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PROFILE

Chindo Hicks is an international scientific expert in biostatistics, statistical genetics, and
bioinformatics with more than ten years of research experience applied to biological and
biomedical sciences. Dr. Hicks is a dynamic global professional with work experience at
diverse organizations in Asia, Europe, and the USA.

MAJOR RESEARCH INTERESTS

Multivariate analysis of high throughput gene expression and proteomics data.
Modelling complex gene regulatory networks.

Design of biological experiments, clinical and multicenter trials. Analysis of
clinical and population studies data. Prediction of clinical outcomes. Correlating
clinical information with gene expression profiles.

Genetics and epigenetics of complex human diseases (cancer, diabetes,
cardiovascular, developmental, neurodegenerative and aging).

Genetic epidemiology, population and environmental studies with application to
public health.

Linkage and linkage disequilibrium mapping of genes associated with complex
human diseases.

Estimating genetic and polymorphic variation, gene effects and modeling gene x
gene and genotype X environment interaction.

EDUCATION

Bachelor of Science 1986

University of Agriculture, Brno, Czech Republic
Animal Genetics

Two distinguished student awards, 1986 and 1987

Master of Science 1989

University of Agriculture, Brno, Czech Republic
Statistical Genetics

Doctorate of Philosophy 1995

Royal Veterinary and Agricultural University, Copenhagen, Denmark
Statistical Genetics

HONORS AND AWARDS

NORDIC PhD Fellowship 1989-1992

Denmark, Scandinavian Council of Ministers

Outstanding international research fellow 1997

Ministry of Foreign Affairs, Jerusalem, Israel

Senior research fellowship 1997-1999

Science and Technology Agency (STA), Japan

Outstanding young scientist award August, 1998

Animal Science Technology Society, Japan
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RECENT EXPERIENCE

Research Associate 2002-2003

Biostatistics and Bioinformatics
UCD Medical Center, Sacramento

Senior Research Associate 2003-2005
Cancer Biostatistics and Bioinformatics

University of Georgia

Assistant Professor 2005-

Department of Epidemiology and Preventive Medicine
Loyola University Stritch School of Medicine




