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 EMPLOYMENT 
 
Bioinformatics Scientist, 2006-present 
Gene Ontology Consortium/Mouse Genome Informatics 
The Jackson Laboratory 

• Co-manage the biological content of The Gene Ontology (GO).  
• Coordinate the activities of computer scientists and biologists to maintain biologically 

accurate and logically rigorous ontologies.  
• Work with scientific experts to convert current scientific understanding into a computable 

format.  
• Drive significant advances in the development of GO, including the introduction of new 

relationship types, relationship links between ontologies, introduction of 'cross-products’, 
use of automated QC procedures, and expansion of the ontology in areas of 
developmental, physiological and cellular biology.  

• Annotate details of mouse gene roles using GO and primary scientific literature. 
 
Senior Scientific Curator, 2005-2006 
Gene Ontology Consortium/Mouse Genome Informatics 
The Jackson Laboratory 

• Annotated details of mouse gene roles using GO and primary scientific literature.  
• Co-designed automated pipelines for the assignment of mouse transcripts to GO terms. 
• Trained new biocurators in the use of GO for gene product annotation.  

 
Scientific Curator, 1998-2005 
Mouse Genome Informatics 
The Jackson Laboratory 

• Annotated expression data of mouse genes using primary scientific literature and mouse 
anatomy ontologies.  

• Coordinated and QC assured the download of SwissProt sequence data into The Mouse 
Genome Informatics resource. 

 
Technical Services Scientist 
Roche Applied Science, 1997-1998 

• Led the Apoptosis and Cell Proliferation Reagent Team.  
• Answered technical queries about the entire line of biochemical products sold by Roche.  
• Worked with product managers and marketing staff to design marketing materials used in 

the sales of biochemical products.  
• Trained account managers in the scientific aspects of cell proliferation, apoptosis and 

real-time PCR products.  
• Performed marketing 'road shows' at academic and industrial institutions, illustrating the 

utility of apoptosis and cell proliferation reagents.  
• Served as the scientific representative for Roche at major scientific meetings. 

 
 



 
 EDUCATION 
 
Postdoctorate, 1994-1997 
Indiana University School of Medicine, Indianapolis IN 
Project Title: Retinoic acid induced differentiation of neuroblastoma cells as a model for neuronal 

 Differentiation 
Lab PI: Kent Robertson, M.D., Ph.D 
 
Assistant Scientist, 1992-1994 
Indianapolis VA Hospital, Indianapolis, IN 
 
Postdoctorate, 1989-1992 
Mt. Sinai Hospital Research Institute, Toronto, ON Canada 
Project: Large-scale gene-trap screening for developmentally regulated genes in the mouse 
Lab PI: Janet Rossant, Ph.D. 
 
Postdoctorate, 1989 
Indiana University, Bloomington IN 
Project: Characterization of a paternal-effect embryonic-lethal mutation in Caenorhabditis elegans 
Lab PI: Susan Strome, Ph.D. 
 
Doctor of Philosophy, 1985-1988 
Indiana University, Bloomington Indiana 
Major: Molecular, Cellular, and Developmental Biology 
Minor: Neurophysiology 
Thesis: An analysis of the generation of cell differences in early Caenorhabditis elegans embryos 
Advisor: Susan Strome, Ph.D. 
 
Graduate Student, 1983-1985 
Indiana University, Bloomington Indiana 
Project: Analysis of the genomic structure of a developmentally regulated gene in sea urchins and 
its regulation in cultured isolated blastomeres of sea urchin embryos 
Advisor: William H. Klein, Ph.D. (Dr. Klein moved away from Indiana University in 1985) 
 
Embryology Program, 1984 
Marine Biological Laboratories, Woods Hole, MA 
Project: Evolutionary study of a calcium-binding protein in various species of echinoderms 
 
Bachelor of Science cum laude, 1979-1983 
University of Rochester, Rochester, NY 
Major: Molecular Genetics 
Project: Analysis of the expression of developmentally regulated genes in animalized and 
vegetalized sea urchin embryos by in situ hybridization 
Advisor: Robert C. Angerer, Ph.D. 
 
 TEACHING EXPERIENCE 
 
Assistant Instructor (Cell Biology), Indiana University 1987 
Trained several Graduate Students, Summer Students and Technicians 1983-1997 
Mentor at the 1st Gene Ontology Annotators Workshop, Cambridge, UK 2004 
Mentor at the 3rd Gene Ontology Annotators Workshop, Palo Alto, CA 2006 
Assistant Aikido Instructor: The Indiana Aikikai 1997 
Aikido Instructor (Fukushidoin): The Ellsworth Aikikai 1998-present 
 



 HONORS, GRANTS AND FELLOWSHIPS 
 
Graduate cum laude in Molecular Genetics, University of Rochester  1983 
College Scholar, University of Rochester      1979-1980 
Hanley Scholar, University of Rochester      1981 
Boch National Scholar, University of Rochester     1982-1983 
Indiana University Fellow, Indiana University     1983-1984 
NIH Predoctoral Fellow, Marine Biological Laboratory    1984 
NIH Predoctoral Fellow, Indiana University     1984-1987 
Institute for Molecular and Cellular Biology Fellow, Indiana University  1988-1989 
University Fellow, Indiana University      1988-1989 
Postdoctoral Fellow, Medical Research Council of Canada   1989-1992 
Yondan (4th degree black belt), United States Aikido Federation   Current 
 
 OTHER SCIENTIFIC APPOINTMENTS 
 
Meeting Organizing Committee:  
 International Biocuration Meeting, Berlin, Germany, April 2009 

International Biocuration Meeting, San Jose, California October 2007 
 
Reviewer: Proceedings of the National Academy of Sciences of the USA 
  Bioinformatics 

Genome Research 
  Nature Biotechnology 
  Nucleic Acids Research 
  BMC Bioinformatics 
  Bioinformatics 
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