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Imputation GWAS grid 589K HYRTA AL 24
Exome 193K CHE IS0 98 e Fe /ol Y= AdAF
eQTL 17K RHHO|Of| HE XL Lol A
Pharmacogenomic
2K AERTA A
Functional & (ADME%) SRTM AT
Other Variants 39K GWAS |
~ catalog,
GWASor possibly disease-causing, 7| 21El RTHO| HE U risk score Z& &7
disease causing : .
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Total marker Annotated marker® Nonsyn marker® ASN markere
Platform
N N N(%) N(%)
Affymetrix 5.0 500,568 489,457 2,179(0.4) 769(0.2)
Affymetrix 6.0 934,969 892,584 4,889(0.5) 1,750(0.2)
AAHIET 1,099,726 1,066,324 45,832(4.3) 12,516(1.2)
AMHIE 2 242 901 241,923 217,775(20.0) 39,480(16.3)
AAHIE 3 700,078 688,062 87,759(12.8) 21,371(3,1)
Axiom Biobank 718,212 645,060 251,080(38.9) 46,416(7.2)
Axiom UK Biobank 845,487 823,336 104,058(12.6) 19,487(2.4)
Axiom PMRA 920,744 856,797 44,819(5.2) 6,088(0.7)
Korean Chip 833,535 829,635 183,607(22.1) 89,413(10.8)

2 Annotated by snpEff v4.1 based on the database of dbNSFP2.7 (functional prediction and annotation of nonsynonymous marker).
>Proportion of nonsynonymous markers among annotated markers.
¢Proportion of nonsynonymous markers, ASN : Asian
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Genetic Variants Associated with Elevated Plasma Ceramides in Individuals
1 . . Genes 2022
with Metabolic Syndrome

Discovery of levodopa-induced dyskinesia-associated genes using genomic studies

2 . . . . C Biol 2022
in patients and Drosophila behavioral analyses ommun =io
A Genome-Wide Association Study of Genetic Variants of Apolipoprotein A1 Levels

3 . L . . . . Genes 2022
and Their Association with Vitamin D in Korean Cohorts
The effect of the association between CETP variant type and alcohol consumption .

4 . . ; SciRep 2022
on cholesterol level differs according to the ALDH2 variant type

. . J Ath ler Th b

5 Genetic Variants Associated with Supernormal Coronary Arteries er(():f:peurb) rom 2022

6 Predlctlgn o.f incident athgrosclerotlc ca@ovascular d|sgasg with polygenic risk of Atherosclerosis 2022
metabolic disease: Analysis of 3 prospective cohort studies in Korea
Genome-Wide Interaction Study of Late-Onset Asthma With Seven Environmental Factors L .

7 . . X . Frontiers in Genetics 2022
Using a Structured Linear Mixed Model in Europeans
A Causal Relationship between Vitamin C Intake with Hyperglycemia —

8 . . . . Antioxidants 2022
and Metabolic Syndrome Risk: A Two-Sample Mendelian Randomization Study o

9 A causal relationship between alcohol intake and type 2 diabetes mellitus: Nutrition, Metabolism and 2022
A two-sample Mendelian randomization study Cardiovascular Diseases
Lifestage Sex-Specific Genetic Effects on Metabolic Disorders International Journal of

10 . . . . ) 2022
in an Adult Population in Korea: The Korean Genome and Epidemiology Study Molecular Sciences

1 The contribution of common and rare genetic variants to variation in metabolic traits Nature Communications 2022
in 288,137 East Asians

12 Analyzing the Korean Reference Genome with meta-imputation Frontiers in Genetics 2022

increased the imputation accuracy and spectrum of rare variants in the Korean population
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