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The Polygenic Risk Scores
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Drug Response Prediction (a.k.a precision medicine)
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ISPG statement 
2018:

Genome-wide
association studies of 
drug response have 
been limited in their
ability to identify
clinically useful
genetic markers, 
suggesting response
to treatment is likely
a complex, polygenic
trait.
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Drug Response Prediction (a.k.a precision medicine)
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ISPG statement 
2018:

CYP2D6, CYP2C19 
testing… estimates of 
the number needed
to test …for 
antidepressants
suggest about one
in every 12 
patients will benefit
from testing. 
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”Is used” according
Danish screening 

programs



1. Polygenic risk scores (PRS) shown to improve common disease genetics

Let’s start using them

2. Predictive usefulness is context-specific

Population screening ≠ diagnosis setting

3. Impute.me is a fully functional open-source N=1 genetics analyser 

Based on above points

4. The statistics behind PRS are good for ethnicity-matched cohorts, 

Challenges remains in N=1 settings

5. Education and information beats regulation!

FDA warning letter to 23andme -> third-party analysis rise

Points – so far (2/5)
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Result calculation details
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Things we are still not very good at

Overall liability scale

Ethnicity challenges
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