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Fraction of high risk phenotypic predictions by gene and method. High risk phenotypes 

are defined as those that differ from normal and unknown phenotypes and would require a 

different drug dosing or recommendation.
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of biobank participants
need a dosage adjustment
for at least one of the medications

Genotyping arrays (with imputation)
are cost-effective alternatives
for pharmacogenetic testing
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99.8%
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Next steps

• Align with MDR and IVDR 
regulations, obtain CE Marking

• GenMed project (2019-2022):
Integrate pharmacogenetic 
recommendations
to national
online digital prescription 
system
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