Supplementary Table S2: Results of FBAT test among exposed and unexposed siblings and of FBAT homogeneity test in the EGEA and SLSJ
samples for SNPs detected in EGEA with P<5x10-3.

EGEA SLSJ EGEA+SLSJ*
ETS ETS FBAT-homogeneity ETS ETS FBAT-homogeneity ETS ETS FBAT-homogeneity
exposed (1) unexposed (2) test between exposed (1) unexposed (2) test between exposed (1) unexposed (2) test between
(1) and (2) (1) and (2) (1) and (2)
Chrom SNP Gene location position™ allele## EAF## | Z P A P Coat P z P Z P Caar P z P z P it P

1 rs10924249 KIF26B  flanking_3UTR 243837265 GIT 0.19 1.04 3.0E-01 -2.84 45E-03 815 4.3E-03 | -0.70 4.8E-01 077 44E-01 107 3.0E-01 | 025 80E-01 -207 3.9E-02 358  5.9E-02
2 rs6736802  KIF5C flanking_SUTR 149566980 A/C 0.56 270 6.9E-03 -164 1.0E-01 931 23E-03 | 076 45E-01 069 49E-01 099 3.2E-01 | 1.60 1.1E-01 -1.18 2.4E-01 365  5.6E-02
2 rs6435220  KIF5C flanking_SUTR 149569925 A/G 0.32 -2.84 45E-03 144 15E-01 877  31E-03 | 115 25E-01 032 75E-01 019  6.6E-01 |-166 9.7E-02 140 1.6E-01 459  3.2E-02
4 rs1460354  ATP8A1 intron 42266423 cIT 0.78 -2.58 1.0E-02 196 5.0E-02 1021 14E-03 | -051 6.1E-01 159 1.1E-01 248  12E-01 |[-233 20E-02 252 12E-02 1178 6.0E-04
4 rs13124088 ATP8A1 intron 42280405 AG 0.80 -260 9.3E-03 143 15E-01 791  49E-03 | 0.00 1.0E+00 1.55 1.2E-01 146  23E-01 |-200 4.5E-02 207 3.8E-02 829  4.0E-03
4 rs17448506 ATP8A1 intron 42343155  crr 0.73 -3.99 6.6E-05 228 23E-02 1851 1.7E-05 | 011 9.1E-01 193 53E-02 226  1.3E-01 |-3.33 87E-04 294 33E-03 1923 1.2E-05
6 rs160666 WRNIP1 flanking_3UTR 2719051 AlC 0.32 186 6.3E-02 -2.37 1.8E-02 9.01 27E-03 | -028 7.8E-01 090 37E-01 0.71 40E-01 | 1.33 1.8E-01 -155 1.2E-01 417 41E-02
8 rs2279444  KIF13B intron 29053769  A/G 0.16 224 25E-02 -180 7.3E-02 805 45E-03 | 073 4.7E-01 -045 6.5E-01 0.71 40E-01 | 226 24E-02 -162 1.0E-01 756  6.0E-03
9 rs2253304 ABCA1 intron 106658884 A/G 0.73 116 25E-01 -272 6.6E-03 809 45E-03 | 135 1.8E-01 -266 7.8E-03 865 3.3E-03 | 1.74 82E-02 -373 19E-04 16.06 6.1E-05
9 rs2253182  ABCA1 intron 106659945 cCIG 0.27 -116 25E-01 272 6.6E-03 809  45E-03 | -124 22E01 255 1.1E-02 776  53E-03 |-1.68 94E-02 365 26E-04 1530 9.2E-05
9 rs2253175  ABCA1  intron 106660120 ¢/T 0.27 -116 25E-01 272 6.6E-03 809  45E-03 | -124 22E-01 266 7.8E-03 828  4.0E-03 |-168 94E-02 373 19E-04 1575 7.2E-05
9 rs2253174  ABCA1 intron 106660153 A/G 0.73 116 25E-01 -272 6.6E-03 809  45E-03 | 124 22E-01 -266 7.8E-03 828  4.0E-03 | 168 94E-02 -3.73 19E-04 1575 7.2E-05
9 rs2230805 ABCA1  coding 106663850 cC/T 0.25 -091 36E-01 282 48E03 799 47E-03 | -171 88E-02 172 86E-02 567 17E-02 |-1.78 7.6E-02 330 96E-04 1384 2.0E-04
1 rs762667 MYO7A  coding 76546020 cIT 0.62 233 20E-02 -2.03 4.2E-02 932 23E-03 | 0.00 1.0E+00 -0.88 3.8E-01 0.58  4.5E-01 | 1.99 4.7E-02 -2.21 27E-02 879  3.0E-03
16 rs2914819  ATP2C2 intron 83026812 A/G 0.82 164 1.0E-01 -253 1.1E-02 899 27E-03 | 112 26E-01 -038 7.1E-01 086  3.5E-01 | 1.98 47E-02 -241 1.6E-02 9.75  1.8E-03
17 rs7225157  DNAH9 intron 11621510 A/G 0.17 209 37E-02 -266 7.9E-03 1122 8.1E-04 | 148 14E-01 -153 1.3E-01 432 38E-02 | 256 1.0E-02 -3.05 23E-03 1586 6.8E-05
18 rs12458154 ATP9B  intron 75187747  AIC 0.29 183 6.8E-02 -243 15E-02 917  25E-03 | 123 22E-01 005 96E-01 035 55E-01 | 218 3.0E-02 -1.88 6.0E-02 8.00  4.7E-03
20 rs6067867 ATP9A intron 49698286  A/G 0.55 198 4.8E-02 -204 41E-02 802 46E-03 | 0.70 4.9E-01 -058 56E-01 078  3.8E-01 | 195 51E-02 -1.99 4.6E-02 768  5.6E-03
20 rs6067892  ATP9A intron 49731315  AG 0.47 212 34E-02 220 28E-02 919  24E-03 | -053 509E-01 063 53E-01 068 41E-01 |-1.96 5.0E-02 218 3.0E-02 847  3.6E-03
20 rs1475670  ATP9A  intron 49777965 cIm 0.50 -1.73 84E-02 229 2.2E-02 8.19 4.2E-03 | -0.78 43E-01 1.77 7.6E-02 3.59 5.8E-02 | -1.81 7.0E-02 2.89 3.9E-03 1148  7.0E-04

*: combined analysis by Stouffer’s Z-score method
**. position in base pairs (dbSNP, build 37.1)
#: Baseline allele / Effect allele
##: Effect Allele frequency estimated in EGEA




