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In the original version of this Article, several numbers were given incorrectly in Tables 1 and 2 in columns 5 (EAF), 6 (N) and 7
(Z-score). The mistakes arose when one population was removed from the analyses but the numbers were not updated in the tables.
These have now been corrected in both the HTML and PDF versions of the Article. The incorrect versions of these tables appear below
as Tables 1 and 2 and the correct versions as Tables 3 and 4, respectively.
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AUTHOR CORRECTION

Table 1 Genome-wide significant associations for AUDIT-C in the trans-population meta-analysis

rsiD Chr:pos? A1/A2 Geneb EAF N Z-score P_EA P_AA P_LA P_EAA P_SAA Effect P_ meta
rs1260326 2:27730940  C/T GCKR® 0.652 270,226 822 1.74x10-16  0.110 0.067 0.987 0739 +++++ 2.04x10716
rs2683616 2:58035555  A/G VRK2d 0.624 211,399 6.22 1.80x10-9 NA 0.060 0.487 NA 4+?74-?  4.95x10-10
rs12639940  4:39420981  A/G KLBe 0.613 194,761 593 3.45x107°  NA NA 0.626 NA 42742 3.06x10~°
rs1229984 4100239319  C/T ADH1B¢ 0970 272358 2456 4.83x10-102 131x1019  4.40x10-'® 9.05x10-3 NA +4H4? 3.62x10°133
rs142783062  4:100270960 D/I ADHICe 0345 271,444 982  204x107  475x10~7 490x10~4 0.019 0779  +++++ 9.50x10-2
rs13107325 4103188709  C/T SLC39A8¢ 0.937 270,248 1145 143x10725  1.07x1074 223x1073 NA NA 44477 224x10°30
rs4423856 4:150984857  T/C DCLK24 0796 212,444 566  360x1078  NA 0.289 0.574 0144  +?4+++  148x10°8
rs2961816 5:50443691  A/C IsL1d 0.683 260,828 574 124x10-7  0.021 0.641 0.932 0137 +++++ 9.75x10°°
rs4841132 8:9183596 A/G PPPIR3BY 0101 276,763  5.46 275x10=¢  659x10-3 0.226 NA 0148 ———?4+ 3.62x10°8
rs62033408  16:53827962 A/G FTO® 0.678 270,067 9.08  220x107>  478x10"> 0.229 0177 0.027  +++++  111x10°1°
rs9902512 17:47094274  C/G IGF2BP1®  0.664 207,229  -5.81 381x1078  NA 0.055 0.782 NA —?——?  624x107°
rs142997686  17:79419159  D/I BAHCCI® 0384 21,314 5.84 177x107%  NA 0.944 0.434 0.840 +?—4— 539x10°°
rs75723348  22:41420679 T/G RBX7d 0736 275328 555 297x10~7  0.063 0.072 0.536 0579  +++++  111x10°8

The loci shown represent completely independent signals after conditioning analyses

Al effect allele, A2 other allele, EAF effective allele frequency, EA European American, AA African American, LA Latino American, EAA East Asian American, SAA South Asian American
2Human Genome hg19 assembly

bGene nearest to the lead SNP

CProtein-coding gene contains the lead SNP

dProtein-coding gene nearest to the lead SNP

Table 2 Genome-wide significant associations for AUD in the trans-population meta-analysis

rsID Chr:pos? A1/A2  GeneP EAF N Z-score  P_EA P_AA P_LA P_EAA P_SAA  Effect P_ meta
rs1260326 2:27730940 c/T GCKRe 0.651 271,763 733 144 %1076 0.679 0.778 0.830 0820  +++—+ 227x10°1B
rs540606 2:45138507 A/G Six3d 0.409 213336  -6.49 2.84x10710  NA 0.175 0.411 NA -7 858 x 10~
rs5860563  4:100047157  D/I ADH4¢ 0.722 277,270 -6.21 7.63x1075  9.85x10~7  0.035 NA 0.412 — 7 112 %102
rs1229984 4100239319  C/T ADH1BC 0.969 273904 19.54 451x1074  418x10~> 581x10~7 0.032 NA +4+4-+?  4.68x10°85
rs1612735 4100258007 T/C ADHICe 0.656 271,471 -8.86 1.75x1071%  642x10"5  0.022 0938 0.054 ———++ 7.90x1071
rs13107325  4:103188709  C/T SLC39A8¢ 0.937 271,784 7.60 2.73x10714  0.064 0.363 NA NA ++47? 2.97x1074
rs7906104  10:110497101  T/C 0271 275977 -5.98 315x10~7  872x1073  0.357 0.195 0106 ~ ————— 317x10°
rs61902812  11:113374420  A/C DRD24 0306 276,977 -5.59 4.99x107%  0.025 0.015 0220 0931 @ ————— 2.44x10-8
rs4936277¢ 11113431960  A/G DRD24 0.599 274,128 7.44 285x10-"  0.073 436x1074 0200 0357  +++++  1.01x10°B
rs1421085 16:53800954  T/C FTOC 0.670 274340  6.69 326x10710  0.024 0.525 0332  0.018 +++++ 217x10°T

The loci shown represent completely independent signals after conditioning analyses

Al effect allele, A2 other allele, EAF effective allele frequency, EA European American, AA African American, LA Latino American, EAA East Asian American, SAA South Asian Americans
2Human Genome hg19 assembly

bGene nearest to the lead SNP

CProtein-coding gene contains the lead SNP

dProtein-coding gene nearest to the lead SNP

eDifferent signal than rs61902812

Table 3 Genome-wide significant associations for AUDIT-C in the trans-population meta-analysis

rsiD Chr:pos? A1/A2  Geneb EAF N Z-score P_EA P_AA P_LA P_EAA P_SAA  Effect P_ meta
rs1260326 2:27730940 /T GCKR® 0.652 270,226 822 1.74 %1016 0.110 0.067 0.987 0739 +++++ 204x10716
rs2683616 2:58035555 A/G VRK2d 0.624 21,399 622 1.80x 109 NA 0.060 0.487 NA +2? 4.95x10-10
rs12639940 4:39420981 A/G KLB® 0.613 194,761 593 3.45x10-2 NA NA 0.626 NA 4?7747 3.06x10°
rs1229984 4:100239319 /T ADH1B¢ 0970 272,358 2456 483x107102  131x1071  440x107'  9.05x10°3  NA +HH? 3.62x107133
rs142783062  4:100270960  D/I ADH1Ce 0.345 271,444 9.82 2.04x10"14 475x10~7  490x10-%  0.019 0779  +++++ 950x10-2
rs13107325 4:103188709 /T SLC39A8  0.937 270,248 11.45 1.43x10-2% 1.07x10~4  223x1073 NA NA +4++77 2.24x10-30
rs4423856 4150984857  T/C DCLK2d 0796 212,444 5.66 3.60x10°8 NA 0.289 0.574 0.144 P+ 148 x10-8
rs2961816 5:50443691 A/C /st 0.683 260,828 5.74 124 x10~7 0.021 0.641 0.932 0.137 +++++  9.75x107°
rs4841132 8:9183596 A/G PPPIR384 0101 271192 —551 2.75x10-6 659x1073 0226 NA 0.148 -2 3.62x10°8
rs62033408  16:53827962 A/G FTO® 0.678 270,067 9.08 220%10°1 478x1075  0.229 0.177 0027  +++++ 111x10-19
rs9902512 17:47094274  C/G IGF2BP1 0.664 207,229 581 3.81x10°8 NA 0.055 0.782 NA 27 624x107°
rs142997686  17:79419159 D/I BAHCCIE 0384 211314 5.84 1.77 x10-9 NA 0.944 0.434 0.840  +7?-+4- 539x10-°
rs75723348 22:41420679  T/G RBX7d 0.736 269,785 571 2.97 %107 0.063 0.072 0.536 0.579  +++++ 1.11%x10-8

The loci shown represent completely independent signals after conditioning analyses.

Al effect allele, A2 other allele, EAF effective allele frequency, EA European American, AA African American, LA Latino American, EAA East Asian American, SAA South Asian American
aHuman Genome hg19 assemblyGenome Browser - hgl9 assembly

bGene nearest to the lead SNP

“Protein-coding gene contains the lead SNP

dProtein-coding gene nearest to the lead SNP
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Table 4 Genome-wide significant associations for AUD in the trans-population meta-analysis

rsiD Chr:pos? A1/A2  Geneb EAF N Z-score P_EA P_AA P_LA P_EAA P _SAA Effect P_ meta
rs1260326  2:27730940 c/T GCKRe 0.651 271,763 733 144 %1016 0.679 0.778 0.830  0.820  +++-+ 227x10-1
rs540606 2:45138507 A/G Six3d 0.409 213336  —6.49 2.84x10-10  NA 0.175 0.41 NA ?--? 858 x 10~
rs5860563  4:100047157  D/I ADHA4¢ 0723 271,487  —6.09 7.63x1075  9.85x10~7  0.035 NA 0.412 - 112 %102
rs1229984 4100239319  C/T ADH1B¢ 0.969 273,904  19.54 451x10-74  418x10-5 581x10-7 0.032 NA +4+4++?  4.68x10°8
rs1612735 4:100258007  T/C ADH1CE 0.656 271,471 —8.86 1.75x10°1*  642x107> 0.022 0938 0054 -4+ 7.90x10-1°
rs13107325  4:103188709  C/T SLC39A8¢ 0937 271,784 7.60 273x10"%  0.064 0.363 NA NA +447? 297 %1014
rs7906104  10:110497101  T/C 0272 270278 —592 315x10~7  872x10-3  0.357 0.195 0106 - 317x10-°
rs61902812 11113374420  A/C DRD24 0304 271,218 —~5.58 4.99x10¢  0.025 0.015 0220 0931  ----- 2.44x10-8
rs4936277¢ 11113431960  A/G DRD24 0599 274,128 7.44  285x10-"  0.073 436x10~4 0200 0357 +++++  1.01x10°B
rs1421085 16:53800954  T/C FTO® 0.670 274,340 6.69 326x10°10  0.024 0.525 0.332 0.018 +++++ 217x10°1

The loci shown represent completely independent signals after conditioning analyses.

Al effect allele, A2 other allele, EAF effective allele frequency, EA European American, AA African American, LA Latino American, EAA
East Asian American, SAA South Asian Americans

aHuman Genome hg19 assembly

bGene nearest to the lead SNP

CProtein-coding gene contains the lead SNP

dProtein-coding gene nearest to the lead SNP

eDifferent signal than rs61902812
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