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United Kingdom [ d - q G Estonia

Genomics England 2012- ‘Swiss Personalize h Network 2017-2020 G Estonian Genome Project 2000 —

;ggi?ﬁ(z L?SeSgT;SS&;am disease, cancer [ iabete Infrastructure and population-based
! Ly oaivly LS - - cohort

Scottish Genomes £6M (USD$8M) - = 2017: €5M for 100,000 individual

Welsh Genomics for Precision Medicine . hl : At e

£6.8M (USD$OM) Netherlands

Northern Ireland Genomic Medicine RADICON-NL 2016-2025

Rare disease Finland
SRES S ol ) Health Research Infrastructure National Genome Strategy 2015-2020

Infrastructure
€50M ($USD 59M)

Denmark

Genome Denmark 2012-
DK 86M (USD$13.5M)
FarGen 2011- 2017

DK 10M (USD$1.6M)

United States of America Infrastructure, populqtion-based
National Human Genome Research cohort, pathogen project
Institute 2007-

Infrastructure and clinical cohorts Turkey

UsSD$427M ) Turkish Genome Project 2017-2023
All of Us 2016-2025 e Infrastructure, clinical and population-
Population cohort i k based cohorts

USD$500M (first two years)

WETED]
Japan Genomic Medicine Program, 2015-
Infrastructure, clinical and population-based
cohorts, drug discovery
JPY10.2B (USD$90.05M)
Qatar Australia
Qatar Genome 2015- Australian Genomics 2016-2021
Infrastructure, population cohort Infrastructure, rare disease and cancer
AUD$125M (USD$95M)
Genomics Health Futures Mission 2018-2028
AUD$500M (USD$372M)

(Stark Z. et al, AJHG 2019) .
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