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Figure S1. Regional association plot of the alcohol dehydrogenase gene region in the combined
sample. The strongest variant in this region, rs1789891, is located within +-20kb of ADHI1B and
ADHIC, and therefore contributes to the gene-based P-values of both genes.
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Figure S2. Linkage disequilibrium between: (a) rs1789891 and rs1229984 (ADH1B_Arg48His); (b)
rs1789891 and rs1693482 (ADHIC_Arg272GIn); and (c) rs1789891 and rs698 (ADHIC_Ile350Val)
(https://analysistools.nci.nih.gov/LDlink/?tab=ldpair; 1000 Genomes Phase 3 data).

(a) The rs1229984 A-allele containing nucleotide triplet codes for the amino acid histidine (His),
resulting in an ADH1B enzyme with an increased rate of turnover (opposite strand sequence
of the 1rs1229984 T-allele in the figure below: A coding for His;
https://www.ncbi.nlm.nih.gov/projects/SNP/snp_ref.cgi?rs=1229984). Linkage disequilibrium
between rs1789891 and rs1229984 is low.
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(b) The rs1693482 C-allele containing nucleotide triplet codes for the amino acid arginine (Arg),
which results in an ADH1C enzyme with an increased rate of turnover (opposite strand
sequence of the rs1693482 C-allele in the figure below: CG

https://www.ncbi.nlm.nih.gov/projects/SNP/snp_ref.cgi?rs=1693482).

“protective” C-allele is correlated with the rs1693482 “protective” C-allele.
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(c) The rs698 A-allele containing nucleotide triplet codes for the amino acid isoleucine (Ile),
which results in an ADH1C enzyme with an increased rate of turnover (opposite strand

sequence of the

rs698 T-allele

in

the figure below: A

coding for lle;

https://www.ncbi.nlm.nih.gov/projects/SNP/snp_ref.cgi?rs=698). The rs1789891 “protective”
C-allele is correlated with the rs698 “protective” T-allele.
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Table S1. Top SNPs from the single marker analysis in the combined sample, and their respective P-values in the subsamples. SNPs with Puncorrected <1.00e-04 are
shown. SNP: Single Nucleotide Polymorphism; OR: Odds Ratio. MAF: minor allele frequency; AD: alcohol dependence; ACP: chronic alcoholic pancreatitis;
ALC: alcohol-related cirrhosis; Chr: chromosome.
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Transcription factor B1,
mitochondrial (TFBIM)

Kalirin, RhoGEF kinase
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157946005 and rs12166576 were excluded due to poor resolution cluster plots.



