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 Educational Background & Professional Experience 

2015-2016 	 JAX-GM, Senior Visiting Scientist
2004-	 NIH Bioinformatics Study Section Reviewer 
2000-	 UConn, Professor, Computer Science Engineering
2000	 Invited Speaker, National Academy of Sci., NRC Bioinformatics Workshop
1993-1994	 Johns Hopkins, Visiting Faculty, Genome Data Base 
1992-1999	 UConn, Associate Professor, Computer Science Engineering 
1986-1992	 UConn, Assistant Professor, Computer Science Engineering

 Research Interests

Biomedical data mining has been my research passion for the past 25 years which started with my sabbatical 
leave at Genome Data Base (GDB), Johns Hopkins University (1993) with my first NIH R01 funding as 
a computer scientist. In 2003, I established the Bioinformatics and Bio-Computing Institute (BIBCI) at 
UCONN with the NIGMS planning grant. Since then, I have been working with numerous biomedical 
scientists to help their biomedical data get analyzed. My bioinformatics data analysis utilizes molecular 
interaction relationships captured in the topology-based pathways. I began incorporating, namely, “route-
based” analysis idea into the topological pathway diagrams and I developed a user-friendly pathway scoring 
and visualization system, called TOPAS. Lately, my research focuses on mining of high-throughput multi-
omics data sets at single cell level.
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