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Educational Background 
Ph.D. Korea Advanced Institute of Science and Technology (KAIST)   2007-2011 
  Human Genetics at the Department of Biological Sciences (Advisor: Changwon Kang, PhD) 
 

M.Sc.  Korea Advanced Institute of Science and Technology (KAIST)   2005-2007 
  Human Genetics at the Department of Biological Sciences (Advisor: Changwon Kang, PhD) 
 

B.Sc.  Pusan National University       2000-2005 
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Professional Career 
Special Volunteer (Government Visitor)       2023-Present 
National Institute of Arthritis and Musculoskeletal and Skin Diseases (NIAMS) 
National Institutes of Health (NIH; MD, USA) 
 

Associate Professor         2020-Present 
Department of Biology & Department of Biomedical and Pharmaceutical Sciences 
Kyung Hee University (Seoul, Korea) 
 

Assistant Professor          2016-2020 
Department of Biology, Kyung Hee University (Seoul, Korea) 
 

Research Assistant Professor         2015-2016 
Hanyang University Hospital for Rheumatic Diseases (Seoul, Korea) 
(Mentor: Sang-Cheol Bae, MD, PhD, MPH) 
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Senior Engineer          2011-2012 
Bio Tech Group, Advanced Tech Center, Samsung Techwin (Seongnam, Korea) 
 
 

Research Field 
His research has the overall theme of understanding genomic variants associated with common complex inflammatory 
diseases including rheumatoid arthritis, systemic lupus erythematosus, and inflammatory bowel disease by using a 
tremendous amount of genomic, transcriptomic, epigenetic, and metagenomic data through a number of research projects 
that employ cutting edge Omics technologies, including next-generation sequencing, along with various statistical and 
bioinformatic methods. Human genetic studies on common complex diseases have uncovered a number of genetic loci 
associated with disease susceptibility, highlighting HLA variants and many other variants in noncoding elements that may 
have allele-specific regulatory effects in relevant tissues. He takes advantage of emerging publicly available multi-Omics data 
as well as actual patients’ Omics data and computational approaches, which are enabling him to leverage genetic variants in 



 

order to comprehend disease genes, functionally relevant cell types, and biological pathways involved in impaired immune 
processes and disease phenotypes. Consequently, his work suggests potential drug targets and identifies potentially 
repurposable drugs. Prof. Kim obtained his PhD at Korea Advanced Institute of Science and Technology (KAIST; Daejeon, 
Republic of Korea). He received training at Hanyang University (Seoul, Republic of Korea), Harvard Medical School (Boston, 
Massachusetts, USA), Brigham & Women’s Hospital (Boston, Massachusetts, USA) and Broad Institute of MIT and Harvard 
(Cambridge, Massachusetts, USA). 
Keywords: Immunogenomics, Computational Genomics, Bioinformatics, Multi-Omics Big Data Mining 
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17. Variation in the ICAM1-ICAM4-ICAM5 locus is associated with systemic lupus erythematosus susceptibility in multiple 
ancestries. Ann Rheum Dis. 71 (11), 1809-1814. [October, 2012] [IF=28.0] 
 

 
 


