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141. Vamvakopoulos NC, Griffin CA, Hawkins AL, Lee C, Chrousos GP, Jabs EW. Mapping the intron-
containing human hsp90 alpha (HSPCAL4) gene to chromosome band 14q32. Cytogenet Cell
Genet. 1993;64(3-4):224-6.

142.Lee C, Sasi R, Lin CC. Interstitial localization of telomeric DNA sequences in the Indian muntjac
chromosomes: further evidence for tandem chromosome fusions in the karyotypic evolution of the
Asian muntjacs. Cytogenet Cell Genet. 1993;63(3):156-9.

143.Fan YS, Sasi R, Lee C, Winter JS, Waterman MR, Lin CC. Localization of the human CYP17 gene
(cytochrome P450(17 alpha)) to 10g24.3 by fluorescence in situ hybridization and simultaneous
chromosome banding. Genomics. 1992 Dec;14(4):1110-1.

144.Fan YS, Sasi R, Lee C, Court D, Lin CC. Mapping of 50 cosmid clones isolated from a flow-sorted
human X chromosome library by fluorescence in situ hybridization. Genomics. 1992
Oct;14(2):542-5.

Books/Book Chapters

1.  Dobrinski KP, Brown KH, Freeman JL, *Lee C. Molecular cytogenetic methodologies and a
BAC probe panel resource for genomic analyses in the zebrafish. In: Detrich HW, Westerfield
M, Zon LI, editors. Zebrafish, Fourth Edition. Cellular & Developmental Biology and
Genetics, Genomics & Informatics; Methods Cell Biol. 104: 237-57, 2011.

2. Ligon AH, Morton CC, Bieber FR, Fletcher JA, Giersch AB, Kantarci S, Leach N, Lee C,
Sandstrom M, Weremowicz S, Xiao S, Dal Cin P. Reporting of Diagnostic Cytogenetic
Results. In: Dracopoli NC, Haines JL, Korf BR, Morton CC, Seidman CE, Seidman JG, Smith
DR, editors. Current Protocols in Human Genetics. New York: John Wiley and Sons. p.
A.1D.1-23, 2010.
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3. *Lee C, Palmer D, Freeman JL, Brown KH. Molecular cytogenetic methodologies and a
second generation BAC probe panel resource for zebrafish genomic analysis. In: The
Zebrafish: 3™ Edition Genetics, Genomics and Informatics. Detrich HW, Zon LI & Westerfield
M (eds) Elsevier Academic Press, London.

4. Morton CC, *Lee C. Cytogenetics in Reproduction. In: Strauss JF, Barbieri R, editors. Yen and
Jaffe's Reproductive Endocrinology, Sixth Edition. New York: Elsevier. p. 31.1-11, 2009.

5. Smith RS, Gutierrez-Arcelus M, Tran CW, Park S, Couter CJ, *Lee C. Structural diversity in
the human genome and its impact on disease susceptibility. In: Encyclopedia of Life Sciences
(ELS). Chichester: John Wiley & Sons, Ltd. p. 1-12, 2008.

6. Ligon AH, Morton CC, Bieber FR, Fletcher JA, Giersch AB, Lee C, Sandstrom M,
Weremowicz S, Xiao S, Dal Cin P. Reporting of Diagnostic Cytogenetic Results. In: Dracopoli
NC, Haines JL, Korf BR, Morton CC, Seidman CE, Seidman JG, Smith DR, editors. Current
Protocols in Human Genetics. New York: John Wiley and Sons. p. A.1D.1-28, 2004.

7. *Lee C, Smith A. Molecular cytogenetic methodologies and a BAC probe panel resource for
genomic analyses in the zebrafish. In: Detrich HW, Westerfield M, Zon LI, editors. Zebrafish,
Second Edition. Cellular & Developmental Biology and Genetics, Genomics & Informatics;
2004.

8.  *Lee C, Rens W, Yang F. Multicolor fluorescence in situ hybridization (FISH) approaches for
simultaneous analysis of the entire human genome. In: Dracopoli NC, Haines JL, Korf BR,
Morton CC, Seidman CE, Seidman JG, Smith DR, editors. Current Protocols in Human
Genetics. New York: John Wiley and Sons. p. 4.9.1-11, 2000.

Non Print Materials

1.  Lee C. Widespread structural variations in the human genome. 2007, In He, M. (ed.), Using
bioinformatics in the exploration of genetic diversity: Fundamentals and recent advances, The
Biomedical & Life Sciences Collection, Henry Stewart Talks Ltd, London.

Theses

1. Lee C. Two mammalian centromeric satellite DNA families [Ph.D. dissertation]. Edmonton
(Alberta): University of Alberta; 1996.

2. Lee C. Tandemly repetitive DNA in the karyotypic and phylogenetic evolution of Cervidae
species [M.Sc. dissertation]. Edmonton (Alberta): University of Alberta; 1993.

Invited Presentations

2016  Seminar, Boston University, Boston, MA

2015 Seminar, Hudson Alpha Institute for Biotechnology, Huntsville, AL

2015 Lecture, Seoul National Cancer Hospital Symposium, Seoul, South Korea

2015  Lecture, Seoul International Symposium of Surgical Oncology, Seoul, South Korea
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2015

2014
2014

2014
2014
2013
2013
2013
2013

2013
2013
2013
2013
2012
2012

2012
2012

2012
2012

2012

2012
2012

2012
2012
2012
2012
2012
2012
2012
2011
2011
2011

2011

Seminar, Connecticut Children’s Medical Center Pediatric Translational Seminar Series,
Farmington, CT

Seminar, Department of Computational Biology and Bioinformatics, Yale University
Seminar, University of Connecticut Health Center Institute for Systems Genomics Annual
Networking Workshop, Storrs, CT

Lecture, Medical University of Biatystok, Poland, Bialystock, Poland

Lecture, Korean Endocrine Society Meeting, Moojoo, South Korea

Plenary Presentation, 9™ European Cytogenetics Conference, Dublin, Ireland

Plenary Presentation, 19™ International Chromosome Conference, University of Bologna, Italy
Laboratory Medicine and Pathology Grand Rounds, University of Minnesota, Minneapolis, MN
Annual Meeting for the Society for Molecular Biology and Evolution / Platform Presentation
Chicago, IL

Seminar, University of Bialystok, Bialystok, Poland

Plenary Lecture, Annual Meeting for the Association for Molecular Pathology, Phoenix, AZ
Plenary Presentation, New England Regional Genetics Group Annual Meeting

Lecture, NERGG (New England Regional Genetics Group) Annual Meeting, Portsmouth, NH
Plenary Presentation, Personalized Genomic Medicine Meeting, Seoul, South Korea

Plenary Presentation, Human Genome Organization (HUGO) Annual Meeting, Sydney,
Australia

Seminar, Karolinska Institute, Stockholm, Sweden

Plenary Presentation, Chromosome-Centric Human Proteome Project (C-HPP) Workshop,
Beijing, China

Seminar, Peking Medical College, Beijing, China

Seminar, Frontiers in Genomics — National University of Mexico — Cuernevaca, Cuernevaca,
Mexico

Plenary Presentation, Annual Meeting of the Asian Clinical Oncology Society, Seoul, South
Korea

Plenary Presentation, Human Genome Variation Annual Meeting, Shanghai, China

Seminar, Albert Einstein College of Medicine, Montefiore University Hospital, Department of
Pathology

Plenary Presentation, 53" Annual Short Course on Medical and Experimental Mammalian
Genetics, The Jackson Laboratory, Bar Harbor, ME

Plenary Lecture, Meeting of the North Carolina Cytogenetics Group, Renaissance Asheville
Hotel, Asheville, NC

Keynote Address, Pathology Research Day, Medical University of South Carolina, Charleston,
SC

Seminar, Pathology Grand Rounds, University of Rochester, Rochester, NY

Seminar, Center for Human Genetics, Katholic University of Leuven, Leuven, Belgium
Plenary Presentation, Annual Genetics Retreat, Harvard Medical School

Plenary Presentation, Harvard Catalyst Course — Genetic Literacy, Harvard Medical School
Plenary Presentation, Human Genome Organization (HUGO) Annual Meeting, Dubai, United
Arab Emirates

Plenary Presentation, Korean Academy of Science and Technology Meeting, Seoul, South
Korea

Plenary Presentation, 18" International Chromosome Conference, University of Manchester,
Manchester, UK

Plenary Presentation, Recent Advances in Clinical Genetics using High Throughput
Technologies, Chinese University of Hong Kong, Hong Kong
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2011

2011

2010

2010
2010

2010

2010
2010

2010

2010

2010
2009

2009
2009

2009
2009
2009

2009

2009

2009

2009
2009

2009
2009
2009
2009
2009
2008

2008

2008

Plenary Presentation, Keystone Symposia — Functional Consequences of Structural Variation in
the Genome, Sheraton Steamboat Resort, Steamboat Springs, CO

Plenary Presentation, International Standardization Cytogenomic Array Meeting, Emory
University, Atlanta, GA

Seminar, University of Melbourne, Murdoch Childrens Research Institute, Melbourne, VIC,
Australia

Plenary Presentation, 4™ Asia Pacific Nutrigenomics Conference, Auckland, New Zealand
Plenary Presentation, 15" International Conference on Prenatal Diagnosis, Amsterdam,
Netherlands

Plenary Presentation, Annual Meeting of the Korean Biological Sciences Society, Seoul, South
Korea

Plenary Presentation, AnEUploidy Workshop, Split, Croatia

Keynote Address, George Brumley Jr. Lecture, Duke University Medical School, Department
of Pediatrics, Durham, NC

Plenary Presentation, 51* Annual Short course on Medical and Experimental Mammalian
Genetics, The Jackson Laboratory, Bar Harbor, ME

Plenary Presentation, Institute of Genomic Medicine at UCSD, University of California at San
Diego

Seminar, Biological and Biomedical Sciences Program, Harvard Medical School

Plenary Presentation (Selected abstract), European Society of Human Genetics Annual Meeting,
European Society of Human Genetics, Vienna, Austria

Seminar, Kyung Hee University, Seoul, South Korea

Keynote Address, Annual Meeting for the Korean Society of Medical Biochemistry and
Molecular Biology, Korean Society of Medical Biochemistry and Molecular Biology, Seoul,
South Korea

Plenary Presentation, Frontiers in Cancer Sciences, Singapore

Seminar, Department of Pathology, Johns Hopkins Hospital, Baltimore, MD

Plenary Presentation, Gordon Conference on Quantitative Genetics and Genomics, Galveston
Island, TX

Plenary Presentation, Cambridge Healthtech Institute on Understanding Copy Number
Variation, Cambridge Healthtech Institute, San Diego, CA

Platform Presentation (Selected abstract), Annual Meeting of the American College of Medical
Genetics, American College of Medical Genetics, Tampa, FL

Plenary Presentation, Genetics and Environmental Mutagenesis Society, Environmental
Protection Agency, Research Triangle Park, NC

Seminar, Department of Genetics and Genomics, Mount Sinai Hospital, New York, NY
Plenary Presentation, Molecular Biology of Hearing and Deafness, Harvard Medical School,
Boston, MA

Seminar, MGH Reproductive Endocrine Conference Series, Harvard Medical School
Seminar, HMS Pathology Graduate Program Retreat, Harvard Medical School

Seminar, Program in Quantitative Genetics, Harvard School of Public Health

Plenary Presentation, Molecular Biology of Hearing and Deafness, Harvard Medical School
Plenary Presentation, Pathology Retreat, Harvard Medical School

Keynote Address, First Symposium of the Integrated Research Center for Genome
Polymorphism, Seoul, South Korea

Keynote Address, 8" Annual Meeting of the Belgium Human Genetics Society, Belgium
Human Genetics Society, Leuven, Belgium

Platform Presentation, 3rd Annual DECIPHER meeting, Sanger Center, UK
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2008

2008

2008
2008

2008

2008

2008
2008
2008

2008

2007
2007

2007

2007
2007
2007

2007

2007

2007
2007
2007
2007
2006
2006

2006
2006
2006
2006
2006
2006
2006
2006
2006

2006

Plenary Presentation, New Genetics Workshop, Clinical Nutrition Research Center, University
of Alabama at Birmingham, Birmingham, AL

Plenary Presentation, Short Course on the Genetics and Epigenetics of Addiction, National
Institute on Drug Abuse, National Institutes of Health, Bethesda, MD

Platform Presentation, 1000 Genome Project Meeting, Cold Spring Harbor Laboratories, NY
Platform Presentation, Molecular Cytogenetics Consortium Workshop, Emory University,
Atlanta, GA

Plenary Presentation, Genome-wide Association: Genes Environment, and Health Initiative,
National Institute of Heart, Lung and Blood, National Institutes of Health, Bethesda, MD
Platform Presentation, Affymetrix Cytogenetics Community Workshop, Affymetrix, Baltimore,
MD

Seminar, Department of Human Genetics, Emory University, Atlanta, GA

Seminar, Boston University School of Medicine, Department of Pathology, Boston, MA
Seminar, Distinguished Lecturer Series in Genome-Wide Association Studies, Harvard School
of Public Health

Seminar, Center for Integration of Medicine and Innovative Technology (CIMIT), Harvard
Medical School

Seminar, University of Alberta, Department of Medical Genetics, Edmonton, Canada

Keynote Address, Wellcome Trust Advanced Course on High Resolution Molecular
Cytogenetics, Sanger Center, Hinxton, UK

Keynote Address, INSERM Meeting on Polymorphism and genome rearrangements, Toulon,
France

Seminar, University of Michigan, Department of Human Genetics, Ann Arbor, MI

Seminar, Jackson Laboratory, Bar Harbor, ME

Plenary Presentation, World Congress of Psychiatric Genetics, World Congress of Psychiatric
Genetics, New York, NY

Platform Presentation, Applied Biosystems Workshop, American Society of Human Genetics
Annual Meeting, San Diego, CA

Plenary Presentation, International Society for Genetic Epidemiology Meeting, Harvard School
of Public Health, Boston, MA

Plenary Presentation, Microarray CGH Symposium, Agilent Technologies, Boston, MA
Seminar, Framingham Heart Study, Boston University Medical Center, Boston, MA

Seminar, Genetic Grand Rounds, Tufts University, Boston, MA

Department of Experimental Pathology, Beth Israel Deaconess Hospital

Seminar, Centre de Regulacio Genomica, Pompeu Fabra University, Barcelona, Spain
Keynote Address, Wellcome Trust Advanced Course on High Resolution Molecular
Cytogenetics, Sanger Center, Hinxton, UK

Seminar, Centro de Ciencias Genomicas — UNAM, Cuernavaca, Mexico

Plenary Presentation, International Conference of Prental Diagnosis, Kyoto, Japan

Plenary Presentation, International Conference of Human Genetics, Brisbane, Australia
Plenary Presentation, Human Genetic Variation Meeting, Hong Kong

Seminar, Prince of Wales Hospital, Department of Obstetrics and Gynecology, Hong Kong
Seminar, Genome Institute of Singapore, Singapore

Plenary Presentation, Congreso Nacional de Medicina Genomica, Mexico City, Mexico
Plenary Presentation, International Symposium on Applied Genomics, Tokyo, Japan

Plenary Presentation, Genome Sequence Variation and Inherited Basis of Common Disease and
Complex Traits, Keystone Symposia, Big Sky, MO

Seminar, Arizona State University, Department of Anthropology, Tempe, AZ
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2006
2006

2006

2006

2006
2006
2006
2006
2006

2006
2006
2005
2005
2005
2005
2005

2005
2005

2005
2005
2005
2005
2005

2005
2005

2005
2005

2005
2005
2005
2005
2005
2004
2004

2004

Keynote Address, American Cytogenetic Conference, Emerald Point, GA

Platform Presentation (Selected abstract), Annual Meeting of the American Society of Human
Genetics, American Society of Human Genetics, New Orleans, LA

Seminar, Leukemia and Lymphoma Society Meeting, Leukemia and Lymphoma Society, San
Diego, CA

Plenary Presentation, Genome Sequence Variation and Inherited Basis of Common Disease and
Complex Traits

Seminar, New England Primate Resource Center, Marlborough, MA

Plenary Presentation, Banbury Center, Cold Spring Harbor Laboratory, NY

Plenary Presentation, Chips to Hits, Boston, MA

Seminar, University of Massachusetts, Department of Laboratory Medicine, Worcester, MA
Plenary Presentation, New England Regional Genetics Group (NERGG) Annual Meeting, New
England Regional Genetics Group (NERGG), Durham, NH

Brigham Research Institute Seminar, Brigham and Women’s Hospital

Platform Presentation, Broad Retreat 2006, Broad Institute, Boston, MA

Platform Presentation, International Human Genome Meeting, Kyoto, Japan

Platform Presentation, European Congress of Human Genetics, Prague, Czech Republic
Plenary Presentation, Decipher Symposium, Sanger Institute, Hinxton, UK

Keynote Address, Standardization of array-CGH results, Sanger Institute, Hinxton, UK
Plenary Presentation, Genome Structural Variation Symposium, Faculty Club, University of
Toronto, Canada

Keynote Address, 7" International Conference on Genetic Variation, Leicester, UK

Seminar, Seoul National University School of Medicine, Stem Cell Research Center, Seoul,
South Korea

Seminar, Yonsei University College of Medicine, Cancer Research Center, Seoul, South Korea
Seminar, Yale University, Department of Genetics, New Haven, CT

Seminar, Children’s Hospital of Oakland Research Institute, Oakland, CA

Keynote Address, Genomic Variation-Beyond the Genome, San Francisco, CA

Platform Presentation, 4™ Structural Birth Defects Meeting, National Institutes of Health,
William Bolgers Center, Bethesda, MD

Seminar, University of Utah, Department of Human Genetics, Salt Lake City, UT

Seminar, Genetic Grand Rounds, Tufts University and New England Medical Center, Boston,
MA

Plenary Presentation, Microarrays in Medicine, Boston, MA

Platform Presentation, Strategic Conference of Zebrafish Investigators, Mount Desert Island
Biological Laboratory, Bar Harbor, ME

Platform Presentation, Gordon Research Conference, Human Genetics and Genomics, Salve
Regina University, Newport, RI

Guest Lecturer, Marine Biological Laboratory Course on new genetics technologies, Woods
Hole, MA

Seminar, Dana Farber Cancer Institute, Dept Oncology, Boston, MA

Pediatric Grand Rounds, Massachusetts General Hospital, Dept Pediatrics, Boston, MA
Medical and Population Genetics Seminar Series, Broad Institute, Boston, MA

Platform Presentation, Innovative application of CGH microarrays, Annual American Society
of Human Genetics Meeting, Los Angeles, CA

Seminar, Genetic Grand Rounds, Erasmus University Medical Center, Department of Surgery
and Genetics, Rotterdam, Netherlands

Seminar, University of Toronto Sick Children’s Hospital, Department of Genetics, Toronto,
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2004
2004
2004
2004
2003
2003
2003
2001
2001

2000
2000

2000

1998

1998

1998

1996

1995

1993

Canada

Seminar, Pediatric Grand Rounds, University of Alberta, Faculty of Medicine, Department of
Pediatrics, Edmonton, Canada

Amgen Invited Lecturer, Texas Children’s Hospital, Baylor College of Medicine, Department
of Pediatrics, Houston, TX

Guest Lecturer, MS Degree Program in Genetic Counseling, Brandeis University, Boston, MA
Seminar, Genzyme Genetics, Westborough, MA

Seminar, Vanderbilt University, Department of Medicine, Nashville, TN

Platform Presentation (Selected abstract), Annual Meeting of the American Society of Human
Genetics, American Society of Human Genetics, Los Angeles, CA

Seminar, Northeastern University, Department of Pharmaceutical Sciences, Boston, MA
Plenary Presentation, 2001 Annual Clinical Genetics Meeting, Miami, FL

Plenary Presentation, New England Regional Genetics Group Annual Meeting, University of
New Hampshire, Durham, NH

Platform Presentation, New England Biological Sciences Association, Boston, MA

Plenary Presentation, Boston Clinical Genetics Group Meeting, Genetics and IVF Institute,
Boston, MA

Seminar, Pathology Research Seminar Series, Brigham and Women’s Hospital, Division of
Molecular Oncology

Plenary Presentation, First International Conference on Mammalian Centromere, Chung Shan
Medical & Dental College, Taichung, Taiwan

Seminar, Seoul National University, Department of Obstetrics and Gynecology, Seoul, South
Korea

Seminar, Chung Shan Medical and Dental College, Department of Life Sciences, Taichung,
Taiwan

Seminar, Baylor College of Medicine, Department of Molecular and Human Genetics, Houston,
X

Platform Presentation, Workshop in Mammalian Chromosome Structure and Function, The
Jackson Laboratory, Bar Harbor, ME

Plenary Presentation (Selected abstract), American Cytogenetics Conference, Genetics and IVF
Institute, Virginia

MAJOR ADMINISTRATIVE LEADERSHIP POSITIONS

Committee Service

2014-2016 Council Member, Human Genome Organization (HUGO)

2011
2011

2010

Task Force for use of Microarray, International Society for Prenatal Diagnosis
Member, Task Force for use of Microarray Technology in Prenatal Diagnosis,
International Society for Prenatal Diagnosis

Consultant, Molecular and Clinical Genetics Panel, Food and Drug Administration
(FDA)

2009-present Member, Advisory Committee, International Standardization Cytogenetic Array
2009-present Member, Advisory Committee, International Standardization Cytogenetic Array
2009-2013 GeT-RM CMA Reference Member, Laboratory Science and Standards, Centers for

Disease Control and Prevention

2009-2013 Director, Board of Directors, Cancer Cytogenomics Microarray Consortium
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2008-2010 Scientific Advisory Board, Center of Excellence for Genome Sciences, Yale University

2007-2013 Working Group, Center for Advanced Molecular Diagnostics, Brigham and Women’s
Hospital

2007-2010 Member, Program Committee, American Society of Human Genetics

2006-present Member, Clinical Advisory Committee, NICMS Prenatal Microarray Study

2006-2013 Working Group, Center for Human Genetics, BWH Research Institution

2006-2008 Steering Committee, Structural Variation Consortium, NHGRI/NIH

2005-2006 Steering Committee, Structural Variation & Diseases, Wellcome Trust/Sanger Center

2005 Steering Committee, Standardization of aCGH, Wellcome Trust/Sanger Center

Professional Societies

2002-present Member, American Board of Medical Genetics

1994-present Member, Canadian Society of Biochemistry and Molecular Biology
1993-present Member, American College of Medical Genetics

1992-present Member, American Society of Human Genetics

Grant Review Activities

2009-present  Genes Health and Development Study Section, Standing Study Section Member, Ad hoc

Reviewer
2009-2010 Pilot Grants, Autism Speaks
2009 ARRA RC1 Grants, NIH, Ad hoc Reviewer
2009 Harvard Catalyst Pilot Grants, Harvard Catalyst Program, Ad hoc Reviewer
2008 Genes Health & Development Study Section, NIH, Ad hoc Reviewer
2008 Clinical / Biomedical R&D, US Dept of Veterans Affairs, Ad hoc Reviewer
2008 Wellcome Trust Individual Grants, Wellcome Trust, Ad hoc Reviewer
2007 Program Project Grants in Molecular Oncology, NIH/NCI, Ad hoc Reviewer
2006 Child Health Research Foundation, Cure Kids New Zealand, Ad hoc Reviewer
2005 National Science Foundation, Ad hoc Reviewer
2004 Genome Canada Grant Competition, NIH/NCRR, 4d hoc Reviewer
2010 GWAS Sequencing Grants, NIH, 4d hoc Reviewer
Editorial Activities

Ad hoc Reviewer:

American Journal of Human Genetics Nature Methods

Genetics in Medicine Nature Reviews Genetics

Genome Research Nucleic Acids Research

Human Genetics Proceedings of the National Academy of Sciences USA
Human Molecular Genetics Science

Nature Trends in Genetics

Nature Genetics

Other Editorial Roles:

2012-present  Editorial Board, Experimental and Molecular Medicine
2010-present  Editorial Advisor, Genes and Genomics

2009-2011 Associate Editor, American Journal of Human Genetics
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HONORS AND PRIZES

2014 Citation Laureate, Thompson Reuters

2012 Fellow, AAAS, American Association for the Advancement of Science

2012 Chen Global Investigator Award, Human Genome Organization (HUGO)

2012 Vandenberghe Chair Award, Katholic University of Leuven, Belgium

2010 George W. Brumley, Jr., MD Memorial Award, Duke University, Durham, North
Carolina, USA

2008 Ho-Am Prize in Medicine, Ho Am Foundation, Seoul, South Korea

2008 C. Thomas Caskey Lectureship, University of South Carolina, Columbia, South
Carolina, USA

2007 American Association for Cancer Research Inaugural Team Award, American
Association for Cancer Research

2002 Stanley L. Robbins Research Award, Department of Pathology, Brigham and Women’s
Hospital

1996-1998 NSERC Postdoctoral Fellowship, Natural Sciences and Engineering Research Council
of Canada

1996 MRC Postdoctoral Fellowship, Medical Research Council of Canada

1994-1996 AHFMR PhD Studentship, Alberta Heritage Foundation for Medical Research

1994 75™ Anniversary Faculty of Medicine Scholarship, University of Alberta

1993 American Cytogenetics Conference Student Award, Genetics and IVF Institute

CLINICAL ACTIVITIES AND INNOVATIONS

Current Certification
2002-present American Board of Medical Genetics (Clinical Cytogenetics)

Practice Activities
2002-2013  Clinical Cytogenetic signout, Brigham and Women’s Hospital, 20%

Technological and Other Scientific Innovations

US patent assigned: #7,718,369 — Recurrent gene fusions in prostate cancer

Chinnaiyan A, Tomlins S, Rhodes D, Mehra R, Rubin MA, Sun X-W, Demichelis F, Perner S, Lee C,
inventors; Regents of the University of Michigan and The Brigham and Women’s Hospital, Inc.
assignees.

US patent pending — FISH assay for EML4 and ALK fusion in lung cancer

Lee C, Murphy C, Janne P, inventors; Brigham and Women’s Hospital and Dana Farber Cancer
Institute, Inc. assignees.
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