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Vancouver Machine Learning: Genomics. Vancouver, Canada, Dec 16.

2020 University of Pennsylvania Institute for Biomedical Informatics, Feb 5.

2020 University of Southern California Center for Genetic Epidemiology (seminar by zoom), April 29.

2021 University of North Carolina, Chapel Hill, Department of Biostatistics (seminar by zoom), Jan 28.
2022 UC Berkeley Center for Theoretical and Evolutionary Genetics (seminar by zoom), Oct 28.

2023 PRIMED Ancestry Working Group (seminar by zoom), April 5.

2023 Albert Einstein College of Med. HCHS/SOL work-in-progress meeting (seminar by zoom), June 8.
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. 2010-2019.

Graduate student admissions committee, Dept of Biostatistics, University of Washington, 2012-2021. 

Member of promotion committees, Department of Biostatistics, University of Washington, 2014, 2016.

Chair of promotion committee, Department of Biostatistics, University of Washington, 2019.  

Chair of emergency preparedness committee, Dept of Biostatistics, University of Washington, 2021-2022.
Chair of faculty advancement committee, Dept of Biostatistics, University of Washington, 2023-
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.

·    2011-2023 Biost 581, Statistical Genetics Seminar, University of Washington.  

· 2012 Fall, Biost 600B, Identity by Descent working group, University of Washington.

· 2014-2020, 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.

Ruoyi Cai, Fall 2019-Fall 2022.

Seth Temple, Spring 2020-Fall 2022.

Nobuaki Masaki, Winter 2021-Summer 2023.
17.
Advising and Formal Mentoring 

17a) PhD Dissertations, Chair

Lisa Brown, Biostatistics, University of Washington, co-chair, graduated 2016.
Xiaowen Tian, Biostatistics, University of Washington, graduated 2020.
Kelsey Grinde, Biostatistics, University of Washington, graduated 2019.
Seth Temple, Statistics, University of Washington, graduated 2024.
Ruoyi Cai, Biostatistics, University of Washington, expected 2025.

Nobuaki Masaki, Biostatistics, University of Washington, expected 2025.

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.


Wenqing Fu, co-mentor on awarded K99 (with Joshua Akey), 2015-2017.


Ying Zhou, 2017-2020.

Ping-Hsun Hsieh, co-mentor on awarded K99 (with Evan Eichler), 2019-2022.

Ryan Waples, 2020-2023.


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, 2016-2022.
Michael Goldberg. Genome Sciences PhD Graduate School Rep., U. Washington, 2019-2021.
Michelle Noyes. Genome Sciences PhD Graduate School Rep., U. Washington, 2019-2023.
Sanne Aalbers. Public Health Genetics PhD, University of Washington, 2020-2023.
Jacob Alfieri. Biostatistics MS committee, University of Washington, 2021.


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.

Yiwei Zhang, Summer research, 2019.

Ruoyi Cai, Research Assistant, Fall 2019-Summer 2024.

Seth Temple, Research Assistant, Spring-Summer 2021, Spring 2023.


Nobuaki Masaki, Research Assistant, Fall 2021-Summer 2024.

Robert Trujillo, Research Assistant, Fall 2022-Summer 2023.

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-Fall 2019.

Si Cheng. Fall 2018-Fall 2020.

Jacob Alfieri. Fall 2019-Summer 2020.

Ruoyi Cai. Fall 2019-Fall 2022.

Angela Dahl. Fall 2020-Summer 2022.

Nobuaki Masaki. Fall 2021-Summer 2023.

Max Bi. Fall 2023-
