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WTCCC  Nature 447:661 2007 0
CBEII:?::r: Nat Genet 41:666 2009 3 11 8 8
CHARGE Nat Genet 41:677 2009 3 3 8 8
AGEN-BP Nat Genet 43:531 2011 2 3 10 5
ICBP Nature 478:103 2011 7 1 3 29 1 6
COGENT Am J Hum Genet 93545 2013 3 10 5 3
iGEN-BP Nat Genet 47:1282 2015 4 3 3 22 35 12
CHD Exomet+,

ExomeBP,  Nat Genet48:1151 2016 17 3 16 51 30
GoT2D

CHARGE+

oo Nat Genet 48:1162 2016 12 2 18 70 31
Cardio— .

Motaboohip Nt Genet 481171 2016 20 14 66 17
GERA Nat Genet 49:54 2017 9 0.7 0.3 75 39
UK Biobank Nat Genet 49:403 2017 14 19 107 32
AGEN-BP  Nat Commun 9:5052 2018 13 16 92 19
UK Biobank Nat Genet50:1412 2018 76 25 535 235
MVP Nat Genet 51:51 2019 46 47 261
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vat cenet  GPS for navigating healthcare

20 18 ﬂzg ﬁ _lg_ Precision genomic medicine is now technically feasible. Just as global positioning systems revolutionized the
logistics of travel, so genome-wide polygenic risk scores (GPSs) now have the potential to inform our trajectories

E’F?H’E‘E' of health and to serve in the prevention and mitigation of many common and complex diseases. We welcome
research into the implementation of—and equity of access to—genetic predictors and their integration into clinical
and evidence-based medical practice.
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gene_name zscore effect_size pval tissue
1 MTHFR -13.10 -0.20 3.2e-39 TW_Muscle_Skeletal_Elastic_Net_0.5
2 TMEM133 -12.72 -0.05 4.6e-37 TW_Artery_Tibial_Elastic_Net_0.5
3 CLCN6 -12.46 -0.12 1.3e-35 TW_Artery_Tibial_Elastic_Net_0.5
4 NPR3 12.05 0.10 2.0e-33 TW_Lung_Elastic_Net_0.5
5 NPR3 11.93 0.05 8.5e-33 TW_Nerve_Tibial_Elastic_Net_0.5
6 TMEM133 -11.92 -0.05 9.3e-33 TW_Artery_Coronary_Elastic_Net_0.5
7 FES -11.67 -0.05 1.8e-31 TW_Cells_Transformed_fibroblasts_Elastic_Net_0.5
8 CLCN®6 -11.54 -0.04 8.2e-31 DGN_WB_Elastic_Net_0.5
9 CCDC71L 11.47 0.07 1.9e-30 TW_Artery_Aorta_Elastic_Net_0.5
10 FURIN 11.42 0.23 3.5e-30 TW_Artery_Aorta_Elastic_Net_0.5
11 ARHGAP42 -11.41 -0.04 3.7e-30 TW_Artery_Tibial_Elastic_Net_0.5
12 FES -11.22 -0.11 3.4e-29 TW_Breast_Mammary_Tissue_Elastic_Net_0.5
13 FURIN 11.17 0.08 5.9e-29 TW_Esophagus_Mucosa_Elastic_Net_0.5
14 ATP2B1 -11.17 -0.13 6.0e-29 TW_Artery_Tibial_Elastic_Net_0.5
TW_Cells_EBV-
15 MTHFR -11.00 ~0.07 3.9¢-28 tran_sform;d_lymphocytes_EIastic_Net_O.S
16 FES -10.78 -0.08 4.1e-27 TW_Artery_Aorta_Elastic_Net_0.5
17 NPR3 10.56 0.06 4.6e-26 TW_Testis_Elastic_Net_0.5
18 FES -10.48 -0.12 1.0e-25 TW_Nerve_Tibial_Elastic_Net_0.5
19 FES -10.47 -0.10 1.1e-25 TW_Artery_Tibial_Elastic_Net_0.5
20 FES -10.47 -0.07 1.1e-25 TW_Adipose_Visceral_Omentum_Elastic_Net_0.5
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LDL-CDOGWAS & ZFEEIIZRE

(e

Effect size

Nearby genes Best SNP P-value
(SE) mg/dL
SORT1 rs629301  -5.65 (0.21) 9.7 E- 171
APOE-C1-C2 rs4420638  7.14 (0.29) 8.7 E- 147
LDLR rs6511720 -6.99 (0.30) 4.3 E- 117
APOB rs1367117  4.05(0.19) 4.5 E- 114
ABCG5/8 rs4299376  2.75(0.20) 1.7 E- 47
A8FY HMGCR rs12916  2.45(0.18) 5.1 E- 45
TRIB1 rs2954022 -1.84 (0.17) 2.6 E- 29
PCSK9|}H%:H_ PCSK9 rs2479409 2.01 (0.22) 1.9 E- 28
POA1-C3-A4-A5  rs964184  2.85(0.27) 1.5 E- 126
TIMD4 rs6882076 -1.67 (0.19) 1.9 E- 22
ABO rs649129 | 2.05 (0.21) 7.9 E- 122
HPR rs2000999  2.00 (0.22) 1.8 E- 122 Nature
CILP2 rs10401969 -3.11 (0.38) 6.7 E- 22 466:707,
FADS1-2-3 rs174583  -1.71(0.19) 1.2 E- 21
TOP1 rs909802  1.41 (0.17) 3.2 E- 19 Table 52
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Boyle, Li & Pritchard [Cell (2017) 169:1177]
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