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1.   NIH M. Cave (PI) 08/01/12 - 08/31/17 
PCBs Worsen Obesity/metabolic Syndrome Through ‘Toxic Metabolic Endotoxemia’ 
This project will examine how PCBs affect the gut:liver:adipose axis and lead to toxic-metabolic 
endotoxemia.   
Role: Consultant 

2. NIH              W. Watson (PI)     04/01/12 - 03/30/14 
Effect of Dietary Fat on the Hepatotoxicity of Environmental Arsenic 
In this proposal we will test the hypothesis that arsenic exposure facilitates the progression from simple 
steatosis to steatohepatitis by altering metabolic pathways related to inflammation. We will use a 
combination of metabolomics and proteomics to identify pathways that are dysregulated in our novel 
animal model of environment-diet interactions.   
Role: Co-I 

3. NIH/NIGMS   RO1GM087735      X. Zhang (PI)      05/01/09 - 04/30/13 
Mass Informatics of Two Dimensional Gas Chromatography Time-of-flight Mass Spectrometry 



This project will develop informatics tools to analyze metabolomics data generated from gas 
chromatography / gas chromatography / time-of-flight mass spectrometry experiments to enable 
comparative metabolite profiling with high precision and high volume. 
Role: PI 

4.    NIH/NIAAA   1RC2AA019385      C. McClain (PI)     10/01/09 - 09/30/12 
Biomarkers of Steatohepatitis 
This project uses a large number of serum/plasma specimens from well-characterized patients with severe 
alcoholic hepatitis, non-alcoholic steatohepatitis, and a highly-novel patient population of well-characterized 
environmental toxicants and both a proteomics and metabolomics approaches for discovery of biomarkers 
for alcoholic liver disease and specifically alcoholic steatohepatitis. 
Role: Co-I 

5. Industry Research Gift         X. Zhang (PI)      01/01/08 -    
Mass Informatics of Differential Metabolomics 
The goal of this project is to support the bioinformatics projects to study metabolite regulation. 
Role: PI 
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1. UofL/MRG              M. Yu (PI)       06/01/11 - 05/31/12 
Quantum Mechanics Simulation-based Metabolite Identification 
This project will create an in-silico MS/MS database based on quantum mechanics simulation. A 
bioinformatics system will be further developed for metabolite identification using the in-silico MS/MS 
database. 
Role: co-PI 

2. The Multiple Myeloma Research Foundation    M. Wang (PI)      08/01/08 - 07/30/11 
Biomarker Discovery and Validation in Multiple Myeloma Cells Using Multiple Proteomics Platforms 
The study employs cutting-edge proteomic technologies to analyze myeloma patient tissue samples and 
identify biomarkers that are responsible for the disease's onset and progression, as well as patients' 
response to treatments. 
Role: Co-I 

3. NIH/NCI    U24CA126480        F. Regnier (PI)     10/01/06 - 09/30/11 
APT: the Analytical Proteomics Team 
The major goal of this project is to develop robust protocols and standards for biomarker discovery in MS 
based proteomics. High specificity immunologic reagents will be developed for precise detection and 
quantification of biomarkers of relevance for breast and prostate cancer. 
Role: Co-PI 

4. University of Louisville         X. Zhang (PI)      02/01/09 - 01/31/10 
Development of Two Dimensional Gas Chromatography Time-of-flight Mass Spectrometry for Differential 
Metabolomics 
This one year project will assess the technical capability of two dimensional gas chromatography time-of-
flight mass spectrometry for differential metabolomics. 
Role: PI 

5. NIH     R41RR024306      Zhang (PI)       02/01/08 - 01/31/09 
Accurate Protein Identification Using Peptide Separation Information and Tandem MS Algorithms 
This project will develop algorithms aimed at predicting peptide separation profiles for two-dimensional ion 
mobility spectrometry. The developed algorithms will be used to assist protein identification. 
Role: PI 

6. Canary Foundation                                     X. Zhang/J. Chen (co-PIs) 06/01/07 - 05/30/08   
CAPS Bioinformatics Platform Dissemination 
The major goal of this project is to develop bioinformatics system for meta data management for the 
computational proteomics analysis system. 
Role: Co-PI 



7. NIH     DK070290        F. Regnier (PI)     10/01/04 - 09/30/07 
Tools for Differential Metabolics 
The major goal of this project is to develop a new set of tools for characterizing and recognizing temporal 
changes in the metabolome of model organisms. 
Role: Co-PI 

8. Showalter Trust   SPS 0IK44        M. Mohammed (PI)    07/01/06 - 06/30/07 
The Use of Proteomics to Determine Pathways of Metastasis 
This study identifies biomarkers that distinguish metastatic mammary tumors in lymph and also evaluate 
the predictive value of the biomarkers. 
Role: Co-I 
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