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LEADERSHIP POSITIONS
National Research Sponsored Program-8 (USDA/CSREES) Database Coordinator.

Dr. Reecy is leading a collaborative effort with Dr. Sue Lamont, Max Rothschild, and Chris
Tuggle. This national coordinator position is to promote, develop, and implement
bioinformatic and database activities in domestic animal species, such as beef and dairy
cattle, sheep, swine, chickens, turkeys, horses, and fish.

Director of the Office of Biotechnology, Iowa State University

Dr. Reecy is the Director of the Office of Biotechnology at Iowa State University. This
position is charged with coordination, maintenance and oversight of ISU core facilities (i.e.
DNA sequencing, gene expression, flow cytometry, etc.).

Main Research Topics
My main responsibilities in research include both basic and applied research in the areas of
livestock growth and development and beef cattle genetics. Specific research objectives include
characterization of molecular mechanisms regulating animal growth and development and the
identification of molecular markers to improve beef cattle production, with the overall goal of
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identifying ways of increasing lean tissue production and meat quality in livestock. Another
objective is to develop bioinformatic tools to allow livestock researchers complete genomics
research in a timely manner (www.animalgenome.org).
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