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Intestines Cancer
STUDY SUMMARY
Genetic variants in genes invalved in franscripfion, cell signaling, and the immune system are associated with the risk of colorectal cancer.

YOUR RESULT STUDY DESCRIPTION

Colorectal cancer occurs in either the colon or rectum, which are parts of the large intestine. It is the third most common cancer in the United States, but genetic risk factors of

6 B't h colorectal cancer remain poorly understood. This study examined 126,478 individuals of European and East Asian descent and discovered 30 novel genetic variants associated with
PERCENTILE
Above average genetic

predisposition to colorectal
cancer DID YOU KNOW?

the risk of colorectal cancer. A particularly strong association was detected for a genetic variant near the CHD1 gene which is involved in the regulation of franscription. Other
discovered variants were in genes that play a role in cell signaling and the immune system.

Regular colorectal cancer screening, especially after the age of 46, is recommended. Maintaining a healthy weight and limiting red or processed meats may also help lower your

risk of colorectal cancer.

YOUR DETAILED RESULTS

To calculate your genetic predisposition to colorectal cancer we summed up the effects of genetic variants that were linked to colorectal cancer 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 colorectal cancer. The variants highlighted in blue have negative effects
sizes and decrease your genetic predisposition to colorectal cancer. Variants that are not highlighted are not found in your genome and do not affect your genetic predisposition to colorectal cancer. By
adding up the effect sizes of the highlighted variants we calculated your polygenic score for colorectal cancer to be 7.38. 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 colarectal cancer is in the B8th percentile. This means that it is higher than the polygenic scores 66% of people. We consider this to
ke an above average genetic predisposition to colorectal cancer. 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 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 SIZET VARIANT FREQUENCYC SIGNIFICANCED
rs11874392_A A/T 016 (1) 54% 3.80 x 107
rsB983267_G G/T 016 (1) 52% 3.40 x 10-84
rsB86BE771_A T/A 044 (1) 19% .00 x 1057
rs16802766_C A/A 048 (-) 80% 3.00 x 10732
rs3087967_T c/c 011 (-) 29% 180 x 10-%1
rs1741640_C T/C 0.1 (1) 76% 110 x 1028
rs2736940_6 AlG 0.09 (1) 49% 540 x 10-20
rs12372718_G AfA 0.09 (-) 39% 1.90 x 10°%*
rs28840760_T T/T 049 (1) 4% 370 x 0%
rs180683_G G/C 0.0 [1) 32% 120 x 10-22
rs36107139_C AfA 0.09 (-] 42% 180 x 1022
rsM266841_T T/T 0.09 (1) 70% 210 x 102
rs12614617 _A AfA 010 [1) 28% 370 x 102
rs7121968_G G/6 0.08 (1) B1% 140 x 10-20
rs3217810_T c/c 0412 (-) 12% 3.60 x 10°°
rs76964926_G AlG 0.08 [1) B6% 3.00 x 10-®
rs704017_G G/G 0.08 [1) 58% 520 x 10°%®
rs36470271_G AfA 040 [-) 16% 120 x107®
rs6678517_A AjG 0.08 (1) 58% 240 x10-®
rs607808_G AjG 0.08 (1) B1% 2,60 x10-®
rs61389081_C cj/c 049 (1) 96% 370 x10®
rs17011141_G AfA 0.09 (-] 20% 810 x 10°®
rs4976270_C T/T 0.07 [-] B6% 480 x10™®
rsB066826_A AfG 0.07 (1) 64% 5.90 x 10°®
rs11190164_G AfG 0.08 (1) 26% 6.80 x 10°©
rs28488_T c/T 0.07 (1) 63% 260 x 1074
rs4813802_G T/6 0.07 (1) 3b% 740 x 10-%
rs7300312_C T/C 0.07 (1) % 7.60 x 10-%¥
rs9271896_G AJG 0.09 (1) 79% 140 x 108
rsBB32A967_C T/C 0.07 (1) 67% 140 x 10-%
rs16069681_T cj/c 0410 (<) 90% 140 x 1072
rs11087784 G AJA 0.00 [-] 1B% 270 x10°®
rs7333607_G AfA 0.08 (-] 24% .30 x 10°®
rs6063614_C c/T 0.07 (1) 60% 7.60 x 10°®
rs4968127_G G/A 0.07 (1) 36% 130 x 10-2
rs766220494_G NA 0.63 [-) < 1% 210 x 10°%2
rs12246636_C T/T 0410 () 90% 490 x 102
rs1078643_A AJA 0.08 (1) 76% .60 x 10°2

rs983402_T c/c 0.07 [-) 35% 770 x 10-2



rs994308_C {3 C/C 0.06 (1) 59% 860 x 10-2

rs174633_G 6/6 0.07 (1) 67% 120 x 10
rs3731861_T c/cC 0.08 (-] 62% 160 x 101
rs36808169_C /T 0.08 (-] 17% 160 x 101
rs12144319_C @ /T 0.07 (-) 26% 330 x10°M
rs17094983_6 @ 6/6 0.09 (1) 87% 460 x10°™
rs17816466_A Q G/A 0.07 (1) 20% 140 x 10-M
rs2616420_C 1 c/c 011 (1) 92% 2,00 x 100
rs78341008_C @» /T 0.1 (<) 7% 3.20 x 100
rs2260430_T AfA 0.07 (-] 70% 330 x 1070
rs7160450_T T/T 0.06 (1) 37% 4.00 x 100
rs34707602_T Q c/c 0.09 (-) " 420 x 1070
r£10821907_C c/c 0.08 (1) 82% 6.00 x 10-°
rs3133286_6 6/6 0.07 (1) 82% .00 x 100
re1B10645_6 {0 6/0 0.05 (1) 50% 130 x 10-2
rs2186607_T @ T/A 0.06 (1) 52% 150 x 109
rs8000180_T {3 c/T 0.06 (1) 64% 180 % 10-2
rs4313119_G ﬁ} 6/6 0.06 (1) 74% 2410 x 109
rs3217874_T @ T/T 0.06 (1) 38% 240 x 102
rs62404966_C o/T 0.06 (1) 76% 2,60 x 102
rs10980628_C @ TT 0.07 [-) % 2.80 x 10-2
rstiesases_c L T/T 0.06 [-) 38% 360 X109
rs7708610_A @. G/G 0.06 (-) % 3.80 x 102
rs4360494_G Q G/c 0.06 (1) 46% 3.80 x 1077
rs78368680_T @' c/c 0.1 (-) % 410 107
rs12149163_T T/T 0.05 (1) 49% 5.40 x 102
rs@83318_A @ G/A 0.08 (1] 26% 5,60 x 1077
rs146364909_T @' T/T 0.65 (1) 99% 630 x 10°°
rsB03131_T ﬁ T/T 0.06 (1) 76% 6.80 x 10°°
rs4769277 _A @' c/c 0.06 (-] 36% 9.40 x 107
rs13149360_A AfA 0.06 (1) 36% 120 x 108
rs1391441_A ﬁ A/A 0.06 (1) 67% 160 % 1078
rs8930006_C @» C/A 0.06 (1) 43% 210 x 108
rs72042486_6 @r G/6 047 (1) 98% 210 x 108
rs1727676_C L% T/C 0.09 [1) 0% 200 x 108
rs0024886_A AfC 0.06 (1) T3% 340 x 108
rs34406347_T @ T/T 0.09 1) 90% 310 x 108
rs16878812_A AfA 0.08 (1) 88% 3.60 x 108
rs73068325_T @» c/T 0.07 (1) 18% 420 x 10-8

N/A indicates variants that could not ba imputed using the 1000 genomes project datasets and variants that have a frequency of < 5%. Your genome was sequanced at 30x/100x coverage and is not imputed. However, to cakulate parcentiles, we need to compare your data with other
users imputed data. To make the data comparable, we need to exclude some of the variants from your data.



