S3 Table. Details of 45 genome-wide association studies.

Trait Abbr. Category Sample Ref. URL

Size*
Age at Menarche AAM Reproductive 132,989 [1] http://www.reprogen.org/data_download.html
Age at Natural Menopause AANM Reproductive 69,360 [2] http://www.reprogen.org/data_download.html
Asthma AST Immune/Pulmonary 26,475 [3] http://www.cng.fr/gabriel/index.html
Eczema ECZ Immune 40,835 [4] http://data.bris.ac.uk/data/dataset/28uchsdpmub118uex26ylacqm
Celiac Disease CEL Immune 15,283 [5] https://www.immunobase.org
Crohn's Disease CD Immune/IBD 21,389  [6] http://www.ibdgenetics.org
Ulcerative Colitis uc Immune/IBD 26,405 [7] http://www.ibdgenetics.org
Primary Biliary Cirrhosis PBC Immune 13,239 [8] https://www.immunobase.org
Rheumatoid Arthritis RA Immune 58,284 [9] http://plaza.umin.ac.jp/~yokada/datasource/software.htm
Systemic Lupus Erythematosus SLE Immune 14,267 [10]  https://lwww.immunobase.org
Multiple Sclerosis MS Immune/Neurological 27,148 [11]  hitps://www.immunobase.org
Epilepsy EPL Neurological 34,853 [12]  hitp://www.epigad.org/page/show/homepage
Chronotype CHT Social/Psychiatric 127,898 [13]  http://www.t2diabetesgenes.org/data/
Subjective Well-being sSwB Social/Psychiatric 298,420 [14]  hitp://www.thessgac.org/#!data/kuzq8
Depressive Symptoms DEP Social/Psychiatric 161,460 [14]  hitp://www.thessgac.org/#!data/kuzq8
Neuroticism NEU Social/Psychiatric 170,911 [14]  hitp://www.thessgac.org/#!data/kuzq8
Cognitive Performance 1Q Neurological 106,736 [15]  http://www.thessgac.org/#!data/kuzq8
Education Years EDU Social 293,723 [16]  http://www.thessgac.org/#!data/kuzq8
Schizophrenia SCz Psychiatric 82,315 17 https://www.med.unc.edu/pgc/results-and-downloads
Bipolar Disorder BD Psychiatric 16,731 [18] https://www.med.unc.edu/pgc/results-and-downloads
Major Depressive Disorder MDD Psychiatric 18,759 [19]  https://www.med.unc.edu/pgc/results-and-downloads
Attention-Deficit/Hyperactivity Disorder ~ADHD Psychiatric 9,543 [20]  hitps://www.med.unc.edu/pgc/results-and-downloads
Anorexia Nervosa AN Psychiatric 14,477 [21] https://www.med.unc.edu/pgc/results-and-downloads
Anxiety ANX Psychiatric 18,186 [22] https://www.med.unc.edu/pgc/results-and-downloads
Ever Smoker SMK Psychiatric 74,053 [23] https://www.med.unc.edu/pgc/results-and-downloads
Body Mass Index BMI Anthropometric 234,069 [24] http://www.broadinstitute.org/collaboration/giant/index.php
Height HT Anthropometric 253,288 [25] http://www.broadinstitute.org/collaboration/giant/index.php
Waist-hip Ratio (adjusted for BMI) WHR Anthropometric 142,762 [26]  http://www.broadinstitute.org/collaboration/giant/index.php
Systolic Blood Pressure SBP Cardiovascular 69,909 [27]  dbGap accession phs000585.v2.p1
Diastolic Blood Pressure DBP Cardiovascular 69,899 [27]  dbGap accession phs000585.v2.p1
Pulse Pressure PP Cardiovascular 74,079 [27]  dbGap accession phs000585.v2.p1
Birth Weight BW Growth 143,677 [28]  http://egg-consortium.org/birth-weight-2016.html
Fasting Glucose GLU Metabolic 58,074 [29]  http://www.magicinvestigators.org/downloads/
Fasting Insulin INS Metabolic 51,750 [29]  http://www.magicinvestigators.org/downloads/
Hemoglobin A1C HBA Metabolic 46,368 [30] http://www.magicinvestigators.org/downloads/
High Density Lipoprotein HDL Metabolic 99,900 [31] http://csg.sph.umich.edu/abecasis/public/lipids2010/
Low Density Lipoprotein LDL Metabolic 95,454 [31]  http://csg.sph.umich.edu/abecasis/public/lipids2010/
Total Cholesterol TC Metabolic 100,184 [31] http://csg.sph.umich.edu/abecasis/public/lipids2010/
Triglyceride TG Metabolic 96,598 [31] http://csg.sph.umich.edu/abecasis/public/lipids2010/
Coronary Artery Disease CAD Cardiovascular 184,305 [32]  http://www.cardiogramplusc4d.org/downloads/
Type-Il Diabetes T2D Metabolic 110,452  [33] http://diagram-consortium.org/downloads.html
Age-related Macular Degeneration AMD Eye 33,976 [34] http://csg.sph.umich.edu/abecasis/public/lamd2015/
Primary Angle Closure Glaucoma PACG Eye 26,454 [35]  Journal supplementary material
Femoral Neck Bone Mineral Density FNBMD  Bone 32,961 [36]  hitp://www.gefos.org/?q=content/data-release-2012
Lumbar Spine Bone Mineral Density LSBMD  Bone 31,800  [36] http://www.gefos.org/?q=content/data-release-2012

* Sample size may be slightly different from that reported in the reference due to technical
reasons (e.g. inconsistencies between data sources, different sample sizes for secondary

phenotypes).
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