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NAME POSITION TITLE
Zhenyu Jia Project Scientist Ill

EDUCATION/TRAINING (Begin with baccalaureate or other initial professional education, such as nursing, and include

postdoctoral training.)
INSTITUTION AND LOCATION DEGREE YEAR(S) FIELD OF STUDY
(if applicable)
Wuhan University, Wuhan, B.S. 06/98 Biochemistry
China M.S. 12/05 Statistics
University of California,
Riverside, Riverside, CA Ph.D. 12/06 Genetics, Genomics
University of California, and Bioinformatics
Riverside, Riverside, CA

Personal Statement

| have a Ph.D. in Genetics, Genomics and Bioinformatics. Over the past 5 years, my

major interest is development of improved diagnostic and prognostic tests for prostate

and other cancers through development of methods for the analysis of multigene

signature of heterogeneous diseases. | will serve as the Principal Investigator for the

proposed project which aims to identify methylation signature in tumor-associated

stroma in comparison to normal stroma for prostate cancer.

A. Positions and Honors.

Position and Employment

2006-2007 Postdoctoral Scholar, Botany and Plant Science, University of California,

Riverside

2007-2008 Specialist, Pathology and Laboratory Medicine, University of California,

Irvine

2008-present Project Scientist, Pathology and Laboratory Medicine, University of

California, Irvine

Other Experience and Professional Memberships

1999-2001 Research Assistant, Institute of Biophysics, CAS, China

2002-2006 Research Assistant, University of California, Riverside

2006 Teaching Assistant, University of California, Riverside

2004-2007  Statistical Consulting, University of California, Riverside

2007-present Statistical Consulting, University of California, Irvine; Proveri Inc.;

Biostatistics Shared Resource, UCI.

2006-present Member, American Statistical Association (ASA); American Association

for Cancer Research (AACR)

2009-present Conference Program Committee, EvoStar (EvoBIO); International

Association for Pattern Recognition (ICPR)

2010-present Editorial Board Member, Journal of Data Mining in Genomics &

Proteomics

Honors

1994-1997 Outstanding Undergraduate Scholarship, Wuhan University,
Wuhan, China




1997-1998 Tong-yi Fellowship, Wuhan University, Wuhan, China

1998-1999 Excellent Graduate Student Scholarship, CAS, China

2002-2003 Dean’s Fellowship, University of California, Riverside

2003 Ecology and Evolution Summer Fellowship, University of
California, Riverside

2008 International conference travel award, EvoStar 08 in Naples, Italy
2008-2009 Faculty Career Development Award, University of California, Irvine
2009 Travel Award, EVOSTAR 09 In Tubingen Germany

2009 Scholarship, AACR Cancer Biostatistics Workshop, Sonoma, CA
2012 Bridging Fund award (Co-Pl), UCI Chao Family Comprehensive

Cancer Center
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C. Support



ONGOING RESEARCH SUPPORT

RFA-CA-09-017 MERCOLA AND LEE (PI) 07/01/10-06/30/15

THE EARLY DETECTION RESEARCH NETWORK

THE PROSTATE CANCER TUMOR  MICROENVIRONMENT  EXHIBITS
DIFFERENTIALLY EXPRESSED GENE CHANGES THAT CAN BE USED FOR
DIAGNOSIS WITHOUT TUMOR CELLS.

ROLE: PRINCIPAL BIOSTATISTICIAN

DEPARTMENT OF DEFENSE PROSTATE CANCER RESEARCH PROGRAM

IDEA DEVELOPMENT AWARD MERCOLA (PI) 01/01/13-12/31/15

UNIQUE METHYLOME PROFILES IN TUMOR ASSOCIATED STROMA FOR
DETECTION OF PROSTATE CANCER

THE PROSTATE CANCER TUMOR MICROENVIRONMENT EXHIBITS UNIQUE
EPIGENETIC PROFILES THAT CAN BE USED FOR DISEASE DIAGNOSIS.



