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Biographical information

e  Amy D Willis

¢ University of Washington, Department of Biostatistics, F-657 Health Sciences
Building, Seattle WA 98195

* Phone: 206 543 8027

*  Email: adwillis@uw.edu

Education

* Australian National University, B Actuarial Studies (Honours), 12/2011
* Cornell University, M.S., Statistics, 01/2015

¢ Cornell University, Ph.D., Statistics, 05/2017

. Licensure

* None

Professional Positions

* Senior Analyst, Macroeconomics, Canberra, Australia, 08/2009-06/2012

* Research, Data Management and Audit Officer, ACT NOWaste, Canberra,
Australia, 11/2011-06/2012

* QGraduate Student, Department of Statistical Science, Cornell University,
08/2012-05/2017

* Statistical Consultant, Zadeh Laboratory, College of Human Ecology, Cornell
University, 12/2014-05/2015

* (Quantitative Analyst Intern, Google, Mountain View, CA, 05/2015-07/2015

* Assistant Professor, Department of Biostatistics, University of Washington,
Seattle, WA, 06/2017-present

Honors, Awards, Scholarships

¢ National Undergraduate Scholarship, Australian National University, 2008-
2011

* Australian National University College of Business and Economics Summer
Research Scholarship, 2009-2010.

¢ John XXIII College Academic Excellence Scholarship, 2008, 2009
* First Class Honours, Australian National University, 2011
* College Banner Bearer, Cornell University, 2017

. Professional Activities

* Referee: Annals of Applied Statistics; Bioinformatics; Biometrics;
Biostatistics; PLoS Computational Biology
* Guest Editor: PLoS Computational Biology (July 2017)



* Professional Memberships: American Statistical Association; National
Geographic Society
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8. Patents and Other Intellectual Property
* Publicly available software

1))

breakaway, an R library for estimating and modelling microbial diversity,

available at https://cran.r-project.org/web/packages/breakaway/index.html

9. Funding History
* None

10. Public Health Practice Activities

None

11. Conferences and Symposia (*=invited)

1)
2)
3)
4)

5)

6)

7)

8)

9)

March 2014: Ordered Data Analysis, Models, and Health Research
Methods: HNN60; 4 ratio-based method for estimating an unknown
number of classes

August 2014: Joint Statistical Meetings; id.

October 2014: Université de Montréal, Microbial Evolutionary Genomics
Group*; Statistical inference for estimating and modeling diversity

June 2015: Google HQ, Decision Support Research Group*; Species
Richness Estimation

August 2015: Joint Statistical Meetings, Microbiome in Epidemiology
Section*; Righting some wrongs in the statistical analysis of microbial
community data

December 2015: Queensland University of Technology, ARC Centre of
Excellence for Mathematical & Statistical Frontiers*; Taxonomic richness
estimation and comparison

September 2016: Pontificia Universidad Javeriana, Departamento de
Matematicas™®; Teoremas del limite central y conjuntos de confianza para
arboles filogenéticos

September 2016: Universidad de los Andes, Departamento de
Matematicas™; id.

October 2016: University of Glasgow, School of Mathematics and
Statistics*; Biodiversity Statistics



10) October 2016: Newcastle University, School of Mathematics and
Statistics*; Confidence Sets for Phylogenetic Trees

11) December 2016: Université de Montreal, Département de mathématiques
et de statistique™; id.

12) January 2017: Pennsylvania State University, Department of Statistics™;
id.

13) January 2017: University of Texas at Austin, Department of Statistics and
Data Sciences*; id.

14) January 2017: University of Michigan, Department of Statistics*; id.

15) January 2017: Carnegie Mellon University, Department of Statistics*; id.

16) February 2017: University of Wisconsin-Madison, Department of
Biostatistics and Medical Informatics*; id.

17) February 2017: University of Pennsylvania, The Wharton School,
Statistics Department®; id.

18) February 2017: Columbia University, Department of Statistics*; id.

19) February 2017: University of Washington, Department of Biostatistics*;
id.

20) February 2017: Broad Institute of MIT, Second Workshop on Statistical
and Algorithmic Challenges in Microbiome Data Analysis*; Visualizing
uncertainty in phylogenetic trees.

12. University Service
* None

13. Professionally-Related Community Service
* None

14. Other Information
* None

15. Teaching History
a) Formal courses
e Summer Institute in Statistical Genetics/Summer Institute in Statistics
and Modelling in Infectious Diseases
1. Module 1: Probability and Statistical Inference; July 2017

b) Other Teaching

* Teaching Assistantships at Cornell University
STSCI2100: Introductory Statistics; Fall 2012
STSCI4100: Multivariate Analysis; Spring 2013
BTRY6010: Statistical Methods 1; Fall 2013
STSCI4140: Applied Design; Spring 2015, Spring 2017
STSCI3100: Statistical Sampling; Fall 2014, Fall 2015
achmg Assistantships at Australian National University
STAT1008: Quantitative Research Methods; Semester 2 2009,
Semester 1 2010, Semester 2 2010, Semester 2 2011
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2. STATI1003: Statistical Techniques; Semester 1 2011
* Lecturing at Marine Biological Laboratory

1. Strategies and Techniques for Analyzing Microbial Population
Structures: August 2013, August 2014, August 2015, August 2016

c) Independent Study
* None

16. Advising and Formal Mentoring
* None



