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STUDY SUMMARY
Identification of 70 regions of the genome associated with walking pace.
YOUR RESULT STUDY DESCRIPTION

Walking is an excellent leisure activity that is associated with benefits to overall health and fitness. For example, previous studies found that an increased pace of walking is

associated with a decreased risk of death from cardiovascular diseases and various forms of cancer. To identify the genetic factors that influence walking pace, this study

84th

enrolled over 460,000 individuals of European descent. After correlating genetic information with self-reported walking speeds, the study identified 70 genetic variants

PERCENTILE
. . associated with walking pace, 11 of which are novel. The study also examined the connections between walking pace and various traits/conditions. Researchers found that
ve average genetic
pradisposition to faster genetic predisposition to increased walking pace is correlated with a lower risk of adiposity, higher education attainment, and longer lifespan.
walking pace

DID YOU KNOW?

According to the American Council on Exercise, people who track their steps (such as with a pedometer or fitness app) may walk as many as 2,600 more steps a day than people who don’t.

YOUR DETAILED RESULTS

To calculate your genetic predisposition to faster walking pace we summed up the effects of genetic variants that were linked to faster walking pace 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 faster walking pace. The variants highlighted in blue have negative
effects sizes and decrease your genetic predisposition to faster walking pace. Variants that are not highlighted are not found in your genome and do not affect your genetic predisposition to faster walking
pace. By adding up the effect sizes of the highlighted variants we calculated your polygenic score for faster walking pace to be 0.24. To determine whether your score Is high or low, we compared it to the
scores of B,000 ather Nebula Genomics users. We found that your polygenic score for faster walking pace is in the 84th percentile. This means that it is higher than the polygenic scores 84% of people. We
consider this to be an above average genetic predisposition to faster walking pace. However, please note that genetic predispositions do net 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
rs13107326_C c/c 0.02 (1) % 631 % 102
rs784267_T c/c 0.01(-) 19% 1.03 x 10°%
rs2280406_6 G/6 0.01 (1) 49% B0 x 10-%
rs8972663_G G/T 0.01(1) 0% 8.68 x 10°%
rs11030324_G G/A 0.01 (1) 40% 3.94 x10-®
rs273612_C c/c 0.01 (1) 0% 6.91x 107
rs7924036_6 G/T -0.01[4) B0% 116 x 108
rs7187776_A A/G 0.01 [1) 0% 1.80 x 10°%
rs9366661_G G/T -0.01[4) % 200x10°%
rs1243184_T T/C 0.01 1) 32% 881x108
rs12127073_C c/o -0.01(4) 1% 140 x 10-2
rs7796394_T AJA -0.01(-) 38% 243 x 1072
rs12739999_6 G/6 0.01 (1) IEs 344 x 102
rs1662376_05 G/T -0.01(4) 46% 264 x 10°"
rs113826410_A AfA 0.01 (1) 22% 652 x 101
rs6763292_A G/6 -0.01(-) 20% 6.81x 10
rsB7800867_A AfA -0.01[4) % 6.38 x 101
rs1B36600_6 G/A 0.01 (1) 13% 073 x 10"
rs4830808_G G/6 -0.01[4] "% 196 x 1010
rs10760026_C c/c 0.01(7) 32% 203 x 1070
rs10862220 T G6/6 -0.01(-) 32% 2,60 x 10°0
rs10462738_A AfA 0.01(7) 32% 2,00 x 10
rs6798841_C c/c 0.01(7) 30% 332x 100
rs10883618_G 6/6 -0.01[4) % 410 x 10-%
rs20B6262_A AfA 0.01 (1) 27% am x10-0
rs2064079_C cjc -0.01[4) %% 430 x10™0
rs11648200_T T/T 0.02 (1) % B.61 x 10~
rs376042436_A AfA -0.01 (4] 30% 6.26 x 10-10
rsB639771_C c/T 0.01(1) 36% 751 %1070
rs7492665_G G/G 0.01 (1) 39% 937 x 100
rsA716208_A G/G 0.01[-) 26% 1.04 x 10°°
rs362307_C c/T 0.01(1) % 11 %1078
rs8010773_T c/cC 0.01(-) 38% 142 x 102
rs12461902_G G/A 0.01 (1) % 143 x 102
rs143384_A G/A -0.01 [4) 0% 168 x 1079
rsB1964974_T T/C 0.01(7) 26% 1.76 % 109
rs12883788_C c/T 0.01 (1) 46% 2.43 x 102
rs4516268_C C/A -0.01[4) 19% 244 x 102
rsBBEB0124_C c/c 0.01 (1) 16% 267 x 107

PO P - e e~ A O




Focalliudg s _ | el bl S | o
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rs116202226_A @ NA -0.06 [-)

rs798760_G AfA 0.01(-) 1.82 x 108

2

rs7804774_A @ G/6 -0.01(-) 19% 324 %108
rs34898635_C /T -0.01(-) 38% 3.30 x 1078

N4 indicates variants that could not be imputad using the 1000 ganomes project datasets and variants that have a fraquency of < 5%. Your genome was sequanced at 30x/100x coverage and is not imputed. Howaver, to caloulate parcentiles, we nead to compara your data with othar
users imputed data. To make the data comparable, we need to exclude some of the variants from your data.




