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2 See Chial, H. (2008) Rare Genetic Disorders: Learning About Genetic Disease
Through Gene Mapping, SNPs, and Microarray Data. Nature Education

3 See Henderson, Raymond et al. “The genetics and screening of familial
hypercholesterolaemia.” Journal of biomedical science vol. 23 39. 16 Apr. 2016
4 See Guillermo Villa, et al., Prediction of cardiovascular risk in patients with
familial hypercholesterolaemia, European Heart Journal - Quality of Care and
Clinical Outcomes, Volume 3, Issue 4, (2017)

5 See Gidding S.S., et al. (2015) The agenda for familial hypercholesterolemia: a
scientific statement from the American Heart Association.

Hannover Re | 2

HERERG. EEIENRRKESEEREMESEINE
FEIEEAFSNER) LR EETA T .

1: BlmSEERERITS RGN

=
==X

&

XS

| 1 y [
80% 90% 95% 99%

ZEANKIFOEDE

20%

PRS-B\E Sz {figiLe 95% BiEXIE
A 20% RISk 80% 2.55 2.43-2.67
B 10% FlH 90% 2.89 2.74-3.05
B 5% R 95% 3.34 3.12-3.58
B 1% FlH 99% 4.83 4.25-5.46
1 0.5% Fl 99.5% 5.17 4.34-6.12

BB ZEEXEITEDHT 5%RIE LR S E R ZEREIL
ZEENKITFD TLORBIEE B CmRGE AR = FAI—R4F
HIEE, IESEROMEXKERZAEXEIFSE,
BEANFTERB, £FKAY 15%2ROEFRIENE
EAAEEHBPNEANOMEXEEER® , BBZERXLT
S EAYERRMENRBIHIXRBEREN— N EETEF,
FMSEREFFRLARR (R OIER AR ERIXBEIE? KL9NE 2%HY
6 See Khera, Amit V et al. “Genome-wide polygenic scores for common diseases
identify individuals with risk equivalent to monogenic mutations.” Nature
genetics vol. 50,9 (2018)

7 See Biobank UK; Genome-wide polygenic scores to stratify risk for common
diseases. (2018)

8 See Canto, John G et al. “Number of coronary heart disease risk factors and
mortality in patients with first myocardial infarction.” JAMA vol. 306,19 (2011)
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10 See Mosley JD et al. Predictive Accuracy of a Polygenic Risk Score Compared
With a Clinical Risk Score for Incident Coronary Heart Disease. JAMA (2020)

11 See Khera AV et al. Whole-Genome Sequencing to Characterize Monogenic and
Polygenic Contributions in Patients Hospitalized with Early-Onset Myocardial
Infarction. Vol 139 (2019)

12 See Anderson JS et al. Polygenic risk scoring and prediction of mental health
outcomes. Current Opinion in Psychology (2019)
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emerging adulthood. Psychological Medicine 8/2018
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15 See footnote 2

16 See Mavaddat N et al. Polygenic Risk Scores for Prediction for Breast Cancer
and Breast Cancer Subtypes. The American Journal of Human Genetics (2019)

17 See footnote 2

18 See Wright KM et al. A Prospective Analysis of Genetic Variants Associated
with Human Lifespan. G3 : Genes, Genomes, Genetics (2019)

19 See Timmers PRHJ et al. Genomics of 1 million parent lifespans implicates
novel pathways and common diseases and distinguishes survival chances. eLife
2019;

20 See footnote 18
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21 See Meisner A et al. Combined Utility of 25 Disease and Risk Factor Polygenic
Risk Scores for Stratifying Risk of All-Cause Mortality. The American Journal of
Human Genetics (2020)
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