Lisa M. McEwen, Ph. D.

Lmcewen23@gmail.com

Experience

Clinical Analytics, Decision Support, Island Health June 2018 — present
Clinical Data Consultant (full-time, regular)

e Primary role involves analyzing clinical data to inform decision making

e Performs SQL queries to extract patient electronic health records from a Microsoft SQL server.

e Leads team of Consultants in the use of the R/Studio environment to transform, analyze, and
visualize data

o Creates reproducible research practices by developing workflows and for proper organization
of code and technical notes.

o Develops reports and presentations to engage with stakeholders (Medical Directors,
Physicians, and Executives).

Department of Medical Genetics, University of British Columbia 2014 - 2018

Ph.D. Candidate

e Primary lead on multiple research projects investigating population epigenetic signatures of
aging across the human life course.

e Had a major role is in performing all data processing and conducting analyses on high
dimensional genomic data (lllumina microarrays: DNA methylation, genotyping)

o Managed several collaborations from Canada and the United States as well as international
research groups from Singapore, France, Italy, Greece, and Costa Rica. This has led to over
25 peer-reviewed research publications (four first author), one other first-author under review
at PNAS, and three other co-authored manuscripts currently submitted or under revisions.

e Received >$140,000 in scholarship funding and had a major role in contributing to a
successful Canadian Institute of Health Research Project Grant ($1.1 million).

University of British Columbia 2016 - 2017

Teaching Assistant (3 terms)

o Experiential Data science for Undergraduate Cross-Disciplinary Education (EDUCE): assisted
with teaching R programming workshops, marking assignments, and creating teaching
material for cross-disciplinary data science students

e BIOL 200 Fundamentals of Cell Biology: individually instructed three 1-hour mandatory
tutorials per week, graded assignments and exams, and held office hours (6hr/week)

e BIOL 337 Genetics Laboratory: assisted students with experiments and graded lab reports
(6hr/week)

University of British Columbia 2013 - 2014

Research Laboratory Technician

o Performed DNA isolations from various tissues, DNA bisulfite conversions, microarray
experiments, PCR, pyrosequencing, RT-qPCR, peripheral blood mononuclear cell extractions,

o Designed experiments to reduce batch effects and ensure quality control
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Education

Doctor of Philosophy in Medical Genetics and Genomics
University of British Columbia, Vancouver, BC

Bachelor of Science in Microbiology w/ 16-month Research Internship
University of Victoria, Victoria, BC

Professional Affiliations

Adjunct Assistant Professor
School of Health Information Science, University of Victoria

Affiliate Research Member
University of British Columbia Social Exposome Cluster

Additional Training

Project Management Certificate
Professional Development, University of Waterloo

Supervised Methods for Statistical Machine Learning
Summer Institute in Statistics for Big Data - University of Washington

Instructional Skills Workshop
Centre for Teaching, Learning, and Technology - Vancouver, UBC
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LM McEwen, JC O'Donnell, L Lifoawing, D Matias, B Wagar. Electronic Physician Profiles:
Developing an Interactive Web-Based Report for Physicians at Island Health. (2019). Stud Health
Technol Inform.
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o “Electronic Physician Profiles: Developing an Interactive Web-Based Report for Physicians at
Island Health”. Information Technology & Communications in Health, Hosted by the School of
Health Information Science, University of Victoria, BC. Abstract published in Stud Health
Technol Inform. February 16, 2018.

¢ “Genome-wide DNA methylation alterations across the life course”. Douglas Mental Health
Institute, McGill University, Montreal. Oct 17, 2016.

o “DNA methylation in a Costa Rican longevity population”. AllerGen Research Conference,
Vancouver, BC. May 30, 2016. 3. “DNA methylation and healthy aging”. UBC Centennial
Emerging Research Workshops. Bridging Genes and Environment: How Epigenetics

Remembers the Past to Shape Your Future. April 28th, 2016.

Funding
Research Grant Awards
Agency Award Name Comp To(t&k\é;l)ue Years Role Principal Investigator
CIHR Project Grant C 1,095,000 2016 - 2020 Co-l Dr. Michael Kobor

Comp: Competitive (C) or Non-Competitive (NC); Co-I: Co-Investigator; CIHR: Canadian Institute of
Health Research

Salary/Other Awards
Total Value Eligible Years of
Agency Award Name Comp (CADS) Funding
Frederick Banting and Charles Best Canada
CIHR Graduate Doctoral Scholarship (ranked 12/723) C 105,000 2016 - 2019
UBC Medical Genetic§ .4-Yeard Fellowship and c 72,8.0.0* + 2016 - 2020
Tuition Award Tuition
BCCHR Healthy Starts Graduate Studentship C 20,000* 2016 — 2017
Research Centre of Aging and CIHR
CIHR Institute of Aging (IA) Travel Award c 800 2017
UBC James Miller Award — Top Medical Genetics C 500 2017
Graduate Student
Travel Award — 4th Canadian Conference
. . . 1,1 2017
CEEHRC on Epigenetics (Whistler, BC) c 00 0

*Accepted in name only, conflict in funding with CIHR; Comp: Competitive (C) or Non-Competitive (NC);
CIHR: Canadian Institute of Health Research; BCCHR: British Columbia Children’s Hospital Research
Institute UBC: University of British Columbia; CEEHR: Canadian Epigenetics, Environment and Health
Research Consortium




Lisa M. McEwen, Ph. D.

Teaching
. . Course Class
Year | University/Dept. Number Size Hours Role
. MICR 301, Developed curriculum, assisted

2017F UBC/EDUCE MICR 402 80-125 96 with programming workshops
Assisted instruction of

2017W UBC/Biology BIOL 337 24 192 laboratory experiments, graded

lab reports

Led mandatory tutorials

2016F UBC/Biology BIOL 200 1500 192 (3hrs/week), graded
assignments and exams

*Experiential Data Science for Undergraduate Cross-Disciplinary Education: a new initiative at UBC to

introduce data science modules into undergraduate science curriculum

Service to the Community

Peer Reviewer: Bioinformatics

Peer Reviewer: Scientific Reports
Peer Reviewer: BMC Medical Genomics
Peer Reviewer: Epigenetics

Ladies Learning Code Vancouver - Python Workshop Volunteer
UBC-ECOSCOPE R Programming Workshop Beginner & Advanced Series

UBC Medical Genetics - New Graduate Student Mentor

Let’s Talk Science (Knowledge Translation Program) - Science Experiment
Facilitator at Science World UBC Medical Genetics

UBC Medical Genetics - TA Award Committee

BC Children’s Healthy Starts Research Day - Planning Committee

UBC Medical Genetics Welcome Day - Organizing Committee

CIHR — Canadian Human and Statistical Genetics Meeting — Volunteer
UBC Scientific Methods and Research Techniques - Undergraduate Leader
UBC Medical Genetics Research Day - Planning/set-up Volunteer
International Human Epigenetics Consortium — Conference Volunteer

2019-present
2018-present
2017-present
2017-present
2016-2018
2016-2018
2015-2018
2014-2018

2014-2018
2016
2015

2014-2015
2014
2014
2014




