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Inflammation
STUDY SUMMARY
Identification of B8 genetic variants associated with the blood level of C-reactive protein, a marker of inflammation.

YOUR RESULT STUDY DESCRIPTION

Inflammation is a defense mechanism our body induces as a response to infections. However, chronic inflammation has been associated with many diseases including type 2

51St diabetes and cardiovascular disease. Inflammation can be assessed by measuring the level of C-reactive protein (CRP) in the blood which are typically increased if there is

inflammation in the body. To identify genetic variants associated with the CRP level and therefore inflammation-related disorders, this genome-wide association study examined

PERCENTILE
N over 200,000 individuals of European ancestry. The study discovered B8 novel genetic variants, many of which are near genes invelved in immune system pathways and metabolic
werage genatic
predisposition to higher processes in the liver.
blood CRP level

DID YOU KNOW?

To reduce chronic inflammation, eat plenty of anti-inflammatory foods, exercise regularly, maintain a healthy weight, and reduce stress levels.

YOUR DETAILED RESULTS

To calculate your genetic predisposition to higher blood CRP level we summed up the effects of genetic variants that were linked to higher blood CRP level 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 higher blood CRP level. The variants highlighted in blue have
negative effects sizes and decrease your genetic predisposition to higher blood CRP level. Variants that are not highlighted are not found in your genome and do not affect your genetic predisposition to
higher blood CRP level. By adding up the effect sizes of the highlighted variants we calculated your polygenic score for higher blood CRP level to be 1.76. To determine whether your score is high or low, we
compared it to the scores of 6,000 other Nebula Genomics users. We found that your polygenic score for higher blood CRP level is in the Blst percentile. This means that it is higher than the polygenic scores
B1% of people. We consider this to be an average genetic predisposition to higher blood CRP level. However, please note that genetic predispositions do not account for impertant nen-genetic factors like
lifestyle. Furthermore, the genetics of most traits has not been fully understood yet and many assoclations 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 SIZET VARIANT FREQUENCYC SIGNIFICANCED
rs2794520_C c/c 018 (1) 33% 417 x 107528
rs4420838_A AfA 0.23 [1) 18% 1.23 x 10-%08
rs7310409_G AfG 044 (1) 30% 2,64 x 10-299
rs1806096_G 6/6 0410 (1) 39% 247 x 107
rsd129267_C T/T 0.08 (-] 39% 1.20 x 10-%2°
rs1260326_T T/C 0.07 [1] 39% 272 x 10-%2
rs13409371_A G/6 0.05 -] % B.07 x 10°38
rs2836878_6 G/A 0.04 (1) 27% 7.71x 1028
rs4841132_G AlB 0.07 (1) % 2.00 x 10"
rs13233671_C c/c 0.06 (1) 12% 2.96 x 10-28
r#1800061_C NA 011 (-) % 463 x 10-2
rs10621222_C c/c 010 (1) % 2.06 x 10-22
rs10926027_T T/C 0.04 (1) 40% 426 x 102!
rs10778216_T T/A 0.03 (1) 49% 1.86 x 1020

rs1668902_A T/A 0.03 (1) 4% 5.20 x 10-20
rs2239222_G AfG 0.04 (1) 36% 9.87 x 10-20
rs9271608_6 AfA 0.04 (-] 22% 233 x10°7
rs340006_A AfA 0.03 (1) 38% 101 x 10°®

rs2064009_C TT -0.03 [-) 42% 228 x 107"
rs10612697_T c/c -0.04 (-) 18% 444 x 10
rs11108066_G C/6 -0.03 [4) % 542 x 10
rs6001193_G AjG -0.03 (4) % 663 x 10
rs1880241_G G/G -0.03 [4) % 841 x10-4

rs1736060 _T T/T 0.03 (1) 60% 2,60 x 10°®
rs2293476_C G/6 0.03 [-) 23% 827 x 1078
rs10838687_G T/6 -0.03 (4) % 912 x 10°%

rs1490384_T c/T -0.03 (1) B1% 266 x 10-2
rs10832027_G AfA -0.03 [-) 33% 443 x 1072
rs469772_T c/T -0.03 (1) 19% 664 x 10-2
rs2862161_A G/A 0.03 (1] 40% 136 x 101

rs9386632_T T/C -0.03 (4) % 1.90 x 10

rs1441169_G AfG -0.03 [4) % 227 x 101

rs0284726_C C/A 0.03 (1) % 734 x 101

r+12006480 _T c/c -0.03 [-) 17% 124 x 10

rs112686299_T NA -0.11 (=) % 210 x 107

rsB87339_T T/T -0.03 (4) 78% 230 x 1070
rs12202641_T c/T -0.02 (4) 39% 3.00x107°
rs4092466_A AfG -0.03 (4) % 3Mx 100
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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 compara your data with othar
users imputed data. To maks the data comparable, we need to exclude some of the variants from your data.




