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Human genomics: A framework for education and reduction to practice
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he tempo of next-generation sequencing data acquisition continues to accelerate and the costs of sequencing are decreasing

rapidly. The result has been an exponential increase in the amount of data available and new informatics tools are making
the information encoded in our genomes more accessible. At the same time, there is growing pressure from an increasingly savvy
and interactive public for actionable genomic information. Indeed these two developments have brought us to an inflection point-
unless a concerted effort is made to bridge the divide between genomics research and its potential applications, the genomics
community risks repeating the let-down that followed the hyperbolic triumphalism that followed the announcement of the first
draft of the human genome sequence over a decade ago.

We propose an education-first approach to genomics instruction and training, one that considers all aspects of
pharmacogenomics, from patient sample collection, through sequencing and analysis, to variant detection and association to
actionable practice. The talk will describe our framework for educating the next generation of front-line health care providers
pharmacists to demystify and interpret pharmacogenomics in the clinic. This framework already exists for traditional therapies;
clinical practice requires the understanding of metabolism and biochemistry, of development and formulation, to inform clients.
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