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A. Personal Statement

Dr. Shah is a Canada Research Chair in Computational Cancer Genomics, and the recipient of both a Michael
Smith Foundation for Health Research Career Investigator Award and a Terry Fox Research Institute New
Investigator Award. His research focuses on understanding cancer genomes from the perspective of
identifying pathogenic driver alterations and how tumours evolve over time. This work involves the
development of statistical models, algorithms and computational approaches to analyze large, high
dimensional genomics and transcriptomic data sets derived from tumours in order to describe mutational
landscapes of cancer subtypes and quantify clonal diversity and intratumoural heterogeneity. Much of this work
is devoted to analysis and interpretation of next generation sequencing data applied in cancer-focused
experimental designs with specific focus on ovarian cancer. In particular Dr. Shah is engaged in studying the
genomic properties of long term survivors of high grade serous ovarian cancer patients and methylation
properties of clear cell carcinomas. Dr. Shah received a PhD in computer science from UBC in

2008. Postdoctoral work overseen by Dr. Sam Aparicio and Dr. David Huntsman at the BC Cancer Agency
was devoted to analysis of cancer genome sequencing data, resulting in landmark papers on breast and
ovarian cancers published in Nature and the New England Journal of Medicine. Dr. Shah was appointed as an
Assistant Professor, Dept of Pathology and Lab Medicine as well as a Scientist at the BC Cancer Agency in
2008, and as an Associate Professor in 2014. His research program is well supported by independent grant
funding and he currently oversees a group of bioinformatics students, PDFs and staff devoted to deciphering
biological properties from cancer genome data sets using novel and state-of-the art computational analysis.
Collaboration with Dr. Huntsman remains a key component of Dr. Shah’s program.

B. Positions and Honors

Positions
2000 - 2002
2002 - 2004
2002 - present
2005 - 2008
2006 - 2009
2008 - 2010
2010 - 2014
2010 - present

2010 - present
2013 - present
2013 - present
2013 - present

Bioinformatics software developer, CMMT, UBC, Vancouver, BC

Chief, High throughput bioinformatics, UBC

Instructor, Canadian Bioinformatics Workshops Series

Research Assistant, UBC Department of Computer Science

Instructor, Interprofessional Health and Human Services, UBC

Postdoctoral Research Fellow, BC Cancer Agency

Assistant Professor, Department of Pathology and Laboratory Medicine, UBC
Scientist, Molecular Oncology and Breast Cancer Research Program, BC Cancer
Agency

Associate Member, UBC Dept of Computer Science

Faculty Member, Genome Science and Technology Graduate Program
Associate Member, Genome Sciences Centre

Adjunct Professor, SFU School of Computing Science



2014 - present

Associate Professor, UBC Dept of Pathology and Laboratory Medicine

Honors

2006-2008 Senior Graduate Trainee Award, Michael Smith Foundation For Health Research,
Canada;

2006-2009 University Graduate Fellowship (declined), UBC, Canada; $48,000

2007 International Society for Computational Biology Travel Fellowship to ISMB 2007
conference;

2008 Student Service Award, Department of Computer Science, UBC

2008-2011 Postdoctoral Fellowship, Michael Smith Foundation For Health Research, Canada;
$120,000/3yrs

2008-2011 Canadian Breast Cancer Foundation Bioinformatics Fellowship; part of $500,000 over 5yrs
to Dr. Sam Aparicio

2009-2011 Research Fellowship, Eli Lilly; $130,000 over 2yrs

2009 International Society for Computational Biology Travel Fellowship to ISMB 2009
conference;

2010 Lap-Chee Tsui Publication Award from the Canadian Institutes for Health Research
Institute of Genetics in recognition of outstanding published health research carried out by
trainees, for the discovery of the mutation in FOXL2 in granulosa cell tumors of the ovary
(published in NEJM);

2011-2019 MSFHR Career Investigator Award; $635,000 (over 8 years)

2012 Associate member of the Peter Wall Institute of Advanced Studies

2012-2015 Terry Fox New Investigator Award (TFRI). Are genomic instability and clonal diversity
prognostic indicators of high grade serous ovarian cancer?; $449,503

2013 Distinguished Achievement Award for Overall Excellence — Early Career. Fac. of Medicine,
UBC

2013-2018 Canada Research Chair (Tier 2) in Computational Cancer Genomics
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