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STUDY SUMMARY Waist Rati
Identification of 202 genetic variants associated with waist-to-hip ratio. H -p atlo
YOUR RESULT STUDY DESCRIPTION

Ihcreased body fat is commonly associated with an increased risk of various cardiovascular and metabolic diseases, including

coronary artery disease and type 2 diabetes. The waist-to-hip ratio (WHR) is a common measurement of the distribution of fat

61st

around the body. It is obtained by dividing the circumference [or distance around) the waist by the circumference of the hips. A

PERCENTILE

. . healthy WHR is below 0.9 for men and below 0.86 for women. A WHR above 1.0 may signal an increased risk of disease. This A high waist-to-hip ratio is considered unhealthy.
ve average genetic

predisposition to higher genome-wide association study examined over 636,000 individuals of European ancestry and found over 202 variants associated

waist-to-hip ratio with WHR. The polygenic score calculated from these variants was found to to correlate with the incidence of type 2 diabetes and coronary artery disease.

DID YOU KNOW?

A diet rich in fruits, vegetables, and dairy and low in white bread, processed meat, margarine, and soft drinks may help reduce abdominal fat.

YOUR DETAILED RESULTS

To calculate your genetic predisposition to higher waist-to-hip ratio we summed up the effects of genetic variants that were linked to higher waist-to-hip ratio 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 waist-to-hip ratio. The variants highlighted in blue have
negative effects sizes and decrease your genetic predisposition to higher waist-to-hip ratio. Variants that are not highlighted are not found in your genome and do not affect your genetic predisposition to
higher waist-to-hip ratio. By adding up the effect sizes of the highlighted variants we calculated your polygenic score for higher waist-to-hip ratio to be 3.82. To determine whether your score is high or low,
we compared it to the scores of 5,000 other Nebula Genomics users. We found that your polygenic score for higher waist-to-hip ratio is in the 81st percentile. This means that it is higher than the pelygenic
scores B1% of people. We consider this to be an above average genetic predisposition to higher walst-to-hip ratio. 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.

VBRIANTED YOUR GENOTYPED EFFECT SIZED VARIANT FREQUENCYT SIGNIFICANCE®
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rs2791660_G G/6 0.04 (1) 67% 430 x 1078
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N/A indicates variants that could not ba imputed using the 1000 genomes project datasets and variants that have a fraquency of < 5%. Your genome was sequanced at 30x/100x coverage and is not imputed. However, to calculate parcentiles, we nead to compare your data with other
users imputed data. To make the data comparable, we nead to exclude some of the variants from your data



