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Research Interests 

Research areas include human genetic disorders, cancers, and microbial genomics. 
My laboratory has applied genetic mapping and DNA sequencing to identify 
genes/alleles associated with human diseases. Using high-throughput genomic 
methods, my laboratory has investigated the genetic basis of liver cancer and lung 
cancer, and we have conducted whole-genome sequencing projects on bacterial 
pathogens, including Vibrio vulnificus and Klebsiella pneumoniae. The sequence 
information can help understand the evolution of microbial organisms and the 
molecular basis of bacterial virulence and antimicrobial resistance. 
 


