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Centers for Integrated Genomics  

Kevin Gaido and Russell Thomas. CIIT Centers for Health Research.  

The Center for Integrated Genomics was established to insure that CIIT-LRI research programs would take 
advantage of contemporary toxicogenomics methods by providing genomic expertise and resources for use 
in toxicology and risk assessment studies throughout CIIT Centers for Health Research. Researchers 
affiliated with the Center are using genomic technology for the improved understanding of basic biological 
systems, gene-environmental interactions, and risks to human health from exposure to chemicals and other 
substances. A major function of the Center is to develop genomic competencies and technologies that 
facilitate LRI-sponsored research at CIIT. The Center provides training in genomics and bioinformatics to 
students, postdoctoral fellows, senior staff, and visiting scientists. Within the Center for Integrated 
Genomics, the CIIT Gene Expression Core provides researchers with “state of the art” technologies for 
assessing transcriptional changes and bioinformatics support for analyzing and interpreting those changes. 
The technologies for measuring gene expression changes include an Affymetrix microarray system for 
assessing transcriptional changes across thousands of genes in a single experiment, Applied Biosystems 
Real Time reverse transcriptase-polymerase chain reaction (RT-PCR) instruments for measuring or 
validating transcriptional changes in only a few genes at a time, an Arcturus laser capture microdissection 
instrument for obtaining tissue and ribonucleic acid (RNA) samples from a small number of cells in a 
tissue of interest, and additional instrumentation for checking the quality of samples given to the Core. 
Apart from the instrumentation, a comprehensive laboratory information management system for 
microarray gene expression analysis compiles the results and data associated with each experiment and 
stores the information in a relational database. Individual investigators can retrieve the information from 
the database and perform visualization and statistical analysis using a number of different software 
programs.  
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