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Areas  o f  Interes t   
 
• Next generation sequencing (NGS) analysis 
• Small silencing RNA (miRNA, endo-siRNA, and piRNA) biogenesis 
• Epigenetics (histone modification and DNA methylation) in stem cells and cancers 
• Bioinformatics algorithms design and cloud/GPU computing 
• Pathway enrichment analysis 
 

R E S E A R C H  E X P E R I E N C E    
 
National Chiao Tung University, HsinChu, Taiwan 2012~present 
Assistant professor, Institute of Bioinformatics and Systems Biology & Department of biological Science 
and Technology 
• Conducted research on human Argonaute-small RNA sorting and tailing mechanisms, resulting in 

publication in Molecular Cell  
• Conducted bioinformatics analysis to study mouse and human epigenetics. Results published in 

Developmental Cell, Cell Report and PLoS Genetics 
• Developed algorithms and cloud applications for NGS analysis, published in Nuclear Acids Research 

 
University of Massachusetts Medical School, Worcester, MA 2011~2012 
Post doctoral researcher, Zhiping Weng’s Lab, Program in Bioinformatics and Integrative Biology, 
UMass Med 
• Designed algorithms to reconstruct hepatitis C virus quasi-species from NGS data 
• Conducted projects pertaining small RNA tailing mechanisms, resulting in publication in Cell and 

Nature Methods 
• Involved in research of mouse stem cell epigenetics, resulting in publication in Cell 
• Published a review of enrichment analysis approaches on Briefings in Bioinformatics 

 
University of Massachusetts Medical School, Worcester, MA 2009~2011 
Research Assistant, Zhiping Weng’s Lab, Program in Bioinformatics and Integrative Biology, UMass 
Med 
 

• Devised novel suffix tree based algorithms to search for trimming and tailing in target RNA directed 
small RNA silencing effect. 

• Designed analysis pipeline for NGS data. 
• Discovered the putative model of trimming and tailing, resulting in publication in Science, Genome 

Research and RNA 
 



Boston University, Boston, MA 2007~2011 
Research Assistant, Charles DeLisi’s Lab, Bioinformatics program, BU 
 

• Developed network based pathway enrichment analysis algorithms and JAVA based tools. Results 
published on Genome Biology and Nuclear Acids Research 
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