Supplementary Infor mation

Table S1. Detailed data for the selection and exclusion of SNPs

. ) Referenced Reported MAF Ref' .

SNPs Neighboring gene studies OR (validation
China in China)

rs78117248 ABCA7 1 2.07 0
rs4147929  ABCA7 1,2 1.15 0.2816
rs3764650 ABCA7 3 1.23 0.267
1s3752246  ABCA7 4 1.15 0.2767
1s7412 APOE 1 ~2to5  0.1068
rs429358 APOE 1 ~2to5 0.1019
rs2588969  ARIDSB 4 0.99/0.93 0.4757
1s59335482 BINI 1 1.2 NA
1s7561528  BINI 4,3, 1.17/1.16 0.1214
1s6733839  BINI 1,2 1.22 0.4223
1s744373 BIN1 3,5 1.17 0.3301
1s7274581 CASS4 1,2 0.88/1.14 0
1s9349407 CD2AP 4,3 1.11/1.12  0.1262
1s9296559 CD2AP 3 1.1 0.1262
rs10948363 CD2AP 1,2,3 1.1 0.1262
rs3865444  CD33 1,2,4,3 0.91/0.89 0.1796
1s3826656  CD33 4 0.316 0.3155
rs1532278 CLU 1,4 0.89/1.20 0.1942
rs11136000 CLU 3,5 0.84 0.199
1s7982 CLU 3 NA 0.1893
rs9331888 CLU 3 NA 0.4757
rs9331896 CLU 1,2 1.16 0.1893
1s2279590 CLU 3 NA 0211 6,7
156656401  CRI 1, 3,8 1.18 0.0388
rs6701713  CRI 4.5 1.16 0.335
rs8093731 DSG2 2 0.91 0.0194
rs11771145 EPHAI1 1,2,3 1.11 0.4369
rs11767557 EPHAL1 4,3 0.9/0.87 0.1408 9
1s597668 EXOC3L2 8 0.88/0.97 0.33
rs17125944 FERMT2 1,2 1.14 0.2524
rs9271192 HLA-DRA/HLA-DRBS 1,2 1.11 0.1796
1s35349669 INPPSD 1,2 1.08 0.0194
rs190982 MEF2C 1,2 0.93/1.08 0.1553 9
rs983392 MS4A 1,2, 3 1.11 0.0485
rs670139 MS4A 3 1.08 0.4175
rs4938933  MS4A 4 0.88 0.2621
rs2718058 NMES 1,2 0.93/1.08 0.2573 9,10




rs3851179  PICALM 3,5 0.85 0.4563
1510792832 PICALM 1,2 1.15 0.4612
15561655 PICALM 4 0.87 0.4854
1s541458 PICALM 3 / 0.456
1528834970 PTK2B 1,2 1.1 0.2282
rs10498633 SCL24A4 1,2 0.91/1.10 0.217 9,11
rs11218343 SORLI 1,2,3 0.77/1.30  0.3107
rs3781834  SORLI 8 0.78 0.262
152075650 TOMM40 5 2.53 0.1117
1575932628 TREM2 1,3 2.26 0
151476679 ZCWPWI 1,2 0.91/1.10 0.3252

MAF, minor allele frequency; MAF in CHB data set was from the 1000 Genomes
database (http://asia.ensembl.org/); Ref (validation in China) means studies validating
that the SNPs have no association with sAD in Chinese




Table S2. Detailed information on 35 SNPsin 18 genes

Neighbor Minor MAF HWE (P
SNP Chr Position
Gene Allele (%) value)

rs3752246 ABCA7 19 G 0.28 0.17 1056492

rs3764650 ABCA7 19 G 0.27 0.18 1046520

rs4147929 ABCA7 19 A 0.28 0.58 1063443
rs429358 APOE4 19 C 0.10 0.82 45411941
rs7412 APOE4 19 T 0.11 0.08 45412079
1s2588969 ARID5B 10 C 0.48 0.64 63611354
1s7561528 BIN1 2 A 0.12 0.29 127889637
rs6733839 BIN1 2 T 0.42 0.62 127892810
rs744373 BIN1 2 G 0.33 0.47 127894615
rs10948363 CD2AP 6 G 0.13 0.27 47487762
r$9296559 CD2AP 6 C 0.13 0.50 47452270
1s9349407 CD2AP 6 C 0.13 0.52 47453378
rs3826656 CD33 19 A 0.32 0.76 51726613
rs3865444 CD33 19 A 0.18 0.28 51727962
rs11136000 CLU 8 T 0.20 0.66 27464519
rs1532278 CLU 8 T 0.19 0.66 27466315
rs7982 CLU 8 A 0.19 0.30 27462481
rs9331888 CLU 8 G 0.48 0.03 27468862
rs9331896 CLU 8 C 0.19 0.77 27467686
rs6701713 CR1 1 A 0.34 1 207786289
rs11771145 EPHA1 7 G 0.44 0.92 143110762
1s597668 EXOC3L2 19 C 0.33 0.03 45708888
rs17125944  FERMT2 14 C 0.25 0.26 53400629
rs9271192  HLA-DRA 6 C 0.18 0.44 32578530
rs4938933 MS4A 11 C 0.26 0.35 60034429
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SNP, single-nucleotide polymorphism; Chr, chromosome; MAF, minor allele

frequency; HWE, Hardy-Weinberg equilibrium; MAF in CHB data set was from the

1000 Genomes database (http://asia.ensembl.org/) ; HWE test was performed in the

control group.




Table S3. Alleledistribution of SNPsin our study groups

Risk allele
frequency
Neighboring Risk P
SNP sAD  Control OR (95% CI)

Gene allele value

rs4147929 ABCA7 A 0.33 030 1.13(0.93-1.38) 0.23
rs3764650 ABCA7 G 0.32 030 1.11(0.91-1.36) 0.31
1s3752246 ABCA7 G 0.34 032 1.08(0.89-1.31) 0.45
rs429358 APOE4 C 0.25 0.12  2.55(1.99-3.28) 0.00
1s7412 APOEA4 T 0.05 0.07  0.62(0.42-0.92) 0.02
12588969 ARIDSB C 0.49 0.48  1.02(0.85-1.23) 0.85
rs6733839 BIN1 T 0.45 0.38  1.30(1.08-1.57) 0.01
1s7561528 BIN1 A 0.13 0.10  1.38(1.03-1.85) 0.03
15744373 BIN1 G 0.36 034 1.07(0.88-1.30) 0.49
1s9296559 CD2AP C 0.13 0.12  1.15(0.87-1.52) 0.32
1s10948363 CD2AP G 0.13 0.12  1.14(0.87-1.51) 0.36
1s9349407 CD2AP C 0.13 0.12  1.13(0.86-1.49) 0.40
rs3865444 CD33 A 0.17 0.22  0.72(0.57-0.91) 0.01
1s3826656 CD33 A 0.30 034  0.81(0.66-0.98) 0.03
rs1532278 CLU T 0.18 0.20  0.90(0.71-1.13) 0.37
rs9331896 CLU C 0.19 0.20  0.90(0.71-1.13) 0.37
rs11136000 CLU T 0.19 0.20  0.92(0.73-1.16) 0.51
rs9331888 CLU G 0.50 0.49  1.07(0.88-1.29) 0.53
1s7982 CLU A 0.18 0.19  0.93(0.74-1.18) 0.59
rs6701713 CR1 A 0.35 036  0.95(0.78-1.15) 0.59
rs11771145 EPHAL1 G 0.48 0.43  1.25(1.04-1.50) 0.02
1s597668 EXOC3L2 C 0.35 035 1.03(0.85-1.25) 0.77
1517125944 FERMT2 C 0.23 0.21  1.10(0.88-1.38) 0.43
rs9271192 HLA-DRA C 0.21 0.19  1.13(0.90-1.43) 0.31



154938933 MS4A C 0.30 0.27  1.11(0.90-1.36) 0.32

rs670139 MS4A T 0.42 0.44  0.95(0.79-1.14) 0.57

15561655 PICALM G 0.43 0.49  0.78(0.65-0.94) 0.01

rs541458 PICALM T 0.47 0.53  0.79(0.65-0.95) 0.01
rs10792832 PICALM A 0.35 040  0.81(0.67-0.98) 0.03
rs3851179 PICALM T 0.35 039  0.81(0.67-0.99) 0.04
1528834970 PTK2B C 0.26 0.27  0.92(0.74-1.13) 0.42
rs11218343 SORL1 C 0.26 0.31  0.78(0.64-0.96) 0.02
rs3781834 SORLI G 0.19 0.23  0.79(0.63-0.99) 0.04
rs2075650 TOMM40 G 0.23 0.11  2.32(1.79-3.00) 0.00
151476679 ZCWPW1 C 0.32 0.29  1.14(0.93-1.40) 0.20

SNP, single nucleotide polymorphism; sAD, sporadic Alzheimer’s disease; OR, odds
ratio; CI, confidence interval; OR and 95% CI adjusted for age, sex, and APOE g4

status



Table $4. Genotype frequencies of 35 SNPsin our study groups

Neighboring
SNP Genotype Number of Samples Pvalue  OR (95% CI)
Gene
sAD Control
rs4147929 ABCA7 GG/GC/CC  57/199/203  54/188/218  0.3797  1.14(0.93-1.40)
rs3764650 ABCA7 GG/GT/TT  48/196/217 46/180/237  0.3236  1.11(0.90-1.35)
rs3752246 ABCA7 AA/AG/GG  52/202/207  45/190/228  0.1927  1.09(0.90-1.33)
0.0015
rs429358 APOE CC/CT/TT  42/149/268 7/94/358 3.94(1.69-9.18)
22
0.0713
rs7412 APOE TT/TC/CC 3/37/419 5/57/395 0.69(0.47-1.03)
8
rs2588969 ARIDSB AA/AG/GG  55/203/203  51/199/213  0.5271  1.04(0.86-1.25)
0.0717
rs6733839 BIN1 AA/AG/GG  7/106/348 2/87/374 1.28(1.05-1.55)
8
0.0137
rs7561528 BIN1 TT/TC/CC  91/233/137  71/214/177 1.33(0.98-1.80)
3
15744373 BIN1 GG/GA/AA  54/211/182  57/198/201  0.463  1.08(0.88-1.32)
1s9296559 CD2AP GG/GA/AA  5/113/343 9/93/361 0.5241  1.11(0.83-1.48)
rs1094836
CD2AP CC/CT/TT 5/113/343 8/94/361 0.4751  1.10(0.82-1.46)
3
1s9349407 CD2AP CC/CG/GG  5/113/343 8/96/359 0.583  1.08(0.81-1.45)
0.0043
rs3865444 CD33 AA/AG/GG  35/200/226  56/206/201 0.66(0.51-0.85)
65
0.0011
1s3826656 CD33 AA/AC/CC  12/129/320  18/168/277 0.74(0.60-0.91)
73
rs1532278 CLU TT/TC/CC  14/146/300  20/145/295 0.6193  0.92(0.72-1.17)
rs9331896 CLU TT/TC/CC  12/144/300  20/145/294  0.4858  0.91(0.72-1.16)
rs1113600
CLU AA/AG/GG  13/143/305 21/138/304  0.737  0.94(0.74-1.20)

0
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SNP, single nucleotide polymorphism; sAD, sporadic Alzheimer’s disease; OR, odds
ratio; CI, confidence interval; OR and 95% CI adjusted for age, sex, and APOE &4

status



Table S5 Correlations between PRSs and CSF biomarkers

sAD Cognitively Normal Participants
Biomarkers
(n=60) (n=200)
p P value p P value
CSF Ap42 0.15 0.28 -0.15 0.043
CSF AP42/ AB40 0.08  0.54 -0.18 0.011
CSF T-tau -0.10  0.44 0.08 0.28
CSF P-tau -0.06  0.67 0.08 0.27

sAD, sporadic Alzheimer’s disease; CSF, cerebrospinal fluid. Spearman correlation

coefficients (p) were used to assess the correlations.
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