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Education 
 

Catholic University of America (CUA) , B.S., Biology                         1986-1990 
University of Washington (UW), Ph.D., Analytical Chemistry             1990-1995 
University of Washington, Post-doctoral, Proteomics                         1996-1998 
 

Experience 
 
Research Associate Professor, The College of William and Mary (W&M)      Jan 2006- present 
Department of Applied Science 
Conducting clinical proteomic research of cancers in collaboration with investigators at Eastern 
Virginia Medical School (EVMS) and INCOGEN, Inc. (a bioinformatics company). Forging new 
research efforts to expand Applied Research Center (ARC) and William and Mary Research Institute 
(WMRI) laboratory activities.  Developing TOF-SIMS imaging of human tissues and single cells. 
 
Associate Director, Proteomics, The Institute for Genomic Research (TIGR) 
Pathogen Functional Genome Resource Center (PFGRC)                    August 2003 – Dec 2005 
Direct the mass spectrometry-related research efforts within the Proteomics Lab of the PFGRC.  
Research included the profiling and characterization of pathogen bacterial proteomes including 
Staphylococcus aureus and Yersinia pestis.  
 
Senior Director, Mass Spectrometry, Large Scale Biology Corporation (LSBC), Proteomics 
Division                                 May 2001 – July 2003 
Managed the Mass Spectrometry Department and oversaw a highly automated production 
environment for high throughput protein identification and characterization.  Laboratory work flow 
consisted of: robotics for spot cutting of proteins from 2D gels, sample prep, MALDI spotting; 12 
mass spectrometers for MALDI and LC-MS/MS data collection, customized bioinformatic tools for 
data analysis and storage in LSBC database.   Responsible for project planning, balancing R & D 
with production.  Supervised a staff of 11 people.   
 
Senior Staff Scientist, LSBC                                  August 1999 - May 2001 
Developed and implemented methods for automated high-throughput capillary LC-MS/MS 
characterization of proteins separated via proprietary 2-D gel electrophoresis.  Maintained 
equipment and trained personnel.  Developed MS/MS data analysis strategy and interacted with 
bioinformatics department for implementation of automated high throughput analysis of peptide 
fragmentation spectra.  Experience with laboratory space design. 
 
Staff Scientist, Argonex Pharmaceuticals                        May 1998- August 1999 

mailto:clbuna@wm.edu


Scientific goal to identify antigenic peptides from selected cancer tumor cells using immunology and 
analytical chemistry methods.  Implemented/improved analytical chemistry and biological mass 
spectrometry capabilities for purposes of antigen discovery. 
 
Postdoctoral Fellow, UW Department of Molecular Biotechnology                           1996- 1998 
Adviser:  John R. Yates III 
Development of mass spectrometry instrumentation, particularly non-sheath electrospray (ES) 
interfaces for LC/MS and CE/MS.  Development of nanospray-LC techniques for analysis of 
complex biological mixtures.  Developed method for high amino acid sequence coverage of proteins 
to identify SNPs.   
 
Graduate student, UW Department of Chemistry                              1990-1995 
Adviser:  Frantisek Turecek 
Thesis:  “Studies of Transition Metal Complexes by Electrospray-Mass Spectrometry” 
Specific transition-metal complexes were analyzed by ES-MS to aid in the understanding of the 
electrospray process.  Studies of metal ion-peptide complexes for purposes of understanding gas-
phase structure and reactions, and fragmentation to obtain amino acid sequence information. 
 

Memberships 
 
Member, American Society of Mass Spectrometry 
Member, Association for Biomolecular Research Facilities 
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Selected Presentations 
 

C. L. Bunai, P. R. Harris, C. D. Hopkins, C. Brittin, E. R. Tracy, W. E. Cooke, “Use of Room-Temperature Ionic 
Liquids (RTILs) for TOF-SIMS Analysis of Biomolecules”, American Society of Mass Spectrometry Conference, Seattle, 
WA (2006), poster. 
 
C. L. Bunai, D. Malyarenko, H. Chen, M. Tracy, E. Tracy, M. Sasinowski, R. Drake, L. Cazares, O. J. Semmes, M. 
Trosset, D. Manos, W. Cooke, “Automated Peak Picking and Alignment of TOF-MS Data for Biomarker Discovery and 
Early Cancer Diagnosis”, 4th NCI Early Detection Research Network Scientific Workshop, Philadelphia, PA (2006), 
poster. 
 
T. Gatlin, R. Pieper, S. Kuntumalla, S.-T. Huang, H. Alami, D. Clark, E. Gebregeorgis, P. Parmar, E. Mongodin, S. Gill, 
S. N. Peterson, “Identification and Quantitation of Cell Envelope-Associated Proteins from Vancomycin-Resistant 
Strains of Staphylococcus aureus”, 7th International Symposium on Mass Spectrometry in the Health and Life Sciences:  
Molecular and Cellular Proteomics, San Francisco, CA (2005), poster. 
 
T. Gatlin, NIH/NIAID sponsored 2-day Proteomics Workshop, The Institute for Genomic Research, Rockville MD 
(2005), coordinator/instructor. 
 
T. Gatlin, “Profiling the cell surface proteins of Staphylococcus aureus”, ThermoFinnigan Proteomics Seminar Series, 
Bethesda, MD; Toronto and Montreal, CAN (2005), invited speaker. 
 
T. Gatlin, “Mass Spectrometry-Based Proteomics”, Genome Sequencing and Analysis masters course at Johns Hopkins 
University, Rockville, MD (2004), lecturer.  
 



T. Gatlin, “Mass Spectrometry Applications in Proteomics”, The Institute for Genomic Research, Rockville, MD, 
(2003), speaker. 
 
T. Gatlin, “Pharmacoproteomics to Profile Mechanism of Drug Action and Toxicity”, IBC’s 8th Annual Proteomics 
Conference, San Diego (2003), invited speaker. 
 
T. Gatlin, “A Highly Automated Proteomics Facility for Drug Discovery and Development” Washington University, St. 
Louis, MO (2002), invited speaker. 
 
T. Gatlin, “A Highly Automated Proteomics Facility:  Merging 2D gel, Robotic Sample Prep, MS and Bioinformatics 
Technologies for Protein Identification and Characterization,” National Cancer Institute, Frederick, MD (2002), invited 
speaker. (http://msig.ncifcrf.gov/msig-archives.html click on 2/12/02). 
 
T. Gatlin, E. Field, C. Schatz, K. Kiersarsky, “Automated Capillary LC-MS/MS for Detection of Proteins from 2D-
Gels,” Eastern Analytical Symposium, Atlantic City, NJ (2001), invited speaker. 
 
T. Gatlin, S. Steiner, “Pharmacoproteomics: to Profile Mechanisms of Efficacy and Toxicity,” 15th Asilomar Conference 
on Mass Spectrometry, Pacific Grove, CA (1999), invited keynote speaker. 
 
C. L. Gatlin, J. R. Yates, III “A novel interface for fritless sheathless LC-μspray and nanospray with an application for 
identification of hemoglobin variants by μLC-MSMS using SEQUEST,”, 45th American Society of Mass Spectrometry 
Conference, Palm Springs, CA (1997), poster 
 
C. L. Gatlin, F. Turecek, T. Vaisar, “Peptide coordination to copper(II)-diimines:  structures and CAD mechanisms,” 
43rd American Society of Mass Spectrometry Conference, Atlanta, GA (1995), poster. 
 
C. L. Gatlin, F. Turecek, “Acidity determination in microdroplets formed by electrospray,” 42nd American Society of 
Mass Spectrometry Conference, Chicago, IL (1994), poster. 
 
C. L. Gatlin, F. Turecek, D. B. Taylor, R. E. Synovec, “Determination of copper oxidation states in jet fuel by LC-
ES/MS and extraction FIA-ES/MS,” Center for Process Analytical Chemistry 20th Annual Sponsor Meeting, Bellevue, 
WA (1994), speaker. 
 
C. L. Gatlin, M. Cha, S. C. Critchlow, J. A. Kovacs, “Mononuclear S, N-ligated nickel complexes as models for the 
active site of nickel hydrogenase,” 204th American Chemical Society National Meeting, Washington, D.C. (1992), poster. 
 

Grants 
 
RO1 grant from NIH/NCI, “Enhancement of MS signal processing toward improved cancer biomarker discovery”, 
9/29/06-10/31/09 
Role: co-PI 
 
SBIR grant from NIH/NIAAA (RFA: AA-03-003), “Alcohol effects on brain protein expression profiles”, June 2003.  
Role:  PI 
 

NIH Review Panel Member 
 
National Cancer Institute, Special Emphasis Panel, ZCA1 SRRB-C (O1), Proteomic Technology Assessment Resources, 
U24 grants, Silver Spring, MD (2006). 
 
National Cancer Institute, Special Emphasis Panel, ZCA1- GRB-S (O1), Clinical Proteomic Technology Assessment for 
Cancer, PO1 grants, Silver Spring, MD (2006). 
 
National Center for Research Resources, Center for Scientific Review Special Emphasis Panel, ZRG1 BCMB-D 30, 
Mass Spectrometer Systems, S10 grants, Washington, DC (2005). 
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National Institute of on Alcohol Abuse and Alcoholism, ZAA1 HH 67 P, RFA-AA-05-001 Center Application, P50 
grant, Rockville, MD (2005). 
 
National Institute of Diabetes and Digestive and Kidney Diseases, Special Emphasis Panel, ZDK1 GRB-1 M1, 
“Innovative Partnerships in Type 1 Diabetes Research”, R01 grants, Bethesda, MD (2004). 
 
National Institute of Allergy and Infectious Disease, Special Emphasis Panel, ZAI1 EC-M M1, “Biodefense and 
Emerging Infectious Disease Research Opportunities”, P01 grants, Washington, DC (2003). 
 
 
 


