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STUDY SUMMARY

Genetic variants linked to inflammation and programmed cell death may affect the risk for ulcerative colitis.

YOUR RESULT STUDY DESCRIPTION

Ulcerative colitis is an inflammatory bowel disease that ocours when sores develop in the colon due to an ongoing inflammation.

541: h Symptoms such as diarrhea, abdominal pain, and fatigue typically develop over time. Ulcerative colitis is also known to be heritable,

yet the genetic factors underlying this are not well understood. This study examined over 40,000 individuals of European ancestry and discovered 29 novel genetic variants

PERCENTILE
N associated with ulcerative colitis. Many of these variants were previously linked to programmed cell death and the immune system, in particular inflammation. The novel variants
werage genatic
pradisposition to ulcerative are estimated to explain 16% of the heritability for ulcerative colitis, with all significant variants explaining 28% of its heritability.
colitis

DID YOU KNOW?

To reduce ulcerative colitis symptoms, drink plenty of water, limit dairy products and exercise regularly.

YOUR DETAILED RESULTS

To calculate your genetic predisposition to ulcerative colitis we summed up the effects of genetic variants that were linked to ulcerative colitis 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 ulcerative colitis. The variants highlighted in blue have negative effects sizes
and decrease your genetic predisposition to ulcerative colitis. Variants that are not highlighted are not found in your genome and do not affect your genetic predisposition to ulcerative colitis. By adding up
the effect sizes of the highlighted variants we calculated your polygenic score for ulcerative colitis to be 8.64. 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 scare for ulcerative colitis is in the Bdth percentile. This means that it is higher than the polygenic scores B4% of people. We consider this to be an
average genetic predisposition to ulcerative colitis. 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 celumn titles in the table below and wvisit our Nebula
Library tutorial.

VRRIANTD YOUR GENOTYPED EFFECT SIZE® VARIANT FREQUENCYT SIGNIFICANCE®
rs9268863_T T/T 0.34 (1] 66% 136 x 10-%°
rsB426833_A G/A 0.26 1) % 3.03 x 10-%8
r£11209026_G G/6 0.66 (1) 5 512 x 10-28
rs10768669_C C/A 046 (1) 36% 2.22 x 10-%
rs2836878_G G/A 0.22 (1) 74% 1.86 x 1022
rsB871626_A cj/c 016 () 33% 1M x 1072
rsB684283_T T/C 018 (1) a7% 848 x 102
rsB017342_C AfA 018 (-) % 1.09 % 1020
rs1801274_A AjG 049 (1) B1% 246 x 10-20
rs10781499_A G/6 0.1 (=) 4% 262 x 107
r#16940202_C T/T 024 (-) 18% 6.96 x 10°®
rs9822268 _A AfA 018 (1) 30% 160 x 10°7
rs3024606_A G/6 0.22 (-) 18% 576 x10°7
rs6820220_A G/A 043 (1) % 8.06 x 10-7
rs17086007_C TT 046 [-) 18% 9.66 x 10°7
rs7134699_A G/6 0417 (-) 39% 106 x 107
rs4610766_A AjG 018 (1) B56% 2.00 x 10°®
rs2166219_T G/6 0412 (-) BO0% .39 x 10
rs798602_A AjC 0412 (1) 1% 2.61x10°®
rs7608910_G AlA 017 () 39% 170 x 107
rs678170_A AfA 0.09 (1) 6% 466 x 10"
rs7624102_A AfA 0.10 (1) % 166 x 10°%
rs7664611_C C/C 047 (1) 72% 204x10°®
rs1207266_A G/6 010 (<) B56% 6.99 x 1078
rs2310173_T G/6 0.09 [-) 46% 347 x 1072
rs941823_C T/C 0.1 (1) 76% 382x 102
rs4246906_C T/C 0.0 (1) 1% .66 x 102
rs267939_C c/c 0.10 (1) % 8.01x 1072
rs2872607_A G/A 044 (1) 46% 544 x 107
rs2838619_G 6/6 043 (1) 39% 8.41x 101
rs4676406_T 6/6 043 (-) 52% 832x 10"
rs11676348_T T 0.07 [1) 40% 126 x 10-©
rs907611_A G/A 0.08 (1) 32% 138 x 1070
rs2207441_A AfA 0.08 [1) T7% 1.70 x 10-%
rs043072_6 T 0414 (-) % 237 x 101
rs12261843_G T/6 0.07 [1) % 7.08 x 100
rs254660 _A G/A 0.07 (1) 40% 126 x 109
rsB461493%_T G/6 0.08 [-) B1% 2.80 x 109
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re3104061_6 {0 AJA 0.07 () 27% 422 x 105




