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POLYGENIC RISK SCORE REPORT

PERCENTILE INCREASED
RISK**

PRS POLYGENIC RISK*

Kidney cancer
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*High: >2X increased risk compared to the average
*Not Elevated: <2X risk compared to the average

Risk: risk p: to the average
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CAD RISK REPORT

RELATIVE RISK OF CAD SUMMARY

Risk Threshold

Based on the PRS outlined below the risk of
| developing CAD is Not elevated.
Not elevated High

Polygenic Risk Score Not elevated (46" percent ile)

POLYGENIC RISK SCORE EXPLAINED

A polygenic risk score (PRS) measures the
component of disease risk from many genetic
variants spread throughout the genome. Lifetime
risk of CAD is calculated by comparing the tested
individual's PRS to a reference population. PRS
above the 95 percentile is considered high
because it confers a greater than 49% lifetime
isk. Individuals above this threshold will have
three times the risk of disease compared to the
remainder of the population. The chart shows how
PRS translates to lifetime risk of coronary artery
disease. This CAD PRS comprises 1,926,521
genome-wide variants.
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