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Education 
 

Ph.D: George Mason University, Bioinformatics, August, 2004 

M.Tech: Indian Institute of Technology, Delhi. Biochemical Engineering and Biotechnology, 

Jan 1993. 

M.Sc: Banaras Hindu University, Varanasi. Biotechnology, June, 1991 

B.Sc: Osmania University, Hyderabad. Mathematics, Physics and Chemistry. May 1989. 

 

Employment: 
 

August 2004 – Present: Research Assistant Professor, Bioinformatics and Computational 
Biology, George Mason University, Manassas, VA.  
 
May 2002 – Present: Visiting Scientist, Bovine Functional Genomics Laboratory, Beltsville 

Agricultural Research Agency, US Dept of Agriculture, Beltsville, MD.  

 
Professional Honours 
 

• Bovine Hapmap Project leadership  

• Member of Bovine Genome sequencing and Annotation projects 

• Development of a commercial Cattle 50K SNP chip in collaboration with Illumina 

• USDA-ARS outstanding tech transfer award - 2009 

• FLC (Federal Laboratory Consortium)  award for outstanding technology transfer 2009 

• Reviewer for Bioinformatics, BMC Bioinformatics,  and Genetica journals and book review  
Machine Learning for Bioinformatics, John Wiley & Sons, 2007 

• Subject matter expert (SME) in the evaluation of knowledge discovery and analysis tools for 
the project Rapid Knowledge Formation (RKF) sponsored by DARPA through IET. 

 
• Executive board member of Mitochondria Research Society (http://www.mitoresearch.org) 

• Member of US Soybean Research Community,  International Society for Animal Genetics 

and International Society for Computational Biology  

• Organized “Genome Selection workshop” for  Implementation of genomic tools for 

improvement of livestock productivity in India at ILDEX 2008, New Delhi. 



Academic Distinctions 

 
• Doctoral degree in Bioinformatics with 3.81 C.G.P.A from George Mason University, VA 

• Among top students in the class (2nd) in M.Tech in Biotechnology and Biochemical 

Engineering from IIT, Delhi. 

• Recipient of gold medal from Banaras Hindu University, Varanasi for standing first in 

Master’s in Biotechnology. 

• Recipient of gold medal in Mathematics from Osmania University, Hyderabad for 

obtaining 100% marks throughout the 3 years of the degree program. 

• Qualified for Council for Scientific and Industrial Research (CSIR, India) test for Junior 

Research Fellowship (1991) and Senior Research Fellowship (1993). 

• Merit scholarship in high school and under-graduate degree. 

• Department of Biotechnology Fellowship during Master’s in Biotechnology 

• Qualified for graduate aptitude test of engineering (GATE-91) test with 98.72 percentile 

for fellowship during Master’s in Technology in Biotechnology and Biochemical 

Engineering. 

• Received several conference travel grants from NIH, NSF, USDA, TIGR and DARPA. 

 

 
Competitive Grants – Awarded  

 
Grant Title: Bovine microRNA Transcriptome Analyses: Discovery, Tissue Specific Expression 

Profile and Target Gene Prediction 
Funding Agency: USDA CSREES NRICGP 
Amount: $383,347 
Duration: 01/01/2007 – 12/31/2009 (3 years) 
Role: Project Director 
 
 
Grant Title: Large Scale Bovine SNP Genotyping for Genomic Selection and HapMap 

Development 
Funding Agency: USDA CSREES NRICGP 
Amount: $409,428 
Duration: 05/15/2006 – 15/14/2009 (3 years) 
Role: Co-PD 
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