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tested. Standard models of drug testing have routinely used only one strain of mouse or rat, but this
approach does not take into account the complexity of response that is apparent because of genetic
variation. They have used a wide selection of inbred mouse strains, and more recently the Collaborative
Cross mice, to screen for variable phenotypic responses to drug. They have focused largely on toxicity
responses in in vivo mouse models, but also have championed the use of in vitro “cellular genetics”
approaches to identify variable drug response. The key to understanding the variable drug response is to
be able to provide associated genetic analysis and identify the genetic variation responsible. Using these
mouse models they have been able to identify genes that impact specific drug response pathways.
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