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EDUCATION AND POSTDOCTORAL STUDIES

- Biology Diploma (MS). University Babes-Bolyai of Cluj, Romania, 1988.

- PhD. University of Texas Southwestern Medical Ctr. Dallas, Texas, August 1997. Advisor: Philip S. Perlman.
- Postdoctoral Scholar, Woods Hole Oceanographical Institution, Woods Hole, Massachussetts (1997-1999).
- Postdoctoral Fellow, The Salk Institute for Biological Sciences, La Jolla, California (1999-2000).

PROFESSIONAL APPOINTMENTS

- Systems Genetics Group Leader and Senior Staff Scientist (present), Biosciences Division, Oak Ridge National
Laboratory, Oak Ridge, TN (at ORNL since 2007).

- Joint Associate Professor (2010-present), Microbiology Dept., University of Tennessee Knoxville.

- Faculty Member (2008-present), Genome Sciences and Technology Graduate Program, UTK/ORNL.

- Visiting Scholar (2006-2007), Pharmacology Department, University of California San Diego.

- Bioinformatics Staff Scientist (2000-2006), Diversa Corporation, San Diego.
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SYNERGISTIC ACTIVITIES

JGI Community Sequencing Proposals review panels (2008-2010, 2012)

NASA Exobiology review panels (2009-2011; panel chair in 2011)

NIH review panels on human microbiome research for NHGRI, NIGMS, NIDCR (2008-2011)

DOE-OBER review panels (2010, 2012).

Editorial Boards: Standards in Genomic Sciences, Applied and Environmental Microbiology, Biology Direct.

FUNDING

- 1R01HGO004857-01A1, National Institutes of Health / National Human Genome Research Institute (Sep.2009-
Aug.2012):Targeted genomic characterization of uncultured bacteria from the human microbiota. Principal Investigator.

- 1R56DE021567-01, National Institutes of Health / National Institute for Dental and Cranial Research (Sep.2010-
Sep.2012): Targeted metagenomics of the microbiome in adult and pediatric periodontitis. Principal Investigator (PD: E.
Leys, Ohio State University).

- DOE-DE-SC0006654, Department of Energy (Sep 2011-Aug 2014); From genomes to metabolomes: Understanding
mechanisms of symbiosis and cell-cell signaling using the archaeal system Ignicoccus-Nanoarchaeum. Principal
Investigator. (co-I: R. Hettich, ORNL; V. Copie, Montana State University; B. Bothner, Montana State University).

- 201REY307, National Science Foundation (Sep 2011-Aug 2015); Enhancing expertise is archaeal taxonomy: Classical
and molecular-based monographic research of the Nanoarchaeota. Co-investigator. (PD: A.L. Reysenbach, Portland
State University).
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