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Education and Training

Postdoctoral Research Associate, Oak Ridge National Laboratory 2001
Ph.D. Microbiology, Minor: Biochemistry/Biological Engineering, Cornell University 2001
M.S. Biological Sciences, Mississippi State University 1995
B.S. Biology/Chemistry, Western Kentucky University 1993

Research Experience

Assistant Professor, Department of Microbiology, Miami University 2003-
Develop and direct research program in bacterial physiology, biochemistry, and ecology dealing with
model organisms (Shewanella spp., Desulfovibrio, Alkaliphilus, Anaeromyxobacter, field isolates) and
in situ communities associated with bioremediation (groundwater, sediments, reactors)

Current Laboratory 1 Postdoctoral Assoc.; 3 Ph.D. students; 4 undergraduates

Presentations (oral/poster at national conferences) 17 in 2005; 13 in 2004; 10 in 2003

Research Staff Scientist, Oak Ridge National Laboratory 2001-2003
Assess microbial ecology of contaminated sites using molecular- and culture-based techniques;
isolation and physiological characterization of novel and unique microbes; development of functional,
community, and metagenomic DNA microarrays; coordination of global transcriptomic studies with
cellular physiology

Graduate Research Assistant, Department of Microbiology, Cornell University 1996-2001
Conducted and initiated independent research combining microbial physiology and molecular biology
dealing with the role and regulation of polysaccharide hydrolases from rumen bacteria; advised and
coordinated undergraduate research

Teaching Experience

Microbial Ecology (475/575) lecture 2005-
The course covered the basic concepts of microbial ecology, examined biotic and abiotic interactions -
within and between populations, and discussed the role of bacteria in maintaining steady-state
conditions in natural ecosystems. Lecture material was supplemented with scientific literature for
discussion-based meetings.

Biological Concepts (116) lecture (co-instructor) 2004-
Covered basic prokaryotic and eukaryotic taxonomy, DNA replication, transcription, translation,

and biotechnology.

Summer Workshop for Secondary Education Teachers (co-instructor 2004
Lectures covered basic microbiological concepts, practices, and experiments.
Microbial Physiology (425/525) lecture and laboratory 2003-

The course covered principle concepts of microbial physiology including: cell composition, cell
growth, electron transport, chemiosmosis, photosynthesis, central metabolism, lipids, nucleic acids,
transport, gene expression, nutrient transport, and adaptive response.

Graduate Journal Club (750) course 2003-
Consisted of weekly meetings with graduate students to discuss primary literature on stress response
studies related to microbial physiology. Scientific papers were discussed in detail in an informal
setting to stimulate open discussion and questions in a round-table format.



University Service

Editorial Board for Applied and Environmental Microbiology 2006-2009

Invited speaker at MI-ASM branch meeting 2005

Invited by DOD to attend MBT workshop and draft strategic plan 2005

Faculty Research Committee (advisory committee to University Senate) 2005-
Invited by USDA to help develop road-map for a joint NSF-USDA proposal call 2004

Ad Hoc reviewer for Applied and Environmental Microbiology 2004-
Serve on the Ecology program committee; Instrumentation Laboratory Advisory Committee 2004-
Serve as MBI advisor for Environmental Science co-major 2004-
Faculty Fellow for the Sigma Phi Epsilon fraternity 2004-
Co-PI for funded NSF equipment grant ‘ 2004-
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Current Grant Support
PI — Construction of whole genome microarrays, and expression analysis of Desulfovibrio vulgaris
cells in metal-reducing conditions (uranium and chromium), DOE-ER63765

Co-PI - Integrated analysis of protein complexes and regulatory networks involved in anaerobic
energy metabolism of Shewanella oneidensis MR-1, LAB 01-20, DOE Microbial Cell Project

Co-PI — Rapid deduction of stress response pathways in metal/radionuclide reducing bacteria, LAB
02-13, DOE Genomes to Life program

Co-PI — Effects of 17 year cicada emergence on aquatic food webs, NSF 04-2, DEB-Ecology

PI - Whole-genome sequence determination of novel, extremophilic, metal-reducing bacteria, DOE
Community Sequencing Program

Co-PI - Genome-level understanding of the diversity and structure of a groundwater microbial
community in the NABIR Research Field Research Center, DOE Community Sequencing Program

PI - Identification of Molecuiar and Cellular Responses of Desulfovibrio vulgaris Biofilms under Culture
Conditions Relevant to Field Conditions for Bioreduction of Heavy Metals, DOE-DE-FG01-05 ER05-05



