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Supplemental Figure 1. QQ plots of interaction with AF 
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Supplemental Table 1. Top 10 interactions for each AF SNP  

AF SNP  Interacting SNP Interaction effects 

SNP Closest 
gene SNP Locus Closest gene Location Coding 

allele CAF OR+ 95% CI* P value 

rs10507248 TBX5 rs10079502 5p14.1 LOC340107 Intergenic T 0.94 1.50 1.26-1.80 8.2E-06 
rs10507248 TBX5 rs2222738 2p16.3 NRXN1 Intergenic A 0.70 0.87 0.82-0.93 1.3E-05 
rs10507248 TBX5 rs1225886 20p12.1 MACROD2 Intron T 0.41 1.14 1.07-1.20 1.3E-05 
rs10507248 TBX5 rs1590042 2p16.3 NRXN1 Intergenic A 0.16 1.19 1.10-1.28 1.4E-05 
rs10507248 TBX5 rs10241686 7p21.1 SNX13 Intergenic A 0.06 0.48 0.34-0.67 1.5E-05 
rs10507248 TBX5 rs17683844 17q22 TOM1L1 Intergenic T 0.81 1.19 1.10-1.28 1.5E-05 
rs10507248 TBX5 rs1702510 18q23 LOC339298 Intergenic T 0.80 1.17 1.09-1.25 2.0E-05 
rs10507248 TBX5 rs1080669 19q13.33 KLK13 Intron T 0.15 0.82 0.75-0.90 2.2E-05 
rs10507248 TBX5 rs11770723 7p21.1 SNX13 Intergenic T 0.94 2.04 1.47-2.84 2.3E-05 
rs10507248 TBX5 rs4775500 15q22.2 MGC15885 Intergenic T 0.23 1.15 1.08-1.22 2.3E-05 
rs10821415 C9orf3 rs1492056 3p14.1 MITF Intergenic A 0.43 1.15 1.09-1.21 1.4E-07 
rs10821415 C9orf3 rs6549264 3p14.1 MITF Intergenic A 0.55 0.88 0.83-0.92 4.8E-07 
rs10821415 C9orf3 rs6480976 10q21.1 MBL2 Intergenic A 0.57 0.87 0.83-0.92 5.1E-07 
rs10821415 C9orf3 rs9839734 3p14.1 MITF Intergenic A 0.55 0.88 0.83-0.92 5.9E-07 
rs10821415 C9orf3 rs9840397 3p14.1 MITF Intergenic A 0.55 0.88 0.83-0.92 5.9E-07 
rs10821415 C9orf3 rs6772684 3p14.1 MITF Intergenic A 0.45 1.14 1.08-1.20 6.1E-07 
rs10821415 C9orf3 rs9840590 3p14.1 MITF Intergenic A 0.55 0.88 0.83-0.92 6.2E-07 
rs10821415 C9orf3 rs9834141 3p14.1 MITF Intergenic T 0.55 0.88 0.83-0.92 6.8E-07 
rs10821415 C9orf3 rs7634340 3p14.1 MITF Intergenic A 0.46 1.14 1.08-1.20 6.8E-07 
rs10821415 C9orf3 rs6549265 3p14.1 MITF Intergenic A 0.45 1.14 1.08-1.20 7.1E-07 
rs10824026 SYNPO2L rs7963529 12q12 PRICKLE1 Intergenic A 0.89 1.36 1.21-1.54 8.3E-07 
rs10824026 SYNPO2L rs7302231 12q12 PRICKLE1 Intergenic A 0.89 1.36 1.20-1.54 1.2E-06 
rs10824026 SYNPO2L rs8088466 18q12.3 SLC14A2 Intron T 0.30 1.20 1.11-1.30 3.8E-06 
rs10824026 SYNPO2L rs6865647 5q11.2 PDE4D Intron A 0.87 0.79 0.71-0.87 4.8E-06 
rs10824026 SYNPO2L rs2054996 4p15.2 PPARGC1A Intergenic T 0.79 0.83 0.76-0.90 7.0E-06 
rs10824026 SYNPO2L rs6580059 5q33.2 GALNT10 Intron T 0.85 1.28 1.15-1.43 7.2E-06 
rs10824026 SYNPO2L rs1950500 14q12 NFATC4 Intergenic T 0.29 0.84 0.78-0.91 7.4E-06 
rs10824026 SYNPO2L rs12590407 14q12 NFATC4 Promoter A 0.71 1.19 1.10-1.28 7.7E-06 
rs10824026 SYNPO2L rs2220642 4p15.2 PPARGC1A Intergenic A 0.79 0.83 0.76-0.90 7.7E-06 
rs10824026 SYNPO2L rs1511452 4p15.2 PPARGC1A Intergenic A 0.25 1.19 1.10-1.29 8.1E-06 
rs1152591 SYNE2 rs11700857 21q22.3 U2AF1 Intergenic T 0.84 0.84 0.79-0.90 1.8E-06 
rs1152591 SYNE2 rs9812373 3q26.33 USP13 Intron T 0.93 0.78 0.71-0.87 2.1E-06 
rs1152591 SYNE2 rs17630775 7p12.3 ABCA13 Intron A 0.06 0.72 0.63-0.83 2.1E-06 
rs1152591 SYNE2 rs3852927 20q13.2 CBLN4 Intergenic A 0.33 1.14 1.08-1.20 2.1E-06 
rs1152591 SYNE2 rs9833938 3q26.33 USP13 Intron T 0.93 0.79 0.71-0.87 2.1E-06 
rs1152591 SYNE2 rs6069295 20q13.2 CBLN4 Intergenic A 0.68 0.88 0.83-0.93 2.3E-06 
rs1152591 SYNE2 rs13043784 20q13.2 CBLN4 Intergenic T 0.66 0.88 0.84-0.93 2.3E-06 
rs1152591 SYNE2 rs4785185 16q12.1 ZNF423 Intron T 0.22 0.87 0.82-0.92 2.3E-06 
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AF SNP  Interacting SNP Interaction effects 

SNP Closest 
gene SNP Locus Closest gene Location Coding 

allele CAF OR+ 95% CI* P value 

rs1152591 SYNE2 rs8125772 20q13.2 CBLN4 Intergenic A 0.68 0.88 0.83-0.93 2.4E-06 
rs1152591 SYNE2 rs12481038 20q13.2 CBLN4 Intergenic T 0.68 0.88 0.83-0.93 2.4E-06 

rs12415501 NEURL rs699801 1p31.1 CRYZ Intergenic T 0.45 1.19 1.12-1.27 1.9E-07 
rs12415501 NEURL rs3113980 1p31.1 CRYZ Intergenic T 0.45 1.19 1.11-1.27 2.4E-07 
rs12415501 NEURL rs1340985 1p31.1 CRYZ Intergenic A 0.55 0.84 0.79-0.90 2.7E-07 
rs12415501 NEURL rs3098953 1p31.1 CRYZ Intergenic T 0.55 0.84 0.79-0.90 2.7E-07 
rs12415501 NEURL rs7946907 11p15.2 SPON1 Intron A 0.54 1.18 1.11-1.26 4.7E-07 
rs12415501 NEURL rs2303973 11p15.2 SPON1 Missense A 0.54 1.18 1.11-1.26 4.8E-07 
rs12415501 NEURL rs11711838 3q28 FGF12 Intron T 0.31 0.84 0.79-0.91 3.4E-06 
rs12415501 NEURL rs10164009 18p11.32 METTL4 Intergenic T 0.93 0.69 0.59-0.81 3.5E-06 
rs12415501 NEURL rs10958142 8q21.13 RALYL Intergenic T 0.29 1.19 1.11-1.28 4.3E-06 
rs12415501 NEURL rs7833584 8q21.13 RALYL Intergenic T 0.29 1.19 1.11-1.28 4.4E-06 
rs13216675 GJA1 rs1559765 11q24.3 ETS1 Intergenic C 0.69 1.16 1.09-1.23 1.8E-06 
rs13216675 GJA1 rs11221175 11q24.3 ETS1 Intergenic C 0.69 1.16 1.09-1.23 2.8E-06 
rs13216675 GJA1 rs4877276 9q21.33 NTRK2 Intergenic T 0.45 1.14 1.08-1.21 4.3E-06 
rs13216675 GJA1 rs17778070 4q31.23 NR3C2 Intergenic T 0.80 0.85 0.80-0.91 4.8E-06 
rs13216675 GJA1 rs11221187 11q24.3 ETS1 Intergenic A 0.70 1.15 1.08-1.22 5.7E-06 
rs13216675 GJA1 rs12567590 1q42.13 PRSS38 Intergenic A 0.91 0.76 0.68-0.86 5.7E-06 
rs13216675 GJA1 rs12562786 1q42.13 PRSS38 Intergenic C 0.91 0.77 0.68-0.86 5.8E-06 
rs13216675 GJA1 rs10269328 7p15.3 RAPGEF5 Intergenic T 0.81 0.85 0.79-0.91 6.2E-06 
rs13216675 GJA1 rs1940365 11q24.3 ETS1 Intergenic A 0.53 1.14 1.07-1.20 6.3E-06 
rs13216675 GJA1 rs11221163 11q24.3 ETS1 Intergenic A 0.53 1.13 1.07-1.20 7.3E-06 
rs1448818 PITX2_2 rs693832 8p21.1 MIR3622B Intergenic T 0.89 0.79 0.72-0.86 3.1E-07 
rs1448818 PITX2_2 rs17469423 8p21.1 MIR3622A Intergenic A 0.11 1.27 1.16-1.39 3.5E-07 
rs1448818 PITX2_2 rs10216643 8p21.1 CCDC25 Intergenic A 0.90 0.79 0.72-0.87 4.0E-07 
rs1448818 PITX2_2 rs2328452 20p11.23 RIN2 Intergenic A 0.12 0.80 0.73-0.87 4.7E-07 
rs1448818 PITX2_2 rs9653629 20p11.23 RIN2 Intergenic A 0.12 0.80 0.74-0.87 4.8E-07 
rs1448818 PITX2_2 rs11984514 8p21.1 CCDC25 Intergenic T 0.10 1.26 1.15-1.38 5.2E-07 
rs1448818 PITX2_2 rs17385257 8p21.1 CCDC25 Intergenic T 0.10 1.26 1.15-1.38 5.5E-07 
rs1448818 PITX2_2 rs17370440 20p11.23 RIN2 Intergenic A 0.09 0.78 0.71-0.86 6.4E-07 
rs1448818 PITX2_2 rs17298185 20p11.23 RIN2 Intergenic A 0.09 0.78 0.71-0.86 7.3E-07 
rs1448818 PITX2_2 rs805559 20q11.23 RALGAPB Intron A 0.17 1.21 1.12-1.30 7.9E-07 
rs2106261 ZFHX3 rs12652090 5q34 TENM2 Intergenic A 0.11 1.31 1.18-1.45 2.1E-07 
rs2106261 ZFHX3 rs11640649 16q23.2 CMIP Intron T 0.06 1.54 1.30-1.83 7.7E-07 
rs2106261 ZFHX3 rs16952029 16q23.2 MAF Intergenic A 0.18 1.26 1.15-1.38 9.1E-07 
rs2106261 ZFHX3 rs4677777 3q29 XXYLT1 Intergenic A 0.27 1.19 1.11-1.28 1.4E-06 
rs2106261 ZFHX3 rs2160523 12p13.2 BCL2L14 Intron T 0.50 0.86 0.81-0.91 1.8E-06 
rs2106261 ZFHX3 rs12497228 3q29 XXYLT1 Intergenic C 0.73 0.84 0.79-0.90 1.8E-06 
rs2106261 ZFHX3 rs4677772 3q29 XXYLT1 Intergenic A 0.74 0.84 0.78-0.90 1.9E-06 
rs2106261 ZFHX3 rs2285117 22q13.31 ARHGAP8 Intron T 0.25 0.83 0.77-0.90 2.0E-06 
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AF SNP  Interacting SNP Interaction effects 

SNP Closest 
gene SNP Locus Closest gene Location Coding 

allele CAF OR+ 95% CI* P value 

rs2106261 ZFHX3 rs2043264 3q29 XXYLT1 Intergenic T 0.27 1.19 1.11-1.27 2.0E-06 
rs2106261 ZFHX3 rs6874869 5q34 TENM2 Intergenic T 0.90 0.78 0.70-0.86 2.2E-06 
rs3807989 CAV1 rs3802477 9q22.33 GABBR2 Intron T 0.95 0.74 0.66-0.83 3.6E-07 
rs3807989 CAV1 rs2327995 6p22.3 ATXN1 Intron T 0.73 0.87 0.82-0.92 4.3E-07 
rs3807989 CAV1 rs17669102 6p22.3 ATXN1 Intron T 0.26 1.15 1.09-1.21 7.0E-07 
rs3807989 CAV1 rs17669356 6p22.3 ATXN1 Intron T 0.79 0.87 0.82-0.92 2.2E-06 
rs3807989 CAV1 rs3793100 6p22.3 ATXN1 Intron A 0.21 1.15 1.09-1.22 3.8E-06 
rs3807989 CAV1 rs4841108 8p23.1 PPP1R3B Intergenic A 0.33 1.15 1.08-1.23 5.9E-06 
rs3807989 CAV1 rs447656 21q22.3 ADARB1 Intron T 0.10 1.21 1.11-1.31 6.0E-06 
rs3807989 CAV1 rs12916788 15q22.31 MEGF11 Intron T 0.68 1.13 1.07-1.20 6.1E-06 
rs3807989 CAV1 rs11631331 15q22.31 MEGF11 Intron C 0.63 1.12 1.07-1.18 7.6E-06 
rs3807989 CAV1 rs12903154 15q22.31 MEGF11 Intron T 0.37 0.89 0.85-0.94 8.0E-06 
rs3903239 PRRX1 rs288451 10q22.3 LINC00595 Intergenic T 0.07 1.33 1.19-1.49 9.0E-07 
rs3903239 PRRX1 rs7910940 10p14 GATA3 Intergenic T 0.37 1.13 1.07-1.19 1.7E-06 
rs3903239 PRRX1 rs7082115 10p14 GATA3 Intergenic C 0.63 0.89 0.84-0.93 1.7E-06 
rs3903239 PRRX1 rs10905431 10p14 GATA3 Intergenic T 0.37 1.13 1.07-1.19 2.1E-06 
rs3903239 PRRX1 rs4738374 8q21.11 STAU2 Intron T 0.52 0.89 0.85-0.94 3.7E-06 
rs3903239 PRRX1 rs4737384 8q21.11 STAU2 Intron A 0.48 1.12 1.07-1.18 4.0E-06 
rs3903239 PRRX1 rs13271172 8q21.11 STAU2 Intron C 0.48 1.12 1.07-1.18 4.4E-06 
rs3903239 PRRX1 rs844429 10q22.3 LINC00595 Intergenic T 0.92 0.81 0.74-0.89 4.5E-06 
rs3903239 PRRX1 rs149624 10q22.3 LINC00595 Intergenic A 0.08 1.23 1.13-1.35 4.6E-06 
rs3903239 PRRX1 rs6472783 8q21.11 STAU2 Intron T 0.58 0.89 0.85-0.94 5.8E-06 
rs4400058 PITX2_3 rs733804 17p13.1 GAS7 Intron A 0.35 1.22 1.12-1.33 3.0E-06 
rs4400058 PITX2_3 rs9380704 6p21.2 ZFAND3 Intergenic T 0.27 1.22 1.12-1.33 5.7E-06 
rs4400058 PITX2_3 rs4142102 6p21.2 ZFAND3 Intergenic A 0.27 1.22 1.12-1.33 7.1E-06 
rs4400058 PITX2_3 rs259693 6p21.2 ZFAND3 Intron C 0.72 0.82 0.75-0.89 7.5E-06 
rs4400058 PITX2_3 rs12523829 6p21.2 ZFAND3 Intergenic A 0.26 1.22 1.12-1.33 8.3E-06 
rs4400058 PITX2_3 rs9349051 6p21.2 ZFAND3 Intergenic A 0.26 1.22 1.12-1.33 8.8E-06 
rs4400058 PITX2_3 rs6697414 1p32.3 SSBP3 Intron A 0.26 0.78 0.70-0.87 1.1E-05 
rs4400058 PITX2_3 rs6484478 11p14.1 ARL14EP Intergenic A 0.30 1.22 1.12-1.33 1.2E-05 
rs4400058 PITX2_3 rs9470723 6p21.2 ZFAND3 Intron T 0.28 1.21 1.11-1.32 1.2E-05 
rs4400058 PITX2_3 rs4711522 6p21.2 ZFAND3 Intron A 0.73 0.83 0.76-0.90 1.2E-05 
rs4642101 CAND2 rs10868854 9q21.11 TRPM3 Intron A 0.54 0.88 0.84-0.93 3.7E-06 
rs4642101 CAND2 rs10780951 9q21.11 TRPM3 Intron T 0.46 1.13 1.07-1.19 4.6E-06 
rs4642101 CAND2 rs2189325 7q31.1 IMMP2L Intron A 0.07 0.78 0.70-0.87 5.7E-06 
rs4642101 CAND2 rs11657095 17q22 MSI2 Intron A 0.15 1.18 1.10-1.27 8.8E-06 
rs4642101 CAND2 rs17834063 17q22 MSI2 Intron A 0.85 0.84 0.78-0.91 9.6E-06 
rs4642101 CAND2 rs1374110 2q22.1 THSD7B Intergenic T 0.83 1.18 1.10-1.28 1.3E-05 
rs4642101 CAND2 rs2079916 4q12 LOC255130 Promoter A 0.35 1.13 1.07-1.19 1.4E-05 
rs4642101 CAND2 rs2090174 7p21.3 PER4 Intergenic A 0.26 0.86 0.80-0.92 1.5E-05 
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AF SNP  Interacting SNP Interaction effects 

SNP Closest 
gene SNP Locus Closest gene Location Coding 

allele CAF OR+ 95% CI* P value 

rs4642101 CAND2 rs6554438 4q12 LOC255130 Intergenic A 0.35 1.13 1.07-1.19 1.6E-05 
rs4642101 CAND2 rs913030 10q26.11 NANOS1 Intergenic C 0.55 0.89 0.84-0.94 1.7E-05 
rs6490029 CUX2 rs9874287 3p26.2 LRRN1 Intergenic T 0.32 0.86 0.81-0.92 3.2E-06 
rs6490029 CUX2 rs6011263 20q13.33 LINC00659 Promoter T 0.86 0.82 0.76-0.89 4.0E-06 
rs6490029 CUX2 rs2642099 14q21.3 RPL10L Intergenic T 0.09 1.26 1.14-1.39 4.7E-06 
rs6490029 CUX2 rs6011258 20q13.33 LINC00659 Intergenic A 0.86 0.82 0.76-0.89 4.8E-06 
rs6490029 CUX2 rs4234126 2q37.3 ANKMY1 Intron T 0.73 0.86 0.80-0.91 4.8E-06 
rs6490029 CUX2 rs6011255 20q13.33 LINC00659 Intergenic T 0.14 1.21 1.12-1.32 5.1E-06 
rs6490029 CUX2 rs856945 20q13.33 LINC00659 3_UTR A 0.86 0.83 0.76-0.90 5.2E-06 
rs6490029 CUX2 rs856954 20q13.33 LINC00659 Intron T 0.86 0.83 0.76-0.90 5.9E-06 
rs6490029 CUX2 rs10198074 2q37.3 ANKMY1 Intron T 0.73 0.86 0.80-0.92 6.2E-06 
rs6490029 CUX2 rs13083844 3p26.2 LRRN1 Intergenic T 0.68 1.16 1.09-1.24 7.0E-06 
rs6666258 KCNN3 rs4895671 6q24.3 EPM2A Intergenic A 0.94 0.77 0.69-0.86 2.0E-06 
rs6666258 KCNN3 rs1972364 6q24.3 EPM2A Intergenic A 0.06 1.30 1.17-1.45 2.0E-06 
rs6666258 KCNN3 rs1972365 6q24.3 EPM2A Intergenic A 0.06 1.30 1.17-1.44 2.1E-06 
rs6666258 KCNN3 rs4896791 6q24.3 EPM2A Intergenic T 0.94 0.77 0.69-0.86 2.5E-06 
rs6666258 KCNN3 rs4895672 6q24.3 EPM2A Intergenic A 0.06 1.29 1.16-1.44 2.5E-06 
rs6666258 KCNN3 rs1890200 6q24.3 EPM2A Intergenic A 0.06 1.30 1.16-1.44 2.6E-06 
rs6666258 KCNN3 rs2048236 6q24.3 EPM2A Intergenic A 0.06 1.31 1.17-1.47 2.6E-06 
rs6666258 KCNN3 rs4492209 6q24.3 EPM2A Intergenic T 0.06 1.29 1.16-1.44 2.6E-06 
rs6666258 KCNN3 rs7751268 6q24.3 EPM2A Intergenic A 0.94 0.77 0.69-0.86 2.9E-06 
rs6666258 KCNN3 rs7773601 6q24.3 EPM2A Intergenic A 0.06 1.31 1.17-1.47 3.1E-06 
rs6817105 PITX2 rs4747672 10p11.23 SVIL Intron A 0.84 0.81 0.73-0.88 3.3E-06 
rs6817105 PITX2 rs11597820 10p11.23 SVIL Intron A 0.84 0.81 0.74-0.89 4.5E-06 
rs6817105 PITX2 rs10965244 9p21.3 CDKN2B Intergenic A 0.78 0.78 0.70-0.86 4.5E-06 
rs6817105 PITX2 rs4747675 10p11.23 SVIL Intron C 0.79 0.82 0.75-0.89 5.3E-06 
rs6817105 PITX2 rs7031458 9q21.32 RASEF Intergenic T 0.32 1.18 1.10-1.27 8.4E-06 
rs6817105 PITX2 rs7676960 4p15.33 LOC152742 Intergenic T 0.45 0.86 0.80-0.92 8.4E-06 
rs6817105 PITX2 rs7694051 4p15.33 LOC152742 Intergenic T 0.55 1.17 1.09-1.25 9.6E-06 
rs6817105 PITX2 rs7901774 10p11.23 SVIL Intron T 0.17 1.22 1.12-1.34 9.9E-06 
rs6817105 PITX2 rs2012160 2q37.3 ANO7 Intron T 0.72 0.83 0.76-0.90 9.9E-06 
rs6817105 PITX2 rs967559 2q37.3 ANO7 Intron C 0.28 1.21 1.11-1.31 1.0E-05 
rs6838973 PITX2_4 rs2634073 4q25 PITX2 Intergenic T 0.19 0.86 0.81-0.92 3.0E-06 
rs6838973 PITX2_4 rs2634071 4q25 PITX2 Intergenic T 0.19 0.87 0.81-0.92 3.8E-06 
rs6838973 PITX2_4 rs2231224 3q27.1 AP2M1 Synonymous A 0.19 0.86 0.81-0.92 7.9E-06 
rs6838973 PITX2_4 rs7614381 3q27.1 ABCF3 Intron T 0.20 0.86 0.81-0.92 1.0E-05 
rs6838973 PITX2_4 rs8478 3q27.1 AP2M1 Synonymous T 0.19 0.87 0.81-0.92 1.0E-05 
rs6838973 PITX2_4 rs136769 22q13.32 C22orf34 Intergenic T 0.10 1.32 1.17-1.49 1.0E-05 
rs6838973 PITX2_4 rs17741418 14q31.3 GALC Intergenic A 0.05 0.75 0.67-0.86 1.0E-05 
rs6838973 PITX2_4 rs10867910 9q21.32 RASEF Intergenic T 0.33 0.88 0.83-0.93 1.1E-05 
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gene SNP Locus Closest gene Location Coding 

allele CAF OR+ 95% CI* P value 

rs6838973 PITX2_4 rs10867909 9q21.32 RASEF Intergenic A 0.67 1.13 1.07-1.20 1.1E-05 
rs6838973 PITX2_4 rs2723300 4q25 PITX2 Intergenic A 0.32 0.89 0.84-0.94 1.4E-05 
rs7164883 HCN4 rs4980345 15q25.3 SLC28A1 Intron T 0.06 1.44 1.27-1.65 4.3E-08 
rs7164883 HCN4 rs12591784 15q25.3 SLC28A1 Intron A 0.94 0.69 0.61-0.79 5.0E-08 
rs7164883 HCN4 rs16974622 15q25.3 SLC28A1 Intron A 0.94 0.70 0.61-0.80 1.0E-07 
rs7164883 HCN4 rs12438877 15q25.3 SLC28A1 Intron A 0.06 1.46 1.26-1.68 1.8E-07 
rs7164883 HCN4 rs12440771 15q25.3 SLC28A1 Intron T 0.94 0.69 0.60-0.79 1.9E-07 
rs7164883 HCN4 rs11728305 4q12 SRD5A3 Intergenic T 0.71 0.82 0.76-0.89 7.9E-07 
rs7164883 HCN4 rs7341756 9q31.2 KLF4 Intergenic A 0.09 1.36 1.20-1.56 3.9E-06 
rs7164883 HCN4 rs12554275 9q31.2 KLF4 Intergenic C 0.90 0.74 0.65-0.84 4.2E-06 
rs7164883 HCN4 rs11887070 2q36.1 KCNE4 Intergenic T 0.88 0.79 0.71-0.87 7.4E-06 
rs7164883 HCN4 rs11914048 22q13.31 PARVB Intron T 0.77 0.82 0.74-0.89 1.0E-05 
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