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STUDY SUMMARY
Healthy eye

Identification of 127 genetic variants associated with primary open-angle glaucoma, a leading cause of blindness.

YOUR RESULT STUDY DESCRIPTION ﬁ I
Visual information is relayed from the eyes to the brain through a communication line known as the optic nerve. Glaucoma @ L
441: h describes a group of eye conditions where the optic nerve becomes damaged, which leads to progressive vision loss and
eventually complete blindness. This study sought to discover genetic variants associated with primary open-angle glaucoma Eye with GLAUCOMA
PERCENTILE
(POAG), a highly heritable glaucoma subtype. The study analyzed genemic data of nearly 384,000 individuals of European, African,
Average genetic X . . - X X i . . Glaucoma is typically caused by a blockage of a
predisposition to primary and Asian ancestries and identified 127 variants associated with POAG. Of these 127 variants, 44 were novel. Among genes linked to dralnage canalin the eye which leads to fiuid buld
epen-angle glaucoma POAG were HLA-G/HLA-H and GJAT The HLA genes play a central role in the immune system, while GJAT encodes for a up, increase in eye pressure and damage to the
aptic nerve.

communication channel between cells.

DID YOU KNOW?

A 2002 study found that blindness is one of the most commen health-related fears that people exhibit. It ranks third after fear of cancer and heart disease.

YOUR DETAILED RESULTS

To calculate your genetic predisposition to primary open-angle glaucoma we summed up the effects of genetic variants that were linked to primary open-angle glaucoma 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 primary open-angle glaucoma. The variants
highlighted in blue have negative effects sizes and decrease your genetic predisposition to primary open-angle glaucoma. Variants that are not highlighted are not found in your genome and do not affect
your genetic predisposition to primary open-angle glaucoma. By adding up the effect sizes of the highlighted variants we calculated your polygenic score for primary open-angle glaucoma to be -319. 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 primary open-angle glaucoma is in the 44th percentile.
This means that it is higher than the polygenic scores 44% of people. We consider this to be an average genetic predisposition to primary open-angle glaucoma. 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 GENOTYPEC EFFECT SIZE® VARIANT FREQUENCYD SIGNIFICANCED
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rs7A111873_A AfG 0.07 (1) % 436 x 10-%
rs10230941_C c/6 -0.08 [4) % 449 x 1074
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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. Howaver. to caloulate parcentiies, we need to compare your data with ather
users imputed data. To make the dats comparabie, we need to exclude some of the variants from your data.




