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STUDY SUMMARY

Discovery of 46 new loci associated with alcohol consumption and links to neuropsychiatric disorders like schizophrenia.

YOUR RESULT STUDY DESCRIPTION

Excessive alcohol consumption is one of the main causes of death and disability worldwide with a mortality rate of up to 2.2% and

6.8% for women and men, respectively. Alcohol consumption is a heritable complex trait, but only a few associated genetic variants

72nd

have been identified to date. This genome-wide association examined 480,842 individuals of European ancestry and discovered 46

PERCENTILE
. . new genetic variants associated with alcohol consumption. The study also estimated these variants explain about 8% of the
Above average genstic
predisposition to higher heritability of alcohol consumption. Furthermore, multiple variants were shown to affect the activity of genes in the brain and many have been previously found to be associated

ateahol consumption with neuropsychiatric conditions such as schizophrenia, Parkinson’s disease, and dementia. The study comes to the conclusion that alcohol consumption and neuropsychiatric

disorders share a genetic mechanism.

DID YOU KNOW?

You may be able to decrease your alcohol intake by setting a strict drinking limit for yourself, not keeping alcohal where you live, keeping busy, and asking for support.

YOUR DETAILED RESULTS

To calculate your genetic predisposition to higher alcohol consumption we summed up the effects of genetic varlants that were linked to higher alcohol consumption in the study that this report is based on.
These variants can be found in the table below. The variants highlighted in green have positive effect sizes and increase your genetic predisposition to higher alcohol consumption. The variants highlighted in
blue have negative effects sizes and decrease your genetic predisposition to higher alcohol consumption. Variants that are not highlighted are not found in your genome and do not affect your genetic
predisposition to higher alcohel consumption. By adding up the effect sizes of the highlighted variants we calculated your polygenic score for higher alechol consumption to be -0.01. To determine whether
your score is high or low, we compared it to the scores of 5,000 other Nebula Genomics users. We found that your polygenic score for higher alcohel consumption is in the 72nd percentile. This means that it is
higher than the polygenic scores 72% of people. We consider this to be an above average genetic predisposition to higher alcohol consumption. However, please note that genetic predispositions do not
account for important non-genetic factors like lifestyle. Furthermore, the genetics of most traits has not been fully understood yet and many associations between traits and genetic variants remain unknown.

For additional explanations, click on the column titles in the table below and visit our Nebula Library tutorial.

VARIANTD YOUR GENOTYPEQ EFFECT SIZE® VARIANT FREQUENCYD SIGNIFICANCED
rs146462708_C NA -012 (-] % 118 x 10-26
rs11940694_A G/6G -0.02 (-) 39% 332 x 10758
rs1260326_T T/C -0.02 (4) 39% 250 x 10°%°
rs1891666_A AfA -0.01[4) 22% 450 x 10-%
rs0841820_T T/T -0.01 (4] 7% 161 x 107
rs1004787 _A AfA 0.01(7) % 670 x 10°7
rs13107326_T c/c -0.02 [-) % 1.30 x 10-®
rs838145_A G/A -0.01[4) B6% 3.20 x10°®
rs1104608_C G/C -0.01[4) 43% 120 x 10-%
rs2074306_A AjC 0.01(1) 69% 450 x 104
rs7121986_T T/T -0.01[4) % 6.20 x 10-%
rs6969468 _A AfA 0.01(1) 47% 6.40 x 10-%
rs74424378_T T/T 0.01 (1) 76% 1.70 x 10-%
rs13024996_A C/A -0.01[4) % 440 x 108
rs34060476_A AfA -0.01[4) 87% 5.00 x 10°®
rs61873610_T G/6 -0.01(-) 33% BA0 x 107
rs1421086_T T/C 0.01(1) 60% 9.20 x 10°®
rs11648670_T T/T -0.01[4) 80% 210 x 10-2
rs2277499_T G/T -0.01[4) 34% 220 x 102
rs2310762_A G/6 -0.01(-) % 2.80 x 10-2
rs112636209_T NA -0.03 [-) % 370 x 1072
rs780669_A T/A -0.01[4) 71% 5.20 x 10-2
rs10496076_T T/C -0.01[4) % 970 x 102
rs71414193_A /T -0.01 (-] 19% 1.80 x 101
rs16864020_A G/A 0.01(1) 13% 290 x 10"
rsA486426_C G/G -0.01 (-] 46% 6.10 x 10°1
rs113443718_A G/A -0.01[4) 31% 740 x 101
rs67281063_A G/A 0.01 (1) 1% 7.90 x 10°™
rs72768626_A AfA 0.01 (1) % 970 x 10"
rs227179_A AfG -0.01[4) B69% 110 x 10
rs9320010_A G/G 0.01(-) B0% 140 x 1070
rs2726034_T T/C 0.01 (1) 68% 140 x 10-%
rs13390019_T T/T 0.01(7) 87% 160 x 10-0
rs7617344_A G/A 0.01 (1) 17% 1.80 x 10-%
rsA916723_A AfA 0.01(7) 8% 2410 x 10°°
rs10249167_A AfA 0.01 (1) 87% 2.90 x 10-©

rs7640_C c/6 0.01(1) 80% 430 x10-°



re4704016_A {0 s/6 0.01(-) % 430 x 100
rs1053681_A {1+ c/c 20.01() o7% 110 x 108

rs7698119_A @ G/G -0.01(-) 49% 1.30 x 10-2

revimaze7_T 40 c/c 0.01(-) 200x10°
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G/6 -0.01 (-] 21% 440 x 1079

N4 indicates variants that could not be imputad using the 1000 ganomes praject datasets and variants that have a fraquency of < 5%. Your genome was sequanced at 30x/100x coverage and is not imputed. Howaver, to caloulate parcentiles, we naad to compara your data with othar
users imputed data. To make the data comparable, we need to exclude some of the variants from your data.




