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Overview

RTTs statistical geneticists, statistical programmers,

and bioinformaticians are experienced in the analysis

of genome-wide association studies, next-generation
sequencing, microarrays, proteomics, metabolomics, and
integromic data. We are positioned to assist pharmaceutical
and agribusiness companies with target identification and
validation, basic and clinical sciences, pharmacogenomics,
toxicogenomics, and other genomic studies.

Secure Services

RTl is committed to providing quality, secure deliverables,
on time and within budget. We have a 120-node cluster
that meets FIPS 140-2 moderate security and can assure
that all data will be kept confidential and secure. If
preferred, our staff can also conduct analysis in client-
provided computing environments.

Our researchers routinely work with the complex and
varied analytical needs of biomedical, clinical, basic
science, and agricultural projects. RTI is GCP compliant,
and our researchers are accustomed to working with
personal health information, electronic medical records,
and electronic data capture data. We select and implement
state-of-the-art analytical methods based on project
requirements and data type.

RTI International offers advanced expertise in statistical genetics, genomics, and
bioinformatics. Our researchers are experienced in an array of innovative genomics
technologies and targeted analytical methods that can maximize genomic discovery.
Whether the need is full project execution or support for a single aspect of an ongoing
study, RTl can be an integral part of the collaboration.

Statistical Genetics Expertise

RTT’s researchers are experts in biostatistics, epidemiology,
clinical studies, and the management of data. For complex
studies, we serve as a coordinating center. We have
leveraged these skills into genetics and functional genomics
studies, with proven expertise in the following areas:

« Design of functional genomics studies

« Genome-wide association, imputation, CNC/aCGH
o Microarray analysis

o Metabolomics analysis

o Gel and mass spectrometric proteomic analyses

o Next-generation sequencing analysis

o Integromics/systems biology

o Discriminant analysis/model building

o Meta-analysis

Project Highlights

Stillbirth Coordination Research Network. RT1 serves as
the data coordinating center for the network, whose broad
purpose is identifying the epidemiological, infectious,

and genetic factors involved in stillbirth. RTT is currently
conducting metagenomics and genome-wide copy number
change analysis.
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Population Genetics Analysis Program: Immunity to
Vaccines/Infections. RTT and our partners are researching
genetic variants and the consequent protein expression
associated with responses to typhoid and cholera vaccines.

Consensus Measures for Phenotypes and Exposures
(PhenX). This project is developing standard measures related
to complex diseases, phenotypic traits, and environmental
exposures. Use of these measures facilitates combining data
from a variety of studies.

Genome-Wide Association Study (GWAS) of Heroin Abuse:
A Multiethnic Study. This project’s goal is to identify and
characterize genetic determinants of heroin abuse in large
samples of African Americans and European Americans

by conducting a GWAS of heroin abuse, cross-population
contrast mapping.

GWAS of HIV-1 Host Genetics among Injection Drug
Users. The overarching goal is to identify and characterize
genetic determinants of HIV 1 susceptibility and resistance in
large samples of African American and European American
injection drug users.
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by turning knowledge into practice. Our staff of more than 3,700 provides research and technical services to

governments and businesses in more than 75 countries in the areas of health and pharmaceuticals, education and
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training, surveys and statistics, advanced technology, international development, economic and social policy, energy

and the environment, and laboratory testing and chemical analysis. For more information, visit www.rti.org.
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