-04 3.30x10-02 31142528 31142577 KAT8
1517649553 ILMN_1698680 17 43994648 c T 0738 0965 0278 0082 6.99x10-04 3.30x10-02 44594196 44594245 ARL17A
18118008 ILMN_1797828 20 3168166 A G 0.602 0.985 025 0072 5.15x10-04 2.90x10-02 3171228 3171277 DDRGK1
15823118 914159672 1 205723572 T c 0545 0996 0844 0079 1.03x10-26 4.46x10-24 205819179 205819229 FLJ32569
rs823118 914893161 1 205723572 T c 0545 0996 -0.863 0079 5.25x10-28 454x10-25 205819201 205819251 FLJ32569
1513201101 €g05973262 6 32343604 c T 0949 09907 -0.663 0.186 3.73x10-04 4.60x10-02 32191845 32191895 NOTCH4
Cerobellum 1513201101 cg07363637 6 32343604 c T 0949 0997 -0.664 0.186 3.67x10-04 4.60x10-02 31846946 31846996 SLC44A4
1513201101 cg14700707 6 32343604 c T 0949 0997 0.765 0.186 3.97x10-05 6.88x10-03 32191840 32191890 NOTCH4
15199347 cg17274742 7 23293746 A G 0578 0903 0.404 0092 1.47x10-05 2.53x10-03 23286489 23286539 GPNMB
Methylation 1517649553 919832721 17 43994648 c T 0745 0998 0496 0.099 5.91x10-07 1.70x10-04 44249816 44249866 KIAA1267
158118008 911004890 20 3168166 A G 0596 099 0293 0083 4.43x10-04 4.80x10-02 3218500 3218550 SLC4ATH
15823118 cg14159672 1 205723572 T c 0545 0996 0798 0079 3.62x10-24 1.57x10-21 205819179 205819229 FLJ32569
15823118 cg14893161 1 205723572 T c 0545 0.996 0811 0079 6.58x10-25 5.69x10-22 205819201 205819251 FLJ32569
Frontal cortex 1513201101 cg07363637 6 32343604 c T 0949 0997 0.798 0.186 1.82x10-05 2.62x10-03 31846946 31846996 SLC44A4
15199347 cg17274742 7 23293746 A G 0578 0903 0.494 0092 8.46x10-08 1.83x10-05 23286489 23286539 GPNMB
15199347 922932819 7 23293746 A G 0578 0903 0496 0092 7.55x10-08 1.83x10-05 23285742 23285792 GPNMB
1$14235 925033993 16 31121793 G A 0611 0743 0.441 0.1 1.12x10-05 1.93x10-03 31022372 31022422 STX1B2
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Mike Nalls
Supplementary Table 5 (page 22): Genome-wide significant SNPs are associated with distinct changes in methylation and expression levels in proximal genomic regions across multiple brain regions.


Supplementary Table 6 (page 23): Minor allele frequencies for all SNPs in meta-analysis stratified by case-control status for
discovery and replication phases. All replication samples

were included in these estimates. Discovery phase estimates include all 23andMe samples, PGPD, HIHG, NGRC and all IPDGC
samples except those from the UK and Iceland.

Replication phase,

Replication phase, minor allele

Discovery and conditional phases, Discovery and conditional phases,

SNP C  Position (bp) Minor allele minor allele frequency (cases) minor allele frequency (controls) minor allele frequency frequency
(cases) (controls)
rs114138760 1 154898185 C 0.015 0.011 0.013 0.009
rs35749011 1 155135036 A 0.026 0.014 NA NA
rs71628662 1 155359992 C 0.028 0.018 0.015 0.007
rs823118 1 205723572 C 0.416 0.444 0.405 0.435
rs10797576 1 232664611 T 0.152 0.134 0.163 0.146
rs6430538 2 135539967 T 0.408 0.436 0.480 0.497
rs1474055 2 169110394 T 0.145 0.123 NA NA
rs1955337 2 169129145 T 0.147 0.125 0.142 0.121
rs62267708 3 87489314 T 0.021 0.021 0.042 0.043
rs115185635 3 87520857 C 0.022 0.022 NA NA
rs34016896 3 160992864 T 0.331 0.312 0.335 0.326
rs12637471 3 182762437 A 0.177 0.200 0.174 0.199
rs79217002 3 183011072 G 0.011 0.008 0.011 0.012
rs34884217 4 944210 C 0.062 0.073 0.096 0.105
rs34311866 4 951947 C 0.226 0.183 0.236 0.195
rs11724635 4 15737101 C 0.422 0.455 0.421 0.456
rs4859430 4 77149099 A 0.150 0.132 0.142 0.133
rs1596117 4 77151490 T 0.218 0.198 NA NA
rs6812193 4 77198986 T 0.342 0.370 0.348 0.363
rs356182 4 90626111 G 0.421 0.355 0.397 0.337
rs3910105 4 90682571 G 0.427 0.457 0.444 0.459
rs7681154 4 90763703 C 0.502 0.500 NA NA
rs8192591 6 32185796 T 0.039 0.036 0.033 0.028
rs13201101 6 32343604 T 0.057 0.050 NA NA
rs9275326 6 32666660 T 0.083 0.097 0.083 0.093
rs199347 7 23293746 G 0.385 0.413 0.396 0.416
rs591323 8 16697091 A 0.261 0.279 0.252 0.272
rs60298754 8 89373041 T 0.025 0.023 NA NA
rs7077361 10 15561543 C 0.116 0.130 0.124 0.131
rs10886515 10 121343589 C 0.270 0.291 0.281 0.284
rs117896735 10 121536327 A 0.017 0.012 NA NA
rs118117788 10 121710488 T 0.013 0.008 0.021 0.015
rs12283611 11 83487277 A 0.398 0.415 0.418 0.426
rs3793947 11 83544472 A 0.428 0.446 NA NA
rs329648 11 133765367 T 0.372 0.346 0.388 0.359
rs76904798 12 40614434 T 0.162 0.141 0.159 0.144
rs11060180 12 123303586 G 0.426 0.444 0.420 0.446
rs11158026 14 55348869 T 0.309 0.334 0.307 0.318
rs1077989 14 67975822 C 0.484 0.486 0.480 0.487
rs1555399 14 67984370 A 0.478 0.481 NA NA
rs2414739 15 61994134 G 0.244 0.269 0.240 0.264
rs14235 16 31121793 A 0.400 0.374 0.427 0.395
rs11868035 17 17715101 A 0.287 0.301 0.303 0.314
rs17649553 17 43994648 T 0.189 0.231 0.187 0.228
rs12456492 18 40673380 G 0.328 0.300 0.337 0.316
rs117022814 19 2209647 T 0.027 0.023 0.022 0.022
rs10402629 19 2324458 G 0.244 0.225 0.217 0.218
rs62120679 19 2363319 T 0.321 0.300 NA NA
rs55785911 20 3153503 A 0.357 0.374 0.368 0.386
rs8118008 20 3168166 G 0.341 0.359 NA NA
rs2823357 21 16914905 A 0.382 0.375 0.383 0.378


Mike Nalls
Supplementary Table 6 (page 23): Minor allele frequencies for all SNPs in meta-analysis stratified by case-control status for discovery and replication phases. All replication samples
were included in these estimates. Discovery phase estimates include all 23andMe samples, PGPD, HIHG, NGRC and all IPDGC samples except those from the UK and Iceland.

Mike Nalls



Supplementary Figure 1 (pages 24 - 55): Regional association plots. 32 regional association plots for SNPs from discovery phase
analyses +/- 1 Mb from most significant SNP per locus in Table 1. The r2 pattern is based on most significant SNP per locus, based on
the 283 European ancestry samples from the August 2010 release of the 1000 genomes project dataset.

Secondary signals are annotated in text as per their description in the conditional analysis section of Table 2. Recombination rates are
as per HapMap phase 2 European ancestry samples. Nearest gene or previously published proximal gene names included in table.
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Mike Nalls
Supplementary Figure 1 (pages 24 - 55): Regional association plots. 32 regional association plots for SNPs from discovery phase analyses +/- 1 Mb from most significant SNP per locus in Table 1. The r2 pattern is based on most significant SNP per locus, based on the 283 European ancestry samples from the August 2010 release of the 1000 genomes project dataset.
Secondary signals are annotated in text as per their description in the conditional analysis section of Table 2. Recombination rates are as per HapMap phase 2 European ancestry samples. Nearest gene or previously published proximal gene names included in table.
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Supplementary Figure 2 (page 56 -
95): Forest plots. 40 Forest plots of
SNPs from discovery and conditional
phases described in Tables 1 and 2.
Nearest gene or previously published
proximal gene names included in

table.
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Mike Nalls
Supplementary Figure 2 (page 56 - 95): Forest plots. 40 Forest plots of SNPs from discovery and conditional phases described in Tables 1 and 2. Nearest gene or previously published proximal gene names included in table.
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Cohort

rs79217002 MCCC1 Conditional SNP
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Cohort

rs114138760 GBA/SYT11 Conditional SNP
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Cohort

rs34884217 TMEM175/GAK/DGKQ Conditional SNP
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Cohort

rs1596117 FAM47E/SCARB2 Conditional SNP
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Cohort

rs7681154 SNCA Conditional SNP
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Cohort

rs10886515 INPP5F Conditional SNP
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Cohort
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Cohort

rs117022814 SPPL2B Conditional SNP
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Supplementary Figure 3 (page 96):
QQ plot of p-values from discovery
meta-analysis.
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Mike Nalls
Supplementary Figure 3 (page 96): QQ plot of p-values from discovery meta-analysis.


Supplementary Figure 4 (page 97):
QQ plot of p-values from discovery
meta-analysis excluding significant
and replicated loci. All SNPs within
+/- 1 megabase of a replicated
genome-wide significant SNP were
excluded (unadjusted lambda =
1.045).
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Mike Nalls
Supplementary Figure 4 (page 97): QQ plot of p-values from discovery meta-analysis excluding significant and replicated loci. All SNPs within +/- 1 megabase of a replicated genome-wide significant SNP were excluded (unadjusted lambda = 1.045).


Supplementary Figure 5 (page

98): ROC curve for genetic risk

profiles across cohorts adjusting
for cohort membership, age and

gender.
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Mike Nalls
Supplementary Figure 5 (page 98): ROC curve for genetic risk profiles across cohorts adjusting for cohort membership, age and gender.


