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STUDY SUMMARY
Identification of 176 genomic regions associated with the risk of coronary artery disease.

YOUR RESULT STUDY DESCRIPTION

Like all other organs and tissues in the body, the heart requires a supply of blood to function. For the heart, the system that supplies its blood is known as the coronary circulation.

Coronary artery disease occurs when the coronary arteries become damaged or diseased. As a consequence of decreased blood flow, less oxygen can reach the heart. Over time,
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this may result in heart attacks, making coronary artery disease the leading cause of death for both men and women. To identify the genetic factors that contribute to the
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. . development of coronary artery disease, this study examined over 188,000 individuals of Japanese ancestry. A trans-ethnic analysis that also included data from Europeans found
ve average genetic
pradisposition to coronary 176 genomic regions that are associated with coronary artery disease across different ethnicities. This included 40 genetic variants that had not previously been known. Together,
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the identified variants may explain nearly 13% of the heritabllity of coronary artery disease.

DID YOU KNOW?

A maijor avoidable risk factor for coronary artery disease is smoking. Even individuals who inhale smoke second-hand, have an increased risk of developing coronary artery disease.

YOUR DETAILED RESULTS

To calculate your genetic predisposition to coronary artery disease we summed up the effects of genetic variants that were linked to coronary artery disease 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 coronary artery disease. The variants highlighted in blue have
negative effects sizes and decrease your genetic predisposition to coronary artery disease. Variants that are not highlighted are not found in your genome and do not affect your genetic predisposition to
coronary artery disease. By adding up the effect sizes of the highlighted variants we caleulated your polygenic scare for coronary artery disease to be 0.76. To determine whether your score is high or low, we
compared it to the scores of 6,000 other Nebula Genomics users. We found that your polygenic score for coronary artery disease is in the 8Bth percentile. This means that it is higher than the polygenic scores
86% of people. We consider this to be an above average genetic predisposition to coronary artery disease. However, please note that genetic predispositions do not account for impertant nen-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.
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N/ indicates variants that could not be imputed using the 1000 genomes project datasets and variants that have a frequency of < 6%. Your genome was sequenced st 30x/100x coverage and is not imputed. However, to calculate percenties, we need to compare your data with other
users imputed data. To make the data comparable, we need to exclude some of the variants from your data.




