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“Companion Diagnostics in Precision Medicine is a comprehensive book that will be of

tremendous help in developing anti-cancer therapeutics and accompanying diagnostics. It'’s

the result of the herculean effort put in by the authors, and as a patient/survivor of lung
cancer I know just how important this work is firsthand.”

Bonnie Addario

Lung Cancer Survivor

Founder and Chair, Bonnie J. Addario Lung Cancer Foundation (ALCF)

“Dr. Kim and coauthors provide a comprehensive review of the field of companion
diagnostics, and their evolution from protein-based approaches to identification of genetic
and genomic variants that optimize cancer care by identifying patients likely to respond to
agents targeting specific molecular pathways relevant to their cancer. They further discuss
clinical designs for approval and next-generation approaches, including proteomics and
circulating tumor DNA that make this book an essential reference in the modern age of
cancer drug development.”

Dr. Charles Theuer
President and CEO, TRACON Pharmaceuticals

There is a new trend in anti-cancer therapeutics development: a targeted therapy and
precision medicine that targets a subgroup of patients with specific biomarkers. An in
vitro diagnostic (IVD) assay is required to identify a subgroup of cancer patients who
would benefit from the targeted therapy, or not likely benefit, or have a high risk of side
effects from the specific drug treatment. This IVD or medical device is called a companion
diagnostic (CDx) assay. It is key to have a robust CDx assay or device for the success of
targeted therapy and precision medicine.

This book covers the technical, historical, clinical, and regulatory aspects of CDx in
precision medicine. Clearly, more and more newly developed oncology drugs will require
accompanying CDx assays, and this book, with chapters contributed by renowned
oncologists, provides a comprehensive foundation for the knowledge and application of
CDx for precision medicine.
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in the UCSF Thoracic Oncology Program and is now medical director at
Guardant Health, USA. He is an expert in cancer biomarker and companion
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targets and diagnostic markers in various types of human cancers.
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