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STUDY SUMMARY
Identification of 12 novel genomic regions associated with age-related macular degeneration.

YOUR RESULT STUDY DESCRIPTION

The retina is the light-sensitive nerve layer that lines the back of the eye. Age-related macular degeneration describes damage to the macula, the area of the retina that is

respansible for central, high-resolution, color vision. Age-related macular degeneration is the leading cause of blindness among elderly individuals, affecting nearly 160 million

85th

people worldwide. This genome-wide association study aimed to identify genetic variants associated with age-related macular degeneration by examining the genomes of

PERCENTILE
. . ~132,000 individuals of mostly European descent. The researchers identified B9 genetic variants associated with age-related macular degeneration, 12 of which are novel. Some of
ve average genetic
pradisposition to age- the implicated genes are involved in inflammatory response pathways and eye traits, such as macular thickness.
related macular
degeneration DID YOU KNOW?

There are two types of macular degeneration: dry and wet. The wet type is characterized by the abnormal growth of blood vessels into the macula. Wet macular degeneration can be treated with drugs that

slow down the growth of blood vessels.

YOUR DETAILED RESULTS

To calculate your genetic predisposition to age-related macular degeneration we summed up the effects of genetic variants that were linked to age-related macular degeneration 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 age-related macular degeneration. The
variants highlighted in blue have negative effects sizes and decrease your genetic predisposition to age-related macular degeneration. Variants that are not highlighted are not found in your genome and do
not affect your genetic predisposition to age-related macular degeneration. By adding up the effect sizes of the highlighted variants we caleulated your polygenic score for age-related macular degeneration
to be 0.89. 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 age-related macular degeneration is in
the BBth percentile. This means that it is higher than the polygenic scores 85% of people. We consider this to be an above average genetic predisposition to age-related macular degeneration. 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.

VBRIANTED YOUR GENOTYPED EFFECT SIZED VARIANT FREQUENCYT SIGNIFICANCE®
rs800202_A G/A -073 (1) 23% 3.90 x 107!
rs7642236_G AfA -0.78 [-) 19% 610 x 10-44
rs2248799_T T/T 0.61(1) 49% 270 x 10-42
rsB428365_A c/c -0.69 [-) 142 6.00 x 10-252
rs2672689_A AfA 0.47 (1) % 180 x 10°2%8
rs7666070_T T/T 0.46 1) 68% 110 x 10-209
r£12116643_C T/T -0.61 [-) 16% 2.20 x 10-%7
rs760070_C T/T -0.68 [-) 10% 120 x 10°%
rs26725690_C AfC -0.37 [4) % 360 x 10°M8
rs12134610_G AjG -053 [4) % 8.80 x 10°%
rs11200607_T cj/c -0.34 [-) 26% 240 x 10794
rs163494_T c/cC 0.31(-) 23% 6.40 x 1072
rs7918867_A G/A -0.34 [4) 17% 420 x 1072
rs4762699_A 6/6 -0.36 (-) 4% 7.40 x 1071
rsMB1671_T NA -0.56 (-) % 370 x 108
rs10494767_T c/c 0.43 [-] 7% 1.80 x 10751
rs4420638_6 AJA -0.26 (-) 19% .00 x 10-%8
rs1337169_C T/C -0.20 [4) % 8.90 x 107
rs12211410_T cj/c 031(-) % 270 x 10°3
rsb764227_C T/T -0.26 [-) 13% 3.30 x 10-%%
r#1320423_C T/T -019 () 26% 2.30 x 105
rs247616_T c/T 047 (1) % 6.20 x 1072
rs5764206_T NA -0.39 [-) % 340 x 10727
rs11076176_6 AfA -0.20 [-) 18% 160 x 10-28
rs1998346_G AfA -016 [-] 865 5.90 x 1028
rs043080_T c/T 014 (1) BO0% 270 x 102
rs10033900_C T/C -014 [4) % 110 x 1023
rs11669620_G AfA -021(-) 13% 430 x 102
rs2043086_C c/o 0.4 1) # 610 x 10-2
rs7266392_G AfA -0.27 [-) % 670 x 10-20
rs7428036_C T/C 043 (1) 41% 5.80 x 10720
rs8136666_T c/cC 046 (-) 20% 630 x10°7
rs2070896_A G/A -014 (1) % 670 x 108
rs8017304_A GfA 0.1 (1) 86% 430 x 100
1513266394 _C TT 0.1 (-) % 6.20 x 10°®
rs401186_T c/c -043 (-] 22% 420 x10°%
rsM771241_A G/@ 043 (-) 20% 6.60 x 10-%
rs13081866_T G/6 018 (-) % 1.80 x 10°%

rs12849966 _T c/T 0.0 (1) B1% 1.20 x 10"



rs0073160_T {1 c/c 014[-) 5% 200 x 10-2

1.60 x 10°1

8

rs2268364_T NA 03]

rs1606677_A NA -0:27 () 3% 220 x 10"
rsB066814_A G/G -046 [-) 8% 9.0 x 10"

220 x10°°

&

rs3760776_T

@
-
@

019 (-)

g

rs7806471_T {1 020 [-) 3% 190 x 106

rs17421410_6 @ AfA 046 (-) 7% 200 x 108

rs16841920_C NA 0.31(-) 2% 2.40 x 108

rs2232613_T ﬂ- c/c 014 (-) 8% 3.00 x 108

N/A indicates variants that coukd not be imputed using the 1000 genomes project datasets and variants that have a frequency of < 6%. Your genome was sequenced at 30x/100x coverage and is not imputed. However, to calculate percenties, we need to compare your data with othar
users imputed data. To make the data comparable, we need to exclude some of the variants from your data.




