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A. Personal Statement
My research program is focused on improving healthcare via the development of treatment efficacy and risk biomarkers, optimizing clinical interventions after adverse events, and understanding the neurological and immunological basis of vaccine injuries. I have been performing collaborative research with DNA sequence data since 1996, microarray gene expression data since 1998, proteomic data since 2003, and next generation sequencing since 2009 in cancer, immunology and neurobiology. I have participated in program-level consortia including the NCI’sEarly Detection Research Network, caBIG, and managed a large multi-institutional consortium in Proteomics and Bioinformatics (funded via TATRC). With a deep understanding of the effects of data preprocessing algorithms on the validity of downstream statistical inferences, and fundamental comprehension of principles of ecology and evolutionary theory, I have developed novel paradigms for high-dimensional –omic analyses, including advances in statistical methods for variant calling, transcriptional profiling, machine-learning based prediction modeling, integrative translational research via decision modeling, covariate matching for case/control selection, and for the statistical evaluation of survivorship prediction models. These advances are applied via intelligent methods optimization, in which empirically optimized data analysis protocols are arrived at routinely via systematic comparative evaluative methodological research & development to insure reproducibility. I have directed the successful analysis of at least twenty-five Next Generation Sequence data sets with various applications from whole microbial and mouse genome sequencing to from various platforms for transcriptomics, variant detection, ChipSeq, methylomics, and whole genome/exome sequencing. The algorithms I have developed are current in use by many labs as they provide information measures reflective of both data quality and algorithm performance using objective evaluation measures. I have written books on Ebola, Translational Research and Autism. I founded the Institute for Pure and Applied Knowledge to conduct biomedical and translational research in the public interest and IPAK-EDU LLC to bring foundational educational opportunities to the public.

Positions and Honors

1998-2000 AP Sloan/US Department of Energy Postdoctoral Fellow in Computational Molecular Biology

1998-2001    (Awarded but declined) NIH National Research Service Award in Bioinformatics

2000-2002
Assistant Professor, University of Massachusetts, Lowell, Department of Biological Sciences

2000-2002
Co-Director, Center for Bioinformatics and Computational Biology, University of Massachusetts, Lowell

2002-2007
Assistant Professor, University of Pittsburgh School of Medicine, Department of Biomedical Informatics; Core Faculty Member, Biomedical Informatics Training Program; Department of Pathology; Fully Associated Faculty Member, University of Pittsburgh Cancer Institute
2007-2014
Scientific Director, Bioinformatics Analysis Core Service, University of Pittsburgh; Adjunct Assistant Professor, Department of Biomedical Informatics, University of Pittsburgh

2014-present
CEO/Director/Scientist, Institute for Pure and Applied Knowledge
Other Experience and Professional Membership

2019-present Editor in Chief, Science, Public Health Policy & the Law
2016-2019
Editorial Board, Cancer Research
2004-present Member, Society for Experimental Biology
2004-2006 Associate Editor, Applied Bioinformatics
2006-2007 Founding Editor-in-Chief, Cancer Informatics
2002-2012 NIH Grant reviewer
2008-2010. Grant Review Committee, New Jersey Commission on Cancer Research
2009  Member, The Society for Clinical and Translational Science
 Peer Review Duties, 2019/2020.
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 International Journal of Environmental Research and Public Health
 Mathematics
 European Journal of Medical Research
Clinical Rheumatology
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