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STUDY SUMMARY
Discovery of 338 new genomic regions associated with refractive errors, including nearsightedness. ' P

YOUR RESULT STUDY DESCRIPTION

Refractive errors oocur when the shape of the eye does not bend light correctly, resulting in unfocused or blurry vision. One of the

1 5_t h major types of refractive errors is myopia, otherwise known as nearsightedness. Refractive errors are very commaon, and the
prevalence is increasing, likely due to a combination of environmental and genetic factors. Using genetic data from ~bb0,000
PERCENTILE
individuals of European descent, this study discovered 449 genomic regions associated with refractive error, 336 of which are '
Below average genetic t

pradisposition to refractive novel. Together, the identified genetic variants explain 18.4% of the heritability of refractive error. The results suggest that . » ' e . .
errors refractive error is driven by genes involved in eye development, pigmentation, and circadfan rhythm.

Myopia, ov nearsightedness, is the most common
DID YOU KNOW? refractive error.

Myopia, or nearsightedness, is a condition in which objects in proximity are clear but objects at a distance are blurry. The most common way to correct for
myopia is by wearing corrective glasses or contact lenses. It is estimated that over a billion individuals across the globe need glasses but do not have access to them, particularly in developing countries.

Inaccessibility to eye care is a major public health concern in those countries and has led to, among other things, traffic accidents and poor grades.

YOUR DETAILED RESULTS

To calculate your genetic predisposition to refractive errors we summed up the effects of genetic variants that were linked to refractive errors 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 refractive errors. The variants highlighted in blue have negative effects sizes
and decrease your genetic predisposition to refractive errors. Variants that are not highlighted are not found in your genome and do not affect your genetic predisposition to refractive errors. By adding up
the effect sizes of the highlighted variants we calculated your polygenic score for refractive errors to be -23.03. 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 refractive errors is in the 16th percentile. This means that it is higher than the polygenic scores 16% of people. We consider this to be a below
average genetic predisposition to refractive errors. 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.
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Nja indicates variants that coukd not be imputed using the 1000 genames project datasets and variants that have a frequency of < §%. Your gename was sequenced at 30x/100x coverage and is nat imputed. However. to caloulate parcentiies, we need to compare your data with ather
usars imputed data. To make the data comparabie, we need to exclude some of the variants from your data.




