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STUDY SUMMARY

Identification of over 100 novel genetic variants correlated with fat build-up around the body’s internal organs.

Visceral
Fat

YOUR RESULT STUDY DESCRIPTION

Visceral adipose tissue is a particularly harmful type of fat typically stored around the body’s internal organs. It acts as a source of

5 B't h inflammation for the organs, and it can lead to an increased risk of developing cardiovascular and metabolic diseases, like coronary

artery disease and diabetes. By examining genetic data from nearly 400,000 individuals of European ancestry, this study

PERCENTILE
N discovered 102 novel variants that may contribute to an individual's risk of visceral adipose tissue accumulation. These genetic
werage genatic
predisposition to viseeral variants were also linked to an increased risk of high blood pressure, heart attack, type 2 diabetes, and high fat levels in the blood.
adiposity

DID YOU KNOW?

Increased visceral fat storage are often linked with chronic stress. To help reduce stress, two great options are meditation and exercise.

YOUR DETAILED RESULTS

To calculate your genetic predisposition to visceral adiposity we summed up the effects of genetic variants that were linked to visceral adiposity 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 visceral adiposity. The variants highlighted in blue have negative effects
sizes and decrease your genetic predisposition to visceral adiposity. Variants that are not highlighted are not found in your genome and do not affect your genetic predisposition to visceral adiposity. By
adding up the effect sizes of the highlighted variants we calculated your polygenic score for visceral adiposity to be 0.19. 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 visceral adiposity is in the B8th percentile. This means that it is higher than the polygenic scores B6% of people. We consider this to
ke an average genetic predisposition to visceral adiposity. 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.

VARIANTD YOUR GENOTYPEC EFFECT SIZET VARIANT FREQUENCYC SIGNIFICANCED
rsbB094641_G AlG 0.06 (1) 40% 3.82 x 1048
rsB38666_T G/T 0.06 (1) 243 1.79 x 10-%4
rs133093304_A G/G -0.04 [-) 17% 612 % 10742
rsB21062568_C NA -0.08 (-) % 1.46 x 10-40
rsB39616_C A/A 0.04 (=) 21% 143 x 10°%®
rs62262003_T T/T -0.03 [{) % 134 x 10-5
rsMD301M2_A G/A 0.03 (1) 32% 266 x 10-32
rs10938398_A G/6 0.03 (-) 43% 1.00 x 10-22
rs728092910_T G/6 0.04 (-) 17% 7.24 %108
rs2220616_T NA -0.10 (-) % 1416 x 1027
rs7498686_G AfG 0.03 (1) 40% 1.83 x 10-28
rs4808762_C T/T 0.03 (-) 20% 3.66 x 10728
rs10182468_G 6/6 0.03 (1) 49% 5.90 x 10728
rs4402689_T T/6 -0.03 (4) 46% 817 % 10
rs10423928_A T/A -0.03 [{) 19% 1.01 x 102
rs2307111_C T/C -0.03 (4) 39% 1.08 x 1024
rs7132008_A G/A 0.03 [1) 38% 148 x 103
rs9471333_C c/T 0.02 (1) 46% 1.06 x 1022
rs1M32MATI_A G/6 0.02 (-] 40% 370 x 1022
rs3784692_C T/T -0.02 () 40% 670 x 10-22
rs17770336_T c/T 0.02 (1) 32% 7.86x 10
rs10740991_6 c/c 0.03 [-) 28% 133 x 1020
rs1464687_C cj/c 0.02 (1) 40% 149 x 10~
rs0469899_A G/G 0.02 (-] 36% 243 x 1020
rs71668797 _A T/A 0.03 [1] 12% 479 x 1020
rs0320823_T T/C -0.02 [{) 40% 492 %1020
rs7166626_A G/G 0.03 (-] 22% 199 x 10°%
rs6096886_6 AjG -0.03 (1) 19% 236 x 10°®
rs6867_T c/c -0.03 () 17% 2,80 x10-®
rs6738766_A AlG 0.02 (1) 0% 396 x 10
rs2678204_6 T/6 0.02 (1) % 146 x 10-%®
rs9368912_T G/6 -0.02 [-) 27% 122 x 1078
rs2304608_A c/c 0.03 (-) 18% 191 x 10°%
rs36060986_A G/@ 0.02 (-) 32% 262 x 107%
rs2613600_T T/C -0.03 [{) 20% 548 x 10-®
rs1691726_T T/T 0.02 (1) 32% 406 x10°7
rs1862376_T G/T -0.02 [{) 46% 417 x10°7
rs1226060 _A G/A 0.02 (1) 28% 7.88 x10°7

rs62190394_T c/T 0.02 (1) % 2,02 x 10"
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rs62084234_6 AfA 0.03 [-) 20% 3.68 x 107

T/T -0.02 () % 617 x 10°%

rs879620_C T/T -0.02 (-) 39% .02 x 10°%
rs4666896_C TT 002 (-] a47% 179 x10°®
rs10766714_G AfA -0.02 (-) 443 336 %107
rs7660711_T NA 0.06 (-] 3% 5.20 x 10°®

13017207 _A {0} 6/6 0,02 [-) 20% 247 x 10
r=13062003_0 £ T 0.02 (-] 37% 151 x 10-%
14482463 _C AJA 0.04 () 8% 168 %10
rs8016400_C AfA -0.02 [-) 32% B.22 x 10

77988 _C {0t /T 0.02 () 20% 7.6 % 104
rs767318_A c/c -0.02 () 48% 7.36 x10-%
rs66726687_A G/G 0.02 (-] 21% 812 x 10-4
rs1928496_C @ T/T -0.02 [-) 26% .30 x10°%
rs10896012_C @ T/T 0.02 [-] 22% 946 x10-%

rs40067_A G/G -0.02 (-) 17% 169 x 10-%
rs62665_T c/c -0.02 (-) 19% 193 x 108
rs6870983_T c/c -0.02 () 21% 268 x 108

rs663058_0 AfA 0.02 (-] 7% 328 %10

rsE66742087 _T c/c -0.02 [-) 18% 361 %1078

rs13136092_G AfA 0.03 [-] 8% 73 x 1078

rst0052647_A L0 T 0.02 () 7% 103 x 10°2
rs12450368_6 AJA 002 ) o7% 116 %1072
rs0641400_A {1 c/c 002 [-) 45% 120 x 10-2

rs72663605_T {3 c/c 0.02 () 23% 166 x 102
r1834144_A c/c 002 (-] 37% 172 x 102
retssbesz1_6 {0 c/c 002 () 8% 197 x 102
ro18337177_T {0t 6/6 002 () 8% 202 x 10-2
rs245775_A 6/6 002 (1) 27% 216 x 1072

rs76327888_T B/G 0.02 (-] 17% 200 x 102

rs114593013_C AfA -0.04 (-) 6% 496 x 1072

rs0636727_T c/c -0.02 [-) 24% 590 x 102

rs56366382_C /T 0,02 (-) 19% 651 %1072

14757136 T A/A 002 (-) a2% .54 %1072

re1010767_T £ c/c 002 (-) 7% 6.95 x 102
-

re7805571_6 {0 /T 002 (-) 34% 117 % 101

rs3787076_6 ([ c/c 0.02 () 3a% 126 x 101
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15691939_6 L0 AJA 0.02 ) 26% 280x 10"
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rs11679338_C T/T -0.02 () 34% 4.20 x 10-7
rs69893724_G AfA -0.02 (-) 26% 529 x 107"
r£12739999_A Q G/G 002 (-] 17% 546 x 107"
rs7942037_C G/6 -0.02 () 36% 664 x 107"
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rs4856804_C Q 0.02[-)

rs7166769_A 6/6 -0.02 [-) 30% 102 x10-%
rs41286710_T NA -0.04 () B% 1.06 x 10°%
rs10774018_C @ G/G 0.02 (-) 20% 140 x 10-10

rs2180464_T c/c -0.02 [-) 23% 1.23 x 107
rs3791687_T @ AfA 0.02 (-] 23% 124 x 1070
rs0986922_C G/G 0.02 (-) 13% 137 x 1070
rs0843340_C T/T -0.02 (-) 16% 174 x 101

r£13076616_T c/c 0.02(-) 16% 397 100
re262024_T L 6/6 002 (1) aa% 410 % 10-0
rs112164005_T {1+ c/c 002 (-) 19% 430 100
re6433243_T c/c 002 (1) 36% 456 x 100
113263674 G A/A 002 (-] 0% 466 %1070
re1784461_A c/6 002 (-] 20% 5.02 %100

rs1398060_T cj/c -0.02 [-) 46% 640 x 107

rs62007782_A {1 6/6 002 () o7% 544 x 10°0

re62250475_A 100 6/6 0.02 (-] 37% 605 %100

rs216628_C T/T 0.02 [-] 39% 6.48 x 10-°

rs1474618_C Q T/T -0.02 () 24% 6.62 x10-°

6.06 x 1070
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rsB08OBE_A {3} G/6 -0.02 () 37% 7.46 x 1070

reEw

rs12001634_A @ TT -0.02 [-) 34% 7.88 x 10°0
rs11640322_A @ G6/6 0.02(-) 20% 830 x 100
rs36972789_A @ NA -0.04 (-) 4% 1.01x 1028
rsM776713_C @ T/T -0.02 () 48% 104 % 109
rs2860077_T ﬂ c/c 0.02(-) 18% 101 %1078
rs12072739_6 @ A/A 002 (-) 23% 112 x10°°
rs28473022_A @ G6/6 0.03(-) 5% 143 x10°®
rs1861026_T c/c 0.02 [-] 17% 123 x 102
rs62277680_6 @ NA 0.04[-) 6% 1.66 x 10°°

1768603_T G/@ -0.02 () "% 1.98 x 10°9

r£13097160_T 0t c/c 0.02 (-]

203 x10°

g

rea743930_T {3 267 x 10

(=]
-~
[=]

0.02 (-)

k:

rs60886478_T @ c/c -0.03 (-) 7% 277 x10°°
rs6788620_A @ G/6 0.01(-) % 282x10°°
rs78719460_A @ G/6 002 (-) 31% 283 x10°°
rs1220084 T #- NA -0.06 [-) 2% 284 x10°°

rs9832402_G @ AfA -0.02 [-) 26% 299 x10°

r261003605_6 L AfA 0.02 (-] 265 3.04%10°°

re2472207_T 4% c/c 0.02 () o7% 308x10°

rs7243666_T @ c/c -0.02 [-) 26% 3.20 x 102

N4 indicates variants that coukd not be imputed using the 1000 genames project datasets and variants that have a frequency of < §%. Your gename was sequenced at 30x/100x coverage and is nat imputed. However. to caloulate parcentiles, we need to compare your data with ather
usars imputed data. To make the data comparable, we need to exclude some of the variants from your data.




