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Skin Bones

STUDY SUMMARY

Identification of 68 genetic regions associated with vitamin D level.

YOUR RESULT STUDY DESCRIPTION
Vitamin

Vitamin D is known as the "sunshine vitamin® because it's produced by the skin when it's exposed to sunlight. Vitamin D helps

’I 0 O‘th ensure that the body absorbs and retains the minerals calcium and phosphorus, which are important for building strong benes. In
PERCENTILE
Very high genetic
predisposition to higher which B3 are novel. Interestingly, the researchers discovered a link between vitamin D level and some sociceconomic traits, which
itamin D level

this study, researchers aimed to understand the genetic determinants of vitamin D level by conducting a genome-wide association
study of ~400,000 individuals of European ancestry. The study identified 69 genetic regions associated with vitamin D level, of

The body produces vitamin O when the skin is
may be related to how much time one spends outdoors. exposed to the sun.

DID YOU KNOW?

Individuals with darker skin are at a high risk of becoming vitamin D deficient. This is because melanin, which causes skin pigmentation, lowers the skin's ability to produce vitamin D in respense to sunlight.

YOUR DETAILED RESULTS

To calculate your genetic predisposition to higher vitamin D level we summed up the effects of genetic variants that were linked to higher vitamin D level 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 vitamin D level. The variants highlighted in blue have
negative effects sizes and decrease your genetic predisposition to higher vitamin D level. Variants that are not highlighted are not found in your genome and do not affect your genetic predisposition to higher
vitamin D level. By adding up the effect sizes of the highlighted variants we caleulated your polygenic score for higher vitamin D level to be 3.86. To determine whether your score is high or low, we compared it
1o the scores of 5,000 other Nebula Genomics users. We found that your polygenic score for higher vitamin D level is in the 100th percentile. This means that it is higher than the pelygenic scores 100% of
people. We consider this to be a very high genetic predisposition to higher vitamin D level. 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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N4 indicates variants that could not ba imputed using the %000 genomes project datasets and variants that have a fraquancy of < 5%. Your genoma was sequenced at 30x/100x coverage and is not imputed. Howsver, to calculate parcentiles, we need to compare your data with other
usars imputed data. To make the data comparable, we need to exclude some of the variants from your data.




