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CURRICULUM VITAE 

 
A. Personal Information: 
 

Name    David V. Conti, Ph.D. 
Business Address  Department of Preventive Medicine 

  1540 Alcazar Street, CHP-220 
    Los Angeles, CA 90033 
 
Business Phone  (323) 442-3140 
FAX    (323) 442-2349 
E-mail    dconti@usc.edu 
 
Home Address   3500 Federal Ave. 
    Los Angeles, CA 90066 
Home Phone    (310) 397-0363 
 
Date of Birth   February 14, 1974 
Place of Birth   Albuquerque, NM, USA 
Citizenship   USA 
 
 

B. Education: 
 
 High School Arapahoe High School, Littleton, CO, 1992 
 
 University Stanford University, B.S., 1996, Earth Systems 
 
 Advanced Degrees Stanford University, M.S., 1999, Earth Systems 
 
  Case Western Reserve University, Ph.D., 2003, 

Genetic Epidemiology 
 
 Honors and Awards Goldman Honors Program in Environmental 

Science, Technology and Policy, Institute for 
International Studies, Stanford University, 
1996. 

  Training Fellowship, National Heart, Lung and 
Blood Institute, 2000-2002. 

  Outstanding Student Award.  Genetic and 
Molecular Epidemiology, Case Western 
Reserve University, 2000-2001. 

  Roger Williams Award.  International Genetic 
Epidemiology Society (IGES), 2001. 
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C. Professional Background: 
 

 Academic appointments 
 

Assistant Professor, Department of Preventive Medicine, Keck School of 
Medicine of the University of Southern California, 2003-present. 

Visiting Scientist, Division of Cancer Epidemiology, Unit of Genetic 
Epidemiology (Prof. Jenny Chang-Claude).  Deutsches 
Krebforschungszentrum (DKFZ Ð German Cancer Research Center).  
September, 2007. 

 
Specific teaching responsibilities 
 
Classroom Teaching 

Head Teaching Assistant, Earth Systems Program, Stanford 
 University, 1998-1999. 
Teaching Assistant, Genetic Epidemiology of Complex Disease, Case  
 Western Reserve University, 2000. 
Lecturer, Statistical Methods for Epidemiology, Case Western Reserve  
 University, 2002. 
Lecturer, Medical Student 3rd Year Preventive Medicine Seminar.  

University of Southern California, Spring 2003. 
Lecturer, Medical Student 1st Year Preventive Medicine Seminar.  

University of Southern California, 2003-2005. 
Instructor, Modeling Biologic Pathways, University of Southern California 

(PM790).  Spring and Summer 2004. 
Guest Lecturer, Quantitative Genetics.  University of Pittsburgh, Fall 2004. 
Instructor, Modeling Biologic Pathways, University of Southern California 

(PM599).  Spring 2006. 
Guest Lecturer, Behavior Genetics.  University of Southern California. 

Spring 2006. 
Guest Lecturer, Genetic and Molecular Epidemiology.  University of 

Southern California. 2006 - present. 
Instructor, Data Analysis (PM511a).  University of Southern California, 

2005-present. 



David V. Conti, Ph.D.  3 of 19 

 
 
Graduate Student Advising 

Master-level Students 
James Baurley, USC, M.S. Committee Member, Spring 2005. 
Zhixin Guan, USC, M.S. Research Advisor and Committee Chair, 

Spring 2005. 
Charles Du, USC, M.S. Research Advisor and Committee Member, 

2004-2006. 
Hsuan Jung, USC. M.S. Committee Member.  2006 Ð 2007. 
 
Andre Hernandez. USC. M.S. Committee Member. 2006 Ð present. 
Amit Joshi. USC. M.S. Committee Member. 2006 Ð present. 

 
Doctoral-level Students 

Josh Millstein, USC, Ph.D. Committee Member, Spring 2005. 
Steven Cen, USC, Ph.D. Committee Member, Spring 2005. 
Wei Sun, USC, Ph.D. Committee Co-Chair, 2004-2007. 
Xiaoning Wang, USC, Ph.D. Committee Member, 2005-2007. 
Xuejuan Jiang, USC, Ph.D. Committee Chair, 2005-2007. 
 
Louis Plough, USC, Ph.D. Committee Member.  2006 Ð present. 
Mo Zheng. USC. Ph.D. Committee Member 2006 Ð present. 
Mary Black.  USC. Ph.D. Committee Member 2007 Ð present. 
Liz Cooper, USC. Ph.D. Committee Member 2007 Ð present. 

 
Research Advisor 
   

Masters Level 
Vince Lin, USC, M.S. Research Advisor, 2003. 
Jane Nichols, USC, M.S. Research Advisor, 2007. 

 
Doctoral Level 
Danny Lee, USC, MPH.  Research Advisor, 2005-present. 
Thanti Ly, USC, Ph.D. Research Advisor, 2006-present. 
Jinghua Liu, USC, Ph.D. Research Advisor, 2007-present. 
John Kaddis, USC, USC PIBBS Rotation Advisor, 2007. 
 
Post-Doctoral Level 
Dalin Li, USC,  Post-Doctoral Student. 2006-present. 
Heather Volk, USC, Post-Doctoral Student. 2006-present. 
Xuejuan Jiang, USC, Post-Doctoral Student. 2007-present. 
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Specific administrative responsibilities (school or  university committees) 
 

Member, USC Biostatistics Ph.D. Admissions Committee, 2003-present. 
Member, USC Research Committee, 2005-2006. 
 

 Military service 
 
  None 
 
 Journal Editor and Referee 
 

Associate Editor, Journal of Computational Statistics and Data Analysis, 
2003 Ð 2006. 

 
Referee for Epidemiologci Perspectives, 2007. 
Referee for American Journal of Epidemiology, 2006. 
Referee for Neuropsychiatric Genetics, 2006. 
Referee for Cancer Research. 2006. 
Referee for American Journal of Human Genetics, 2004-present. 
Referee for Biomed Central, 2004. 
Referee for Biometrical Journal, 2004. 
Referee for Biometrics, 2003. 
Referee for Cancer Epidemiology, Biomarkers and Prevention, 2004-
present. 
Referee for Genetic Epidemiology, 2003 Ð present. 
Referee for International Journal of Epidemiology, 2003-present. 
Referee for the Journal of American Statistical Association, 2003. 
Referee for the Journal of Computational Statistics and Data Analysis, 2003. 
Referee for Human Genetics, 2003. 

 
 Other  employment or activity 
 
 Member.  Pfizer Scientific Advisory Committee for Varenicline 

Pharmacogenetics Sudies.  2007 Ð present. 
  
 
D. Society Memberships: 

 
National 
 American Society of Human Genetics (ASHG), 2002-present 
 American Statistical Association (ASA), 2003-present 
 
International 
 International Genetic Epidemiology Society (IGES), 2000-present 

Ethical, Legal, and Social Issues Committee member, 2003-2007. 
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E. Consultantships: 
 
  Prostate Cancer Genetic Epidemiology  03/01/04-03/01/05 
  PI:  John Witte, Ph.D. 
  Department of Epidemiology and Biostatistics 
  University of California, San Francisco. 
  Consulting on statistical analysis of both a family-based and population-

based samples. 
 
  Insulin Resitance as a Risk Factor for Advanced Colorectal Neoplasia 

       03/01/05-present 
  PI: Mar’a Elena Mart’nez, Ph.D. 
  Arizona Cancer Center 
  Assisting in the investigation of the role of genetic determinants via 

multilocus analysis, lifestyle factors, and dietary habits on the increased 
susceptibility of colorectal neoplasia. 

 
  Aspir in use, genetic var iation in aspir in related-genes, and Hodgkin 

lymphoma r isk      07/01/07-present 
  PI:  Ellen Chang, Ph.D. 
  Northern California Cancer Center 
  Consulting on statistical analysis of multilocus genetic data and the 

modeling of multiple candidate genes within various pathways involved in 
Hodgkin lymphoma. 
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F. Research Activities: 
 
 Complete Bibliography 
 
  Appended 
 
 Major Areas of Research Interest 
 

¥ Statistical methods for genetic epidemiology. 
¥ Bayesian hierarchical modeling and model selection. 
¥ Genetic variants within the dopamine and serotonin pathways and their 

role with complex behaviors. 
 

 Research in Progress 
 

¥ Hierarchical modeling in genetic association studies using genetic 
structure to specify prior covariates. 

¥ Statistical methods such as Bayes model averaging for analyzing 
multilocus genotype data from candidate gene regions. 

¥ Statistical methods for analyzing multiple genes across a biologic 
pathway. 

¥ The effect of genetic variants within the dopamine and serotonin 
pathways on dispositional attributes and their moderation of tobacco 
use in Chinese adolescents. 

¥ Pharmacogenetics of nicotine addiction and treatment. 
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 Research Grants 
 
Current Projects 
  Principal Investigator 
 

U01 GM074496-01 (Conti - 
Subcontract  PI ; Benowitz - Grant PI) 

08/01/05 Ð 07/31/10    2.52 Calendar     

NIH/UCSF $141,948  
PNAT: Pharmacogenetics of Nicotine Addiction and Treatment 
 
We aim to create a Pharmacogenetics Research Network (PGRN) group to address 
pharmacogenetic questions related to nicotine addiction and treatment.  We will 
conduct a series of multidisciplinary integrated studies to investigate the genetic basis 
for both pharmacokinetic and pharmacodynamic aspects of nicotine as a drug of 
abuse, as well as individual variation in response to NRT and bupropion as treatments 
for tobacco dependence. 
Role: Director Ð Statistics Core 
 

 
P50 CA084735-06 (Conti - Project PI ; 
Johnson - Grant PI) 

09/01/04 - 08/31/09    2.40 Calendar     

NIH/NCI/NIAAA $869,446  
Genes, Environmental and Tobacco Use Across Cultures; Genetic Variants and 
Tobacco Use in Chinese Adolescents (Project 3) 
 
The major goal of this project is to better understance the genetic contribution to 
smoking behavior within a multifacited social context 
Role: Project PI (15%), Co-Director - Statistics Core (2%) 
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  Co-Investigator 
 

R01 GM069890-01A1 (Marjoram) 09/01/04 - 08/31/08    1.20 Calendar     
NIGMS $300,000  
Computational Methods for Fine Mapping 
 
Specific aims:  to utilize computationally intensive methods to fine-map genes 
involved in complex traits, with emphasis on methods that exploit the underlying 
genealogy of a sample interest. 
Role: Co-Investigator 
 

 
R01 CA 114472 (Gago-Dominguez) 10/15/06 - 06/30/10    0.96 Calendar     
NCI $431,100  
Lipid Peroxidation in Colorectal Cancer Development 
 
The major goal of this research project grant is to conduct a 
family-based case-control association study to assess the independent 
roles of lipid peroxidation, and oxidative stress-related genes in 
colorectal cancer development within the Colorectal Cancer Family 
Registry. 
Role: Co-Investigator 
 

 
1 U01 ES015090-01 (Thomas) 09/01/06 - 08/31/09    0.84 Calendar     
NIEHS $200,000  
Design and Analysis of Genomewide Association Studies 
 
Role: Co-Investigator 

 
 (Haile) 7/15/05-4/30/10    0.72 Calendar     
 $950,902  
Folate, Vitamin D and Calcium in Colorectal Cancer 
 
Role: Co-Investigator 
 

 
1 R03 CA115195-01 (Pearce) 04/01/06 - 03/31/08    0.60 Calendar     
NCI $50,000  
Ovarian Cancer and Gonadotropin Signaling 
 
The purpose of this study is to examine the association between genes involved in 
gonadotropin signaling and risk of ovarian cancer. 
Role: Co-Investigator 
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R01 CA 114665-01A1 (Pike) 12/01/05 - 11/30/09    0.60 Calendar     
NIH $481,271  
Genetic and Environmental Risk Factors for Bladder Cancer 
 
The major goal of this project is a comprehensive understanding of the arylamine-
bladder cancer etiology by measuring arylamine hemoglobin adducts, genotyping 
candidate genes involved in several underlying pathways, and to develop a Bayesian 
hierarchical model for pathway-driven investigation. 
Role: Co-Investigator 
 

 
6137-07 (Cozen) 10/01/06 - 09/30/09    0.60 Calendar     
Lymphpma Leukemia Society  
Immune Response Genes and Young Adult Hodgkin Lymphoma 
 
This study will perform a prospective population-based genetic epidemiology study 
of young adult Hodkin lymphonma and genetic variants hypothesized to impact the 
immune system. 
Role: Co-Investigator 
 

 
R01 HL061768-05 (Gilliland) 03/31/06 - 03/31/08    0.48 Calendar     
NIH $357,377  
Factors in Childhood Lung Susceptibility to Pollution 
 
In this proposal we propose to extend our candidate gene association study using 
existing data from the ChildrenÕs Health Study to examine sequence variation in 38 
genes in five GSH pathways including GSH production, transport, and redox cycling, 
electrophil and oxidation products detoxification, and nitric cell signaling. 
Role: Co-Investigator 
 

 
2 P30 ES 007048-11 (Gilliland) 04/18/06 - 03/31/11    0.48 Calendar     
NIH $1,099,999  
Environmental Exposures, Host Factors and Human Disease 
 
The major goal of this project is to establish an NIEHS center for studies of 
environmental causes of disease at USC. 
Role: Co-Investigator - Biostatistics Core 
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Past Projects 
 
 

Pilot Project Grant (Conti) 01/01/04 - 05/31/04      
USC Center for Excellence in Genome 
Science 

 

Hierarchical Modeling of Linkage Disequilibrium 
 
Role: Principal Investigator 

 
 

R01 HL 079353-01A1 (Allayee) 08/15/05 - 07/31/10    0.90 Calendar     
NIH $344,593  
Role of the 5-Lipoxygenase Pathway in Atherosclerosis 
 
We aim to examine through candidate gene studies, functional/biochemical assays 
and mouse models the entire 5-LO/LT pathway and its contribution to cardiovascular 
phenotypes. 
Role: Co-Investigator 
 

 
PR054600 (Cozen) 09/01/06 - 08/31/07    0.60 Calendar     
DOD PRMRP $0  
Immune Response Genotypes and Risk of Young Adult Hodgkin Lymphoma 
 
To test the hypothesis that genotypes associated with increased secretion of T helper 
cell 2 cytokines and/or decreased secretion of T helper 1 and T regulatory cell 
cytokines are associated with an increased risk of young adult Hodgkin lymphoma 
Role: Co-Investigator 
 

 
9KB-0006 (Haiman) 07/01/03 - 06/30/06    0.60 Calendar     
California Breast Cancer Research 
Program 

$290,504  

Common Geneti Variation and Breast Cancer: A Genomic Approach 
 
Role: Co-Investigator 
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R21 HD046624 (Ingles) 04/01/04 - 03/31/06    0.60 Calendar     
NIH/NICHD $150,000  
A Pilot Study of Novel Candidate Genes for Preeclampsia 
 
To study the feasibility to examine several genes involved in placentation and 
angiogenesies, and one gene involved in utero-placental blood pressure regulation. 
Role: Co-Investigator 
 

 
2 P01 CA017054-27A2 (Ross) 09/01/05 - 07/31/10    0.45 Calendar     
NIH/NCI $1,296,053  
Unresolved Public Health Issues Related to HT and Cancer 
 
The major goal of this project is to perform a statistical study of the impact of 
different sources of measurement error in studies of hormone therapy and cancer, as 
well as the statistical issues in haplotype-based analysis. 
Role: Co-Investigator 
 

 
P50 HG002790-01A1 (Waterman) 09/01/03 - 08/31/08    0.00 Calendar     
NIH/NCI/NIAAA $2,249,256  
USC Center for Excellence in Genome Science 
 
Implications of Haplotype Structure in the Human Genome:  The specific aim is to 
study the biological significance of the observed haploytpe structrue and the practical 
implications of such haploytpe structure for the mapping of genes responsible for 
disease. 
Role: Co-Investigator 
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genotypes, body mass index, and risk of multiple myeloma and plasmacytoma." 
Cancer Epidemiol Biomarkers Prev 15(11): 2285-91. 
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and M. Gago-Dominguez (2007). "Alcohol consumption and risk of bladder 
cancer in Los Angeles County." Int J Cancer. 
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measurement. NCI Monograph 22: Phenotypes, Endophenotypes, and Genetic Studies of 
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Monograph 22: Phenotypes, Endophenotypes, and Genetic Studies of Nicotine 
Dependence. G. E. Swan. 
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ABSTRACTS AND PRESENTATIONS 
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Thomas (2004). Bayesian Approaches for the Analysis of Multilocus Data in a 
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