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Home Address 1611 NE 63rd St, Seattle, WA 98115
Work Address Department of Genome Sciences, University of Washington

Box 355065, Seattle, WA 98195-5065
Date of Birth July 6, 1963
Birthplace Seattle, WA
Citizenship USA

2. EDUCATION

1980-1982 AAS, Computer Information Systems, Anchorage Community College
1983-1985 BS, Cell and Molecular Biology, University of Washington
1985-1991 PhD, Genetics, University of California Berkeley 

3. POSTGRADUATE TRAINING
1991-1996 Postdoctoral Fellow, Department of Genetics, University of Washington

4. FACULTY POSITIONS HELD
1996-2002 Research Assistant Professor, Department of Genetics/Genome Sciences,

University of Washington
2003-2015 Research Associate Professor, Department of Genome Sciences, University of 

Washington
2015-2020 Research Professor, Department of Genome Sciences, University of Washington
2020- Research Scientist, Department of Biology, University of Washingon

 
5. HOSPITAL POSITIONS HELD 

Not Applicable
6. CURRENT EMPLOYMENT (WWAMI only)

Not Applicable
7. HONORS

Not Applicable
8. BOARD CERTIFICATION

Not Applicable                    
9. CURRENT LICENSE TO PRACTICE

Not Applicable
10. PROFESSIONAL ORGANIZATIONS



Member, Brotman Baty Institute for Precision Medicine

11. TEACHING RESPONSIBILITIES

(a) Courses taught
1999 General Studies 197 “Freshman Seminar” (sole instructor 1 term)
2001-2017 Genetics/Genome 453 “Evolutionary Genetics” (sole instructor 8 terms, 

co-instructor 2 terms)
2003 Genetics/Genome 490 “Undergraduate Seminar” (sole instructor 1 term)
2008-2010 Genome 371 “Introductory Genetics” (sole instructor 1 term, co-instructor 2 

terms, course coordinator 2 terms)
2008-2010 Genome 559 “Introduction to Statistical and Computational Genomics” 

(co-instructor 3 terms)
2012 Genome 361 “Fundamentals of Genetics and Genomics” (co-instructor 1 term)
2019 Genome 562 “Population Genetics” (sole instructor 1 term)

(b) Students supervised
Undergraduate Wang Yi
Graduate Commitee Charla Lambert (committee co-chair), Arindam Roy Choudhury, 

Chul Joo Kang, Rumen Kostadinov (U Pennsylvania)
Graduate Rotation Heather Lindloff, Elain Fu, Maria Malzone, Jennifer Gogarten, Divya Bhat, 

Sayer Herin
Postdoctoral Lucian Smith, Brendan O'Fallon

12. EDITORIAL RESPONSIBILITIES
Not Applicable

13. SPECIAL NATIONAL AND INTERNATIONAL RESPONSIBILITIES
1998-2011 Faculty, Workshop on Molecular Evolution
2001-2008 Faculty, International Bioinformatics Workshop on Virus Evolution and Molecular 

Epidemiology
2009-2013 Faculty, European Workshop on Molecular Evolution
2011-2015 Advisory Board, European Workshop on Molecular Evolution
2013, 2016, 2017 Grant Review Panelist, NSF DEB

14. SPECIAL LOCAL RESPONSIBILITIES

2001-present Faculty Member, Program in Computational Biology
2002-06 Admissions Committee Head, Program in Computational Molecular Biology



2003-06, 2017-18 Faculty Senator, University of Washington
2006-2009 Director, Program in Computational Molecular Biology
2006 External Advisory Board, Seattle Barrett's Esophagus Project, 

Fred Hutchinson Cancer Research Center
2007-2014 Faculty, Summer Institutes in Statistical Genetics
2018 Instructor, “Genome Hackers” girls' camp
2018- Member, Brotman Baty Institute
2018-2019 Science Fair project mentor, Diya Basu and Nitisha Gautam, Tesla STEM High 

School

15.      RESEARCH FUNDING
A. Current

B. Past

1995-2002 Sponsor:  NIH
Title:  Likelihood of Sequences with Recombination and Selection
R01 GM51929
Total Costs:  $992,867 
PI:  Joseph Felsenstein
Role on Project:  Co-investigator

1999-2002 Sponsor:  NIH
Title:  Linkage Disequilibrium Mapping Using the Coalescent
R01 HG01989
Total Costs:  ~$500,000
PI:  Joseph Felsenstein
Role on Project:  Co-investigator

2003-2007 Sponsor:  NIH
Selection and Association in Coalescent Genealogies
R01 GM51929.
Total Costs:  $1,887,350
PI:  Mary Kuhner
Role on Project:  PI

2008-2010 Sponsor:  NSF 
Title:  Estimating natural selection in population pairs locally adapted
to contrasting environments



DEB-0814322
Total Costs: $530,000
PIs: Kevin McCracken (UAF)  and Mary Kuhner
Role on Project:  co-PI

2009-2011 Sponsor:  NIH
Title:  Scaling up linkage disequilibrium mapping
R01 HG004839
Total Costs: $1,287,024
PI:  Mary Kuhner
Role on Project:  PI

2012-2017 Sponsor:  NIH
Project Title:  Statistical and Quantitative Genetics
Subproject Title:  Resolving Complex Traits Through Inferred Co-Ancestry
P01 GM099568
Total Costs:  $7,296,079
Project PI:  Bruce Weir
Subproject PI:  Elizabeth Thompson
Role on Project:  Co-investigator

2013-2016 Sponsor:  NSF
Title:  Distance, consensus and query algorithms for recombinant 
genealogies
DEB-1256731
Total costs:  $213,481
PI:  Mary Kuhner
Role on Project:  PI

2014-2019 Sponsor:  NIH
Title:  Modeling Neoplastic Progression in Barrett's Esophagus
R01 CA140657

 Subaward Costs:  $58,913
PI:  Carlo Maley
Role on Project:  Consultant

2014-2019 Sponsor:  NIH
Title:  Barrett's Esophagus: Predictors of Progression
P01 CA91955



Subaward Costs:  $210,070
PI:  Brian Reid, FHCRC 
Role on Project:  Subproject PI
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