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C. Research Support: 

 
1 S10 S10RR024521 (Straubinger) Role: co-PI 4/1/09 – 3/31/10  
NIH/NCRR  

 “High Performance Computational System to Support LCMS/Proteomics Analysis” 
Funds the purchase of a state-of-the-art computational cluster to accelerate proteomics analysis and 
provide mass storage for large datasets. 



 
5R01GM073646-02 (Blanco) Role: co-PI 3/1/2005-2/28/2010  
NIH/NCI  

Pharmacogenetics Of Human Carbonyl Reductases  
The proposed studies will provide essential information on the impact of CBR1 and CBR3 genetic variability 
on CBR mediated drug metabolism. The understanding of the molecular basis that govern the 
pharmacodynamics of CBR metabolized drugs will assist the design of more rational pharmacological 
therapies.  

 
1 RO1 HL-61610-05  (Canty) Role: co-I 9/1/06 - 8/31/10  
NIH/NCI  

Metabolic Adaptation and Functional Recovery of Hibernating Myocardium 
This project evaluates the role of viable, chronically dysfunctional myocardium on the progression of chronic 
ischemic left ventricular remodeling.  Studies are directed at identifying the role of apoptosis induced 
myocyte loss in ischemic and remote regions of hearts with hibernating myocardium and identify whether 
chronic intermittent ischemia upregulates pro and antiapoptotic proteins.  Interventions to ameliorate 
apoptosis include studies to stimulate angiogenesis with adenoviral gene transfer of FGF- 5 as well as 
studies to prevent apoptosis by chronic treatment with β-blockade. 

 
2R01AI019641-23A1  (Murphy) Role: co-PI 9/30/1983 - 12/31/2012  
NIH/NCI  

Pathogenesis of Haemophilus influenzae infection in COPD 
Chronic obstructive pulmonary disease (COPD) is a debilitating disease and is the fourth most common 
cause of death in the US. Nontypeable H. influenzae can be regarded as an opportunistic human pathogen 
because infections occur in two selected sites in specific host settings: 1) the lower respiratory tract of adults 
with COPD; and 2) the middle ear of children under 6 years of age, often preceded by viral infection. Little 
attention has been placed on studying strains for the possibility that different strains have different virulence 
potential until recently. The course of COPD is characterized by intermittent respiratory tract infections that 
result in hospital admissions, respiratory failure and death. This proposal includes state of the art 
approaches to understanding how the bacterium, Haemophilus influenzae, causes infection specifically in 
the setting of COPD. These results will lead directly to fresh approaches for treatment and prevention of 
infections by the most common cause of infection in adults with COPD. 

 
UB Center for Protein Therapeutics  (Qu)  7/1/2008 - 6/30/2009  
External industry consortium funds  

Ultrasensitive LC/MS Quantification of Cytokines in Biological Samples 
The in vivo concentration of both therapeutic and regulatory proteins affects not only diverse biological and 
pathophysiological processes, but also underlies the pharmacological responses induced by many 
therapeutic agents. However, quantification of proteins in biological systems is challenging owing to the 
extreme diversity of protein chemical and physical properties, and the fact that the effector proteins of high 
interest are often present at relatively low abundance against an obscuring background of high-abundance 
“housekeeping” proteins. The purpose of this proposal is to develop a nano-LC/triple-quad MS/MS based 
method for the ultra-sensitive and accurate quantification of cytokines as regulated targets of therapeutic 
agents, using Orthogonal Array Optimization and stable isotope coded internal standards. 

 
 NIH SBIR R42/R01. (Qu)                02/01/2009-5/31/2014 

          
 KX2-391-protein interactions: Phase I 
The project explores the possibility of identifying the ID and the exact binding domain of KX2-391 to cellular 

proteins, using a novel high-res nano_LC coupled to ETD sequencing.  



 
Completed (last 3 years): 
 
 

1 S10 RR023650 (Straubinger) Role: co-PI 4/1/07-3/31/09  
NIH/NCRR  

High sensitivity liquid chromatography/tandem mass spectrometry system” 
Provides funds for a third high-end state-of-the-art triple quad mass spectrometer (ThermoFinnigan 
Quantum Ultra) for drug and peptide quantification.  

 
1 S10 RR021221 (Straubinger) Role: co-PI 4/1/05 – 3/31/07  
NIH/NCRR  

 “LC/quadrupole ion trap mass spectroscopy system” 
Funded the purchase of a state-of-the-art multi-dimensional capillary liquid chromatography system (GE 
Healthcare MDLC) and a Linear Ion Trap Quadrupole mass spectrometer (ThermoFinnigan LTQ) for 
peptide sequencing and drug metabolite characterization. 
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