Supplemental Table S5. Variant Analysis Results of Retinoic Acid and Alcohol Metabolism Candidate Genes.
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C allele associated with higher (32,36 45/46 8428/10016 Probably
rs1229984 ADH1B  Missense T C levels of alcohol consumption 83] Damaging 14.83 8.2 1.70x10%? No Risk *
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A allele is noted to be 9484/10016
rs2066702 ~ ADH1B  Missense G G protective against PAE [32,85] 46/46 (1) NA /NA 26.3 10.55 5.00x10° Yes Risk *
outcomes (0.95)
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dependence (0-93) (0-48)
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dependence / Tolerated
A allele — less alcohol
rs3762894 ADH4 Upstream T T consumption; T variant with [39] 42/46 6824/10016 NA / NA 0.39 11.65 4.00x10°3 Yes Risk *
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T variant found in Tetralogy of
Fallot patients

C variant found in patients with
congenital heart defects, spina
bifida and neural tube defects

TT genotype has been shown to
be protective against drinking

A allele — reduced alcohol
consumption and flushing;
enzyme nearly inactive

C allele has a probably
Damaging PolyPhen and
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prediction
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and CADD prediction
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A allele is associated with
lower cholesterol levels and [41]
gestational diabetes mellitus

T variant found in a patient
with Matthew-Woods [42]
Syndrome

A allele found with ano- and
microphtalmia; and with [43]
Matthew-Wood Syndrome

33/46
(0.72)

6/46 (0.13)

6/46 (0.13)

4796/10316
(0.48)

546/10016
(0.05)

618/10016
(0.06)

NA /NA

NA /
Damaging

NA /NA

5.66

3.86

8.72

12.43

12.71

10.3

2.80x10°8

2.00x10°8

5.00x10°8

Yes

Yes

Yes

Risk *

Risk *

Risk *

* Genotype validated by TagMan



