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Research Interest: 
My research has focused on biological mass spectrometry and its applications in proteomics and structural 
biology.  Specifically, I employ multi-dimensional liquid chromatography coupled with electrospray ion 
trap mass spectrometry for the analysis of purified proteins, protein complexes, and single/multi-species 
proteomes.  The major focus of my research is the development and application of proteomics technologies 
to the understanding of microbial physiology through the analysis of whole proteomes or enriched protein 
complexes.  The goal is to develop proteomic methodologies that allow for rapid data collection to gain 
greater insight into the physiology of the large number of microbes that are being sequenced and thus 
available for systems level studies.  My research focus to date has been on those microbes that show 
promise for bioremediation and those involved in carbon sequestration.  A recent goal is to develop 
proteome methodologies that will allow for the study of microbes and microbial communities directly from 
environmental samples. 
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January 2002:  Selected for support by the Department of Energy Office of Science to attend the meeting 
of Nobel Laureates in Lindau, Germany, in July 2002. 
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