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Table S1: Clinical Characteristics of the IBC-array genotyped cohorts present in this study

Discovery Cohorts Age Female/Male SBP DBP MAP PP BMI Taking anti-hypertensive medication
AIBIII 52.8+9.2 249/209 119.9 £ 13.7 754+76 90.2+8.8 44.5+10.3 25.7+3.6 0,0%
AMC-PAS 429+53 180/563 128.6 £17.9 79.9+10.7 96.1+12.1 48.8+13.1 269+4.1 33,2%
Amish 47.6+15.0 713/691 121.9+16.5 75.3+9.4 90.8 £10.8 46.6 £12.2 273+5.0 16,4%
ARIC 542+5.7 5124/4453 118.3+17 71.5+10 87.1+113 46.7+£12.7 269+4.9 25,1%
ASCOT 63+8.1 224/1015 161.4+17.8 929+9.9 115.7 £ 10.6 68.5+16.1 29.1+4.6 89,2%
BHS 225+4.4 291/228 111.5+10.2 71.8+85 85+8.3 39.7+8 247+6.1 2,7%
BRIGHT (controls) 58.7£8.9 1088/647 123+10.5 76.4+7.2 919+75 46.7+8.3 253+33 0,0%
BRIGHT (cases) 58 +10.3 11447775 154.3+21.1 939+113 114 +13.3 60.4+15.7 58 +10.3 92,5%
BWHHS 68.85+551 3373/0 146.53 £26.59 79.16 +12.85 102+ 15 67.6+19 27.25+5.95 30,2%
CARDIA 40.6+4.1 703/623 102.2 £30.5 719+11.2 845+11.4 37.7+88 269+6.4 3,7%
CCCs 64.2+9.7 555/1402 136.94 +19.04 78.33+10.61 156.48 + 23.57 58.61+15.69 29.2+4.8/29.8+6.5 88,7%
CFs 409+19.9 302/252 121.1+16.6 71.8+11.7 88.2+122 493+124 30.1+88 8,8%
CHS 726+6.3 2208/1722 135.3+21.5 69.9+11.6 91.7+129 65.4+18.6 26.3+4.8 39,7%
CLEAR 67.8+9.6 0/1365 151.4+22.4 822+123 105.3+13.8 69.2+18.4 28.1+£5.0 67,0%
EHLS-BOSS-BDES 58.1+8.8 1965/1552 131.7 £ 20.9 78.8+11.5 96.5+13.6 52.9+147 30.2+5.9 32,98%
EPIC_NL 54.06 + 10.11 4057/1137 133.13+21.22 80.46+10.93 97.98+13.20 52.65+15.68 26.77 +4.45 N/A

FHS 409+9.1 3775/3134 118.6 £ 14.3 76.4+9.8 90.5 +£10.6 422+9.4 26.1+5 5,5%
GIRaFH 445+117  882/812 1349+19.2 820%105 99.7+123 52.9+144 251%35 9,3%
GRAPHIC 39.30 + 14.50 1004/1020 127.09+17.84 79.12+10.96 95.1+125 48 +11.9 26.11+4.61 6,7%
GQ2 65.5+10.5 385/93 130.51+22.40 72.71+12.89 149.78 +27.66 57.81+18.47 29.7+7.7/29.5+6.3 76,2%
INVEST 69.4+95 467/580 160.8 +17.4 90.6 £10.1 114.0 £ 10.6 70.1+£159 29.0+4.7/284+6.2 82,6%
LURIC 58.1+8.6 558/1480 151.2+244 89.8+121 1103+150 61.4+17.6 27.7+4.2 85,6%
MDC 57.8+5.9  1074/772 115.6 + 5.8 73.6+53  87.6:4.7 42+6 243+33 100,0%
MEDAL 62.9+9.0  1178/2820  136.8+16.0 81796 949186 529+115 30.5+6.3 1,4%
MESA 62.7+10.3 1199/1097 123.5+20.8 70.1+10.2 87.9+123 53.4+16.7 278+5.1 33,3%
MONICA/KORA F3 57.6+8.1 755/649 131.8+19.4 83.3+10.3 99.5+12.6 48.5+13.2 278+45 30,1%
MONICA/KORA S12 51.8+9.9 431/549 133.6 £19.1 815+11.1 98.8+125 52.1+14.6 272+4.0 16,6%
NBS 41.36 + 12.37 1183/1169 N/A N/A N/A N/A N/A N/A

NORDIL 56 + 4 979/940 177.3+14.6 1059 +£5.5 129.7+7.1 71.5+139 28.3+46 0.0% a

NSHS95 49.4+184 857/899 126.6 +17.7 76.7+11.6 93.3+11.8 49.9+158 27.1+55 N/A

PEAR 50.1+9.4 194/244 151.8+12.4 98.0+5.7 115.9+6.9 53.7+10.8 [30.3+4.4/30.4 + 6.1] 0%
PennCAC 56.0 £ 8.0 631/1145 132+ 23.2 724+11.2 52.6+12.6 59.5+19.7 29.8+59 N/A

PennCath 52.0+£9.0 739/1386 127 +15.1 76.7+9.5 62.9+10.5 51.9+123 30.1+£5.9 32,8%
Procardis 59.34+9.93 1634/1564 130.75+17.11 79.63+10.03 96.7 +11.2 51.1+134 26.81 +4.37 19,3%
SMART 59.36 + 12.25 206/299 158.64 +18.57 94.76 +11.80 116.06 +12.87 63.88 +13.78 27.35+4.62 39,4%
WHI 68.0 £ 6.6 7606/0 133.0+£18.8 75.0+9.7 94.3 +11.0 58.0+16.2 283+6.2 33,3%
WHII 60.83 + 6.0 1845/3210 128.1 +16.7 74.6 £ 10.5 92.4+11.8 535+11.2 26.7+43 22,8%
Total 49758/40496

a No medication for two weeks prior to when BP was measured.

Replication Cohorts Age Female/Male SBP DBP MAP PP BMI Taking anti-hypertensive medication
GBPG cohorts (Nature Genetics 2009) b

BLSA 42.4+13.2 311/397 119.5+15.0 77.3+10.2 N/A N/A 245+3.6 52%
B58C - T1IDGC 443+0.3 1315/1265 121.7+15.3 79.4+10.5 N/A N/A 274+49 4,7%
B58C - WTCCC 449+0.4 736/737 126.7 £15.2 79.1+10.2 N/A N/A 274+47 4,2%
CoLaus 51.7+95 2634/2335 1273+17.4 79.4+10.8 N/A N/A 258+4.6 16,0%
EPIC- Norfolk - GWAS 57.2+78 1134/966 136.7 £19.1 839+11.9 N/A N/A 26.3+3.9 16,0%
Fenland 45.0+7.3 785/616 122.8 £16.3 75.5+10.7 N/A N/A 27.1+49 5,5%
INCHIANTI 56.9 + 14.5 309/253 138.4£20.1 81.4+10.1 N/A N/A 271+42 23,7%
KORA 52.5+10.1 838/806 133.4+18.5 81.8+10.9 N/A N/A 273+4.1 17,0%
NFBC1966 31 2476/2285 125.2+13.8 775+11.7 N/A N/A 246+42 2,0%
SardiNIA 40.8+15.3 2279/1719 128.7 +28.4 79.7+17.3 N/A N/A 25.1+4.6 10,0%
SHIP 45.0+13.9 1754/1556 133.1+20.2 835+11.3 N/A N/A 269+47 16,3%
SUVIMAX 50.5+6.2 1094/729 120.9+12.3 780+8.1 N/A N/A 235+33 0,0%
TwinsUK 458+11.9 873/0 1229+ 154 78.2+10.3 N/A N/A 248+46 22,0%
DGl controls 56.1+8.7 651/626 133.3+18.4 80.1+10.0 N/A N/A 26.7+3.8 18,0%
FUSION NGT controls 58.2+10.7 509/529 139.4+£19.3 81.5+10.3 N/A N/A 271+40 21,0%
MIGen controls 48.9+83 426/695 127.1+17.8 80.2+11.6 N/A N/A 27.1+5.2 13,4%
LIFELINES 473+11.2 4640/3483 1279+ 15.7 75.1+9.1 527+118 92.7+£10.3 26.3+43 15,5%
PREVEND 49.6+125 1752/1869 129.1+19.9 741+9.9 54.9+13.9 924+125 26.1+43 14,2%
WGHS 542+7.1 22625/0 125.5+16.4 78.0+10.7 93.8+11.9 47.6 +10.4 259+5.0 12,9%
Total 47141/20866

DBP = distolic blood pressure

SBP = systolic blood pressure

MAP = median arterial pressure

PP = pulse pressure

BMI = body mass index

Meanz+Standard deviation is given for each phenotype, except % where indicated.
MAP and PP demographics were not available for the GBPG cohorts.

Discovery cohorts : Allied Irish Bank Workers Study IIl (AIBIIl); Academic Medical Center Amsterdam Premature Atherosclerosis Study (AMC-PAS); Atherosclerosis Risk In Communities (ARIC); Anglo-Scandinavian Cardiac Outcomes Trial (ASCOT); Bogalusa
Heart Study (BHS); British Genetics of Hypertension (BRIGHT); British Women's Heart and Health Study (BWHHS); Coronary Artery Risk Development in Young Adults (CARDIA); Cleveland Clinic CHARISMA Study (CCCS); Cleveland Family Study (CFS);
Cardiovascular Health Study (CHS); Carotid Lesion Epidemiology And Risk (CLEAR); European Prospective Investigation into Cancer and Nutrition in the Netherlands (EPIC-NL); Framingham Heart Study (FHS); Genetic Identification of Risk factors in Familial
Hypercholesterolemia (GIRaFH); Genetic Regulation of Arterial Pressure of Humans in the Community (GRAPHIC); Heredity and Phenotype Intervention (HAPI) in the Amish; INternational -ap: SRTI il Study (INVEST); L i Risk and
Cardiovascular Health Study (LURIC); Malmo Diet and Cancer (MDC) Study; Multinational Etoricoxib and Diclofenac Arthritis Long-term (MEDAL) program; Multi-Ethnic Study of Atherosclerosis (MESA); MONICA Cooperative Health Research in the Region of
Augsburg Study (KORA (F3 and S12 subst)); Nordic Diltiazem (NORDIL) Study; Pharmacogenomics Evaluation of Antihypertensive Responses (PEAR); University of Pennsylvania Coronary Artery Calcification Study (PennCAC); University of Pennsylvania
Catheterization study program (PennCATH); Second Manifestations of ARTerial disease SMART) and Women's Health Initiative (WHI); Whitehall Il study (WHII). tMembers of the NHLBI Candidate gene Association Resource (CARe)

b The Global BPgen (GBPG) consortium comprises 17 GWAS studies: the Baltimore Longitudinal Study of Aging (BLSA), British 1958 Birth Cohort (B58C-T1DGC and B58C-WTCCC), Cohorte Lausannoise (ColLaus), Diabetes Genetics Initiative (DGI), European
Prospective Investigation of Cancer-Norfolk-Genome Wide Association Study (EPIC-Norfolk-GWAS), Fenland Study, Finland-United States Investigation of NIDDM Genetics (FUSION) study, Invecchiare in Chianti (INCHIANTI), Kooperative Gesundheitsforschung
in der Region Augsburg (KORA), the Myocardial Infarction Genetics Consortium (MIGen), Northern Finland Birth Cohort of 1966 (NFBC1966), SardiNIA, Study of Health in Pomerania (SHIP), Supplementation en Vitamines et Minéraux Antioxydants (SU.VI.MAX)
and TwinsUK. The PROCARDIS data submitted to GBPG was excluded as this study contributed to the discovery analyses.



Table S2. P-values of previously reported significant SNPs (trait in which each SNP was associated marked with X)

Original publication _Locus Nearest gene _Reported SNP_Prox; CHR Position AL A2 DBP _MAP PP _SBP _HTN Alfrequency DBP.p-value DBP proxyp-value MAP.p-valu MAP proxy.p-valu PP.p-value PP proxy.p-valu SBP.p-valu SBP proxy.p-valu
1] CASZL 15880315 na 1 10719453 C T X X
121 MTHFR-NPPB 154846049 na 1 11772952 T G X 3.75E-09 1.04E-08 7.74E-03 262607
(3], [4] MTHFR-NPPB. MTHFR 517367504 na 1 11785365 G A X x Bl X 0.151 5.74E-15 5.88E-16 2.32E-03 5.24E-12
151 MTHFR CLCNG 1513306560  na 1 11788770 T C X 0055  9.77E-06 7.60E-07 8.64E-03 5.03E-06
61 NPPAINPPB NPPA 155068 na 1 1182851 G A X x 0051  481E12 146E-13 2.49E-04 1.09E-11
m ST7L-CAPZAL CAPZAL 1517030613 1s3737136 1 112992330 C A X 0.209 9.57E-04 270603 081 003
141 MoV10 MovV10 152932538 na 1 113018066 A G X 0302
181 MDM4 152169137 na 1 202764536 G C X 0268  536E-07 4.68E-05 050 3.04E-03
[2].[9] AGT AGT 52004776 na 1 228915325 T C X x@ 0.237 4.15E-10 9.53E-11 1.19E-03 7.37E-09
191 AGT CAPN9 rs11122587 152004776 1 228933723 G C X 0237 415E-10 953611 1.19E-03 7.37E-09
m FIGN-GRB14 1516849225 2 164615066 C T x
1101 FIGN 1513002573 na 2 623454 G X
1101 FIGN 151446468 na 2 164671732 T X
1 STK39 STK39 156749447 na 2 168749632 G T x 0.268 063 033 042 028
181 HRHL 15347591 na 3 11265122 G T X 0343 701E-04 2.87E-06 1.38E-05 6.49E-08
141 SLCAA7 1513082711 na 3 27512013 T C X X
141 ULka ULKa 153774372 na 3 41852418 C T X 0167 002 044 417E-03 027
121 ULKa ULKa 159815354 na 3 41887655 A G X 0166 0.02 0.42 4.94E-03 030
1101 MAP4 15319690 na 3 47902488 T x
141 MECOM 15419076 na 3 170583580 T C X X x
1101 CHIC2 15871606 na 4 94002 T X
141 FGF5 151458038 na 4 8138747 T C X x x
131 FGF5 FGF5 1516998073 na 4 81403365 T A X X x 0203 003 002 031 003
141 SLC39A8 1513107325 na 4 103407732 T C X x
m ENPEP 16825911 na 4 111601087 C T X
141 GUCY1A3-GUCY1B3 1513139571 na 4156864963 C A X
131 SUBL-NPR3 157726475 na 5 3261167LA G X x
121 NPR3 151421811 5 32750027 G C X 4.50E-06 7.44E-08 6.91E-05 1.22E-07
m NPR3 CSorf23 151173766 1s1173743 5 32840285 T C X 0.448 214E-03 1.53E-04 787603 1.24E-04
141 NPR3-C50rf23 Csorf23 151173771 1s1173743 5 32850785 A G X X x X 0443 214E-03 1.53E-04 787603 1.24E-04
141 EBF1 1511953630 5 157777980 T C X X x
(2], [4] HFE HFE 51799945 na 6 26199158 G C X xxe 0.145 2.55E-11 5.80E-09 0.59 7.04E-05
] BAT2-BATS BAT3 15805303 15805301 6 31724345 A G X X X 0.366 1.95E-05 1.42E-04 0. 3.44E-03
141 BAT2-BATS BAT3 s 6 31724345 A G 0366 013 0.01 3.47E-03 228E-03
101 PIK3CG 1517477177 7 106199094 T X
121 NOS3 13 na 7 150321109 T C X
141 BLK-GATA4 152898290 1s6999466 8 11471318 C T X 042 1.63E-04 1.14E-05 2.66E-03 1.38E-05
141 BLK-GATA4 152898290 rs11249996 8 11471318 C T x 042 1.10E-04 2.66E-05 003 117E-04
1101 NOV 152071518 8 120504993 T X
141 CACNB2(5) 154373814 na 10 18459978 G C X x
141 CACNB2(3) 151813353 na 10 18747454 T C X x X X
121 CACNB2 CACNB2 1511014166 na 10 18748804 T A X X 052 078 0.48 031 038
141 C100rf107 154590817 na 0 63137550 G C X X X X
131 C100rf107 C1001107 151530440 na 10 63194507 T C X X 0187 091 044 014 019
141 PLCE1 15932764 na 10 95885930 G A X X
121 CYP17AL CYP17AL 151004467 153824755 1 584497 G A X x 0.099 248604 1.82E-07 339E-09 4.58E-10
(3], [4] CYP17A1-NT5C2 NT5C2 511191548 na 10 104836168 C T XM x® o x¥ xBE 0.083 0.10 0.01 8.53E-03 3.80E-03
1101 ADRB1 ADRB1 152782980 na 10 115771517 T C X 0204
191 ADRB1 ADRB1 151801253 na 10 115795046 G C X x 0278  362E-06 4.03E-08 418E-03 7.06E-07
121 LSPLTNNT3 15661348 na 11 1861868 T C X 214E-07 1.20E-10 4.27E-09 1.48E-12
141 ADM 157129220 na 11 10397114 G A x
121 SOX6 152014408 na 11 16321858 T C X 9.11E-08 5.91E-10 5.97E-05 382E-10
(4, [12] PLEKHA7 rs381815 na 11 16858844 T C X x¥ xtma
121 NUCB2/KCNJ11/ABCCS 152074311 na 11 17378436 G A X 037 001 8.86E-08 357E-05
141 FLJ32810-TMEM133 15633185 na 11 100098748 G C X X x X
1101 ADAMTS8 1511222084 na 11 120778440 T X
1151 WNKL WNK1 15765250 157980163 12 778544 C T X x 0318 092 026 1.57E-03 002
1151 WNKL WNK1 15765250 1510849559 12 778544 C T 0318 020 030 082 055
121 CACNALC 153819526 12 2306783 T C X 013 010 001 7.95E-03
1121 ATP2B1 ATP2B1 152681472 rs11105354 12 88533090 G A X X x 0172 202605 11SE-09  5.87E-08 83114  167E-05 265608 3.99E-09 267E-14
12| ATP2B1 ATP2B1 152681492 rs11105354 12 88537220 C T X X X x 0178 266E-05 11SE-09  B8.72E-08 831E14  187E-05 265608 5.68E-09 267E-14
121 ATP2B1 1511105354 12 88550654 G A X 1.15E-09 8.31E-14 2.65E-08 267E-14
(4], [16] ATP2B1 ATP2B1 517249754 1s11105354 12 88584717 A G X' R G 0171 1.97E-05 115E-09  7.30E-08 831E-14  2.30E-05 2.65E-08  6.10E-09 2.67E-14
(4], [12] SH2B3 SH2B3 rs3184504 na 12 110368991 T C X M@ xknz x ez 0.494 5.39E-11 6.82E-11 0.03 2.11E-08
131 SH2B3 ATXNZ 15653178 1s3184504 12 110492139 C T X X 0499 213610 530E11  5.556-10 6.82E-11 0.06 003 122607 211E-08
m RPLG-ALDH2 1511066280  na 12 111302166 T A X x
1121 TBX3-TBXS 152384550 na 12 113837114 A G X
141 TBX5-TBX3 1510850411 na 12 113872179 T C X
m TBX3 1535444 na 12 114036820 A G X
(3], [4] CYP1A1-CSK csK 51378942 152472304 15 72864420 C A XU x B X 0.326 6.67E-09 220E-10  1.74E-09 1.49E-10 0.03 4.15E-03  8.34E-08 8.06E-09
1121 CSK-ULK3 CPLX3 156495122 na 15 72912698 A C X X 0411 232607 9.97E-08 0.06 215E-06
n7 AKAP13 AKAP13 1511638762  1s745191 15 83961445 T A 0437 0.09 002 007 001
1191 FURIN FURIN 152071410 na 15 89221944 G C x 0373 458E-10 4.90E-10 014 238E-06
141 FURIN-FES FES 152521501 152071410 15 89238392 T A X X x 0302 4.58E-10 4.90E-10 014 238E-06
141 FURIN-FES FES 152521501 156227 15 89238392 T A 0302 1.52E-08 7.59E-10 003 5.58E-08
181 umoD UMOD 1513333226 16 20273155 G A x 0185  6.14E-03 381E-03 003 5.16E-03
1181 umoD UMoD 1513333226 1s11647727 16 20273155 G A 0185 3.78E-03 1.33E-03 4.38E-03 8.09E-04
1201 CDH13 CDH13 1511646213 16 81200152 A T X x 0.611 059 073 085 085
131 PLCD3 PLCD3 1512046454 1s12603813 17 40563647 T A x 026 0.04 004 003 003 019 024 0.04 005
141 GOSR2 1517608766 17 42368270 T C X x
141 2ZNF652 1512040887  na 17 44757806 T C X x
131 2ZNF652 2ZNF652 1516948048 na 17 44795465 G A X 0379 032 070 044 087
141 JAGL 151327235 na 20 10917030 G A X x x
141 GNAS-EDN3 156015450 na 20 57184512 G A X X x X
Sianals reported by one or more (shown in front of the traits. if sianificant) of the followina papers: DBP = distolic blood pressure
11 Takeuchi2010
121 Johnson2011b
131 NewtonCheh2009b PP = pulse pressure
141 Ehret2011 HTN = hypertension
51 Tomazewski2011 CHR = chromosome

6] NewtonCheh2009a
7] Kato2011

18] Ganesh2012

9] Johnson2011a

[10] Wain2011

[11] Wana2008

[12] Lew2009

113] Zhu2011

[14] Ho2011

[15] Newhouse2009
1161 Cho2009

[17] Hona2011

18] Padmanabhan2010
119] Li2010

1201 Ora2009



Table S3. Signals below 1E-04 in the discovery meta-anlysis
Nearest_gene SNP

MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
MTHFR
CLCN6
CLCN6
NPPA
NPPA
NPPB
NPPB
NPPB
NPPB
NPPB
ADORA3
WNT2B
Clorf189
PIK3C2B
MDM4
MDM4
AGT
AGT
AGT
AGT
AGT
AGT
AGT
AGT
AGT
AGT
AGT
AGT
AGT
AGT
ZEB2
PDE1A
PDE1A
PDE1A
PDE1A
PDE1A
IRS1
HRH1
HRHL
CTNNB1
PTHIR
CCDC14
RSRC1
ADRA2C
ADRA2C
NFKB1
EDNRA
EDNRA
NPR3
NPR3
NPR3
GPR98
ERAPL
SLC22A5
PDGFRB
CDKAL1

Position AL A2
151537514 1 11770655 C G
rs4846049 1 11772952 T G
153818762 1 11773590 C G
rs13306556 1 11774697 T C
151476413 1 11774887 T c
rs17375901 1 11775103 T C
rs1801131 1 11777063 G T
rs12121543 1 11777258 A C
151994798 1 11777342 G A
rs4846052 1 11780538 T C
1513306553 1 11782704 G A
rs13306567 1 11783052 G C
1517037390 1 11783430 A G
rs17037396 1 11784634 T C
1517367504 1 11785365 G A
rs2066470 1 11785644 A G
157553194 1 11786736 A G
rs3753582 1 11788129 C A
1513306561 1 11788391 G A
rs13306560 1 11788770 T C
1517037425 1 11792970 A G
rs198358 1 11826663 C T
15068 1 11828561 G A
rs198375 1 11836344 C T
15198388 1 11839927 T c
rs6668659 1 11844885 G T
151318408 1 11848368 G A
rs12562952 1 11849643 C T
11591711 1 111907865 C T
rs351364 1 112846584 A T
154072431 1 152433740 A G
rs10494852 1 202724409 C T
152169137 1 202764536 G c
rs4252717 1 202778723 T C
15943580 1 228903667 G A
rs2478523 1 228908132 G A
13789670 1 228910337 T c
12478543 1 228910933 C T
16687360 1 228911615 T c
rs699 1 228912417 G A
152004776 1 228915325 T c
2493134 1 228915982 C T
152148582 1 228916422 G A
rs5051 1 228916495 T C
15049 1 228916706 T c
rs5046 1 228917021 A G
152071405 1 228917281 T c
rs2071404 1 228917563 A C
152044369 2 145641538 G A
rs2623431 2 182922232 C T
1511682598 2 182927925 C G
rs16823124 2 182932372 A G
151430158 2 182970373 C T
rs12468743 2 183015306 G A
152673148 2 226883227 C A
rs347591 3 11265122 G T
15346070 3 11278874 T c
rs4135385 3 41254444 G A
16442037 3 46904550 G A
rs13096686 3 125072942 A C
16441205 3 159684514 G A
rs9291156 4 3724616 G A
16822427 4 3749870 T c
rs4648000 4 103677641 G A
16842241 4 148620269 A c
rs6841473 4 148627102 T C
153762988 5 32745410 T c
rs1421811 5 32750027 G C
151847018 5 32750418 T c
rs7707023 5 90446180 T C
1526653 5 96165006 C G
rs17622208 5 131744949 A G
152229562 5 149475446 C T
rs6905281 6 20679114 G A
1512216125 6 26105437 T c
1s2794719 6 26196869 G T
151799945 6 26199158 G c
rs1800562 6 26201120 A G
152596549 6 31439145 A G
s2734583 6 31613459 G A
152857605 6 31632830 C T
rs3130623 6 31705679 T C
1805301 6 31726100 C A
rs3117582 6 31728499 G T
1805304 6 31806067 G T
rs3101018 6 31813843 T C
1389884 6 32048876 G A
rs1150752 6 32172704 C T
152269426 6 32184477 A G
rs3130342 6 32188124 A C
151269852 6 32188169 C G
rs3134943 6 32255739 T C
151800684 6 32259972 A T
rs3129868 6 32512355 A C
159270986 6 32682038 A c
s2854275 6 32736406 A C
13891175 6 32742445 T c
1s726282 6 152344347 A C
157754762 6 152353230 A T
rs13192976 6 152354108 T A
152207232 6 152381981 C T
rs9341004 6 152411941 G C
16901451 6 152412629 A G
rs2273206 6 152424004 T G
15974277 6 152424514 T c
rs3798568 6 152425076 A G
13798570 6 152426474 G A
rs9479188 6 152430137 A G
13798573 6 152431055 G A
rs9479192 6 152434866 T C
13778090 6 152449721 T c
rs9322356 6 152450352 A G
159322359 6 152451715 T A
rs3823946 7 27789542 G A
1517171686 7 40335451 G A
rs12532479 7 40394159 C T
154526265 7 40439171 C G
rs1496499 7 45945548 G T
14272 7 92074765 G A
rs42031 7 92075332 A T
1542041 7 92084680 G c
rs11771637 7 92098097 A G
152282978 7 92102346 C T
s2282983 7 92117299 C T
1511765954 7 92118631 C T
rs11773884 7 92123059 G A
152079147 7 92170311 G A
rs10480300 7 151036938 T C
157805747 7 151038734 A G
rs10224210 7 151044127 C T
1510224002 7 151045974 G A
rs6601414 8 10014158 A G
1511249996 8 10282873 C A
rs6999466 8 10303122 G A
151986972 8 10306215 A G
rs10503668 8 19844621 A G
159297422 8 89189678 C T
rs1903836 8 89193723 G A
156982636 8 126548497 A G
rs17321515 8 126555591 G A
152980869 8 126557432 T c
rs10764540 10 18829504 G A
151403629 10 75443368 C G
rs10458640 10 75450844 C T
1510762575 10 75481249 G c

0.27
0.057
0.315
0.246
0.413

0.41
0.101
0.057
0.157
0.101
0.154
0.099
0.099
0.099
0.156
0.055

014

0.24
0.052
0.396
0.432
0.346
0115
0.107
0.418
0.253
0.453
0.306
0.268

0.31

0.41
0.329
0.109
0.416
0.365
0.414
0.239
0.414
0.414
0.413

011

0.11
0111
0.111
0.241
0.306
0.304
0.304
0.326
0.416
0.486
0.343
0173
0.234
0.341

0.12

0.02
0.454
0.477
0.001
0.145
0.143
0.385
0.395
0121
0.361
0.285
0.473
0.436
0.071
0.326
0.407
0.146
0.061
0.164

0.12
0.201

0.19

0.37

0.11
0.357

0.11
0.109
0.111
0.394
0.134
0111
0.135
0.128
0.139
0.153
0.127
0.219
0.099
0112
0.112
0111
0.086
0115
0.115
0115
0.086
0115
0.116
0116
0.116
0.086
0.086
0.085
0.353
0117
0.106
0.105
0.463
0.215
0.212
0.254

0.28
0.343
0.365
0.283
0.306

052
0.275
0.273
0.282
0.288
0.457
0.371
0.375
0.359
0.001
0.238
0.235

0.47
0.474
0.473
0.274

03
0.361
0.357

-0.2403
-1.0485
-0.3068
-0.2891
-0.2264
-0.2499
-0.4831
-0.6947
-0.5343

-0.478
-0.5499
-0.5258
-0.5416
-0.6606
-0.5568
-0.4979
-0.5662
-0.3125
-0.7793
-0.2762
-0.2701
-0.3308
-0.3482
-0.3719

-0.2516
0.1991
-0.2437
-0.3089
-0.2608
0.2677
0.2199
0.403
0.263
0.2934
0.2757
0.3694
0.2621
0.2524
0.2556
0.4082
0.3892
0.3977
0.3986

0.2387
0.2496
0.2677
0.2309
0.2221

-0.2466

0.1985

-0.2357
-0.2377
-0.3273

-0.3862

0.2211
0.4797
0.4199

-0.4078

-0.3023
-0.2297
-0.4033

-0.214
-0.4113
-0.3783
-0.3864

-0.3838

-0.5624
-0.2889
-0.3315
-0.3228
-0.3187
-0.3241
-0.3913

-0.356
-0.3543
-0.3534
-0.4002
-0.3642
-0.3603
-0.3564
-0.3425
-0.3959
-0.3985
-0.3688
-0.2229

0.2245

0.2302
0.2098

3.8339E-06

X 7.7535E-07
0.0516 [INGIG000TIZ58
1.6492E-06

9.248E-07

6.4852E-06
0.0701 [NTIO720ESS]

9.7704E-06

0.0795
0.0823 6.1508E-06
0.0584
0.0509
0.0563
0.0616
0.0549
0.0524
0.0547
0.0807
0.0523
0.0525
0.0523
0.0591
0.0518
0.0519
0.0619
0.0945
0.0802 1.2353E-06

0.08 6.7251E-07

0.08 6.3763E-07

1.9999E-06

0.0551 |NNGIOO0OTABEE

0.0553 6.2586E-06
0.056 1.7583E-06

0.0541

0.0513

0.0508 |NINGIG000S67H

0.0500 [NGIO00086Z67

0.052 5.8736E-06
0.0518 0.000004503
0.0775
0.0508 |INNGIO000BZSA6
0.0981 |NNGIO0G08S08S

0.0517
0.0719
0.1062

0.0842

1.2904E-06

0.0738
0.0538
0.0891

0.055
0.0893
0.0895
0.0922

0.0899 [NGIO000TS732

0.1014
0.0659
0.0851
0.0814
0.0806
0.0811
0.0905
0.0813
0.0814
0.0814
0.0905
0.0825
0.081 8.6075E-06
0.081
0.0806
0.0904
0.0904
0.0939
0.057

9.6937E-06

0.0562 |NNGIO0006AASE

0.0554
0.0527

-0.4177

-0.2828

-0.2841

0.3196
0.2632
0.4989
0.3032
0.3373
0.3123
0.4343
0.3046
0.2961
0.2936
0.4889
0.4805
0.4911
0.4917

-0.2824

-0.2388

-0.2272
0.2259

-0.4457
0.4179

0.4749

-0.4677

0.2703
0.2829
0.2802
0.3066

0.28
0.2857
0.284

-0.2253
-0.2308

0.2674
0.2382
0.2421

0.2101
0.0628
0.0663 1.8201E-06

0.059
0.1123
0.1844
0.0793
0.0964
0.0799
0.0962
0.1439
0.1642
0.0795
0.1278
0.0832
0.0677
0.1276
0.0587
0.0579
0.0603
0.0902
0.0932

0.0663 |NNGIO00020248]

2.3938E-06

7.6006E-07
1.0752E-06

9.6047E-07
1.1068E-06

7.4797E-06

0.0693 [NGIO000AEE0H

0.0594

0.062
0.0916
0.0593
0.0596
0.0593
0.0671

0.0588

0.0589
0.0708
0.1083

0.091
0.0909
0.0908

6.3548E-06

0.0603 2.8708E-06

0.0607 [NGIO000BEEET

0.0578
0.0577
0.059
0.0588
0.088

0.0638

0.1111
0.1049

0.0816 [NNSIBOTSE0S

8.2338E-06

0.1168 |NGIO000620781

0.0645
0.065
0.0639
0.0692 9.3941E-06
0.0667

0.0651
0.0657

0.0579
0.0578

0.0628
0.0597
0.0602

0.2298

0.2818

-0.2654

-0.4628
0.7929

38.0745
0.3688
0.3597

-0.2373

-0.338

-0.3146

-0.391
-0.3863

-0.3338
0.

-0.3277
-0.3375

-0.2979
0.2355

76.35

-0.2314
-0.2321

-0.8456

0.059 [NGIO000SS07E

0.0653 [NGIO000S7239

0.061 [INGIO0GOTSTEH
0.1183
0.2037
9.6974
0.0837
0.0839

0.0506 |ININGIGO006S08

0.0818 [NGIO000S567S
0.075 |NGIO00027AAT

0.0927 |NNGIO0004ETEA

0.0894
0.0914
0.0879 7¢

0.0841 [NGIO000AGFAE

0.0959
0.094
0.0941
0.0635
0.0707 0.000002315
0.0861 |IINGIO000658EE
0.0666 1.1227E-06
0.0648
0.0614
0.0606
0.0646
0.0691
0.0585
| 0.000036268'

1311
0.0686
0.069
0.0587
0.0586

0.2047

-1.4459
-0.453
-0.3988

-0.6359

-0.7391

-0.6791

-0.7931
-0.8299
-0.7849

-1.236

-0.5047

-0.3772

0.4165
0.3445
0.6251
0.3781
0.4185
0.3845
0.5527
0.3852
0.3758

0.6153
0.6289
0.6282

0.3534
-0.4645
-0.426

-0.3467

0.469

-0.4337
-0.4439

0.3409
-0.3821

-0.3331

0.4616

0.5976

0.3958
0.4124
0.4276
0.4837

0.4027
0.3882
89.22

-0.3504
-0.3562
-0.3471

0.1357 5.3471E-06

0.2968 1.1102E-06

0.0896

0.0946

0.1611 [NGIO000787681
0.113

0.1372

0.1138

0.1371 7.2437

0.1133

0.1818 0.000005026

0.1186

0.1819

0.0838 5.0764E-06

0.0826

0.0861

0.0947 |INGIO00GGE008

0.0844 7.8951E-07
0.088

0.1307 1.7405E-06

0.0842 0.000007048

0.0849 8.3497E-07

0.0842 4.9398E-06

0.0956

0.0837 4.2444E-06

0.0839 7.3934E-06

0.1298 2.1344E-06

0.1296 1.2093E-06

0.1295 1.2315E-06

0.0892
0.0859
0.1077

0.0866 [NGIO00062SET

0.1173 |NOIO0006ATAZ
0.0843
0.0839
0.0854
0.0912

0.0826 | NOIO000552781

0.1161 |NINGIO0007085!

01339 8.0308E-06
0,092

00928 8.8144E-06

00912 2.7453E-06

0.101 1.6741E-06

0.0926

0.0934
195 4.7535!

0.0826
0.0825
0.0889

-06

Leaend

>2.4E-06
>6E-07



veL 14746172 10 75525848 C T 0254 0.2479 o.osaa_ 0.2954  0.0661 7.9079E-06 0.0942

veL 153793921 10 75538120 C T 0261 02316 0.0577 0.2807  0.0654 [INOIG000L7686] 0.0932

veL 1510824071 10 75543645 C T 0.417 0.0844

NRG3 1511194902 10 84281365 G A 0 155401  3.8903

CYP17AL  rs3824755 10 104585839 C G 0.095 05122 0.0982 -0.5858  0.0991 0.1397 [NAIS7E4EN0]
SORCS1  rs9630080 10 108669078 T c 0.04 05872 0.147

ADRBL 157076938 10 115779365 C T 0279 -0.2614 00565  0.000003765 -0.3575  0.0641 . 0.0915

ADRBL 152429511 10 115791243 C T 0476 02267  0.0506 7.6279E06 0275 00574 1.6992E-06 0.082

ADRBL 151801253 10 115795046 G c 0275 -0.2625  0.0567 3.6229E-06 -0.3526 0.0642- 0.0917

ADRBL 153813720 10 115797006 C T 0.372 02317 0.0595 0.0848

ADRBL 1510787516 10 115803914 T c 0498  0.2186 o.osos- 02719 0.0573 2.1046E-06 0.0817

ADRBL 1510885531 10 115804382 T c 0499 02219  0.0506 0276 00574 1.4856E-06 X 0.0818

LSP1 154980379 1 1845190 T c 0.376 0.2975 0.0634  0.000002689  0.2788  0.0651 [N0I0000E8A7 O 0.0907

LSP1 15592373 11 1847566 G A 0361 -0.2604  0.0529 8.3762E-07 -0.3137  0.0599 . 0.0854 7.5326E-07
LSP1 15661348 11 1861868 C T 0.436 0265 00511] | 21442E07| 03728  0.058 0.3445 0.0557- X 0.0827

TNNT3 15909116 11 1898522 C T 0.48 023 0.0581 X 0.0817

MRPL23 157395920 11 1920888 T c 0.406 . 0.0836

H19 15217727 11 1973484 A G 0191 02575  0.0643 [N0IG00062426] 0.3145 0.0729 0.1041 7.8806E-06
H19 154930098 11 1977531 G c 0.493 02256 0.0574 0.0819

SOX6 1516932862 11 16255020 T c 0202 03406 0.0627 [56784E08] 0.4357 0.0712 0.1016

SOX6 15297367 11 16285585 T c 0.372 02421 0.059 0.085

SOX6 15297346 11 16312347 A G 0.366 02401 0.0598 0.0852 000006745
SOX6 152014408 11 16321858 T c 021 03306 00619 [[/9:1146E08] 0.4347 0.0702 02859  0.0712 0.1002

PIK3C2A 57946010 11 17132633 A G 0.474 0.2803  0.0593 0.0835

NUCB2 15214070 11 17261893 A T 0.288 03129 0.068 0.0948 5.7994E-06
NUCB2 1757081 11 17308259 G c 0.338 02541 0.0611 [N0000082278] 0311 0.0616 87

KCNJ11 1s5215 11 17365206 C T 0.369 0.3015 0.06 1.3967E-06
KCNJ11 15886288 11 17367739 G A 0.378 0.2544  0.0602

ABCCS 157124355 11 17369536 A G 0.33 02912  0.0616 2.3045E-06 . 0.0868 [IINOIG000TI5631
ABCC8 15757110 11 17375053 C A 0.371 02964 0.0599 7.6035E-07 0.0844 6.4373E-06
ABCC8 152074311 11 17378436 A G 0.434 03131 00585 0.0824

CDCA42BPG 152957154 11 64341563 C T 0.251 03033 0.0676 7.2362E-06 00951  0.000003048
SIPAL 153741378 11 65165513 T c 0.131 -0.3546  0.0851 0.1211 1.7015E-06
RELA 1511227247 11 65179429 C A 0.127 -0.3449  0.0864 0.3528 00874 0.1231 1.9992E-06
RELA 152306365 11 65183022 A G 0.126 -0.3467  0.0867 0.0877 0.1234 2.1573E-06
RELA 157101916 11 65187936 T c 0.126 -0.3444  0.0867 0.3562 00877 01234 2.3103E-06
NOX4 1512799930 11 88851580 C A 0317 -0.392  0.0763

WNK1L 152286007 12 841552 T c 0.071 0.4435 01133

TNFRSF1A  rs4149570 12 6321851 A c 0.403 -0.2457  0.0546 6.6711E-06 -0.2493  0.0617 [N0I000058482]

ITPR2 151449564 12 26701494 T c 0.188 0.3014  0.0741 [INGIG00047868]

HOXC4 157297416 12 52729357 C A 0295 -0.2339  0.056 -0.2895  0.0634 4.9037E-06 -0.4262  0.0901 _ 0.000002259
ATP2B1 151401982 12 88513730 G A 0405 -0.3146  0.0515 -0.4015  0.0583 0.0591 0.0832

ATP2B1 152681472 12 88533090 G A 0172 -0.4295  0.1007 0612 0.1129 0.1182 0.1654

ATP2B1 152681492 12 88537220 C T 0178 -0.4261  0.1014 0608 01136 0.5099 01191 0.9707  0.1666

ATP2B1 1511105354 12 88550654 G A 0.166 -0.4147  0.0681 0577 00773 -0.4358 00783 0.1102

ATP2B1 1511105358 12 88566273 C G 0415 -02717  0.0609 81331E-06  -0.384  0.0696 0.1004

ATP2B1 1510858915 12 88575678 G A 0489 -0.2186  0.0505 02778 0.0573 1.2414E-06 -0.3977  0.0817 1.1182E-06
ATP2B1 1517249754 12 88584717 A G 0171 -04315 0.1011 -0.6097  0.1132 -0.5022  0.1186 [IINOI000022098 -0.965  0.166

ATP2B1 157136259 12 88605319 T c 0415 -0.2632  0.0513 0.0581 -0.4894  0.0829

SH2B3 1510849947 12 110349067 C T 0201 -0.4929  0.1107 85042E-06  -0.499 01248

SH2B3 153184504 12 110368991 T c 0.488  0.3642  0.0555 0.4094  0.0627 05009 0.0894 [NZII05E08]
SH2B3 15739496 12 110372042 G A 0203 -0.4893  0.108 5.8703E-06 -0 0.1216

ATXN2 1510849949 12 110377920 G A 02 -0.4957  0.1091 55763E-06 -0.5027  0.1229

ATXN2 152073950 12 110378455 T c 0199 -05035 01096 0000004305 -0.5046  0.1234

ATXN2 152301621 12 110379655 T c 0199 -0.5036  0.1094 4.1906E-06 -0.5036  0.1233

ATXN2 1510774625 12 110394602 A G 0505 04929  0.0764 05343 0.0857 0.6614  0.1261 [/ 15501607
ATXN2 15630512 12 110436550 T c 0185 -0.4665 0.1104

ATXN2 15616513 12 110487766 T G 0184 -0.4575  0.1099

ATXN2 1653178 12 110492139 C T 0.499 04867  0.0766 05335 0.086 [IIINGIS500E50] 0.6695  0.1266 [ 1.2227E:07
ATXN2 1512369009 12 110504182 G T 0184 -0.4634  0.1098

BRAP 15601663 12 110607667 G A 0269 0433 00897 0000001392 -0.4406  0.1008

ALDH2 154646777 12 110714419 A G 0167 -0.3178  0.0679 2.8738E-06 0.077

ALDH2 1510744777 12 110717401 C T 0.325 -0.2818  0.0553 03114  0.0626 6.6565E-07 -0.3659  0.0889 [IINOI00003868S]
ALDH2 1511066028 12 110729553 C A 0273 -0.2745  0.0581 -0.2847  0.0658 [IINOI000015098]

ALDH2 157296651 12 110731337 G c 0171 -0.2944  0.0686

C120rf30 1517696736 12 110971201 G A 0.441 0.26  0.0514 0.2854  0.0583 9.9095E-07 03589 0.0831 [IINGIG000I552
PTPN11 1511066322 12 111406912 A G 0174 -0.2735  0.0676

PTPN1L 153741983 12 111424236 T c 0177 -0.3272  0.0803

COL4AL 157318128 13 109694740 G A 0182 02648  0.0656

COL4AL 157320618 13 109695293 C T 0179 02674  0.0676

CDC16 153211416 13 114028356 C T 0.316 02582  0.0642 [NOI000068448] 0.3827  0.0905 [IINGIG0002388H
FBN1 152015637 15 46504145 C T 0.102 0.4278 00968 9.9197E-06

FBN1 157174973 15 46551046 G A 0.101 -0.4178 00971

FBN1 15686861 15 46672297 G A 0.098 0.426  0.0981

FBNL 151036477 15 46702218 G A 0.106 -0.433  0.0961 6.5934E-06

ccpess 152930291 15 72391887 A G 0371 02205 0.0525 [NOIG00026084] 0.2625  0.0596 0.3749  0.0851 [INGIG000105861
CYP1AL 152470893 15 72806502 T c 0307 -0.2749  0.0551 6.003E-07 -0.2573  0.0625

CYP1AL 152472297 15 72814933 T c 0241 -0.2897  0.0595 382E-06 -0.2881  0.0675

CYP1A2 152472300 15 72820962 A G 0284 03242  0.0559 03778 0.0635 0517  0.0906

CYP1A2 15762551 15 72828970 C A 0285 03181  0.0559 03721 0.0634 05123 0.0906

CYP1A2 152472304 15 72831291 G A 0348 03448  0.0543 03949 0.0616 05059  0.0877

CYP1A2 1511854147 15 72839824 T c 0303 04118  0.0833 04876 0.0935 06349 0.1381 4.2534E-06
csk 151378942 15 72864420 C A 0326 04755  0.082 05541 0.092 07262 0.1355

csK 152168519 15 72867925 T c 0275 04149  0.0856 05166 0.0961 07206  0.1412

csk 151378940 15 72870547 C A 0326 04819  0.0818 05596 0.0918 07298 01352

csk. 17085 15 72882536 T c 0279 03473  0.0563 0.4156  0.0638 0.2673  0.064¢ [I0IO00087888] 0.6058  0.0911

csk 151378938 15 72883496 T c 0279  0.4185  0.0906 3.8054E-06 05256  0.1017 0749  0.1506 6.4294E-07
LMAN1L 157162232 15 72902948 G A 0273 04538  0.0942 14503E-06 0.5584  0.1059 07816 0.1577 7.1713€-07
LMANIL 1511634474 15 72903237 C G 0273 04441  0.0944 05534 0.1061 07846 0.158 6.8197E-07
CPLX3 156495122 15 72912698 A c 0.411 04827 00933 [28219E:07] 05606  0.1052 0.7508  0.1584 2.1455E-06
ULK3 159210 15 72915554 T c 0278  0.4644  0.0992 05732 01117 08094  0.1675 1.3434E-06
FURIN 154932370 15 89205709 A G 0.338 032 0.0536 0.3556  0.0607 04251 0.0866 9.2366E-07
FURIN 154932371 15 89205792 C T 0359 03076  0.0528 03414 0.0599 04103 0.0854 1.5726E-06
FURIN 154932178 15 89212660 T c 0358 02896  0.0528 03225  0.0599 0.3869  0.0854 5.8658E-06
FURIN 1517514846 15 89217554 A c 0465 02296  0.0514 7.9099E-06  0.2907  0.0583 6.07 03988 0.0829 1.5014E-06
FURIN 152071410 15 89221944 G c 0355 03555  0.057 04025  0.0647 04377 0.0928 2.3814E-06
FURIN 1s6227 15 89226236 T c 0322 04978  0.088 06078  0.0988 07615  0.1402

FURIN 154702 15 89227564 G A 0443 -0.2049  0.0517 02803  0.0586  0.000001722 -0.3825  0.0833 4.4129E-06
ITGAM 1512928810 16 31219216 A G 0123 -0.3197  0.0807

RPGRIPIL  rs11863101 16 52229839 G A 0 24,0451 6.0494 [NGIG000704561

NFATS 1533063 16 68197718 A G 0.144 0.4024 00819 9.0735E-07

DLG4 15390200 17 7050719 A G 0.391 0.0838

DLG4 152521985 17 7062509 T c 0.359 -0.2385  0.0604 0.0859

DVL2 15222835 17 7074853 A G 0.415 02348 0.0582 03724 0083

SLC2A4 152654185 17 7124086 A c 0.376 02322 0.0592 -0.357  0.0845

ACBD4 152306828 17 40569298 A c 0.163 0.3093  0.0778

CRHRL 1517763086 17 41261262 G T 0.222 -0.4027  0.0995 [INOIG60052312]
COL1AL 152249492 17 45618020 C T 0.381 -0.3183  0.0745 [IINOI00001988H

PPM1E 16503891 17 54420706 C A 0399 02131 0.0517 02324 0.0587 [NOIG00074886]

TBX2 158068318 17 56838548 C T 0273 -0.2433  0.0583

ICAM3 15281413 19 10307734 A G 0202 02695 0.0631

SF4 1511555053 19 19251185 A G 0155  -0.679  0.1733

SF4 1517751061 19 19274092 T c 0162 -0.4247  0.1043

YJIEFN3 1511669730 19 19509713 A G 0171 -0.4259  0.1018

EML2 1510408179 19 50848844 C T 044 02033  0.051

C200rf111  rs7263518 20 42263105 T c 0139 03466  0.075 3.81076-06 0.3628  0.0851 [IN0IG00020028]

NFATC2 153787187 20 49565569 A G 0.502 0241  0.0617 [IIN0I000098428 0.3472 0.0661-
OPRL1 152229205 20 62199875 T c 0.153 04825  0.1234

ABCG1 157278922 21 42500880 T c 0 93324 2.3945-

SEZ6L 1517305517 22 25059257 C G 005 04518 01143

CSF2RB 157290817 22 35676908 G c 0 26.4523  5.6013 2.3204E-06

BIK 154988415 22 41850027 A G 0 186228  4.622 [IN0I000066070] 27.5807 _6.7478 [IIN0I0000486201

DBP = distolic blood pressure
SBP = systolic blood pressure
MAP = median arterial pressure
PP = pulse pressure

CHR = chromosome

Al = allele 1 (minor)

A2 = allele 2

SE = standard error

P-val = p-value

AlFrea = minor allele frequency




Table S4. eQTL supporting information on BP associated SNPs

Locus IndexSNP__eSNP r? (index to eSNP) _ Tissue Reference eSNP.p Chr. Pos (B36) ArraylD Transcript isCis? Best eSNP/transcript  Best eSNP.p  Tissue 2 Best to BPeSNP D'
2 rs2854275 rs2187668 1 Monocytes 4.82E-95 6 32713862 HLA-DRB4 Y rs2187668 4.82E-95 Monocytes Same Same
2 rs2854275 rs2187668 1 Blood Fehrmann et al 20 3.20E-59 6 32713862 780403 HLA-DRB1 Y rs2187668 3.20E-59 Blood(Fehrmann et al) Same Same
2 rs2854275 rs2187668 1 Liver Schroder et al 201 1.31E-10 6 32713862 HLA-DRB4 Y rs2187668 1.31E-10 Liver(Schroder) Same Same
3 rs2282978 rs2282978 IndexSNP CR:Norm 0.00002616 7 92102346 10023821866 CDK6 Y Index SNP 0.00002616  CR:Norm Index SNP Index SNP
4 rs4746172 rs10824069 1 Lung <2E-16 10 75532802 100300544_TGI_at ADK Y rs10824069 <2E-16 Lung Same Same
5 rs217727  rs217727 IndexSNP LCL (MuTHER) Grundberg et al 2( 2.40E-06 11 1973484  ILMN_1830423 AK126915 Y Index SNP 2.40E-06 LCL (MuTHER) Same Same
5 rs217727  rs217727 IndexSNP Skin (MuTHER) Grundberg et al 2( 6.59E-06 11 1973484  ILMN_1830423 AK126915 Y Index SNP 6.59E-06 Skin (MuTHER) Same Same
6 rs757081 rs757081 IndexSNP LCL in asthmatics (Liang 1kg) Liang et 2013 1.56E-16 11 17308259 229838_at NUCB2 Y rs214083 3.28E-45 LCL in asthmatics (Liang 1kg) 0.415 1
6 rs757081  rs757081 IndexSNP LCL (MuTHER) Grundberg et al 2( 3.10E-05 11 17308259 ILMN_1799381 SNORD14A Y rs1541533 6.17E-44 LCL (MUTHER) 0.034 1
7 rs3741378 rs2306365 0.898 Lymph 2.54E-15 11 65183922 hmm1261-S PCNXL3 Y rs2306365 2.54E-15 Lymph Same Same
7 rs3741378 rs11227247 0.92 VCAIl 7.60E-11 11 65179429 10023850638 MALAT1 Y rs11227247 7.60E-11 VC:All Same Same
7 rs3741378 rs11227247 0.92 Omental Adipose Dobrin etal 2011 2.16E-08 11 65179429 10023850638 MALAT1 Y rs11227247 2.16E-08 omental Same Same
7 rs3741378 rs7101916 0.879 SubCutAdij eenawalt) etal 2 4.70E-07 11 65187936 10023850638 MALAT1 Y rs7101916 4.70E-07 SubCutAdipose(Greenawalt) Same Same
7 rs3741378 rs7101916 0.879 CR:All 7.47E-06 11 65187936 10023850638 MALAT1 Y rs7101916 7.47€-06 CR:All Same Same
7 rs3741378 rs11227247 0.92 Liver(UChicago) 0.005228942 11 65179429 A_23_P161624 FOSL1 Y rs11227247 0.00522894 Liver(UChicago) Same Same
7 rs3741378 rs11227247 0.92 Lymph 1.61E-14 11 65179429 hmm1261-S PCNXL3 Y rs2306365 2.54E-15 Lymph 0.915 1
9 rs33063 rs33063 IndexSNP BcellsTransformed_HapMapJPT 9.55E-08 16 68197718 GI_40217627-S LOC283970 Y rs9939092 4.74€E-21 BcellsTransformed_HapMapJPT Unknown Unknown

Fehrmann RS, Jansen RC, Veldink JH, Westra HJ, Arends D, Bonder MJ, et al. Trans-eQTLs reveal that independent genetic variants associated with a complex phenotype converge on intermediate genes, with a major role for the HLA. PLoS Genet. 2011 Aug;7(8):e1002197.
Schréder A, Klein K, Winter S, Schwab M, Bonin M, Zell A, Zanger UM.Genomics of ADME gene expression: mapping expression quantitative trait loci relevant for absorption, distribution, metabolism and excretion of drugs in human liver. Pharmacogenomics J. 2013 Feb;13(1):12-20.
Grundberg E, Small KS, Hedman AK, Nica AC, Buil A, Keildson S, et al. Mapping cis- and trans-regulatory effects across multiple tissues in twins. Nat Genet. 2012 Oct;44(10):1084-9.

Liang L, Morar N, Dixon AL, Lathrop GM, Abecasis GR, Moffatt MF, et al. A cross-platform analysis of 14,177 expression quantitative trait loci derived from lymphoblastoid cell lines. Genome Res. 2013 Apr;23(4):716-26

Dobrin R, Greenawalt DM, Hu G, Kemp DM, Kaplan LM, Schadt EE, Emilsson V. Dissecting cis regulation of gene expression in human metabolic tissues. PLoS One. 2011;6(8):e23480.

Greenawalt DM, Dobrin R, Chudin E, Hatoum IJ, Suver C, Beaulaurier J, Zhang B, Castro V, Zhu J, Sieberts SK, Wang S, Molony C, Heymsfield SB, Kemp DM, Reitman ML, Lum PY, Schadt EE, Kaplan LM.A survey of the genetics of stomach, liver, and adipose gene expression from a morbidly obese cohort. Genome Res. 2011 Jul;21(7):1008-16.



Table S5. Gene analysis of the neighboring regions of the findings of this paper

lead SNP. CHR___posiion GENCODE name RelSeq_name _score (RequiomeDB) (= D is_query snp rsiD e el _APR___AVR __ASN___EUR 1D Fomosome _coordinale_rsid h:ls requiome score_combined score.
1516823124 2 183200147 PDEIA PDELA 7 o8 0% 0 rseiee T A 013 029 049 029 1s833166 2 183200145 15833166

rs16823124 2 183210447 PDEIA PDELA 5 o1 08 0647 T A 057 038 058 031 1s864417 3 iosstoss masests  Coromatn \_Structure|DNase-seq 5
1516823124 2 183210991 PDEIA PDELA 6 o8 094 0rsBases T A 029 03 05 029 rs833168 2 18921000 maxs16e  MatlAOWNIAIEL MkdPOTX 6
1516823124 2 183211345 PDEIA PDELA 6 07 095 0 1s201315410 A ATC 020 06 042 068 rs201315410 2 183211344 nia NotlsPWMTE 6
1516823124 2 183211443 PDEIA PDELA 7 o2 085 0 rs12603302 G A 020 059 042 066 rs12693302 2 183211442 1512693302 7
1516823124 2 183212028 PDEIA PDELA 7 o7 085 0 rs12006838 T C 020 06 042 068 rs12096836 3 Auapioors eizoeee Mo a 7
1516823124 2 183213980 PDEIA PDELA 5 08 095 0 1567309 c T 0sa 068 05 071 rs6730s 2 183213079 156730084 Cl ructure|DNase-seq 5
1516823124 2 183213987 PDEIA PDELA 5 o8 095 02623431 T C 031 03 05 029 rs2623431 2 183213986 152623431 mms\www;axu MOLfSIPWMHFHL(FOXOL). MotifsIPWN. 5
1516823124 2 183218993 PDEIA PDELA 7 08 099 0 rs1a3065 G A 0oe o027 04 029 rs1438065 2 183218992 151438065 7
1516823124 2 183219680 PDEIA PDELA 6 0% 1 0 rsileEs8 G C 012 o027 04 029 rs11682508 5 Ioesioens misgtosm  MeAlalPWMIVER-2 MottsPWMITHT, Chiowatn Stucturel 6
1516823124 2 183224127 PDEIA PDELA s 1 1 116823124 G A 000 027 039 029 rsi6823124 2 183204126 51682312 5
1516823124 2 19 PDELA PDELA 6 08 0% 0 rsi0031008 T C 026 036 051 032 rs10931008 2 183238918 1510931008  MotfsIPWMIIrc3. MotifsIPWMIind. MotfsIPWMIInes. MolifsiF 6
1516623124 2 183239941 PDEIA PDELA 7 087 099 o0 rs7ssErar AT 021 029 041 029 rs7558737 2 183230040 15755873 7
1516823124 2 183240754 PDEIA PDELA 5 08 099 0 1s12475637 C G 011 027 041 029 rs12475637 2 183240753 1512475637  Protein_Binding|ChIP-seq|SETDBL 5
rs16823124 2 183240857 PDEIA PDELA 5 08 099 01510031008 G T 011 027 041 029 rs10831008 2 183240856 1510931009 Protein_Binding|ChiP-seq|SETDBL 5
rs16823124 2 183244353 PDEIA PDELA 5 08 099 0 rsi6823150 T C 005 015 041 029 rsl6823150 2 183244352 1516823150 N 5
rs16823124 2 183249317 PDEIA PDELA 6 0% 099 0 rssosB3aTe C T 015 027 041 029 rs50883476 2 183249316 1559883476 Molils|PWMIPXR(PXR:RXR) 6
rs16823124 2 183250402 PDEIA PDELA 6 o087 0% 0 15130934813 AARAC A 005 026 04 027 1s139934813 2 183250401 n/a MotifsIPWMIECLS. MotifsIPWMIEWSR1-FLIL. MofsIPWMIN 6
rs16823124 2 16 PDELA PDELA 7 08 0% 0rs1l675803 C T 002 015 035 028 rs11675803 2 183250815 1511675803 No 7
rs16823124 2 183251091 PDEIA PDELA 6 091 095 0 rs4335000 G A 014 016 041 029 rs4335909 2 183251000 154335909 Motifs|PWMINERF 1a, Motifs|PWMICTCF 6
rs16823124 2 183252597 PDEIA PDELA 6 o0s7 099 0 1s56730308 A G 019 027 042 029 rs56730308 2 183252596 1556730309  Motifs|PWMIDMRT2, Molfs|PWMIDMRTS 6
rs16823124 2 183257393 PDEIA PDELA 5 0% 099 0rsag307:2 T C 019 016 041 029 rsd630732 2 183257392 154630732 Protein_Binding|ChIP-seq|HNF4A 5
rs16823124 2 183262128 PDEIA PDELA 7 o8 0% 0rslas01s8 T C 011 029 065 032 rs1430158 2 183262127 151430158 Nodata 7
rs16623124 2 183263753 PDEIA PDELA 6 0% 0% 0 rsi0407597 C T 003 016 04 0.3 151049759 2 183263752 1510497507 ' 6
1516823124 2 183266212 PDEIA PDELA 6 0% 098 0 rs116031461 A C 006 023 04 041 rs116031461 2 183266211 1s116031461 MotifslPWMIMEISLAHOXAS 6
152854275 6 32623223 HLADQBL HLA-DQBL 1 0% o 01s9273327 A C 006 009 003 008 rs9273327 6 32623222 150273327  Sincle NucleotidesIHLA-DOALIEOTL. Chromatin Structurelt 11

152854275 6 32626484 HLADQBL HLA-DQBL s om  0m 0rs027339 T C 005 009 003 009 rs9273369 6 32626483 150273369 MotifsIPWMIPlaall. Chromatin StructurelFAIRE. Protein Bir 5
152854275 6 32628084 HLADQBL HLA-DQBL 4 o o088 0s254277 € T 005 009 003 009 rs2854277 6 32628083 152854277  Chromalin StructurelFAIRE. Chromalin Structurell 4
152854275 6 32628428 HLADQBL HLA-DQBL 6 1 1 1s2854275 C A 005 009 003 008 rs2854275 6 32628427 152854275  Sincle NucleotidesIHLA-DOALIEOTL. Chromatin Structurelf 6
152282978 7 92236164 COKG coKe 6 05 097 0 rs8179 T ¢ 09 082 088 078 rs8179 7 2236163 1s8179 Motifs|PWMIRXR::RAR_DRS 6
152282978 7 92237426 COKG coKks 7 o0es 0% 0 rsa2082 G A 032 021 004 027 rs42082 7 2237425 1542032 Nodala 7
152282978 7 92237533 CDKG coKks 7 05 o098 0 1542033 AT 007 018 002 022 rs42083 7 2237532 1542033 Nodala 7
152282978 7 COKG coKks 6 o0e 097 0 rs42034 A e 006 025 01 027 rs42034 7 2230143 1542034 MotfsIPWMIHboL. MOUSIPWMITCLL. Chromatin Structure 6
152282978 7 92239531 CDKG coKks 4 oe2 097 0 1542035 A 006 025 01 026 rs42035 7 2239530 1542035 Chromalin StructurelFAIRE. Chromalin StruclurelDNase-se 4
152282978 7 92241451 COKG coKks 7 o0es 097 0 1542036 c c 006 025 01 027 rs42036 7 2241450 154203 Nodala 7
152282978 7 92243672 CDKG coKks 7 o8  o0e 0 rsa2377 G A 02 029 01 032 rs42377 7 mumi s Nodm 7
152282978 7 92243719 CDKG coKks 7 o8  o0e 0 1542038 c T 035 024 002 032 1s42038 7 02243718 1542038 data 7
152282978 7 22 COKG coKks 5 o0es 098 0 1542039 c T 000 021 002 027 rs42089 7 Gzt ezt Covomain, . Sttcareiohnssseq 5
152282978 7 92245027 CDKG coKks 6 06 098 0 1542040 c T 000 021 002 027 rs42040 7 2245026 1542040 MolislPWMHNI 6
152282978 7 92246744 COKG coKks 7 o0es 097 0 rs42041 c c 014 022 003 027 rs4204 7 02246743 1542041 7
152282978 7 92247333 CDKG coKks 5 o0es 097 0 1542043 A 015 o027 01 027 rs42043 7 ST marbis  MDWMET. Vot WMM, MASORMACP2. Chron 5
152282978 7 92248076 CDKG coKks 7 o8 099 0 rs42235 c T 037 023 003 032 r1s42235 7 02248075 1542235 7
152282978 7 92250140 CDKG coKks s o o097 0 rs42044 T ¢ 01 038 01 031 rsa; 7 02250139 1542044 Pmlem BindingChi. seqlELFL 5
152282978 7 92252203 COKG coKks s o o097 0 1542046 c c 007 025 002 031 1s42046 7 62252202 rsa2 Chromalin StructurelFAIRE. Chromalin StructurelDNase-se 5
152282978 7 92253972 CDKG coKks 5 087 099 0 rs10260774 G A 03 041 01 036 rs10269774 7 02253971 1510269774 Chmmalm \_Structure|DNase-seq 5
152282978 7 92256339 CDKG coKks 7 o oer 01510853072 A C 012 038 01 031 rs10053072 7 ssesse mimsoonz  Nodam 7
152282978 7 92256375 CDKG coKks 7 o7 099 orsuera C T 011 025 002 0.3 511767704 7 02256374 1s11767704 7
152282978 7 92257392 COKG coKks s o o097 01s12531820 A G 012 03 01 031 rs12531820 7 02257391 1512531820 mms\www;om MoliSIPWMISRY. MotisIPWMIS0x17. Mo 5
152282978 7 92258733 CDKG coKks 7 08 1 0 15143120528 AAG A 007 025 002 0.3 15143120528 7 2258732 nia 7
152282978 7 92258961 CDKG coKks 6 08 1 0 rsi77ee838  C T 007 025 002 0.3 1517766836 7 02258960 1s17766836 6
152282978 7 92260161 CDKG coKks s 08 1 0 ST G A 007 025 002 0.3 511771637 7 92260160 11771637  MAISIPWMRREBL. Chroman SucireIFARE. Protein & 5
152282978 7 92263350 CDKG coKks 6 05 1 o0 rsiTesasze AT 002 02 002 023 rs17688839 7 02263349 1s17688839  MotislPWMISox7 6
152282978 7 10 COKG coKks 2 1 1 1280078 T C 045 041 011 035 rs2282078 7 02264409 152282978 MotifsIPWMILVI-L MotfsIFootorintinalLyl-1. MoUfSIPWMIk-2 2b

152282978 7 92264993 CDKG coKks 3 08 1 0rs22m079 T C 012 038 o1 0.3 152282079 7 02264392 152282979 MolifSIPWMISTATL. MoUfSIPWMIRF. Chromatin StructurelF 3a

152282978 7 92265798 CDKG coKks 5 o 0% 0 rseeo30l T C 012 038 01 031 rs66939011 7 20107 msasenis  MailPWMPoucs Chomatn_SmctirofPNess e 5
152282978 7 92277030 COKG coKks 6 08 099 ors22m082 T C 055 045 027 039 rs2282082 7 2277029 152282082 MatitslPWMOCt 6
152282978 7 92277315 COKG coKks s 08 1 0173232024 G A 007 025 002 0.3 1573232024 7 2277314 1573232024 Protein, Bmdmg\ch\P seqHN 5
152282978 7 92277477 COKG coKks s 08 1 0rs6o60181  C T 007 025 002 0.3 156960181 7 7T roOlsl  MatBUMNE AT Nt RoctoninaN:AT. Chromatin S 5
152282978 7 92278116 COKG coKks 7 08 1 0 rss6201652 G A 03 02 002 0.3 1556201652 7 02278115 1556201652 7
152282978 7 92270363 CDKG coKks 5 08 099 0rs2282083 T C 055 044 028 039 rs2282083 7 62279362 152282083 mms\wwm\srv Chromatin_Structure|DNase-seq 5
152282978 7 92280695 CDKG coKks 7 om 1 0 rsui7esess T C 01 025 002 0.3 1511765954 7 02280694 1s11765954 7
152282978 7 92281953 CDKG coKks 3 om 1 0 1569480 c T 007 025 002 03 7 2281952 156948007  MotifsIPWMICACCC-bindinafactor. Chromatin StructurelDNi 3a

152282978 7 92282624 CDKG coKks 5 on 1 orsu7eaEl C T 007 025 002 0.3 1511764331 7 2282623 1s11764331  Chromalin Slruclme\FNRE Chromatin StructurelDNase-se 5
152282978 7 92283098 CDKG coKks 6 0% 099 01s6954200 G T 041 028 002 035 rs6954200 7 228307 156954280  MotifslPWMA 6
152282978 7 92283262 COKG coKks 7 om 0695421 C T 007 025 002 0.3 156954221 7 02283261 15695422 7
152282978 7 92285123 CDKG coKks 5 o085 083 0rs177EB4 A G 048 03 017 034 s11773884 7 2285122 1511773884 Protein_Binding|ChIP-seq|GATAL 5
152282978 7 92286376 CDKG coKks 7 o oe 0 rs1026406 A G 035 026 002 031 rs10264916 7 02286375 1s10264916 N 7
152282978 7 92286918 CDKG coKks 4 o8 099 0 rs608L4 A 054 032 018 039 rs60814640 7 92286917 1s60814640  Chromalin StructurelDNase-sea. Protein BindinalChiP-seal 4
152282978 7 92286980 CDKG coKks s o oe 0rsi7ieaEEs C T 035 027 002 031 rs17164683 7 02286079 1s17164683  MotifsIPWMIPbi. Protein BindinalChIP-sealGATAL. Proteir 5
152282978 7 92287283 CDKG coKks 7 omm  oes 0723020 G C 008 025 002 031 rs73232020 7 2287282 1573232029 Nodata 7
152282978 7 92287849 CDKG coKks 6 o  o0e 017804203 T G 007 025 002 031 rs7804203 7 2287848 1s7804203  MotifslPWMIOCL1 6
152282978 7 92288106 CDKG coKks 7 o 0% 0 1578047; T ¢ 007 026 002 031 rs7804722 7 2288105 1s7804722  Nodala 7
152282978 7 DK6 coks 7 o8 o088 0373w A G 02 027 002 029 rs3731326 7 02327025 153731326 7
1510224002 7 151307487 PRKAG2 PRKAG2 s 0s 074 0 rs6967507 T C 008 019 001 032 rs6967507 7 151307486 rs6967: Structure|DNase-seq 5
1510224002 7 151307645 PRKAG2 PRKAG2 5 08 075 0rsear912 G C 008 019 001 031 rs6o47912 7 151307644 156047912 SncuDhsseseq 5
1510224002 7 151307688 PRKAG2 PRKAG2 s 0s 074 0 rseo67838 T C 035 022 001 032 rs6o67838 7 151307687 156967838 uctureDNase-seq 5
1510224002 7 151397773 PRKAG2 PRKAG2 s 05 074 0 rs6oaTi07 AT 03 022 001 032 rs6947707 7 151307772 156047707 ifSIPWMILYE-L mels\leurmlmnlLvU Chromatin Struc 5
1510224002 7 151308133 PRKAG2 PRKAG2 5 o051 074 0 rscods c T 007 019 001 o. 7 151308132 156948449 MaltlifsIFootorintinalP¥ MotifsPWMPR=GR. Chromatin 5
1510224002 7 151309184 PRKAG2 PRKAG2 6 0% 079 0 rs12531887 G C 006 018 001 027 rs2531887 7 151390183 1512531887  MotifslPWMIRPSE 6
1510224002 7 151308593 PRKAG2 PRKAG2 5 0% 07 0173156176 C G 008 018 001 027 rs73156176 7 151399502 1s73156176 11, Chromati 5
1510224002 7 151402852 PRKAG2 PRKAG2 4 oes 082 0173158180 A C 012 02 017 031 rs73156180 7 151400051 136190 Chromatin SmcuSIFARE. Grromaih Sucrsibness se 4
1510224002 7 902 PRKAG2 PRKAG2 3 o0s 085 0 rseeao7Isa T C 018 019 016 028 rs6e497154 7 151402901 1566497154  MotifsIPWMIEIS3. Chromatin StructurelFAIRE. Chromatin SI 3a

1510224002 7 151403260 PRKAG2 PRKAG2 2 o os 0 rss7807318 T C 033 02 001 028 rs57807319 7 P

1510224002 7 505 PRKAG2 PRKAG2 s 07 o086 0 1s10263707 T G 03 028 016 0.3 1510263707 7 \_Structure|DNase-seq 5
1510224002 7 809 PRKAG2 PRKAG2 5 o086 086 0 rsi2s3878 C T 042 03 016 032 rs12534878 7 \_Structure|DNase-seq 5
1510224002 7 151405818 PRKAG2 PRKAG2 5 o8 095 0 rsi0480208 T C 03l o018 0 028 1s10480299 7 \_Structure|DNase-seq 5
1510224002 7 005 PRKAG2 PRKAG2 7 o8 095 0 1510480 c T 02 o018 I E 7 1510480300 No data 7
1510224002 7 151406220 PRKAG2 PRKAG2 6 o081 [ 017173238 A G 03 019 0 029 rs17173238 7 151406219 1517173238 MatisIFootorintinalDMRT2. MotisIPWMIDMRT2. MolifsIPW 6
1510224002 7 151406449 PRKAG2 PRKAG2 2 o8 095 0 rsssT7a180 AT 03 o018 0 028 1s55779150 7 151406448 1s55779150  MotifsIPWMIPbi. MoltifsIFoolorintinalDVRT2. MolfsIPWMIE 20

1510224002 7 151406788 PRKAG2 PRKAG2 4 o8 095 0 rs56012466 G A 03 018 0 028 1s56012466 7 151406787 1s56012466  Chromalin StructurelAIRE. Chromalin StruclurelDNase-se 4
1510224002 7 151407429 PRKAG2 PRKAG2 5 08 095 0rssS7e1E8 € G 01 o017 0 028 rs55701820 7 151407428 155579182 5
1510224002 7 151407801 PRKAG2 PRKAG2 5 08 095 017805747 G A 031 019 0 028 157805747 7 5000 TET4T - Proin Bacg|CHP-ssqHNEA 5
1510224002 7 151411494 PRKAG2 PRKAG2 4 08 o097 ors7amEe G T 008 018 0 029 rs7a728270 7 5t4ti408 WSTOTS  Chiomatn SnicDNase s P BiadiveiCHP-asl 4
1510224002 7 151413124 PRKAG2 PRKAG2 5 0% 0% 0 rseasales T C 028 02 0 029 1s6464165 7 Ls141317s resatcs Coromat in_Structure|DNast 5
1510224002 7 151413194 PRKAG2 PRKAG2 5 08 0% 0 rsi0224200 T C 008 018 0 029 1510224210 7 151413103 1510224220 MliFooiorininolaR. MlliFootoinincISOX. MotiSIPWM 5
1510224002 7 151414329 PRKAG2 PRKAG2 5 0% 099 0 rsio265221 T C 015 02 006 029 rs10265221 7 151414328 1510265221 MotifsIPWMIC/EBPaamma. MolitslPWMINanoa. Chromatin © 5
1510224002 7 151415041 PRKAG2 PRKAG2 s 1 1 1rs10224002 A G 04a 02 006 029 rs10224002 7 1 4002 MlilPWMZ(255, Chromaiin StuclureloNase-seq 5
1510224002 7 151415233 PRKAG2 PRKAG2 5 0% 1 073188 C T 012 019 006 029 rs73156188 7 5
1510224002 7 151415256 PRKAG2 PRKAG2 5 0% 1 0 1sl0253738  C T 013 019 006 029 rsl0253736 7 \_Structure|DNase-seq 5
1510224002 7 151415536 PRKAG2 PRKAG2 5 0% 1 0 rsl0254101 € T 014 019 006 029 rslo254101 7 5 St Chose s 5
1510224002 7 151415746 PRKAG2 PRKAG2 5 o8 097 01536755070 GT G 053 03 018 032 rs35755070 7 45 hromain_Structure|DNass 5
154746172 10 7581 L veL 6 06l 092 0 rs100588195 TG T 002 014 051 019 rs1995881%5 1075840427 rs74146322 mms\wwmwws Chomain.S sm.cme\mas 6
154746172 10 75840430 VCL veL 6 086 091 0 rs35830669  GT G 002 017 08 0.2 1535630669 10 75840429 Motifs|PWMIAIRE, Chromatin_StructurelFAl 6
154746172 10 75853796 VCL veL 5 os 1 0 rsi0824088 € T 074 066 038 076 rs10824069 In 75053795 o080 MotlPWMAPDi, Mot ANPh L ontPamLer. 5
154746172 10 75855842 VCL veL 7 1 1 1rsamelrz  C T 074 066 038 076 rsa746172 10 75855841 rs4746172 7
154746172 10 75855909 VCL veL 6 o0& 1 0 rsi0689258 T TICT 074 064 037 072 rs10689258 10 To6eootd raso00stD  MentaIPWMMIL NrkPWHSH, HOUISPUMMER-2. Mot 6
154746172 10 75860098 RP1L178G16.2  VCL 6 0% 099 0177433 A G 097 068 041 076 rs17743330 10 75860097 rs17743339  Molfs|PWMIPOUSFL, MotitslPWMHd: 6
154746172 10 75861664 RP11178G16.2  VCL 5 oor 0rs7012207 € A 046 063 039 075 rs7912207 10 75861663 157912207  Chromatin_Structurel 5
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154746172 10 75867614 VCL veL 6 05 1 0874151 C T 037 05 020 063 rsl874151 10 75867613 rs1874151  Molfs|PWMIMZFL, Molifs|PWM[SpzL 6
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154746172 10 75086541 ADK ADK 6 o7 086 02305078 C T 076 066 04 076 rs2395078 10 75086540 1s2395078  Molifs|PWM[Mafb, Molifs|PWMIIRF 6
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154746172 10 75907024 ADK. ADK 5 o7 086 0 rs6ag0724 A G 076 066 041 076 rs6480724 10 7507023 4 Chromatin StructurelFAIRE. Chromatin: StructurelDNase-se 5
154746172 10 75998090 ADK. ADK 5 o1 086 0 rsassleel G A 076 066 041 076 10 75089089 rs Chromatin StructurelFAIRE. Chromalin StruclurelDNase-se 5
154746172 10 76001229 ADK. ADK 7 06 087 0rst002741 T C 072 06 038 071 rs7002741 10 76001228 17092741 7
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154746172 10 76006634 ADK ADK 5 om 086 0rs70%0404 G T 076 066 041 076 rs70 10 76006633 157098494 Pmlem _Binding|ChIP-seq|RF 5
154746172 10 76013219 ADK ADK 7 o o085 0rsi0000% T C 075 066 041 076 rs11000030 10 76013218 1511000939  Nodata 7
154746172 10 76016686 ADK. ADK s o o085 0rso71034 G T 076 066 04 076 rse971 10 Tabisess reoraoas  Coroma \_Structure|DNase-seq 5
154746172 10 76016962 ADK. ADK 7 o o0ss 0 rs5786141  GT G 076 066 041 076 rs5786141 10 76016961 lo data. 7
154746172 10 76018982 ADK. ADK 6 07 o084 0 rs1224305 T C 076 066 041 076 rs12243050 10 76018981 1512243059 Molfs|PWMITBXS, Molfs|PWMIARESS 6
154746172 10 6 ADK ADK s o o085 0 rseas0728  C T 076 066 041 076 rs6480728 10 76020095 rs MotifsIPWMISREBP. Chromalin StructurelFAIRE. Chromatir 5
154746172 10 76021332 ADK. ADK 6 06 084 0 rs708¢ A 041 063 04 075 1s7086014 10 76021331 (7086014 Molfs|PWM|InG, Molifs|PWM[In, MotitslPWMInG 6
154746172 10 76023295 ADK. ADK 6 o0&7 083 0rs7ol066 G T 041 063 041 076 rs7919166 10 76023204 17919166  Molifs|PWM|SoxL3, Chromatin_StructurelFAIRE. 6
154746172 10 76023700 ADK. ADK 7 os 088 0 rsa7457 T ¢ 072 065 04 076 rs4745743 10 76023699 rs4745743  Nodata 7
154746172 10 76024426 ADK. ADK 7 oes 088 0 rsa4806 c c 072 065 04 076 rs4489684 10 76024425 154489684  Nodata 7
154746172 10 76024971 ADK. ADK 6 o0s 082 0 rsa41483 A G 04l 063 04 076 rs4341483 10 76024970 154341483 Molfs|PWMIDMRT2, Molifs|PWMHMGIY 6
154746172 10 76025035 ADK. ADK 7 o0 o8 0 rsaa414 A G 091 065 03 072 10 76025034 154341484 N 7
154746172 10 76025379 ADK. ADK 5 05 [ 0 rs201327671 € CT 04 06 04 073 rs201327671 10 76025378 MotifsIPWMIHFHA(FOXJ1). MolifslPWMLef.. Protein Bindir 5
154746172 10 76026245 ADK. ADK 7 oes 088 0 rs64807: c ¢ 097 068 038 076 rs6480730 10 76026244 No data 7
154746172 10 76026316 ADK ADK 6 o0es 082 0 rsa3sR1s A G 0al 062 04 075 rs435321s 10 76026315 rs4353215 Mo 6
154746172 10 76027885 ADK. ADK 5 o0e 082 0rs708533 G A 042 063 04 076 rs7085334 10 76027884 17085334 Molifs|PWMIAP-4, Chromatin_Structure|DNase-seq 5
154746172 10 76028449 ADK ADK 6 o085 081 0 1s6480731 G A 041 063 04 076 rs6480731 10 76028448 rsas Motifs|PWM|RPS8, Chromatin_Structure|FAIRE 6
154746172 10 76030088 ADK. ADK 6 o0s 082 0rsa376843 € G 072 065 04 076 rs4376843 10 76030087 rs4376843  Molfs|PWMISTATLSTATL 6
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153741378 1 65484719 KATS KaTS 4 o om 02236688 C A 002 000 026 011 rs2236683 11 65484718 152236683 Chromalin StructurelDNase-sea. Protein BindinalChiP-seal 4 4
153741378 1 65488673 RNASEH2C  RNASEHZC 7 om  oss 0 rsss7seRT G T 018 035 041 012 rsss758897 11 65488672 1555758897 No data 7 7
153741378 1 65492801 RNASEH2C  RNASEH2C 7 o o 0 rsc6236008 T C 017 027 035 013 rs56236098 11 65492890 1556236098  No data 7 7
153741378 1 65493162 RNASEH2C  RNASEH2C 7 o0& o0ss 0r1sa930308  C  AG 017 031 03 012 rs4930308 11 G5493161 rsag Nodata 7 7
153741378 1 65499602 RNASEH2C  RNASEH2C 6 o6l oal 0 sl ¢ T 003 005 024 013 rs12361082 11 65499601 1512361032  MotisPWMPIO2 6 6
153741378 1 65507741 RP1L770G22 T 0 rsl1227287 G C 009 01 024 013 rsiiz27287 11 65507740 1511227287  No data 7 7
153741378 1 65520418 RP1L710G22  DKFZp7GLELSS 7 os  om 0 rs34346253  AC A 009 01 023 013 1s34346253 11 655208 0 data 7 7
153741378 1 65531222 RP1L710G22  DKFZp7GLELSS 7 0% 07 0 1s67265750 G T 003 009 024 013 rs67265750 11 65531221 1567265750  No data 7 7
153741378 1 65531412 RP1L710G22  DKFZp7GIELSS 6 0% 07 o0rsERE2 G C 003 000 024 013 rsasrar622 11 ess31411 1s35727622 6 6
153741378 1 65549506 APSBL DKFZp761E195 s o5t om 0 rselsoseTs C G 018 01 024 013 rs61895678 11 Go545505 rotoosar  MotlalPWMirect2 Ciomat SUcUIEIFAIRE. Cromain 5 s
153741378 1 65549813 APSBL DKFZp761E195 s o5 om [ T 017 01 024 013 rs3569016 11 essushiz 1s3%6o01s  Chromatin SiructusFARE. Chiomatin StciursDNase e 5 s
153741378 1 65551001 APSEL DKFZp761E195 s o5 om 0 134946581 G A 018 01 024 013 rsad9sessl 1 5 H
157207416 2 54417525 HOXCA 4 o5 o8 0rsBATIE G A 013 031 045 037 rs80a738 12 rotein BindinalChIP-seal 4 4
157297416 2 54417576 HOXCA HOXCS 3 06  oa 013665 C G 032 031 085 039 rs736825 2 Chromatin StucturelFAIRE. Chromalin 3a 3
157297416 2 54418143 HOXCA HOXCS 4 om0 0rsBoATIT A C 013 031 045 037 rs804737 2 a. Protein BindinalChIP-seal 4 4
157297416 2 54418166 HOXCA HOXCS 4 0s  oa 0rsBATIE A G 04 034 085 039 1584736 2 froman StucureiDNase eo. Poih BndnlChi-seol 4 4
157297416 2 54418857 HOXCA HOXCS s o5 09 02077 T C 06 03 085 043 s2077177 2 5 s
157207416 2 54418920 HOXCA HOXCS 6 o5 o8 075418 G A 013 031 o045 037 2 6 6
157297416 2 54419910 HOXCA HOXCS s o5 o8 0 rs1242639 G T 013 031 045 037 rs12426309 2 MoutSFoormtinaINAZE, Chiomain St 5 s
157297416 2 54420008 HOXCA HOXCS 4 o0m o8 0 rsasesis  C T 013 031 045 036 rsa750318 2 Protein BindinalChIP-seal 4 4
157297416 2 54420776 HOXCA HOXCS s o0m o8 051231049 G C 016 031 045 037 rs12319419 2 5 s
157297416 2 54421476 HOXCA HOXCS s 05 o 0 rsl0876528 C A 025 032 046 037 rs10676528 2 5 s
157297416 2 54421810 HOXCA HOXCS s o0& 0w 0 rsl0876520 T C 045 033 065 04 rs10676529 12 Stenions rooreazs  Chremalnoumcaneionis 5 s
157297416 2 54422043 HOXCA HOXCS 3 o5 os 0 1S200007816  ATATE A 031 020 058 037 s200007816 12 54422002 MOSIPWHZ(5125 MOlfSPWMTbo. MotisIPWHIOCLL Ch 32 3
157297416 2 54424123 HOXCA HOXCE 2 o0m  om 07308105 T C 020 031 045 038 rs7308105 12 54424122 157308105 Y 2
157297416 2 54424731 HOXCA HOXCS 5 0% os 0 rsarses1e G T 022 031 045 037 rsa750319 12 54424730 154759319 Chromatin_Structure|DNase-seq 5 5
157297416 2 54424872 HOXCA HOXCS 4 0 0o 0 rsi0876530 T C 047 033 064 04 rs10676530 12 54424871 1510876530  Chromatin StructurelDNase-sea. Protein BindinalChiP-seal 4 4
157297416 2 54425000 HOXCA HOXCS 5 06 0o 0 1s56270790 G T 03 031 064 04 rs562107%0 12 54424999 1556270790  MotisIFootorintinal. Chromatin StructurelFAIRE. Chromatin 5 s
157297416 2 54425471 HOXCA HOXCS s 0% os 0 rsio7aze8e C T 011 03 046 037 rs10747689 2 FIHGBETA. MotisIPWMIUFIHIBETA. ¢ 5 s
157297416 2 54428011 HOXCA HOXCS s 0% o0s 02071449 C A 011 031 046 037 rs2071449 2 0 r 5 H
157297416 2 54428532 HOXCA HOXCS 4 o oo 0207450 C T 046 033 064 039 rs2071450 13 Se2nssl 150071450 Chiomaln SiucturelDNase sea. roten BindinlChipseal 4 4
157297416 2 54428747 HOXCA HOXCS 4 0% o0 0 sel021707 G A 024 031 046 037 rs61920797 12 Suznac rsbieatto7 - Chvomain 5lmcxme\FA\RE Crromatn SouetreioNeee so 4 4
157297416 2 54420385 HOXCA HOXCa s 0% os 0 1s12422600 G A 013 031 046 037 rs12422600 12 50429384 1512422600 turelDN 5 s
157207416 2 54432997 HOXCA HOXCa 4 o5t oss 0rses634 A G 031 031 063 039 rs765634 12 5443299 15 Chvamain SirereloNase sea. rten EindinalChip-seol 4 4
157297416 2 54433011 HOXCA HOXCa 4 o5t om 0rsase20 G 01 032 044 036 rs4 12 54433010 154759320  Chromatin StructurelDNase-sea. Protein BindinalChiP-seal 4 4
157297416 2 3483 HOXCA HOXCa 4 om  om 0 rs12426667 A C 032 020 046 031 rs12426667 12 54433482 1512426667 Chromaiin StructurelDNase-sea. Protein BindinalChiP-seal 4 4
157297416 2 54434277 HOXCA HOXCa 4 om oo 0 rsese0eT0  C T 020 028 045 03 s 12 54434276 156580970  Chromatin StructurelFAIRE. Chromalin StruclurelDNase-se 4 4
157297416 2 oXC4 HOXCa s 0% o 0 rsase0e2 G T 039 020 064 032 rsa7 12 SUSASOT rsTS062  Chiomatin SiuctrsDNaseseq 5 s
157297416 2 54435716 HOXCA HOXCa 7 0% 0w 06772018 A G 054 028 064 032 rs67772013 12 SusSmiS Tl Nodata 7 7
157297416 2 54435611 HOXCA HOXCa 7 05 0w 0 1s113807279 A G 06 046 08 046 rsli3s0727 17 Sassselo rssorzr No 7 7
157297416 2 54437748 HOXCA HOXCa s omr  ow 0 rs201654182 GTGT G 048 021 057 03 rs201664182 12 sa37747 NellslPWMRRESL. Mot FoatninaRRESL. Chromaii 5 s
157297416 2 54437752 HOXCA HOXCa s 0% o 07188 T G 054 020 063 032 rs7136689 12 SUSTTSL 137136880 MSPWMRREL MoUsFoolriinaRRESL. Cromain 5 s
157297416 2 2 oXC4 HOXCa 5 0% 1 073568 G A 054 020 063 032 rs7315688 2 47 s Groman SiucelDNasesea 5 s
157297416 2 2 oXC4 HOXCa 5 0% 1 0 rsasies AT 054 020 063 032 rs7315495 2 315495 Chr reloNase <o 5 s
157297416 2 54441498 HOXCA HOXCa 4 ose 1 0113677 C T 026 027 044 020 rs7L3ET7 12 54441497 157134677 chmmann 5lmcxme\FA\RE Chomatin Sinucurelbnase.se 4 4
157297416 2 54443090 HOXCA HOXCa 5 1 1 1200416 A C 04 020 08 032 1s7207416 2 89 157297416 urelDNase.se 5 s
157297416 2 54443718 HOXCA HOXCa s 0% 0 rsl0876531 A C 04 020 063 032 1s1067653L 12 Stesant et e EoommnORTS Mot FottininalDNET4. o 5 s
157297416 2 54445215 HOXCA HOXCa 2 o7 oo 0 rs109718335 A AC 05 028 063 029 rs199718335 12 54445214 USIPWMRREBL. MolisIFootorintinalR Y 2
157207416 2 54445218 HOXCA HOXCa 2 o8 o 0 rsias24 C CT 05 028 063 029 rsl1413024 12 SUISEIT ISTSIONS  MollSFooninalRRES 1. WolsIPYMRRESS. NowtaFoc 25 2
151036477 5 48691494 FBNL FBNL 7 o0el o 0 rs6l900107 C T 018 007 003 011 rs61999107 15 48691493 1561999107 7 7
151036477 5 48693034 FBNL FBNL 7 o0 o0 0 rs36020774 C T 019 007 006 011 1s36020774 15 48693033 1536029774 7 7
51036477 15 48696347 FBNI FBNL 6 o0 08 0rsioo3s22 T C 018 008 006 011 rs79973522 13 totois rerooraazt  MeIPWMIng, MOSPWMEOPS HottsPYSod My 6 6
151036477 15 48609486 FBNL FBNL s o o 0 1s16960886 G A 015 006 003 011 rs16960886 15 85 1516960886 5 5
151036477 5 48715237 FBNL FBNL 6 om 09 0 s34 C G 021 008 006 011 rsl1636344 15 48715236 1s11636344  Motis|PWM|Hoxd: 6 6
151036477 15 48716853 FBNL FBNL 4 o o 02015637 T C 021 008 006 011 rs2015637 13 rioms rezbisesr  Chromatn SmucureiDNase-se0, Prowi BindinciChP-sea 4 4
151036477 5 48726179 FBNL FBNL 7 o ol 0 1s35349206 A 021 007 006 01 rs35349206 15 48726178 1535349206 7 7
151036477 b 48729030 FBNL FBNL 6 o2 ow ors3:0 T C 017 006 005 011 rs363820 15 48720029 15 MotfSIPWM[PbXL 6 6
151036477 15 48737340 FBNL FBNL 6 o 09 0 15199516630 CACA C 02 006 006 011 1s1995166 15 487373 Molfs[PWMIFOXPL 6 6
151036477 5 48741401 FBNL FBNL 6 o2 om 0793071 G A 004 004 0 o0l rs7e307111 15 48741400 1S7T9307111  MotisPWMINRSF. 6 6
151036477 15 48755472 FBNL FBNL 6 om  ow 0TS G A 003 004 0 01 77105187 15 4B7SSATL 1STTI05137  MotisPWMIStal, Chromatin_StructurelFAIRE 6 6
151036477 5 48755814 FBNL FBNL s om  ow 0 rse6286136 T C 025 006 005 0Ll rs56286136 15 48755613 1s56286136  MotisPWMIDIG, Protein_Binding|ChiP-seqlAR 5 5
151036477 b 48758521 FBNL FBNL s o’ om 0 rseso00a8 T C 025 006 005 011 155909498 15 48758526 1555999498  Chromatin_Structure|DNase-seq 5 s
151036477 15 48763754 FBNL FBNL 7 o 09 073 A G 034 006 003 011 7174973 15 48763753 157174973 7 7
151036477 5 48772843 FBNL FBNL 6 om ow 0 sl T C 004 005 0 011 rs1i63886 15 48772842 1511638586 ™ 6 6
151036477 15 48780504 FBNL FBNL s o 0w 0 15143836403 TTAAX T 004 004 0 011 rs1a3836403 15 48780503 nia Protein_Binding|ChIP-seq|IKZFL 5 s
151036477 5 48785206 FBNL FBNL 7 o owm 0 rs7s225368 C T 004 005 0 011 rs75225368 15 48785205 1575225368 7 7
151036477 15 48786917 FBNL FBNL s o owm 0 rsil63605 G T 004 005 0 011 rs11635605 15 48786916 1511635605  Chromatin_Structure|DNase-seq 5 s
151036477 5 48787245 FBNL FBNL 7 o ow 0rsbagzs T C 023 006 0 011 rseaeas 15 48787244 156493325 7 7
151036477 5 48792623 FBNL FBNL 6 o owm 0 1s150854172 GA G 007 005 0 011 rs1s085a172 15 aa7926: MotSIPWMINKX-L, Molfs|PWMILh»8, MotsIPWMMS2 6 6
151036477 15 48793615 FBNL FBNL 2 o owm 07736078 © T 008 005 0 011 577360718 15 48793614 1577360718  MotislFootorintinalZNF515. MotisIPWMZNFSL. MolfsIPW 20 2
151036477 5 48795436 FBNL FBNL 7 o’ 0w 0 rsl13741266 G C© 004 005 0 011 rsli37a1266 15 48795435 1511374126 7 7
151036477 15 48801804 FBNL FBNL 6 o owm 0rs716%57 A G 0 006 0 011 rsTa696s7 15 48801803 r MOUISIPWMI3. MotiIPWMInd. MotiSIPWMIS. Motisie 6 6
151036477 5 48804722 FBNL FBNL 7 o8 ow 0 rsrz0E G C 03 008 0 011 574330176 15 48804721 1s74330176 N 7 7
151036477 5 48306027 FBNL FBNL 4 o8 ow 0 rsBo3B20 T C 03 006 0 011 rsa03aE20 15 48806026 1s8034820  Chromalin StructurelFAIRE. Chromalin StruclurelDNase-se 4 4
151036477 15 48306539 FBNL FBNL 7 o8 ow 0 rs16961065 C T 035 006 0 011 rs16961065 15 48806538 1516961065 No data 7 7
151036477 5 48308830 FBNL FBNL 7 o owm 0 rso7a2032 T C 03 006 0 011 rs57a0: I smonezy rsSTe03e2  Nodata 7 7
151036477 15 48303428 FBNL FBNL 7 o ow 0rseaz2r G A 03 006 0 011 rseea2r 15 48800427 rs 7 7
151036477 5 10041 FBNL FBNL 6 o owm 0 rsllL2e761L T A 004 005 0 011 rsiuize7en 15 48810040 15111207611 Mams\PwM\EH: Molits|PWMSH 6 6
151036477 5 48814297 FBNL FBNL 6 o7 ow 0 sl G A 03 006 0 011 rs116346] 15 domiare LSSl MollsPw 6 6
151036477 5 48819125 FBNL FBNL 7 o8l oss 0 rssesazTs C T 035 006 00035 0Ll rs59343375 15 dmmoizd OIS Nodata 7 7
151036477 5 48821350 FBNL FBNL 7 om0 0717068 G A 044 006 0 011 rs7i70686 15 48821349 157170686 7 7
151036477 15 48823770 FBNL FBNL 6 o8 om 0rsBo267R2 A G 045 007 0 01l rsa026752 13 ‘oo roreres  MeweiPWMBC 6 6
151036477 15 48340835 FBNL FBNL s om  ow 0 rssos244  C T 005 004 0 011 rss9520 13 ioionos redoszis Cometn. SracureloN 5 5
151036477 15 48848130 FBNL FBNL s om 0w 0 rs6850; Toc 046 006 0 011 rseBs091 15 ianioro0 aess0st  MouaPWHIRGIBSIN kauuaﬂ\ MottsPwMZI281. Che 5 s
151036477 5 48858971 FBNL FBNL 2 om  ow 0 rsis61200 G T 004 004 0 011 rs1s61207 15 48858970 15 2 2
151036477 5 48859966 FBNL FBNL 6 om 09 0 rslo7a4953 T C 054 084 1 089 1510744953 15 48850065 1s10744953  Motis|PWMIMEISLAHOXAD 6 6
151036477 5 62043 FBNL FBNL 7 o ow 0 1S53 G A 062 012 027 011 rs75385625 15 amene mises0 N 7 7
151036477 5 64540 FENL FBNL 6 osr o 0 rs3iss2450 TA T 047 088 1 089 rsass2e50 15 aseeass0 isIPWMGH 6 6
151036477 b 48876881 FBNL FBNL s om 0w 02437947 T A 004 004 00035 011 7 15 48876680 152437947 chmmann  veareloNaseseq 5 5
151036477 15 48879291 FBNL FBNL s om 0w 027634 C T 004 004 0 011 rs627634 15 48879290 rs6: matin_Structure|DNase-seq 5 s
151036477 5 48883930 FBNL FBNL 7 om0 0 sisle2rs G T 08 0% 1 o8 rs1sisers 15 488A3038 151618275 7 7
151036477 5 85005 FENL FBNL s om 0w orsegesl A G 01 005 0 011 rseeegel 15 48885004 rs NestelFootrininalCDPCRS. NtfSIPWICDPCR Chroma 5 s
151036477 5 48885877 FBNL FBNL 7 o 0w 0 rs2e6475 G A 004 004 0 011 rs2a56475 15 4B8ESET6 152056475 N 7 7
151036477 b 48891107 FBNL FBNL s om 0w 0rsess01s T C 01 004 0 011 rs655015 15 48891106 rs MOlSIPWMISTATS:STATS. MotiSIPWMISTATx. Chromatin ¢ 5 s
151036477 15 48891771 FBNL FBNL s om 0w 0 rse2r: G A 004 004 0 011 rsee2r37 15 48891770 1s662737  MoUISIPWMICIEBP. MotfsIFootorintinal HSF2. MotifsIPWMIH 5 s
151036477 5 48393649 FBNL FBNL 7 o 0w 025025 T C 007 005 0 011 rs2as5025 15 4Beoseas 1s2455925  No 7 7
151036477 5 48894200 FBNL FBNL s om 0w 0rssosle AT 012 005 0 011 rss01510 15 48894109 1sSO1519  MoUis|PWMHDpL, Protein_BindingChIP-seq|IKZFL 5 s
151036477 5 48897262 FBNL FBNL 7 0o 1 06613 C T 004 005 0 011 rs636178 15 48897281 15636178 Nodata 7 7
151036477 b 48399399 FBNL FBNL 7 0e 1 0 12066790 G A 004 004 0 011 rs24667%0 15 48890308 152466790  No data 7 7
151036477 15 00087 FENL FBNL 7 0e 1 0 rsi67eBl ¢ T 004 004 0 011 rs16780EL 15 48000096 1sI676%1  Nodata 7 7
151036477 5 48901420 FBNL FBNL 7 09 1 o0rsie7ER2  C G 013 005 0 01l rsi67seE2 15 48901419 1s1678%62  Nodata 7 7
151036477 5 48303126 FBNL FBNL 6 09 1 0 rslol48 A G 0% 0% 1 08 rs1018148 15 48003125 1sI018148  MotisPWMIRxa 6 6
151036477 5 48914775 FBNL FBNL s 0o 1 0 rsl036476 T C 004 005 0 011 rs1036476 15 48914774 151036476  Chromatin_Structure|DNase-seq 5 5
151036477 b 48914926 FBNL FBNL 6 1 1 1rs1036477 A G 06 012 032 012 151086477 15 48914925 151036477 M 6 6
151036477 15 15864 FENL FBNL 6 1 1 or2uEs T C 055 011 0@ 012 21818l 15 48015683 1s2118181  Motis|PWM|Esrra, Motis|PWMIPOUSF2 6 6
151036477 5 48919103 FBNL FBNL 6 09 1 02028100 A C 004 005 0 011 rs2028100 15 48010102 15 Motfs|PWMJHOxd13, Motits|PWMITbp 6 6
151036477 5 48922360 FBNL FBNL 5 o8 1 0rsegoz04  C T 005 005 0 011 rs689304 15 48022350 15689304 5 5
151036477 5 48926202 FBNL FBNL 6 080 1 0rse2s034 T C 004 005 0 011 rs625034 15 48026201 1s625034  MoUSIPWMITCI?. MolfsIPWMIDD L. MotiSIPWMITI. Motit 6 6
151036477 5 48930645 FBNL FBNL 6 0% 0w 0 rsi67088 T C 061 008 004 012 rs1678983 15 48030644 1SI67B083  MoUISIPWMINF-AT, MotfsIPWMIAIRE 6 6
151036477 15 48939046 RP11.227D131  FENL s 051 s 0rsba3 T C 079 084 087 083 6493333 15 48030045 1s6493333  MoUiSIPWMIEV. L. MotisIFootorintinalEvi-1. Chromatin Strut 5 s
151036477 5 43039868 RP11.227D131  FENL 7 osr 1 0rsarsed T G 087 0% 1 089 s 15 48030887 154775760 Nodata 7 7
151036477 5 48041542 RP11.227D131  FENL 3 o5t s 0 1201351682 TIC T 073 085 086 083 rs201361662 15 48941541 nia csa 3
151036477 5 48044272 RP11227D131  FENL 7 o051 s 0228013 G A 07 083 087 083 152280136 15 4poad2rl 152289136  Nodata 7 7
151036477 5 48044563 RP11.227D131  FENL 7 o051 s 0TS0 A G 088 085 086 083 4775770 15 562 154775770 No data 7 7
1533063 1 69548788 C: cvess 7 o1 os 0 rs720086 T C 085 088 094 087 7200764 16 69548787 157200764  Nodata 7 7
1533063 1 69559696 . NEATS 7 om 09 0 rsaaz20 C T 088 088 093 086 s 16 69550605 154783720  No data 7 7
1533063 1 69563890 NFATS NEATS 4 o8 o; 0037 ¢ T 089 088 0% 08 7193778 16 69563889 157193778  Chromalin StructurelDNase-sea. Protein BindinalChiP-seal 4 4
1533063 1 69564247 NFATS NEATS 7 05 oss 0rslsI A G 085 08 09 08 rs13381120 16 69564246 1513331120 No data 7 7
1533063 1 69578482 NFATS NEATS 7 o8  om 0rsB062041 A G 087 088 091 085 rs806294L 16 6os7848L r Nodata 7 7
1533063 1 69500366 NFATS NEATS 1 om  om 0 s A G 087 088 091 086 rs1549287 16 69590365 151549267  Sincle NucleotidesILOC283970e0TL. Protein BindinalChIE 11 1
1533063 1 69591167 NFATS NEATS 7 o  om 0 rsllbaser T C 087 087 081 085 rs11644007 16 69591166 1511644997 7 7
1533063 5 69501283 NFATS NEATS s o7l om 0 rs1072658 C A 0% 085 09 083 s1972658 16 69591282 1s1072658  MoUISIPWMIFOXPL. MoliSIPWMAIRE. Protein BindinalChil 5 s
1533063 1 69591580 NFATS NEATS 7 osr  ow 0rslagsisl A G 089 088 091 086 rslaEsdsL 16 69591579 1s1d6SASL N 7 7
1533063 1 69599803 NFATS NEATS 4 o8 0w 0B A G 083 08 09 085 rsa0d8032 16 69599802 158048032  Chromatin StructurelFAIRE. Chromalin StruclurelDNase-se 4 4
1533063 5 69610002 NFATS NEATS 7 1 1 0204223 A G 088 088 09 086 rs244423 16 69610001 15204423 N 7 7
1533063 5 69617513 NFATS NEATS 1 1 1 0wz C G 087 088 081 086 rs244422 16 69617512 15204422 Sincle NucleotidesILOC2839701e0TL. Chromatin Structure! 11 1
1533063 5 69619368 NFATS NEATS 6 1 1 o0rsiess7 T G 089 08 081 086 rs168637 16 69619367 1sI68637  MoUls|PWMICDP, Molfs|PWM[ZIp2a1 6 6
1533063 5 69631748 NFATS NEATS 6 0% 1 03060 A G 087 087 088 086 s33060 16 69631747 1533060 6 6
1533063 1 69633245 NFATS NEATS 7 0% 1 036l T C 087 088 088 085 s3%06L 16 69633204 1533061 Nodata 7 7
1533063 5 69630771 NFATS NEATS 6 ow 1 03062 T ACG 095 087 089 085 s3%062 16 69639770 1s33062  MotisPWh|Lmo2complex 6 6
1533063 5 69640217 NFATS NEATS 6 1 1 133068 A G 08 08 081 086 rs33063 16 69640216 1s33063  Sincle NucleotidesILOC2B39701e0TL. MolfsIPWMIS0x17. b 6 6
1533063 5 69646778 NFATS NEATS 6 om 0w 020444 G A 087 087 09 084 rs2a4414 16 69646777 15204414 MoUSIPWMIEIS, MolfsPWMISH 6 6
1533063 1 69653606 NFATS NEATS 1 097 0w 038 C G 087 08 081 086 1s399%0 16 69653695 153999 Sincle NucleotidesILOC2339701e0TL. MoliSIPWMIREST. C 1d 1
1533063 1 69656889 NFATS NEATS 7 0o 0w 0rs100282 G A 088 08 09 086 rs100262 16 69656688 15190282 Nodata 7 7
1533063 5 69657656 NFATS NEATS 6 0o om 020449 T C 088 087 089 085 rs244410 16 69657655 15244419 6 6
1533063 5 69665208 NFATS NEATS 7 o 0w 020446 T C 087 087 09 085 rs244416 16 69665207 15244416 Nodata 7 7
1533063 5 69691850 NFATS NEATS 7 o 0 0 1s62040971 G A 002 012 011 014 rs62049971 16 69691858 1562049971  No data 7 7
1533063 5 69695643 NFATS NEATS 6 om0 0rs727E0 G A 001 012 012 014 rs72783110 16 69695642 1s72783110  MotiSIPWMIFoN 1, MolisPWMZIp105 6 6
1533063 1 69697615 NFATS NEATS s om0 0272 A C 003 012 01 014 rs72rsil2 16 69697614 1s72783112  Motis|PWM|Tctapze, Chromatin_StructurelDNase-seq 5 5
1533063 5 69700201 NFATS NEATS 6 om0 0 1s62040973 A G 001 012 01 014 rs62049973 16 69700200 1s62049973  MotS|PWMIRFXL 6 6
1533063 5 69701487 NFATS NEATS 7 o s 0 rs17208067 G C 001 012 01 015 s17208067 16 69701486 1517298067 7 7
1533063 5 60711888 NEATS 6 om0 0 rse2049074 T G 001 012 01 014 rs62049974 16 GO7LIGE7 1sG2049974  MolisPWMIZIp1s? 6 6
1533063 5 69737468 RPILIIC241  NFATS 1 om  ow 0 rs9980 c c 001 012 009 014 s 16 69737467 rs Sinale. Nucleoldes|LOC2839701e0TL. MolSIPWMHOXAZ. 11 1
1533063 1 69737908 RP1LIIC241  NFATS 5 om  ow 0rs1043470 G T 001 012 01 014 16 69737907 151043470  Chromatin StructurelFAIRE. Chromalin StruclurelDNase-se 5 5
1533063 5 69742387 NQOL NQOL 6 o 09 015612500 A G 001 012 01 014 1s56125990 16 69742386 1sS6125990  Motis|PWMINF-mUEL MotfsPWMYYL 6 6
1533063 5 69763280 CTD2033A163  NQOL 7 o o8 0 siseai0st C T 001 012 01 015 15113441031 16 69763279 15113441031 No data 7 7
1533063 5 69765524 CTD2033A163  NQOT 7 o7 087 o rs21028 C T 001 012 01 015 s12145028 I eonesezs v Nodata 7 7
1533063 5 69770032 CTD2033A163  NOBL 7 om o 0 rs138003217 G A 001 012 01 015 rs13a083217 16 697700 data 7 7
1533063 1 69775500 CTD2033A163  NOBL 1 om as 0 rsi7200478 C T 001 012 01 015 s17200478 16 Garrace 517200475 Sncle NucleaideslLOC2A39700TL Chiomati Stucure 1 1
1533063 5 69769106 NOBL NOBL 4 o 08 0 rso6250873 C T 001 012 01 015 rs56250873 6 eBTonios 1sSe2s9073 - Chromatin SiucrslONase g0, Proin BindnaChiP-seal 4 4
1533063 5 69795323 WWP2 P: 6 0% om 0 1sS6140069 A T 001 015 01 016 rs56140069 16 69795322 1sS6L40069  Motis|PWM|Mafb, Motis|PWMPOUS: 6 6
1533063 5 69802865 WWP2 wwe2 7 0% om 0 rse205008 AT 001 015 011 016 rs62050088 16 69802864 1562050038  No data 7 7
is: 69818963 WWP2 wwe2 6 05 om 0 rs11320661 A G 001 014 01 016 rs113420661 16 69818982 15113420661 Ghromatin 6 6

33063
CHR = chromosome
D betuween the lead SNP and the query SNP

at
R lrequency in lhe sitcan ppulaon
ad-mixet

EUR = european
GERP_cons = conservation score in multi-species alignment

SiPhy_cons = conservation score according o SiPhy.

Each annotation comes from two sources: GERP/SyPhy; GENCODE/Roadmap ; GENCODE/RefSeq



Table S6. ENCODE supporting data on BP associated SNPs

direct
Cardiovas Regulation interactor
Genome Combined cular Vascular of Blood  with Functional

Sentinel position  Highest scoring funcitonal Disease  Disease Hypertension Pressure Hypertension MESH Candidate Literature Druggable

SNP Chr (hg19)  Proxy SNP score D'LD RegulomeDB ¢ Gene ID Entrez_ID (MESH) (MESH) (MESH) (GO) MESH gene candidate (<4 score) Candidate annotation

rs1682312 2 183210447 rs864417 5 0.77 0.93 Chromatin_Str PDE1A 5136 . No No Yes Class 2: tools availabl
rs285427¢ 6 32623223 rs9273327 1 0.59 0.77 Single_Nucleo HLA-DQB1 3119 . No Yes Yes Non-druggable
rs285427¢ 6 32713862 rs2854275 eQTL HLA-DRB4 3126 . . . No Yes No Non-druggable
rs228297¢ 7 92264410 rs2282978 2 1 1 Motifs|PWM|L' CDK6 1021 . y Y Yes Yes Yes Class 2:tools available
rs102240C 7 151403260 rs57807319 2 0.77 0.91 Motifs|Footprir PRKAG2 51422 . Y Yes Yes Yes Non-druggable
rs4746172 10 75853796 rs10824069 5 0.98 1 Motifs|PWM|P VCL 7414 . Y Yes No Yes Class 4 :predicted dru
rs4746172 10 75883129 rs201890718 3 0.92 0.96 Motifs|PWM|R AP3M1 26985 . Y Yes Yes No Non-druggable
rs4746172 10 75911680 rs3812639 2 0.5 0.96 Motifs|PWM|F ADK 132 . Y Yes Yes No Class 2:tools available
rs217727 11 1973484 rs217727 eQTL AK126915 . No Yes No Non-druggable
rs217727 11 2002472 rs10840140 4 0.7 0.93 Motifs|Footprir MRPL23 6150 . No No No Non-druggable
rs217727 11 2011205 rs11564745 2 0.52 0.83 Motifs|PWM|Z MRPL23-AS1 1E+08 . . No Yes No Non-druggable
rs217727 11 2021980 rs2525883 2 0.79 0.91 Motifs|Footprir H19 283120 . Y Yes Yes Yes Non-druggable
rs757081 11 17230850 rs140613036 2 0.5 0.74 Motifs|PWM|C PIK3C2A 5286 . . No Yes No Class 3:Gene Related
rs757081 11 17260918 rs10832750 1 0.52 0.83 Single_Nucleo NUCB2 4925 . Y Yes Yes Yes Class 4 :predicted dru
rs757081 11 17308259 rs757081 eQTL SNORD14A 26822 . No Yes No Non-druggable
rs757081 11 17375260 rs10535629 2 0.57 -0.87 Motifs|Footprir NCR3LG1 374383 . . . No Yes No Class 4 :predicted dru
rs757081 11 17405617 rs1002226 4 0.52 -0.81 Chromatin_Str KCNJ11 3767 Y Y Y Yes No Yes Class 1:Drug on Mark
rs374137¢€ 11 65380124 rs1078457 4 0.52 0.93 Chromatin_Str MAP3K11 4296 . Y Yes No No Class 2:tools available
rs374137¢ 11 65384727 rs12790427 2 0.56 0.99 Motifs|PWM]|L: PCNXL3 399909 . No Yes No Class 4 :predicted dru
rs374137¢ 11 65408937 rs3741378 1 1 1 Chromatin_Str SIPA1 6494 . . No Yes No Non-druggable
rs374137¢ 11 65422591 rs7119750 4 0.9 0.97 Chromatin_Str RELA 5970 . Y No No Yes Class 2:tools available
rs374137¢ 11 65484719 rs2236683 4 0.79 0.93 Chromatin_Str KAT5 10524 . Y Yes No No Class 2:tools available
rs374137¢ 11 65499692 rs12361032 6 0.61 0.81 Motifs|PWM|P RNASEH2C 84153 . No No No Non-druggable
rs374137¢ 11 65549506 rs61895678 5 0.51 0.73 Motifs|PWM|A AP5B1 91056 . . No No No Non-druggable
rs729741€ 12 54417576 rs736825 3 0.6 0.91 Motifs|PWM|K HOXC5 3222 . Y Yes Yes No Non-druggable
rs729741€ 12 54424123 rs7308105 2 0.52 0.82 Motifs|PWM|Z HOXC6 3223 . Y Yes Yes No Non-druggable
rs729741€ 12 54445215 rs199718335 2 0.79 0.95 Motifs|PWM|R HOXC4 3221 . . Y Yes Yes No Non-druggable
rs1036477 15 48793615 rs77360718 2 0.77 0.94 Motifs|Footprir FBN1 2200 Y Y Y Yes Yes Yes Non-druggable
rs33063 16 68197718 rs33063 eQTL LOC283970 . No Yes No Non-druggable
rs33063 16 69548788 rs7200764 7 0.7 0.86 No data CYB5B 80777 . No No No Non-druggable
rs33063 16 69590366 rs1549287 1 0.87 0.94 Single_Nucleo NFAT5 10725 . Y Yes Yes Yes Non-druggable
rs33063 16 69742387 rs56125990 6 0.82 -0.9 Motifs|PWM|N NQO1 1728 . Y Yes No Yes Class 1:Drug on Mark
rs33063 16 69775500 rs17299478 1 0.71 -0.86 Single_Nucleo NOB1 28987 . No Yes No Non-druggable
rs33063 16 69795323 rs56140069 6 0.59 -0.82 Motifs|PWM|M WWP2 11060 . No No Yes Non-druggable
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