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I am interested in
developing and utilizing statistical methodology for solving Problems arising
in Population and Quantitative Genetics.


EDUCATION 


	Ph.D. in Statistics, North Carolina State University,
     Raleigh, North Carolina, USA.
     Degree awarded Aug. 1995.
	Master of Agronomy, Experimental
     Statistics, National
      Taiwan University,
     Taipei, Taiwan. Degree awarded June,
     1990.
	Bachelor of Science, Agronomy, National Chung-Hsing University,
     Taichung, Taiwan. Degree awarded June,
     1986.



PROFESSIONAL EMPLOYMENT 


	Post-Doctoral Research Associate, Program in Statistical
     Genetics, Department of Statistics, North Carolina State University, North
     Carolina, USA, Aug 1995 - Dec 1996.
	Research Scientist, ForBio Research, Brisbane, Australia, Jan. 1997 - Aug.
     1997.
	Assistant Professor, Department of Finance,
     Chaoyang University of Technology, Wufeng, Taichung, Taiwan, R.O.C., Sep.
     1997 - Aug. 1998.
	Assistant Research Fellow, Institute of Statistical
     Science, Academia Sinica, Taipei, Taiwan, R.O.C., Aug. 1998 - July. 2002. 
	Assistant Professor, Department of Biology, National Taiwan Normal
      University, Taipei, Taiwan, R.O.C., Aug. 1999 -
     July. 2002. 
	Associate Research Fellow, Institute of Statistical
     Science, Academia Sinica, Taipei,
      Taiwan,
     R.O.C., July. 2002 - present.
	
	Adjunct Associate Professor, Department of Agronomy, 
	
	National
	Taiwan
	University, 
	
	Taipei, 
	Taiwan, R.O.C., Aug. 2006 -
     present.
	Research Fellow, Institute of Statistical

     Science, Academia Sinica, Taipei,

      Taiwan,

     R.O.C., May 2011 - present.
	

	Adjunct Professor, Department of Agronomy, 

	

	National

	Taiwan

	University, 

	

	Taipei, 

	Taiwan, R.O.C., Aug. 2011 -

     present.


SERVICE 

	 Organizer of Workshop "Modern Statistical Methods For Gene Mapping In Human and Experimental Populations". September 29-30, 2000, Taipei.
	 Local committee chair of “The 2007 Taipei International Statistical Symposium and ICSA International Conference”. June 25-27, 2007, Taipei
	 Organizer of “2015 Taipei Summer Institute in Statistical Genetics”. Aug. 24-Sep. 4, 2015, Taipei.
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