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Why My Lab?
Students in my lab conduct multidisciplinary research using various tools in molecular biology, 
biochemistry, enzymology, chemical biology, bioinformatics, bacterial genetics, and structural biology. 
We frequently use genome mining, bioinformatic analyses, protein expression/purification, in vitro 
reconstitution of enzyme reactions, HPLC/mass/NMR-based peptide characterization, enzyme 
engineering, NGS analyses, and etc. 
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