50

papers

72

all docs

279798

7,042 23
citations h-index
72 72
docs citations times ranked

189892
50

g-index

12509

citing authors



10

12

14

16

18

m

ARTICLE IF CITATIONS

NETMAGE: A human disease phenotype map generator for the network-based visualization of

phenome-wide association study results. GigaScience, 2022, 11, .

Integrating external controls in cased€“control studies improves power for rared€variant tests. Genetic 13 5
Epidemiology, 2022, 46, 145-158. :

Trans-ethnic meta-analysis of rare variants in sequencing association studies. Biostatistics, 2021, 22,
706-722.

Novel score test to increase power in association test by integrating external controls. Genetic 13 10
Epidemiology, 2021, 45, 293-304. )

A powerful subset-based method identifies gene set associations and improves interpretation in UK
Biobank. American Journal of Human Genetics, 2021, 108, 669-681.

Efficient mixed model approach for large-scale genome-wide association studies of ordinal

categorical phenotypes. American Journal of Human Genetics, 2021, 108, 825-839. 6.2 25

Scalable and Robust Regression Methods for Phenome-Wide Association Analysis on Large-Scale
Biobank Data. Frontiers in Genetics, 2021, 12, 682638.

Understanding the Patterns of Serological Testing for COVID-19 Pre- and Post-Vaccination Rollout in 04 3
Michigan. Journal of Clinical Medicine, 2021, 10, 4341. :

On cross-ancestry cancer polygenic risk scores. PLoS Genetics, 2021, 17, e1009670.

UK Biobank Whole-Exome Sequence Binary Phenome Analysis with Robust Region-Based Rare-Variant

Test. American Journal of Human Genetics, 2020, 106, 3-12. 6.2 56

MEPE loss-of-function variant associates with decreased bone mineral density and increased fracture
risk. Nature Communications, 2020, 11, 4093.

Loss-of-function genomic variants highlight potential therapeutic targets for cardiovascular disease.

Nature Communications, 2020, 11, 6417. 12.8 39

Scalable generalized linear mixed model for region-based association tests in large biobanks and
cohorts. Nature Genetics, 2020, 52, 634-639.

Exploring and visualizing large-scale genetic associations by using PheWeb. Nature Genetics, 2020, 52,
550-552. 21.4 129

Fast and robust ancestry prediction using principal component analysis. Bioinformatics, 2020, 36,
3439-3446.

A Fast and Accurate Method for Genome-Wide Time-to-Event Data Analysis and Its Application to UK 6.2 57
Biobank. American Journal of Human Genetics, 2020, 107, 222-233. )

Metad€MultiSKAT: Multiple phenotype metad€analysis for regiona€based association test. Genetic

Epidemiology, 2019, 43, 800-814.

A Fast and Accurate Method for Genome-wide Scale Phenome-wide G A— E Analysis and Its Application to 6.2 20
UK Biobank. American Journal of Human Genetics, 2019, 105, 1182-1192. :



20

22

24

26

28

30

32

34

36

SEUNGGEUN LEE

ARTICLE IF CITATIONS

Sex-specific and pleiotropic effects underlying kidney function identified from GWAS meta-analysis.
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