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Expertise 
 
Dr. Monroe’s research involves development of algorithms and software for custom and automated 
analysis of proteomics and bioinformatics data, including managing and summarizing the large 
volumes of data generated. His areas of expertise include microcolumn liquid chromatography, LC-
MS/MS of peptides and proteins using Q-TOF mass spectrometry, and analytical instrumentation 
design and automation. Dr. Monroe has over 15 years of programming experience, specializing in 
software design using Visual Basic .NET, LabView, and relational databases including Microsoft 
SQL Server and Microsoft Access. 
 
 
Education 
 
Bachelor of Science in Chemistry, 1997 
Doctorate of Philosophy in Analytical Chemistry, 2002 
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Positions and Employment 
2003 – present Sr. Research Scientist, PNNL, Richland, WA 
2002 – 2003 Postdoctoral Associate, Pacific Northwest National Laboratory (PNNL), 

Richland, WA 
1994 – 1997 Undergraduate Chemistry Research Assistant, University of Wyoming, 

Laramie, WY 
1993 – 1997 Office Assistant, University of Wyoming, Laramie, WY 
 
 

Honors and Awards 
1997 – 1998 Francis P. Venable Fellowship 
1996 R. Owen Asplund Award for Outstanding Academic Performance 
1995 & 1996 Summer EPSCoR Fellowship Recipient 
1994 College of A&S Independent Study Fellowship 
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