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STUDY SUMMARY
Novel method for multivariate traits identifies 304 genetic variants associated with well-being.
YOUR RESULT STUDY DESCRIPTION

Our well-being is a multivariate trait typically characterized by high life-satisfaction, positive affect, and absence of neuroticism as well as depressive symptoms. Determining

461_' h genetic predispositions to our well-being can be difficult since a complex array of genetic variants contribute. Using a novel method, this study analyzed the genomes of 160,000

individuals of European ancestry to discover 304 variants associated with well-being. Some of these identified variants are near genes that are highly expressed in brain tissue,
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N specifically in the hippocampus region that plays an impertant role in regulating memory, learning, and emotion. Also, this novel method increased the number of identified genetic
werage genatic
predisposition to increased variants associated with well-being by 26%!
well-being

DID YOU KNOW?

Studies have shown that exercising, sleeping well, spending time with loved ones, getting outside, helping others, practicing smiling, and planning trips can all increase your overall happiness!

YOUR DETAILED RESULTS

To calculate your genetic predisposition to increased well-being we summed up the effects of genetic variants that were linked to increased well-being 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 increased well-being. The variants highlighted in blue have negative
effects sizes and decrease your genetic predisposition to increased well-being. Variants that are not highlighted are not found in your genome and do not affect your genetic predisposition to increased well-
being. By adding up the effect sizes of the highlighted variants we calculated your polygenic score for increased well-being to be 0.04. 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 increased well-being is in the 46th percentile. This means that it is higher than the polygenic scores 46% of people. We
consider this to be an average genetic predisposition to increased well-being. However, please note that genetic predispositions de 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
rs4938021_T c/c 0.01(-) 63% 2.66 x 1028
rs483143_C G/6G -0.01(-) 12% 149 x 1022
rs13213162_6 AfA -0.01 (-] 10% 648 x 1021
rs13212662_6 AfA -0.01 (-] 1% 7.08 x 10
rsb97462_C C/C -0.01[4) 52% 221x10-®
rs8084280_T AfA 0.01(-) B1% 332 x10°®
rs11082011_T c/T -0.01[4) 6% 661 x 10-%
rs7010690_C T 0.01(-) B1% 133 x 10°%
rs2233980_A G/6 -0.01(-) 13% 140 x 107
rs13196401_T G/6 -0.01(-) % .46 x 1078
rs2302832_C T/C 0.01(1) 52% 930 x 10°®
rs433081_A G/6 -0.01(-) 1% 4.08 x 10°7
rs10491962_T c/T -0.01[4) % 5.60 x 10-7
rs17702602_T c/c 0.01(-) % 110 % 10
rs16003286_C T/T 0.01[-) 143 210 x 10°%
rs7832708_T T/T -0.01[4) % 3.00 x 10-®
rs10774909_G cj/c 0.01[-) 20% 535 x 10°%
rs12067143_C c/c -0.01[4) 70% 7.28 x 10-®
rs171697_G c/c 0.01(-) % 126 x 107
rs11699236_C c/c -0.01[4) 42% 137 x 10-®
rs716608_T T/T -0.01[4) % 138 x 10°®
rsBB748329_G AfA -0.01(-) 14% 289 x 10°®
rs11214441_A T/A 0.01 (1) 40% 376 x10°®
rs3734672_C NA 0.02 () % B2 x 10°®
rs2179744_A G/A 0.01(7) % 747 x 10°®
rs2921036_C c/c -0.01[4) B1% 722x10°®
rs2149351_G G/6 -0.01[4) 76% 7.76 x10°®
rs28427480_C AfC 0.01(1) 10% 1.01x 10°%
rs4B643289_G T/6 0.01(7) 52% 147 x 10°%
rs782207_A G/A -0.01[4) 37% 197 x 104
rs3786234_T T/T 0.01(7) 62% 223 x 10°%
rs7107366_6 AfA 0.01(-) B1% 231x10™%
rs2468167_C AjC -0.01[4) % 232 x10%
rs4671459_C AfA -0.01(-) 19% 476 x 107"
rs1806163_T G/T 0.01 (1) 22% 541 x10™
rs116648484_A TT -0.01(-) % 647 x 107
rs2102341_C TT -0.01(-) 70% 8.46 x 107"

rs3764612_T G/G -0.01[-) 23% 130 x 1078
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rs59211689_C Q /T -0.01(-) 16% 250 x 107

rs11068917_A Q c/c 0.01(-) 18% 267 x 1070

re187267_6 { AJA 0.01(-) 20% 435 x10°0

r$12794371_T @ G/6 0.01(-) 33% 433 x 1070

rs77648771_T £ NA 0.01(-) 5% 522 % 10°P
rs0380700_n {1 s/6 0.01() 26% 633 x 1070
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rsB1906363_T @ -0.01(-)

rs308806_T @ cj/c -0.01(-) 148 x 10-°
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reapaiBas_T c/c -001(-) 2% 150 x 107
re170a1017_a {0 6/6 0.01(-) 8% 162 % 10°°

162 x 109
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re815710_6 AJA 0.01(-)

rs4836189_6 # c/c 0.01(-) an% 187 x 102

rs17622606_A {1 NA 0.01() 5% 196 x 10°°

rs3811936_6 { AJA 0.01() 50% 216 x 10°°

rs8019826_T # c/c 0.01(-) 13% 217 x 102

rs34517207_¢ 4 T -0.01(-] 31% 226 %10
rs204883_a L0 6/86 0.01(-) 0% 220 x 107

rstosan7_T {0 c/c 0.01() 9% 2,60 x10°°
rs3134012_c {1 T/T 0.01(-) 72% 266 x 102
re17683630_5 L AJA 0.01() 20% 276 x10°°

re7200826_1 L c/c 0.01() 2% 306 x 108
rstmezviea_c {0 T/T 20.01(-) 0% 321x10°°
rsronaz7_1 8/6 0.01() 26% 380 x 109

r=10067600_A 1% 6/6 001 (-) 281 x10°

E:

re78524365_A (0 6/6 001 (-) 14 % 109
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rs10036870 ¢ I T 001 (=) 6% 5.93 x 10-2
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rs116001545_C {5} NA 0.02 [-) 3% 630 x 10°°

rs9332801_C @ AfA 0.01(-) 6% 6.46 x 102
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r536722835_A 1L 6/6 e

rs1520672_A {1 T/T 001(-) 7% 103 x 108
ret2010872_T {0 c/c 001() 12% 108 x 10°8
rea1z16748_c {04 NA 0.01(-) 3% 108 % 10°8
r1663246_6 {0 T 001() 20% 112 x 108
rs170a0478_a L 6/6 0.01(-) 7% 113 x 108
rs077747_6 L T 001() 50% 118 x 108
re17186681_T {0 AJA 0.01(-) 20% 121% 108
rs7819526_T {0 6/6 001(-) 42% 128 x 0%
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rs7154320_6 {0 0.01() 50% 144 x 108

rs17570807_6 {3 NA 0.01(-) 3% 166 x 108
re74604435_¢ 10 AJA 0.01() 10% 166 x 108
rs4400766_C (L T/T 0.01() 0% 167 x 108

rs770006_c T/T 0.01(-) 3% 169 x 108
re72032850_c T 0.01(-) 5% 176 % 10°¢

re12468605_6 {1 AJA 001 (<) 7% 191108

rs1983049_A @ /T 0.01(-) 54% 193 x 108

rraime_a 6/6 001 (<) 8% 21 x 108

r513262606_6 @ AfA -0.01(-) 66% 213 x 108

rs73180080_T @ cj/c 0.01(-) 13% 226 x 108

rs34045223_C 1% AfA 0.01 (-) 265 239 %10

rs117699630_G Q NA -0.02 [-) 3% 263 x10°

reseacszs_a {0 c/c 0.01(-) s 277 x 108

ro6453665_6 (it AJA 20.01() B1% 281x 108

rs28680968_A {3} 6/6 20.01() 20% 306 %108
)

re305766_c 1 T 0.01() a7% 319 %108

rs10081069_c £ 6/6 20.01() 23% 338 x 108

re70367487_A L0 8/6 0.01(-) 20% 360 x 108




rs77120413_A @ G/6 -0.01(-) 10% 387 x 108
rs12617438_6 Q TT 0.01(-) B4% 391%10°8
rs0883788_A @ G/6 0.01(-) 37% 308 x 108
rs7633673_A @- 6/6 -0.01 (-] % 412 %108
re2876520_0 £ c/c 0.01(-) 7% 422 %108
rs1892360_G @ AfA 0.01(-) 49% 4.26 x 10°8

re4730036_6 L T/T 0.01(-) 458 x 10
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N4 indicates variants that could not ba imputed using the %000 genomes project datasets and variants that have a frequancy of < 5%. Your genoma was sequenced at 30x/100x coverage and is not imputed. Howsver, to calculate parcentiles, we need to compara your data with other
users imputed data. To make the data comparable, we need to exclude some of the variants from your data.




