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regulation of liver homeostasis. Role:  Co-I. 
 
05/01/11 – 04/30/12 NIH P20 RR016475   University of Kansas Medical Center (NIH/NCRR flow 
through) (PI: T. Williams) Kansas IDeA Network of Biomedical Research Excellence (K-INBRE) 
Role: Co-I. 
 
07/01/06–06/30/10 NIH 1R01HL082734-01A1 (PI: W. Davidson) Roles of apolipoprotein A-IV 
structure/lipid affinity. Role:  Co-I. 
 
1/1/09 - 6/30/10   NIH RO1 DK067355 (PI: H. Zhou) Role of Ncb5or in Insulin Production 
Role: Bioinformatics Support. 
 
09/01/09 – 08/31/10 Institute for Advancing Medical Innovation PROOF-OF-CONCEPT grant (PI: 
Karanicolas) Design of a stabilized ricin vaccine. Role:  Co-PI. 
 



 

05/01/09–04/30/10 NIH/NCRR P20 RR016475 Kansas IDeA Network of Biomedical Research 
Excellence (K-INBRE) Project: Data storage, analysis, and mining capability for next-gen sequencing. 
Role: PI. 
 
05/01/10–04/30/11 NIH/NCRR P20 RR016475 Kansas IDeA Network of Biomedical Research 
Excellence (K-INBRE) Project: KSCREEN, a HTS data management and analysis system. Role: PI. 
 
02/07-02/09 KU Center for Chemical Methodology and Library Development (PI: G. Lushington),   
Strategic chemical synthesis guidance via data mining and analysis. Role:  Co-I. 
 
05/01/07–04/30/08 NIH/NCRR P20 RR016475 Kansas IDeA Network of Biomedical Research 
Excellence (K-INBRE) Project: A web server for Tracker, an automated literature, protein/DNA sequence 
and domain tracking system. Role: PI. 
 
05/01/07–04/30/08 NIH/NCRR P20 RR016475 Kansas IDeA Network of Biomedical Research 
Excellence (K-INBRE) Project: A web server for Tracker, an automated literature, protein/DNA sequence 
and domain tracking system. Role: PI. 
 
05/01/07–04/30/08 NIH/NCRR P20 RR016475 Kansas IDeA Network of Biomedical Research 
Excellence (K-INBRE) Project:  Bioinformatics Core Facility. Role: Co-PI. 
 
09/01/04–06/30/07 NIH P01 RR017708 (PI:  R. Hanzlik, Project PI:  X. Chen) Project:  Computational 
Proteomics: Protein Interaction Prediction. Role:  Co-PI. 
 
07/01/05–04/30/06 NIH/NCRR P20 RR016475 Kansas IDeA Network of Biomedical Research 
Excellence (K-INBRE) Project:  Bioinformatics Core Facility. Role: Co-PI. 
 
09/01/06–08/31/07 NIH/NCRR P20 RR016475 Kansas IDeA Network of Biomedical Research 
Excellence (K-INBRE) Project: An Online Clearinghouse for Bioinformatics Software. Role:  Co-PI. 


