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National Institute on Aging Genetics of Alzheimer’s Disease Data Storage Site (NIAGADS, U24AG041689)
at the University of Pennsylvania, funded by NIA This research was supported in part by the Intramural
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Tables

Table S1. Basic demographic information about study participants.

€2 Analysis €4 Analysis
Dataset
N F% C% Age (SD) N F% C% Age (SD)

AD Group
ADGC 1227 55.42 10.19 72.91(10.29) | 3225 52.65 65.83 71.01(8.89)
ADSP-WGS | 194 55.67 6.19 80.30 (8.65) 418 51.67 56.46 77.62(8.52)
CHS 107 66.36 12.15 84.09 (4.94) 177 62.15 46.89 83.23(5.01)
FHS 254 67.72 12.60 85.52(6.43) 341 67.16 3490 83.93(7.41)
LOADFS 552 65.04 9.42 78.83(7.27) | 1741 6496 71.28 76.58 (7.08)
NAD Group
ADGC 1078 62.24 19.39 76.96(9.48) | 1235 62.02 29.64 75.75(9.60)
ADSP-WGS | 536 49.63 15.67 79.52(7.61) 641 49.61 29.49 78.90(7.57)
CHS 2436 59.77 17.53 83.60(5.22) | 2524 60.02 20.40 83.42(5.10)
FHS 2905 53.53 16.76 79.82(11.28) | 3131 53.24 22.77 79.57 (11.32)
LOADFS 1214 60.96 15.73 77.12(8.39) | 1626 59.96 37.08 76.29(8.14)

AD = Alzheimer’s disease-affected group; NAD = Alzheimer’s disease-unaffected group; ADGC = Alzheimer's Disease Centers (ADCs) data from the
Alzheimer's Disease Genetics Consortium ; ADSP-WGS = whole genome sequencing data from Alzheimer's Disease Sequencing Project #3; CHS =
Cardiovascular Health Study % FHS = Framingham Heart Study >5; LOADFS = Late Onset Alzheimer's Disease Family Study from the National
Institute on Aging 7; F% = percentage of females in the study; C% = percentage of cases in the study; Age (SD) = the average age and its standard

deviation (i.e., age at onset for AD-affected subjects and age at last visit or death for unaffected subjects).
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Figures

Figure S1. Manhattan and QQ plots from €2 analyses in the AD-affected group.
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Red and blue lines in Manhattan plot indicate the genome-wide and suggestive significance levels of 5E-08 and 5E-06, respectively.
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Figure S2. Manhattan and QQ plots from €2 analyses in the AD-unaffected group.
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Figure S3. Manhattan and QQ plots from €4 analyses in the AD-affected group.
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Figure S4. Manhattan and QQ plots from €4 analyses in the AD-unaffected group.

nonADGC

ADGC

Meta-analysis

14 4 14 4 .
' ]
i
i . .
.
12 1 12 - 12 o :
l & H
' : 1
' 1
10 . 10 4 10 - .
. ' .
[} '
] .
8- ! = 8- . =T 84
1 3 I ¢
g g
i B v 1
1
1
N

T OB 8 101112

19 22

708 9 1011 12 13 15 17 18 22

1 2 3 4 5 6 T B 9 10111213 15 17 19 22
Chiemosame Ghromesomo Chromesome
nenADGC ADGC Meta-analysis
g o . . g PR
g4
.
.
=
£ g1 &
=
g1 =1
a .
2
3 3 N
5 F 24
g 4 v W T
& 3 " = .
- 5
i = | - § 24 -
s = s ;
g 4 - - M
. B -
. o ’
. 2 :
4 » F
g - 2 4
” =
J SR —
& B -
T T T T T T T T T T T T T T
0 1 2 3 4 5 8 3 4 5 6 3 4 5 8

Expected —lgolp)

Expected —logi(p)

Expected — loguip)

Red and blue lines in Manhattan plot indicate the genome-wide and suggestive significance levels of 5E-08 and 5E-06, respectively.

12




References

1.

Naj AC, Jun G, Beecham GW, et al. Common variants at MS4A4/MS4A6E, CD2AP, CD33 and EPHA1
are associated with late-onset Alzheimer’'s disease. Nat Genet. 2011;43(5):436-441.
doi:10.1038/ng.801

Beecham GW, Bis JC, Martin ER, et al. The Alzheimer’s Disease Sequencing Project: study design and
sample selection. Neurol Genet. 2017;3(5):e194. doi:10.1212/NXG.0000000000000194

Crane PK, Foroud T, Montine TJ, Larson EB. Alzheimer’s Disease Sequencing Project discovery and
replication criteria for cases and controls: Data from a community-based prospective cohort study
with autopsy follow-up. Alzheimers Dement. 2017;13(12):1410-1413. doi:10.1016/j.jalz.2017.09.010
Fried LP, Borhani NO, Enright P, et al. The cardiovascular health study: design and rationale. Ann
Epidemiol. 1991;1(3):263-276. do0i:10.1016/1047-2797(91)90005-W

Dawber TR, Meadors GF, Moore FE. Epidemiological approaches to heart disease: the Framingham
study. Am J Public Health Nations Health. 1951;41(3):279-286. doi:10.2105/ajph.41.3.279

Feinleib M, Kannel WB, Garrison RJ, McNamara PM, Castelli WP. The Framingham offspring study:
design and preliminary data. Prev Med. 1975;4(4):518-525. doi:10.1016/0091-7435(75)90037-7

Lee JH, Cheng R, Graff-Radford N, Foroud T, Mayeux R. Analyses of the national institute on aging
late-onset Alzheimer’s disease family study: implication of additional loci. Arch Neurol.
2008;65(11):1518-1526. doi:10.1001/archneur.65.11.1518

13



