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Figure 1: Based on a
frequency distribution of
words and phrases from a
sample of Genome Sciences
Speakers: abstracts from 2001-2011.

analysis reveal

Bruce Alberts  is one of President Obama’s first three Science Envoys. He is editor of Science magazine,
author of 7%e Cell, and former President of the National Academy of Sciences.

Natalie Angier is a science writer for 7he New York Times and the Andrew D. White Professor-at-Large at
Cornell University. In 1991 she received the Pulitzer Prize for Beat Reporting.

James Evans  is the Bryson Distinguished Professor of Genetics and Medicine at the University of North
Carolina and directs the Clinical Cancer Genetics Services at UNC.

Keith Yamamoto is Vice Chancellor for Research, Executive Vice Dean of the School of Medicine, and Profes-
sor of Cellular and Molecular Pharmacology at the University of California, San Francisco.

Public Panel Discussion Moderator:

Maynard Olson s a Professor in the Departments of Genome Sciences and Medicine at the University of
Washington and is one of the founders of the Human Genome Project.

For more information visit our website: www.gs.washington.edu @
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