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harmacogenetics-informed treatment has the potential to greatly reduce adverse drug reactions and increase the efficacy of

therapeutics often used in hospital settings. We formed a multi-departmental Pharmacogenetics Testing Implementation
Committee (PGTIC), overseen by the Pharmacy and Therapeutics Committee (PTC), to select important variants and to develop
infrastructure for clinical decision support (CDS). The development, progress, challenges, and future perspective will be discussed.
During the development stages, the committee considered only clinically actionable gene-drug interactions with sufficient levels
of evidence. The PGTIC then made specific recommendations regarding alternative therapeutic strategies that were approved by
the PTC. Implementation has, thus far, included avoidance of severe immune adverse drug reactions by genotyping HLA loci
in patients treated with certain agents (i.e., abacavir, allopurinol, and carbamazapine) using existing infrastructure for genetic
analysis. The electronic health record (EHR) was updated to flag important potential pharmacogenetic test results to prescribing
physicians (i.e., result present, result absent, result pending, or test not ordered). The prescribing physician is then either prevented
from administering the drug, or is allowed to over-ride the system by providing a reason. Suitable technology for acquiring
genotypes is currently being ascertained; it appears that array-based platforms will be used for this purpose, although we will filter
the results to include only relevant genetic variants. The EHR will be updated with these variants as the PGTIC decides on specific
recommendations regarding therapeutic choice and/or dosing changes of certain drugs. The future of clinical implementation of
pharmacogenetics data at the NIH Clinical Center depends on vigilance of curating important variants and networking with other
organizations (i.e., FDA and the Pharmacogenetics Research Network).
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