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2. Biographical Information 

 
  Work address: Department of Biostatistics, Campus Box 357232 
   Phone: 206-616-5037  

 Fax: 206-543-3286 
  E-mail: sguy@uw.edu 
 
3. Education 
 

 University of Auckland, Auckland, New Zealand. BScHons in Mathematics with 1st class 
honors, 1995. 

 University of Washington, Seattle, WA. PhD in Statistics, 1999. 
 
4. Licensure N/A 
 
5. Professional Positions (e.g., Medical Residency, Fellowships, Faculty Appointments, etc) 
 

 Visiting Assistant Professor, Department of Statistics, Texas A&M University, 1999-2000. 
 Assistant Professor, Department of Statistics, North Carolina State University, 2000-2002. 
 Principal Scientist, Genetics Research, GlaxoSmithKline, 2002-2005. 
 Lecturer, Department of Statistics, University of Auckland, 2005-2007. 
 Senior Lecturer, Department of Statistics, University of Auckland, 2008-2010. 
 Research Associate Professor, Department of Biostatistics, U. of Washington, 2010-2017. 
 Research Professor, Department of Biostatistics, University of Washington, 2017- 

 
6. Honors, Awards, Scholarships 
 

 Annual Prize in Statistics, University of Auckland, 1994. 
 Dean of Science Prize, University of Auckland, 1995. 
 William Georgetti PhD Scholarship, New Zealand Vice Chancellors’ Committee, 1995. 
 Z.W. Birnbaum Fellowship for PhD study in the Department of Statistics at the University of 

Washington, 1995. 
 PMMB (Program in Mathematics and Molecular Biology) Fellow, 1997. 
 Research Starter Grant in Informatics awarded by PhRMA foundation, 2002. 
 University of Auckland Research Committee new staff research grant, 2006. 
 Marsden Fund FastStart award, 2007. 
 Best Paper Award from International Genetic Epidemiology Society for best paper published 

in Genetic Epidemiology in 2007 (BL Browning and SR Browning. Efficient multilocus 
association mapping for whole genome association studies using localized haplotype 
clustering. Genetic Epidemiology, 31: 365-375), 2008.  

 
7. Professional Activities (outside of UW)  
 

 Reviewing for journals including Science, Nature Genetics, American Journal of Human 
Genetics, Genetic Epidemiology, Human Genetics, Genetics, Genome Research, 
Bioinformatics and PLoS Genetics.   

 Associate editor for Statistical Applications in Genetics and Molecular Biology (Berkeley 
Electronic Press), 2007-2012.   

 Editorial board for Human Genetics (Springer), 2009-present. 



 Associate editor for American Journal of Human Genetics, 2011-2013.  
 Guest editor for PLoS Genetics 2011, 2013, 2015, 2017, 2018. 
 Guest editor for PLoS Computational Biology 2012. 
 Member of 1000 Genomes Analysis Group, 2008-2015. 
 Member of NIH grant review panel: Genetic Variation and Evolution (GVE) Study Section 

2012-2018.   
 Member, Hispanic Community Health Study / Study of Latinos, 2013-present. 
 Member, Population Genetics working group, NHLBI Trans-Omics for Precision Medicine 

(TOPMed) Whole Genome Sequencing Program, 2016-present. 
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10. Funding History  
 10a.  Funded Projects  

2002 Research Starter Grant in Informatics awarded by PhRMA foundation. PI Sharon 
Browning 
 

 2006 University of Auckland Research Committee new staff research grant. PI Sharon Browning 
  

2007 Subcontract to Bruce Weir University of Washington from NIH Theoretical Population 
Genetics grant. PI of subcontract Sharon Browning.   

  
 2007 Marsden FastStart award (Royal Society of New Zealand).  PI Sharon Browning.  

 
R01 HG005701 (S Browning) 8/25/2010 6/30/2020  
NIH/NHGRI  "Identity by descent in population data" 
Role: PI. 



R01 GM075091 (B Weir) 7/15/2011 4/30/2015  
NIH/NIGMS  "Theoretical Population Genetics" 
Role: Investigator. 
 
P01 GM099568 (B Weir) 6/5/2012 4/30/2018  
NIH/NIGMS "Statistical and Population Genetics”  
Role: PI of one component project. 
 
R01 HG004960 (B Browning) 9/1/2012 6/30/2017   
NIH/NHGRI  “Improving genotype call accuracy” 
Role: Investigator.   
 

 HHSN268201300005C (B Weir)   9/30/2013 12/8/2016  
NIH/NHLBI "Omics in Latinos (Ola) - Genetic Analysis"  
Role: Investigator 
 
R01 GM110068 (J Akey, S Browning)    7/1/2014      3/31/2019 
NIH/NIGMS  “Fossil Free Sequencing of Archaic Genomes” 
Role: PI 
 
R01 HG008359 (B Browning, S Browning)  9/15/2015    8/31/2019 
NIH/NHGRI  “Improved modeling of genotype data” 
Role: PI 

 
 10b.  Pending Applications 
 
11. Public Health Practice Activities N/A 
 
12. Conferences and Symposiums  
 
Conference organization: 
2008 Session chair for New Zealand Statistical Association annual meeting (Session on Statistical 

Genetics). 
2009 Chair of organizing committee, New Zealand Molecular Mapping annual meeting, Auckland, New 

Zealand, Dec 8. 
2012 Organizer/moderator of invited session at American Society of Human Genetics annual meeting. 

Session Title: “Emerging applications of identity by descent segment detection”.  San Francisco, 
Nov 10. 

Invited presentations: 
2001 Australasian Biometrics and New Zealand Statistical Association Joint Conference, Christchurch, 

New Zealand, Dec 10-13.  
2001 Joint Statistical Meetings.  
2006 New Zealand Statistical Association annual meeting, Auckland, New Zealand. 
2008 New Zealand Statistical Association annual meeting, Hamilton, New Zealand. 
2009 Australian GeneMappers Conference, Katoomba, NSW, Australia, April 14-17. 
2009 Women in Genome Sciences seminar, Genome Sciences, U. of Washington, Seattle, July 2. 
2009 Australasian Conference on Statistical Methods for Genomic Data Analysis, Queensland 

University of Technology, Oct 5-6. 
2010 BioInfo Summer, Walter and Eliza Hall Institute for Medical Research, Melbourne, Australia, 

December 1. 
2011 Work-In-Progress seminar, CHRU, May 25. 
2011 CHARGE LA / Redondo Beach Investigator meeting, Oct 28. 
2011 Department of Human Genetics, Emory University, Atlanta, Nov 14. 



2012 International Seminar Speaker Series of STAGE (Strategic Training for Advanced Genetic 
Epidemiology), Toronto, Canada, Oct 5. 

2013 Quantitative Genetics & Genomics Gordon Research Conference, Galveston Island, Texas, Feb 
17-22  

2013 Joint Statistical Meetings. Montreal, Canada, Aug 3-8.  
2013 Workshop in Biostatistics, Stanford, Nov 7. 
2013 Impact of Large-Scale Genomic Data on Statistical and Quantitative Genetics (SQG) Conference, 

Seattle, Nov 24-26. 
2014 Department of Epidemiology and Biostatistics, Case Western Reserve University, April 7. 
2014 Biological Sequence Analysis and Probabilistic Models conference, Oxford, UK, July 16-19. 
2015 ENAR (Eastern North America Region of the International Biometrics Society) Spring Meeting, 

Miami, Florida, March 15-18 
2016 Special Topics in Genetics Seminar, University of Iowa, Feb 15. 
2017 Department of Biostatistics, University of Florida, Jan 27. 
2017 GeneMappers 2017 conference, Geelong, Victoria, Australia, April 26-28. 
2018 Fisher meeting “100 years of quantitative genetics theory and its applications: celebrating the 

centenary of Fisher 1918”. Edinburgh, UK, Oct 9. 
2019 Program in Quantitative Genetics, Harvard, Feb 5. 
 
Contributed oral presentations: 
2006 International Genetic Epidemiological Society Annual Meeting, Tampa Bay, Florida, Nov 16-17. 
2007 American Society of Human Genetics Annual Meeting, San Diego, California, Oct 23-27.  
2009 American Society of Human Genetics Annual Meeting, Honolulu, Hawaii, Oct 20-24. 
2015 Joint Statistical Meeting, Seattle, Washington, August 8-13. 
2016 Society for Molecular Biology and Evolution conference, Gold Coast, Australia, July 3-7. 
2016 Probabilistic Modelling in Genomes Conference, Oxford, UK, Sept 12-14. 
2016 American Society of Human Genetics Annual Meeting, Vancouver, Canada, Oct 18-22. 
 
13. University Service (list entire history; Activity, Dates, [Role]) 
Member of working group for Early Career Academic Women’s Network, U. of Auckland, 2007-2008. 
Internal review panel for Health Research Council grant applications, University of Auckland, 2009. 
Internal (Biostatistics department) review: Applications for CDF funding. 2012, 2018. 
Search committee, 2013 Faculty Recruitment, Department of Biostatistics, University of Washington. 
Computing committee, Department of Biostatistics, University of Washington. Fall 2010-present. 
Graduate student admissions committee, Department of Biostatistics, University of Washington, Fall 

2012-present.  
 
14. Professionally-Related Community Service (list entire history; Activity, Dates, [Role]) 
Grant review for Paykell Trust, New Zealand, 2009. 
Masters thesis grading for Massey University, 2007, 2009. 
Statistical consulting for ViaLactia, New Zealand, 2007-2010. 
Reviewed application for Erwin Schrödinger-Fellowship for the Austrian Science Fund (FWF), 2012. 
 
15. [Other Pertinent Information As Needed] 
  
16. Teaching History  
 
 16a) Formal Courses, including Distance Learning 

• 1999, 2000 Introductory statistics, Texas A&M, North Carolina State University.  100% 
responsibility, approximately 100 students. 

• 2001 Population genetics, North Carolina State University.  100% responsibility, approximately 
20 students. 



• 2001, 2002 Statistics for bioinformatics, North Carolina State University.  100% responsibility, 
approximately 20 students.  

• 2006, 2007, 2008, 2009  Undergraduate Bioinformatics, University of Auckland.  20% 
responsibility, approximately 5 students. 

• 2006, 2007  Graduate Bioinformatics, University of Auckland.  50-100% responsibility, 
approximately 15 students.  

• 2010 Professional skills for statisticians, University of Auckland.  60% responsibility, 30 
students. 

• 2011 Winter, Biost 582A, Student Seminar, University of Washington. 
•    2011-2019 Biost 581, Statistical Genetics Seminar, University of Washington.   
• 2012 Fall, Biost 600B, Identity by Descent working group, University of Washington. 
• 2014-2018, Stat/Biostat 550, Statistical Genetics I: Mendelian Genetics, University of 

Washington. 
 
 16b) Other Teaching  

• Instructor for Summer Institute in Statistical Genetics, North Carolina/Dublin/New 
Zealand/Seattle, 2001-2004, 2008-2009. 
 

 16c) Independent Study 
 Phillip Keung, Spring 2011-Fall 2012. 
 Rui Zhang, Fall 2011-Winter 2012. 
 Anna Plantinga, Fall 2014-Fall 2015. 
 Qian Zhang, Fall 2012-Spring 2015. 
 Kelsey Grinde, Fall 2015-Fall 2016. 
 Yalan Xing, Fall 2016. 
 
17. Advising and Formal Mentoring  
 17a) PhD Dissertations, Chair 

Lisa Brown, Biostatistics, University of Washington, co-chair, 2014-2016. 
Xiaowen Tian, Biostatistics, University of Washington, 2016- 
Kelsey Grinde, Biostatistics, University of Washington, 2016- 

 17b) Masters Theses, Chair 
 Sandunie Dineika Chandrananda, University of Auckland, 2009. 
 Steven M. Foltz, University of Washington, co-chair, 2013. 
 17c) Mentored Scientists and Post-Docs 
 Nicoleen Cloete, 2009-2010. 
 Zheng Cai, 2012-2013. 
 Ying Zhou, 2017- 
 17d) MS and PhD Committees in Non Chair Role 

Debbie Leader, Statistics PhD examination committee, University of Auckland, 2009. 
Xiuwen Zheng, Biostatistics PhD committee, reading committee, U. of Washington, 2011-2013. 
Chris Glazner, Statistics PhD committee, reading committee, U. of Washington, 2012-2014. 
Matt Conomos, Biostatistics PhD committee, reading committee, U. of Washington, 2013-2014. 
Rebecca Harris, Biology PhD Graduate School Representative, U. Washington, 2013-2017. 
Alison Fohner, Public Health Genetics PhD Graduate School Rep., U. Washington, 2013-2015. 
Serge Sverdlov, Statistics PhD Graduate School Representative, University of Washington, 2014. 
Fiona Grimson, Statistics PhD committee, University of Washington, 2015-2016. 
Daniel Kim, Biostatistics MPH committee, University of Washington, 2015-2016. 
Qian Zhang, Biostatistics PhD committee, University of Washington, 2015-2018. 
Aaron Baraff. Statistics PhD committee, University of Washington, 2016- 
Michael Goldberg. Genome Sciences PhD Graduate School Rep., U. Washington, 2019- 

 17e) Other Mentoring  
 Audrey Feng, Summer project, 2006. 



 Jessica Thomas, Honors project, 2006. 
 Ting Chen, Summer project, 2007. 
 Bo Madsen, Visiting PhD student, 2007. 
 Ashley Yi Lu, Honors project, 2010. 
 Caitlin McHugh, Poster project mentoring, Summer 2011. 
 Phillip Keung, Research Assistant, Fall 2010-Fall 2012. 
 Steven Foltz, Research Assistant, Fall 2011-Summer 2013. 
 Elisa Sheng, Research Assistant, Winter 2012-Summer 2012. 
 Qian Zhang, MD/PhD rotation. Summer 2012. Research Assistant Fall 2012-Winter 2015. 
 Yu Qian, Visiting PhD student, 2013. 
 Jun Hwang, Research Assistant, Fall 2013-Summer 2014. 
 Anna Plantinga, Research Assistant, Fall 2013-Spring 2014. 
 David Whitney, Research Assistant, Fall 2013-Summer 2015. 
 Qianmin Cui, Undergraduate research, Winter 2013-Spring 2013. 
 Bridget Lin, Undergraduate research, Fall 2013-Spring 2015. 
 Kelsey Grinde, Research Assistant, Fall 2014-Summer 2015. 
 Xiaowen Tian, Undergraduate research, Winter 2013-Summer 2014, Research Assistant Fall 

2014-Fall 2018 
 Tracy Dong, Research Assistant, Fall 2015-Summer 2017. 
 Lisa Brown, Research Assistant, Fall 2015-Summer 2016. 
 Kaleigh Ervin, Statistical Genetics Training Grant mentoring, Fall 2017-Spring 2018. 
 Alex Paynter, Summer research, 2018. 
 Jonah Joffe, Summer research, 2018. 
 
 17f) Academic Advising 
 Caitlin McHugh. Fall 2010-Winter 2014. 
 Brenda Price.  Fall 2012-Fall 2014. 
 Qian Zhang.  Fall 2012-Winter 2015. 
 Jeremy Roth.  Fall 2013-Fall 2015. 
 Yunqi Bu. Fall 2013-Summer 2016. 
 Yatong Li. Fall 2014-Summer 2016. 
 Yalan Xing. Fall 2016-Winter 2017. 
 Amarise Little. Fall 2016-Fall 2018. 
 Edward Zhao. Fall 2017- 
 Si Cheng. Fall 2018- 


