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Education and Research Experience 

Oct. 2011 – Present Research Scientist, Riken, Japan 

Apr. 2009 – Sep. 2011 Postdoctoral Visiting Fellow, NCBI, NIH, USA 

Mar. 2009  Ph.D. Kyoto University, Japan 

Mar. 2006  M.Sc. Kyoto University, Japan 

Aug. 2005 – Nov.  Exchange Student, Humboldt University, Germany 

Jun. 2004 – Sep.  Exchange Student, Boston University, USA 

Mar. 2001  Bachelor of Engineering. Osaka University, Japan 
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2010 – 2011  Research Fellow of the Japan Society for the Promotion of Science (NIH) 

2006 – 2009  Research Fellow of the Japan Society for the Promotion of Science (DC1) 
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