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STUDY SUMMARY
Identification of 71 genetic variants associated with Crohn’s disease.

YOUR RESULT STUDY DESCRIPTION

Crohn's disease is a type of inflammatory bowel disease, a condition characterized by chronic inflammation of the digestive tract. Nearly a million individuals in the United States

5 B't h alone are affected by Crohn’s disease. Typical symptoms are pain, diarrhea and weight loss. To better understand the genetics of Crohn’s disease, this study examined over 40,000
PERCENTILE individuals of European descent. The analysis uncovered 71 Crohn’s disease-associated genetic variants, including 389 variants that are reported for the first time. Together, these
Avcrage ganatic 71 variants explain about 23% of the heritability of Crohn's disease. Many of the identified genetic variants are near genes that play a role in controlling the bedy’s immune system.

predisposition to Crohn's Some of these genes have been previously implicated in other inflammatory conditions such as weerative colitis and rheumatoid arthritis.
disease

DID YOU KNOW?
Because there is no cure for Crohn’s disease, the condition is commonly managed through incorporating lifestyle changes that reduce inflammation. This may include dietary changes, such as limiting the

intake of fats and dairy while increasing fiber consumption.

YOUR DETAILED RESULTS

To calculate your genetic predisposition to Crohn's disease we summed up the effects of genetic variants that were linked to Crohn's disease 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 Crohn's disease. The variants highlighted in blue have negative effects sizes
and decrease your genetic predisposition to Crohn's disease. Variants that are not highlighted are not found in your genome and do not affect your genetic predisposition to Crohn's disease. By adding up the
effect sizes of the highlighted variants we caleulated your polygenic score for Crohn's disease to be 10.6B. To determine whether your score is high or low, we compared it to the scores of B,000 other Nebula
Genomics users. We found that your polygenic score for Crohn’s disease is in the B8th percentile. This means that it is higher than the polygenic scores B6% of people. We consider this to be an average
genetic predisposition to Crohn's disease. 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®
rs2076766_G AlG 0.43 (1) 26% 3.08 x 1075
rs11208026_6 G/6 0.98 1] 93% 1.00 x 10-84
rs3702109_A AfA 0.29 1) 53% 676 x 10-4
rsd077616_T c/c 047 (-) 1% 130 x 1038
rsM742670_C T/C 0.29 (1) B1% 7.08 x 10
rs1260660_C C/A 0417 (1) 67% 110 x 10-30
rs2413683_C c/c 0.21(1) 83% 110 x 10-28
rs10761669_6 AfG 021(1) 54% 437 x10-22
rs11664268_A NA 0.65 [-) % 817 x 1021
rs12621868_T G/G 0.21(-) 42% 141 x 1020
rs4409764_T T/6 0.20 (1) 49% 2.29 % 1020
rs17203632_T cj/c 0.1 (=) 23% 270 x10°®
rs7714684_G AfA 0.31(-) % 776 x 10
rsB661262_T T/T 0.21(1) 87% 390 x10°®
rs800B161_T c/cC 0.21(-) 12% 420 x 108
rs3197999_A AfA 0.20 (1) 30% 617 x10°7
rs1819668_C c/T 0417 (1) 7% 910 x 10-7
rs181369_A GfA 0410 (1) 20% 480 x10™®
rs3810036_C T/C 018 (1) 68% 1.00 x 10°%®
rs7617810_T c/c 0.20 (-) 26% 161 x 10°%
rs4809330_6 G/@ 0.1 (1) 1% 270 x10-®
rs1893217_G AfA 0.22 (-) 16% 129 x 1074
rs10496903_T c/T 013 (1) 13% 1.60 x 10-*
rs3024606_A G/G 011 (-) 16% 160 % 10-%
rs2838619_G G/6 047 (1) 39% 200 x 104
rsBB6B412_A G/G 047 ) 33% B.37 x10°%
rs10768669_C C/A 047 (1) 36% 1.00 x 10°®
rs3091316_A AJG 048 (1) 72% 170 x 108
rs3180018_A / 042 (-) 26% 230 x108
rs7423616_T c/T 0.1 (1) 19% 340 x10°8
rs7927907 _T cj/c 046 (-) 39% 562 x 10°®
rs12720366_C AfA 0.1 (-) % 140 x 10°2
rs487181_A G/A 046 (1) B1% 181 x 102
rs2068660_6 AfA 047 () 23% 168 x 1072
rs369467 T cj/c 0.08 [-) % 2.60 x 10-2
rs416890_C G/G 016 () 52% 2,51 x 1072
rs7702331_A AfG 0.1 (1) B0% 590 x 10-2
rs713876_C c/c 0.08 (1) 7% 7.30 x10°®

rePR1Z70 A AJA non7 M Aqe: ZA0 « 10-12



rs740495_6 {1 AJA 015 () 25% 813 x 102
ret736020_C L AJA 015 (1) 58% 933 x 10-2

|

re102276_c {0 T/T 0.08 (-] 230 %107

§

reosac704_c T 0.06 (-] 1% 110 x 100
rs5764147_6 {0 AJA 016 () 25% 141 %100

540 x 10°

g

ret847472_c {0 AJA 0.07 ()

B.61 x 10-9

§

rs1081082_T {0 c/c 013 (1)

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.




