Table S10. Single-site association results for 136 SCARB1 genotyped variants with ApoA-I.

SNP Chr12 Amino Acid RegDB Genotype Adjusted Mean SD

Name? SNP ID® Position® Location Change Score?  MA, MAF Genotype Count (mg/dL) (mg/dL) B SE P FDR®
MAF 25%

p1265 rs2070242 125348255 Exon 1 Ser4Ser 2b T, 0.1284 CCICT/TT 545/165/10 138.25/132.98/141.25  28.10/26.38/36.12 -1.2535 0.7296 0.0862 0.5583
p4072 rs7139401 125345448 Intron 1 3b C, 0.4386 TT/TC/CC 236/350/148 136.26/138.43/135.18  27.17/28.38/27.51 -0.0802 0.4732 0.8654 0.9654
p5055 rs11057869 125344465 Intron 1 7 A, 0.0740 AA/GA/GG 7/95/650 138.23/138.44/136.59  27.94/25.35/28.24 0.5638 0.8858 0.5247 0.8490
p6600 rs12831105 125342920 Intron 1 7 T,0.1188 CC/CT/TT 571/152/10 137.08/135.15/135.11 27.64/27.93/25.69 -0.5681 0.7373 0.4412 0.8109
p10292 rs4765181 125339228 Intron 1 5 T, 0.2490 TT/GT/GG 44/287/426 132.59/138.1/136.53 27.04/27.35/28.00 -0.0286 0.5474 0.9583 0.9931
p10991 rs10773112 125338529 Intron 1 4 A, 0.3534 GG/GA/AA 309/339/90 135/138.69/135.87 28.55/26.69/27.19 0.4896 0.4950 0.3230 0.7761
p13570 rs11057864 125335950 Intron 1 4 T, 0.1180 TT/GT/GG 15/147/591 131.15/138.99/136.48 19.01/28.45/27.80 0.3006 0.7107 0.6725 0.9051
p16565 rs10773111 125332955 Intron 1 6 A, 0.1928 GG/GA/AA 486/246/23 135.99/138.39/134.71 27.30/28.56/28.10 0.4484 0.6077 0.4608 0.8230
p20207 rs11057853 125329313 Intron 1 5 A, 0.4484 AAIGA/IGG 153/366/230 136.24/139.87/132.18  27.54/29.21/25.20 0.8422 0.4726 0.0751 0.5540
p20694 rs11057852 125328826 Intron 1 7 A, 0.1050 GG/GA/AA 587/129/11 136.59/138.27/135.18  27.73/28.21/20.66 0.3519 0.7640 0.6452 0.9003
p20741 rs11057851 125328779 Intron 1 5 T, 0.3237 TT/CT/CC 73/336/337 130.12/136.32/138.94  27.67/27.25/28.14 -1.2331 0.5117 0.0162 0.3186
p21145 rs3924313 125328375 Intron 1 6 T,0.1772 CC/CT/TT 511/221/23 136.58/137.05/136.75  27.68/28.31/22.08 0.1215 0.6158 0.8437 0.9642
p22116 rs12370382 125327404 Intron 1 1f A, 0.0645 GG/GA/AA 650/89/3 135.9/139.94/107.7 27.29/31.23/14.64 0.5264 0.9717 0.5882 0.8589
p22168 rs7137797 125327352 Intron 1 2b C, 0.3977 CC/TC/TT 112/358/262 139.7/135.97/135.95 27.57/26.56/28.95 0.5066 0.4888 0.3003 0.7761
p22331 rs6488944 125327189 Intron 1 4 G, 0.1474 TT/TG/GG 524/191/12 136.47/138.31/134.29  27.51/28.77/27.05 0.3684 0.6902 0.5936 0.8589
p22675 rs12425134 125326845 Intron 1 4 T, 0.0526 TT/GT/GG 2/74/668 149.31/139.33/136.52  0.28/23.43/28.01 1.1151 1.0532 0.2900 0.7761
p28137 rs12229555 125321383 Intron 1 7 G, 0.3896 GG/AG/AA 100/373/265 134.51/136.62/138.27  24.37/27.67/28.92 -0.5752 0.5022 0.2524 0.7761
p28692  rs4765622 125320828 Intron 1 5 T, 0.2565 TT/CT/CC 42/298/406 134.55/140.06/135.18  28.51/29.32/26.22 0.7871 0.5534 0.1553 0.6416
p28957  rs11057844 125320563 Intron 1 5 A, 0.2362 GG/GA/AA 433/269/40 136.15/136.91/142.06  28.60/26.35/29.06 0.6107 0.5626 0.2781 0.7761
p29749 rs10846751 125319771 Intron 1 7 T, 0.4492 TT/CT/ICC 142/366/215 132.92/137.38/138.1 25.65/27.79/28.67 -0.7763 0.4856 0.1104 0.5748
p31072  rs10846749 125318448 Intron 1 4 G, 0.4461 CCI/CGIGG 226/371/146 139.23/136.07/134.5 28.54/28.23/26.18 -0.8005 0.4818 0.0970 0.5748
p31938  rs10744182 125317582 Intron 1 5 A, 0.1837 AA/GAIGG 25/226/493 131.55/136.6/137.11 27.78/27.47/28.13 -0.4389 0.6139 0.4748 0.8255
p32129  rs10773107 125317391 Intron 1 7 T, 0.1009 TT/GTIGG 9/131/605 151.68/137.5/136.38 25.54/28.08/27.45 0.8714 0.7738 0.2605 0.7761
p32273  rs12580803 125317247 Intron 1 5 C, 0.1006 TT/TC/CC 627/117/18 135.83/140.74/140.03  27.84/27.87/24.49 1.2550 0.7258 0.0842 0.5583
p32290  rs10744181 125317230 Intron 1 5 C, 0.1238 TT/TC/CC 551/143/18 136.61/139.47/129.44  27.77/28.30/23.29 0.1584 0.7002 0.8211 0.9545
p32395  rs12581963 125317125 Intron 1 5 T,0.1314 TT/CT/CC 11/177/570 134.74/134.94/137.17  27.03/27.17/27.89 -0.6483 0.7013 0.3556 0.7761
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WIWW
CC/CT

17/191/541
50/265/428
551/186/14
65/344/338
7/111/629

40/280/423

657/60/4
15/713
695/68
1/71/661
1/58/696
32/719
727117
704/39
656/57/2
676/61/2
72111411
46/685
690/41/2
35/705
2/41/702
696/50
2/64/658
692/52
697/46
1/62/659

12/729
73113

131.8/136.97/136.81
132.37/138.77/136.53
137.07/137/129.91
134.34/137.04/136.76
128.6/137.32/136.7
134.92/136.85/137.12

136.18/145.72/126.27
143.53/136.72
137.43/130.27
132.07/139.72/136.41
92.79/139.86/136.49
146.19/136.45
136.64/137.87
136.63/143.42
137.28/132.79/148.43
137.11/133.52/148.4
137.13/122.98/156.01
147.19/136.06
137.12/135.58/112.02
132.2/137.01
112.08/136.37/136.99
136.54/142.03
128.07/135.86/137.43
136.5/140.59
136.41/141.77
163.53/136.09/137.17

134.79/136.97
137.03/141.39

35.42/26.39/28.03
27.64/27.23/28.05
28.90/24.33/24.12
28.25/27.36/28.31
23.34/27.81/27.96
29.87/27.16/28.26

27.33/32.28/23.99
33.66/27.75
27.44/30.31
NA/29.73/27.51
NA/31.62/27.47
32.51/27.51
27.67/30.07
27.39/31.34
28.47/22.46/21.21
28.23/22.68/21.21
27.77/29.30/NA
27.99/27.68
27.74/28.19/72.83
25.03/27.96
72.83/26.99/27.63
27.69/26.72
50.49/29.05/27.70
27.82/26.49
27.77/27.47
NA/28.31/27.91

31.94/27.67
27.75/17.56

-0.2164
-0.0074
-0.2769
-0.1897
-0.1205
-0.2130

2.0253
2.1508
-2.4339
0.9720
0.4839
3.1376
0.3920
2.1813
-0.9880
-0.7550
-2.9877
3.6568
-1.1864
-1.5601
-0.9096
1.8399
-0.6627
1.3818
1.7851
-0.0535

-0.7733
1.5883

0.6605
0.5400
0.6776
0.5263
0.8434
0.5636

1.0962
2.3880
1.1578
1.1101
1.2105
1.6463
2.2372
1.4908
1.1918
1.1492
2.1744
1.3876
1.3456
1.5901
1.3374
1.3314
1.1303
1.3114
1.3894
1.1812

2.6557
5.2643

0.7433
0.9891
0.6829
0.7187
0.8865
0.7056

0.0651
0.3681
0.0359
0.3816
0.6895
0.0571
0.8609
0.1439
0.4074
0.5114
0.1698
0.0086
0.3782
0.3268
0.4967
0.1674
0.5579
0.2924
0.1993
0.9639

0.7710
0.7630

0.9144
0.9965
0.9051
0.9136
0.9654
0.9136

0.5206
0.7761
0.4359
0.7761
0.9051
0.5173
0.9654
0.6311
0.7915
0.8404
0.6416
0.2918
0.7761
0.7761
0.8339
0.6416
0.8571
0.7761
0.7132
0.9931

0.9144
0.9144



p49978  rs5891 125299542 Exon 3 Val135lle 5 A, 0.0058 GA/GG 9/754 154.31/136.52 39.14/27.50 5.6762 3.0464 0.0628 0.5206
p50024  rs368880622 125299496 Intron 3 5 T, 0.0026 GG/GT 742/4 136.83/142.91 27.51/57.60 1.6012 4.5586 0.7255 0.9136
p50954 125298566 Intron 4 5 C, 0.0007 TCTT 1/742 110.14/136.79 NA/27.75 -8.7626 9.1297 0.3375 0.7761
p52919 125296601 Intron 4 5 T, 0.0013 GG/GT 74172 136.81/97.42 27.74/18.38 -13.4137 6.4689 0.0385 0.4359
p52995  rs113910315 125296525 Isr;:lzgg :;te 5 G, 0.0020 TG/TT 3/746 138.8/136.77 34.93/27.70 0.6563 5.2739 0.9010 0.9725
p53372  rs115604379 125296148 Intron 5 5 T, 0.0066 CCICT 735/10 136.57/149.32 27.83/17.13 4.3130 2.9092 0.1386 0.6311
p54611 125294909 Intron 5 4 C, 0.0007 TCTT 1/748 80.62/136.83 NA/27.66 -19.2831 9.0970 0.0344 0.4359
p54627 125294893 Intron 5 4 C, 0.0020 GC/GG 3/744 147.45/136.54 23.34/27.76 3.6910 5.2836 0.4850 0.8255
p54856 125294664 Intron 6 4 T, 0.0007 CC/CT 748/1 136.87/67.98 27.61/NA -24.0757 9.0781 0.0082 0.2918
p57004  rs187562853 125292516 Intron 6 4 A, 0.0098 GG/GA 731/15 136.33/146.22 27.82/26.41 3.2853 2.3865 0.1690 0.6416
p77181 rs146246031 125272339 Intron 9 7 C, 0.0053 TC/TT 8/734 138.87/137.05 40.35/27.46 0.4564 3.2210 0.8874 0.9654
p77381 rs138499966 125272139 Intron 9 6 C, 0.0046 TC/TT 71741 135.79/136.78 22.32/27.79 -0.2236 3.4610 0.9485 0.9923
p77620  rs377124254 125271900 Intron 10 5 A, 0.0007 GA/GG 17741 181.07/136.69 NA/27.81 14.4685 9.1465 0.1141 0.5748
p77704 125271816 Intron 10 5 A, 0.0040 CA/ICC 6/731 127.91/136.87 31.82/27.82 -3.0744 3.7716 0.4152 0.7954
p78255  rs184052375 125271265 Intron 10 4 G, 0.0072 AA/AG 740/9 136.63/147.01 27.63/34.72 3.3097 3.0552 0.2790 0.7761
p81863  rs185445624 125267657 Intron 11 5 A, 0.0020 GA/GG 3/745 129.03/136.84 26.05/27.73 -2.5166 5.2725 0.6333 0.8972
p82264  rs141545424 125267256 Exon 12 Gly501Gly 5 A, 0.0007 CA/CC 1/745 181.22/136.74 NA/27.71 14.4986 9.1095 0.1119 0.5748
p82369  rs75446635 125267151 Intron 12 5 A, 0.0059 GA/GG 9/739 144.2/136.77 41.63/27.47 2.2239 3.0489 0.4660 0.8230
p87266  rs150512235 125262254 g'XSQF‘]{fB- 4 C, 0.0057 TCTT 9/756 137.13/136.56 38.11/27.67 0.0318 3.0667 0.9917 0.9965
p87694 125261826 3' flanking 5 T, 0.0020 CcicT 731/3 136.86/145.93 27.92/24.62 3.0751 5.3006 0.5620 0.8571

ApoA-I, apolipoprotein A-l; del/D, deletion; FDR, false discovery rate; ins/l, insertion; MA, minor allele; MAF, minor allele frequency; NA, not analyzed; RegDB, RegulomeDB score; SD, standard deviation; SE, standard error; SNP,

single nucleotide polymorphism; UTR, untranslated region; W, wild type allele for insertion or deletion on RefSeq.
All alleles on the reverse strand. Splice site is defined as + 20 bp from the start or end of an exon.
All 10 novel variants identified in this study have been submitted to dbSNP database (batch ID: SCARB1_AB): http://www.ncbi.nim.nih.gov/SNP/snp viewTable.cgi?handle=KAMBOH.

ApoA-| values were Box-Cox transformed. Results were adjusted for covariates: sex and age.

Nominally significant P-values (P <0.05) and FDR values that passed the threshold (FDR <0.20) are shown in bold.

a.c RefSeq of SCARB1: hg19, NM_005505 (CHIP Bioinformatics).
® dbSNP build 139: GRCh37.p10.

4 The RegulomeDB (version 1.0) scoring scheme is described at the footnote of Additional file 4 Table S4 or can be seen at http:/requlome.stanford.edu/help.

¢ Corresponding to a g-value from Benjamini-Hochberg procedure.

fClose to a miRNA-145 seed site based on TargetScanHuman (version 6.2, http://www.targetscan.org/).
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