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AREAS OF EXPERTISE:

genomics bioinformatics genetics, epigenomigcsancerbiology

EDUCATION:
Start Date End Date Institution Degree

Supervisor
09/1989 09/1994 | Simon Fraser University | PhD (Genetics) Dr. David Baillie
09/1984 05/1989 | Simon Fraser University | BSc (Molecular & Cell Biology)

PHD Thesis Title Genome analysis iBaenorhabditis elegan§&enetic and molecular identification of genes
tightly linked tounc22(1V).

ACADEMIC EMPLOYMENT HISTORY:

04/2009 | Present | Distinguisked Scientist, BC Cancerd®earch InstituteBC Cancer

07/2007 | Present | Professor, Department of Mieal Genetics, University of British Columbia

04/2002 | Present  Director,C a n a d a 6esSmithi Gerforae Sciences Cen®& Cancer

06/2000 | Present | Associate MembeiMichael Smith Laboratorieg)niversity of British Columbia

01/2015 | 08/2020| Head, Departmnt of Medical Genetics, Faculty of Medicine, University of British
Columbia

01/2011 | 06/2018| Co-Founder& Co-Director, Genome Science and Technology Graduate Program,
University of British Columbia

01/2001 | 12/2015| Adjunct Professor, Department of MoldauBiology and Biochemistry, Simon Fraser
University

07/2002 | 06/2007 Associate Professor, Department of Medical Genetics, University of British Columbi

10/2000 | 04/2002| Co-Director (Scientific), Genome Sequence Centre, BC Cancer Agency

02/2000 | 06/2M2 | Adjunct Professor, Department of Medical Genetics, University of British Columbia

10/1999 | 03/2009| Senior Scientist, BC Cancer Research Centre, BC Cancer Agency

10/1999 | 09/2000| Associate Director, Genome Sequence Centre, BC Cancer Agency

10/1999 | 092000 | Head, Mapping and Sequencing, Genome Sequence Centre, BC Cancer Agency

09/1998 | 09/1999 Research Faculty Instructor, Washington University School of Medicine (St. Louis, N

09/1996 | 09/1999| Group Leader, Genome Fingerprinting and Mapping TeamBe Sequencing Center
(St. Louis, MO)

09/1994 | 09/1999 Group Leader, EST Sequencing Team, Genome Sequencing Center (St. Louis, MO

12/1994 | 09/1998| Postdoctoral Research Associate, Washington University School of Medicine (St. L¢
MO)
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HONORS, AWARDS, SCHOLARSHIPS AND FELLOWSHIPS:

11/2020 Highly Cited Reearcher and named as one of th Clarivate Analytics
2020 Worl dés Most I nf
06/2020 2020 Team Science Award American Assoiation for Cancer Research
04/2020 Canadian Mediddall of Fame Canadian Medical Association
11/2019 Highly Cited Reearcher and named as one of th Clarivate Analytics
2019 Worl dés Most | nf
02/2019 Dr. Don Rix Lifetime Achievement Award LifeSciences BC
11/2018 Highly Cited Reearcher for 2018 and named as| Clarivate Analytics
one of the 2018 Worl d
Minds
11/2017 Highly Cited Reearcher and named as one of th Clarivate Analytics
2017 Worl dés Most |Inf
07/2017 Outstanding Abievements in Cancer Research | Canadian Cancer Research Alliance
Award
12/2016 Highly Cited Reearcher and named as one of th Thomson Reuters
2016Wor | d6s Most I nfl ue
06/2016 2016 BC Health Care Award of Merit for Health Employers Assaociation of British
Collaborative Solui ons ( f or BC | Columbia
Personalized OneGenomics Projectoled with
Dr. Janessa Laskin
12/2015 Highly Cited Researcher andmed as one of the | Thomson Reuters
2015 Worl dés Most |Inf
09/2015 Dr. Chew Wei Memorial Prize in Cancer Resear University of British Columbia
06/2014 Highly Cited Researcher andmed as one of the| Thomson Reuters
2014 Worl dés Most |Inf
01/2014 2013 Killam Research Prize University of British Columbia
11/2012 Medal of Merit Award The International Association of Lions Clubs
05/2012 Distinguished Achievement Award Faculty of Medicine, University of British
Columbia
11/2010 Terry Fox Medal British Columbia Medical Assodi@n
10/2010 Order of British Columbia Province of British Columbia
06/2010 to | UBC Canada Research Chair in Genome Canadian Institutes of Health Research
05/2024 Science
04/2010 Genome BC Award for Scientific Excellence | LifeSciences BC
09/2009 Fellow Canadian Academy of Health Sciences
09/2008 Frontiers in Research Award British Columbia Innovation Council
07/2007 Distinguished Achievement Award (Excellenc( Faculty of Medicine, University of British
in Basic Science Research) Columbia
06/2007 Fellow Life Sciences Division of Academy of Scienc
Royal Society of Canada
04/2007 Merck Frosst Prize Canadian Society of Biochemistry and
Molecular & Cellular Biology
10/2006 to | Career Investigator Award (Senior Scholar ley Michael Smith Foundatin for Health Researc
09/2011
07/2006 Faculty Merit Award Department of Medical Genetics, University

British Columbia
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06/2006 Pr esi d"Anrivérsary Avtard Simon Fraser University
06/2005 Honorary Degree, Doctor of Laws University of Calgary
05/20® The Best of the Best |TheCaldwell Partners International
40
06/2004 Terry Fox Young Investigator Award National Cancer Institute of Canada
06/2004 Honorary Degree, Doctor of Science Simon Fraser University
03/2004 Innovationand Achievement Award (awarded | LifeSciences British Columbia (formerly BC
entire GSC staff) Biotech)
10/2001 to | Career Investigator Award (Scholar level) Michael Smith Foundation for Health Reseat
09/2006
09/2001 Top 40 Under 40 Award Business ivancouver
07/2000 Notable Canadian 35 and Under The Globe and Mail
03/2000 Canadads Top 40 Unde | The Caldwell Partners International
12/1999 Outstanding Alumni Award for Academic Simon Fraser University
Achievement
09/1994 University Gradate Fellowship Simon Fraser University
12/1993 President 8s PhD Res e{SimonFraser University
12/1989 Predoctoral Scholarship Natural Sciences and Engineering Research
Council of Canada
12/1989 Special Graduate Research Fellowship SimonFraser University

Named Lectures

1.|The Beatrice Hunter Cancer Research Institut
2021. ATowards a Canadian national program f
cancer 0

2. | Arthur and Sonia Labatt Brain Tumour Research Centre Annual Lectureship. (Virtual). Toronto, ON
20, 2021. ATowards a Canadian national progr

resistant cancer 0

3. | University of Alberta, Departnme of Oncology. Dr. Carol Cass Lecture in Translational Research in
Oncol ogy, Edmont on, AB. May 24, 2013. fiDecod
4. | University of TorontpFaculty of MedicineDSR Sarma Lectureship in Oncologic Pathology, Toronto,
Sep 24, 201&2ncdbDe@.odi ng c

BRIEF BIOSKETCH:

Dr. Marra is the UBC Canada Research Chair in Genome Science, and a member of the Order of British Columbiz
He is a Canadian Medical Hall of Fame awardeeagaipient ofthe 2019 Don Rix Lifetime Achievement
Award, the20l7Ginadi an Cancer Research Allianceds Outstar
the 2015 Dr. Chew Wei Memorial Prize in Cancer Research, a 2013 UBC Killam Research Prize, a 2012 UBC
Faculty of Medicine Distinguished Achievement Award, and the MetliMarit Award from the International
Association of Lions Clubs. He was elected to the Canadian Academy of Health Sciences in 2009; received th
Frontiers in Research Award from the BC Innovation Council in 2008; and was appointed a Fellow of the Royal
Sodety of Canada in 200He was a recipient of @enome BC Award for Scientific Excellen@MSFHR Career

Il nvestigator Seni or Schol ar Awar &AnnimmaiyAﬁlardnloEOO%hease
received a Terry Fox Young Investigathwar d and BC Bi otechds I nnovation
with the entire GSC staff) for sequencing the SARS coronavirus genome.

Dr . Marrabdés contributions to genome science | ed t
Universityin 2004 and an honorary Doctor of Laws degree from the University of Calgary in 2005.
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Since2014 Dr. Marra has bedisted in theyearly Highly Cited Researchersawb r | d6s Most | nf | L
Sciertific Minds by Clarivate AnalyticsThis list recognizesvorld-class researchers selected for their exceptional
research performance, demonstrated by production of multiple highly cited papers that rank in the top 1% by
citations for field and year iWeb of Science

COMMITTEE INVOLVEMENT:

04/20217 Present| Member, Povincial Genomics Discipline CommitteBrovincial Laboratory Medicine
ServicesProvincial Health Services Authority

04/2020i Present | Member, COVID19 Clinical Operations and Research Task ForceCaddID Research
CoordinationExecutive Goverance Group, University of British Columbia

08/201971 Present| Member, Precision Health Program Advisory Council, Digital Technology Supercluste

09/2018i Present | Member, Healthy Agin@hair Search Committee, Faculty of Medicine, University of
British Cdumbia

10/2017i Present| Me mb er , Search Committee, UBC Presi den
British Columbia

10/2017i Present | Member, Northern Biobanking Scientific Advisory Committee

09/2017i Present | Member, Research Executive Contiee, BC Cancer Research Institug€ Caner

11/2014i Present | Member, Scientific Advisory Boardsoundation for Burkitt Lymphoma Research

01/20117 Present | Member, Steering Committee, Genome Science and Technology Graduate Program,
University of British Columbia

11/2010i Present | Member, Executive Committee, and BC Node Leader, Terry Fox Research Institute

05/2020 Member, Dr. Chew Wei Prize SelectiBeviewCommittee, University of British Columbi:

12/2018i 122019 | Member,Genetic Services Prioriseand Impact Assessment SObmmittee (PIAG) , |
Agency for Pathology and Laboratory Medigifrovincial Health Services Authority

05/2018i 09/2018 Member, Biochemistry and Molecular Biology Search Committee, Faculty of Medicine
University of Britih Columbia

09/20171 06/2019 Member,Search Committee for Provincial Medical Genetics Program Medical Diy&fbl
Womenbés Hospital and Health Centre, Pr

09/2017 Member, Nomination Committee, Cancer Control Researchriageat, BC Cancer
Research Centre, BC Cancer

06/20171 12/2018| Member,BC CanceiResearch Strategic Planning Committee, BC Cancer

03/2017i 10/2019 Member,Health Sector Advisory CounciGenome RBitish Columbia

10/2015i 12/2017| Member, Genomics EngldrGenome British Columbia Steering Committee

08/2015i 11/2016, Member, Health Innovation Strategic Advisory Board, Business Council of British
Columbia

07/2015i 12/2016| Member, Research Seminar Series Committee, BC Cancer Research Centre

11/2015 10/2016 | Member, Interim Research Operations CommitB&e Cancer Research CentBf; Cancer
Agency

12/2015i 07/2016| Member, VP Research Search Advisory Committee, BC Cancer Agency

09/2015i 06/2016| Member, MD Undergraduate Education Committee, Unived$igritish Columbia

05/2015 06/2016, Member, Dr. Chew Wei Prize Advisory Selection Committee, University of British
Columbia

01/2015i 08/2020 Member, Medical Genetics Graduate Program Advisory Committee, University of Brit
Columbia

01/2015 08/20D | Member, Genetics Counselling Program Advisory Committee, University of British
Columbia

20077 06/2016 Member, International Scientific Steering Committee, International Cancer Genome
Consortium (ICGC)

02/2015i 05/2016| Member, Scientific Advisory Bodr Cancer Genome Collaboratory Project, Ontario
Institute for Cancer Research
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11/2014i 12/2015

Member, Genome BC Health Strategy Task Force

12/2014i 05/2015

Member, Selection Committee, BC Cancer Agency President Search, Provincial Hea
Services Autbrity

02/2014i 09/2016

Member, Board of Directors, Michael Smith Foundation for Health Research

01/2013i 11/2015

Member, BC Cancer Agency Research Advisory Council

01/2012i 06/2013

Member, Provincial Health Services Authority Research Advisory Cbunci

09/2012i 01/2013

Member, Search Committee for New TFL Scientist, Terry Fox Laboratory, BC Cancel
Agency

2010- 11/30/2011

Member, Scientific Program Committee, The Canadian Cancer Research Conference
Toronto, ON

2011

Member, Research Seminar Sef@@snmittee, BC Cancer Research Centre

2011

Member, Planning Committee, TCGA haugural Scientific Symposium

200971 06/2016

Member, TCGA Steering Committee, The Cancer Genome Atlas, National Cancer
Institute/National Human Genome Research InstitutépNal Institutes of Health

20091 06/2016

Co-Chair, The Cancer Genome Atlas (TCGA) Lymphoma Disease Working Group,
National Cancer Institute, National Institutes of Health

08/20091 07/2011

Member, Faculty Awards Committee, University of British Coluanbi

20097 2010 Member, NHGRI Informatics and Analysis Planning Committee, National Institutes of
Health

2008 Member, Organizing Committee, ICGC, Canadian Cancer Genome Workshop

2008 Member, Genome Canada SIAC 1000 Genomes Working Group

20077 2011 Member, Scientific Planning Committee (Genome Analyses), ICGC

200771 2009 Member, Scientific Advisory Committee, Joint Genome Institute, US Department of E

2007 Member, Scientific Advisory Board, Heflin Center for Human Genetics, The University

Alabama at Birmingham

20067 11/2013

Member, Board of Directors, Advances in Genome Biology and Technology Conferer
Marco Island, FL

200671 2009 Member, Discovery Council, British Columbia Cancer Research Centre, BC Cancer /

200671 2007 Member, Loa | Organi zi ng Co"Homah Geacene AnHual®6sdirsy,
Montreal, QC

20057 2009 Member, Genome Canada Scientific Advisory Board (for vervet monkey physical may
project)

20057 2008 Member, External Advisory Board, National Stem Cell Bational Institutes of Health

2005 2006 Member, Organizing Committee” Annual Advances in Genome Biology and Technolc
Conference, Marco Island, FL

2005 Member, Genome British Columbia Education Advisory Committee

07/2005 Chair, National Human éhome Research Institute Review Panel ZHGI H&B2) for
BAC Library Production RFA, National Institutes of Health

20047 2008 Member, Oncology Advisory Council, BC Cancer Agency

2004 Member, Strategic Plan Implementation Council, BC Cancer Agency

2004 Member, Strategic Plan Steering Committee: Leader of Clinical/Functional/Translatiol
Oncology Task Force; Member of Institutes Process Task Force, BC Cancer Agency

20031 2006 Member, Genome Research Review Committee, National Human Genome Research
Institute (NHGRI), National Institutes of Health

200371 2005 Member, Biomedical Research Trainee Evaluation Committee (Junior Graduate Stud
SubCommittee), Michael Smith Foundation for Health Research

2003 Member, Cancer Control Research Unit, InaagjResearch Unit, Michael Smith
Foundation for Health Research

200271 2006 Member, Steering Committee, CIHR/MSFHR Bioinformatics Training Program, Unive
of British Columbia

200271 2003 Canadian Scientific Representative, NHGRI Internatonal Sequg@mnsortium, National

Institutes of Health




MA Marrai Curriculum Vitae

08/2003 Member, Scientific Committee, Y®orld Conference on Lung Cancer, Vancouver, BC

20027 2003 Chair, Genome British Col umbi a, Presid

2002 Genome Canada Sear€ommittee: Director, Science and Technology platforms

200171 2004 Member, Joint Animal Facility Management Committee, BC Cancer Agency

2001 Member, Planning Committee, Genomics in Health and Disease Conference

200071 2005 Member, Research Executigxitish Columbia Cancer Research Centre, BC Cancer
Agency

200071 2002 Member, Biotechnology Facilities Planning Committee, University of British Columbia

2000 Co-Chair, Genome British Columbia Genotyping Planning Committee

2000 Chair, Genome British Coinbia DNA Sequencing Planning Committee

2000 Member, Program Development Team, Strategy Committee, Genome Canada

19991 2003 Member, Genomics Projects Selection Panel, Natural Sciences and Engineering Res
Council of Canada

19997 2001 Member, Orim Genomics L.L.C. Scientific Advisory Board

1999 Member, Advisory Board, Advances in Genome Biology and Technology Conference
Marco Island, FL

19977 2000 Member, Cancer Genome Anatomy Project (CGAP) Steering Committee, National Ce¢
Institute, Naibnal Institutes of Health

REVIEWER ACTIVITIES

09/2020i Present

Reviewer, Canada Research Chairs Program, Government of Canada

06/2015i Present

Member, College of Reviewers, Canadian Institutes of Health Research

08/2020, 02/2019,
05/2018, 02/2015,

02/2014, 01/2013,

Reviewer, The Alvin JSiteman Cancer Research Fuwthshington University School of
Medicine

03/2011

01/2017 Reviewer, John R. Evans Leaders Fund, Canada Foundation for Innovation

11/07/2014 Reviewer, KiKA Program Application 181 (Stc ht i ng Ki nder en Ka
Children Cancerfree), The Netherlands

02/2013 & Reviewer, The Royal Society

03/2014

200771 2008 Member, College of Reviewers, Canadian Institutes of Health Research

CONFERENCE PARTICIPATION (as chair / panelist moderator / organizer)

01/15/2021 Co-Chair, Bioinformatics on Cancer Sessiast International Symposium of CClI
Bioinformatics and its application to cancer and other diseases. (VKyzi), Japan.

11/03/2020 Panelist, Data Science: How do yoleusin health researchH?ata Science & Health 2020
Conference(Virtual). University of British Columbia, Vancouver, BC.

06/24/2019 Panelist, Personalized Medicine and Oncology Sessidmnsual International
Healthcare SummifThe Future of Personakd Medicine, Genomics and Innovation
Kelowna, BC

11/04/2017 Co-Chair, Plenary I: Cancer Biology, TRRB™ Annual Scientific MeetingVancouver, BC

04/2015i 07/2016

Member, International Scientific Advisory Committee, 2016 IUBMB Conference
VancouverBC

10/2015i 05/2016

Chair, Scientific Organizing Committee, TRRE" Annual Scientific MeetingVancouver,
BC

06/20151 11/2015

Member, Program Committee, 20Canada Gairdner SymposiulMancouver, BC

12/20117 11/2016

Annual Organizer, TFRI BC Nodeesearch Daywancouver, BC

11/30/2011 Session Chair, The Optics of 60Omi c s, T
ON
06/22/2011 Symposium Chair, Keystone Symposia: Changing Landscape of the Cancer Genome
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Boston, MA

04/19/2010 Session ChajiHigh Throughput Genomic and Computational BiologyABnual Canadiar
Human Genetics Conference, Montreal, QC

03/14/2009 Industry Panelist,2Canadian Student Conference in Biomedical Computing, Vancouv
BC

10/22/2008 Session Chaiw Human Geneti®ariation, Genome Canada International Conference,
Vancouver, BC

10/01/2007 Moderator, Tumor Characterization Technologies Session; International Cancer Gen
Consortium Meeting, Toronto, ON

05/2007 Co-Chair,LargeScal e Genomi cs Wﬁ‘Hdmarmerpoe A& O 6 s
Meeting, Montreal, QC

04/13/2007 Chair, Technology Discussion, Genome BC Genomics Forum, Vancouver, BC

11/2006 Member of the Lymphoma Panel Discussion, Knowledge Translation, 2006 BC Canc
Agency Annual Cancer Conference, Vameer, BC

02/2002 Session Chair, Mammalian Genetic$ /hnual Advances in Genome Biology and
Technology Conference, Marco Island, FL

11/2002 Scientist Chair, Translating our science into cancer care, Session on Genomics, 200z

Cancer Agency Annual Caar Conference, Vancouver, BC

PUBLIC OUTREACH / SERVICE:

11/11/2020 | Live, phone mterview with Gloria Macarenk@;BCR a d iOn thes CoastPreparing for the Next
Wave: Technology to Detect and Analyze SARS-2
https://www.cbc.callisten/liveadio/1-46-onthe-coast

04/2020 Featured in the ICGC ARGO NewdCGC Impact Makers Series
(https:/www.icgc-argo.org/news/11/icgitnpactmakersseriesmarcemarracanada)

09/20/2019 | Hostedthe HonourableJohn HorganPremier of British Columbia, during hissittoCa n a d a
Michael SmithGenome Sciences Centre

03/14/2019 | Hosted Honorable Jody WilelRay boul dés vi sit t o @gao me ¢
successful funding provided to Dr. Inanc Birol and team, from Genome Canada

11/30/2018 | Interview with Stuart McNishVancouver SunConversatios That Matter: The Legacy of a B.C
Nobel winner
https://vancouversun.com/news/locews/conversatiorthatmatterthe-legacyof-a-b-c-nobet
winner

09/20/2018 | Interview with Randy Shor&ancouver SuHow Mi chael Smith put
community on the map with a Nobel Prize 25 years ago
https://vancouversun.com/news/locews/howmichaetsmith-put-b-c-s-life -sciencescommunity
onrthe-mapwith-a-nobelprize-25-yearsago

07/10/2018 | Participated in thdocumentary about Dr. Nadine Ca&riNorthern Biobanknitiative
https://www.youtube.com/watch?v=BI6Kc8zPw6c

06/2018 Featuredm theFaces of the Genontmok published bfold Spring Harbor Laboratory Press
This book celebrates scientists who are explorers ofthevastgrs of genes (|
underpin the biology of humans and every other organiis. bookportrays 62 outstanding
scientists, who have had an extraordinary influence on our current understanding of biology
evolution, and medical science
https://www.cshlpress.com/image.tpl?img=FacesGenome f.jpg

04/05/2017 | The Personalized OncoGenomics Project (P@@furedby Canadian Institutes of Health
ResearchResearcher Profiles, &aer Awarenesdlonth Is it possible to create personalized
cancer treatments?
http://cihrirsc.gc.ca/e/50284.html#s1

04/04/2017 | Participatedn apaneldiscussiorat YPO GoldEvent POG Research Uptisat the BC Cancer

Research Centye



https://www.cbc.ca/listen/live-radio/1-46-on-the-coast
https://www.icgc-argo.org/news/11/icgc-impact-makers-series-marco-marra-canada-
https://vancouversun.com/news/local-news/conversations-that-matter-the-legacy-of-a-b-c-nobel-winner
https://vancouversun.com/news/local-news/conversations-that-matter-the-legacy-of-a-b-c-nobel-winner
https://vancouversun.com/news/local-news/how-michael-smith-put-b-c-s-life-sciences-community-on-the-map-with-a-nobel-prize-25-years-ago
https://vancouversun.com/news/local-news/how-michael-smith-put-b-c-s-life-sciences-community-on-the-map-with-a-nobel-prize-25-years-ago
https://www.youtube.com/watch?v=BI6Kc8zPw6c
https://www.cshlpress.com/image.tpl?img=FacesGenome_f.jpg
http://cihr-irsc.gc.ca/e/50284.html#s1
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02/23/2017 | POG featured onCBC Nature of Things with Dr. David Suzukiracking Cancer
http://www.cbc.ca/natureofthings/episodes/cracidagcer

12/07/2016 | Interview with Deborah Graingedournal of Precision MedicinBevolutionizing health care in
British Columbia with precision medicine.
http://www.thejournalofprecisionmedicine.com/archimanager/revolutionizingealthcaren-
british-columbiawith-precisionmedicine/

12/2016 ProfledbyBCCanceBC Cancer Agency s ci elnfliential Sgentiicmo
Minds
http://www.bccancer.bc.ca/about/nestsries/stories/bcancerageng-scientistdistedamong
world%E2%80%99snostinfluentiatscientificminds

11/04/2016 | Int er vi ew wi t h Ther al onhidwiopcale cancerfgendiecea d el 6 s
http://mendelspod.com/podcasts/cangenomicscanadamarcemarraubc/

09/06/2016 | Interview with Matt Hoekstra with Peace Arch News re. Terry Fox Run
http://www.peacearchnesscom/news/393311821.html#.V92SSNfGXMY.email

07/19/2016 | Member of the Treehouse Childhood Cancer Initiative, a group that advocates and is comm
sharing patient genomic information in real time, to benefit children with cancer.

03/08/2016, Organizer of the'd, 39, & 4™ TFRI BC NodeMLA Dinner Evensto dialogue with MLAs on the

05/262015 | role of research on health and cancer controlritisB Columbia

&

11/03/2014

04/15/2015 | Interview with Brendan McAleeiancouver Supiconic Terry Fox va endures long after
marathon of hope.
http://driving.ca/ford/autenews/news/iconiterry-fox-van-enduredong-aftermarathorof-hope

11/07/2014 | Panelist at the Second Annual BC Business Summit "Building BC for the 21st Century
l nnovation in Infrastructureo

11/03/2014 | Interview with Shere-Punjab Radio with Kiran Aulakh red%

10/02/2014 | Interview with Tamara Taggart of CTV reOB

07/09/2014 | Interview with Amanda SmitiThe PeakSFU sci enti sts recogni ze
Scientific Minds .
http://newspapers.lib.sfu.ca/peal91/peak

06/23/2014 | Participatdin the planning exercise being conducted by research partnership between Nort

& Health, UNBC, and PHSA to enhance the way health research contributes to better health ¢

05/01/2014 | better health outcomes in Northern BC.

06/20/2014 | Interview with Ivan Semeéuk, Globe and MailWor | ddés Most | nfl uent

06/18/2014 | Meeting with Minister Andrew Wilkinson and Deputy Minister John Jacobson of the Ministry
Technol ogy, l nnovation and Citizensd Ser\

04/22/2014 | linterview withRandy ShorgvVancouver SunTumour cell genome studies give rise to
individualized therapy.
http://www.vancouversun.com/health/tumour+egeénome+studies+give+rise+individus
ized+
therapy/9802620/story.html

03/31/2014 | Participated irGenomeBCO kunch and Learn Everor BC LegislatureMembers

12/05/2013 | PanelistData and Discovery: How Technology and Analytics Are Drivimgpvation sesion, The
Data Effect.

11/2013 Profiled in International Innovation Magaziria;,. Marco Marra,Di r ect or of Ca
Smith Genome Sciences Cerftderth America issueNov 2013).
http://www.researcteurope.com/index.php/2013/11falarcoemarradirectorcanadasnichael
smith-genomesciencescentre/

10/24/2013 | Profiledin Vancouver SupSpecial ReportMedicalresearchs injecting life ba& into health
sciencegtopic: personalized mediciné&ov 2, 2013.

10/2013 Profiled in National CancerIndtiut e s Of f i ¢ e ,Drf Ma@aMaoae Piongeeand

Visionary in Cancer Genomics Research.



http://www.cbc.ca/natureofthings/episodes/cracking-cancer
http://www.thejournalofprecisionmedicine.com/archive-manager/revolutionizing-healthcare-in-british-columbia-with-precision-medicine/
http://www.thejournalofprecisionmedicine.com/archive-manager/revolutionizing-healthcare-in-british-columbia-with-precision-medicine/
http://www.bccancer.bc.ca/about/news-stories/stories/bc-cancer-agency-scientists-listed-among-world%E2%80%99s-most-influential-scientific-minds
http://www.bccancer.bc.ca/about/news-stories/stories/bc-cancer-agency-scientists-listed-among-world%E2%80%99s-most-influential-scientific-minds
http://mendelspod.com/podcasts/cancer-genomics-canada-marco-marra-ubc/
http://www.peacearchnews.com/news/393311821.html#.V92SSNfGXMY.email
http://driving.ca/ford/auto-news/news/iconic-terry-fox-van-endures-long-after-marathon-of-hope
http://newspapers.lib.sfu.ca/peak-2091/peak
http://www.vancouversun.com/health/tumour+cell+genome+studies+give+rise+individualized
http://www.vancouversun.com/health/tumour+cell+genome+studies+give+rise+individualized
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https://ocg.cancer.gov/nevpsiblications/enewslettefissue/issu€.0

03/13/2013|Int er vi ew for the Guide Outfitters Associ

02/21/2013 | Interview with CBC Radio Early Editig 0" Anniversary of SAR@ired on Mar 7, 2013).

02/05/2013 | Invited attendee at the Genome BC meeting Mihister of Health, Dr. Margaret MacDiarmid.

12/04/2012 | Provided testimony and took questions from the House of Com8tanging Committee on
Health (Topic: A gudy oftechnological innovation, including best practices, in health care in
Canada. Subopic: Genomics).

07/25/2012 | Interviews for CKWX News 1130 and Vancouver Summedulloblastoma article published in
Nature

09/2009 Participated in BCb6bs Ministry of Small B
Innovation Roundtable Discussion.

03/2009 FeaturedimMNaturéds ar ti cl e about personalized gen

11/2006 Participated in Genome Canadab6s Genomics

09/2006 Participated in the Premier 6sssddaawtBrtishl Colgmpi:
can realize the optimum economic and social benefit of technology commercialization.

08/14/2006 | Interview with CBC Radio French Program re. Bovine genome press release.

05/2006 On the air tel ephone ithetCeastwih®ny®amu repoter@id C |
patient benefits of the Science & Technology Platform funding from Industry Canada.

02/2004 Featured irvancouver SunPeople who give us hope for the woflgeb 5, 2004ssue)

2003 2004 | Profiled inThe GEEE! I'nGENOME Exhibit as me of 20 Canadian experts.

Award Nominations

Year Name of Award Role

2021 Order of British Columbia Nominator

2020 Canadian Cancer Society Inclusive Excellence Prize Nominator

2020 Canadian Cancer Society Bernard and Francine DBz Nominator

2020 Royal of Society of Canadgellowship Primary nominator

2020 Canadian Cancer Society Bernard and Francine Dorval Prize | Provided a reference letter

2020 Canada Research Chair Tier 2 renewal Provided a reference letter,

2020 Royal of Society of Canadgellowship Provided a reference letter,

2020 Genome BC Award for Scientific Excellence Nominator

2020 Japan Prize Provided a reference letter

2020 Mc Gi | | University Principal 6|Providedarefance letter
Researcher

2019 Royal Society of Canada, College of New Scholars, Artists and| Provided a reference letter
Scientists

2019 Canadian Cancer Society RoberiNoble Prize Provided a reference letter

2019 Royal of Society of Canadeellowship Co-nominator

2018 Canada Research Chair Tier 2 application Provided a reference letter,

2018 Canadian Cancer Society Bernard and Francine Dorval Prize | Provided a reference letter

2018 Royal Society of Canada, College of New Scholars, Artists and| Provided aeference letter
Scientists

2018 Terry Fox Medal Award Co-nominator

2018 Royal of Society of Canadgellowship Primary nominator

2018 Royal of Society of Canadeellowship Co-nominator

2017 Canada Research Chair Tier 2 application Provided a reference letter

2017 University of British Columbia Killam Mentoring Award Nominator

2017 Ontario Ministry of Research, Innovation and Science Early Provided a reference letter,
Researcher Award

2016 Research Canada Leadership Award Nominator

2016 Bill and Marilyn WebbelLifetime Achievement Award Nominator
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2016 Royal of Society of Canadgellowship Primary nominator
2015 University of British Columbia Killam Research Prize Co-nominator
2014 Dan David Prize Nominator
2014 Camdian Academy of Health Sciences Fellowship Primary nominator
2013 Canadian Cancer Society Robert L. Noble Prize Nominator
2012 University of British Columbia Killam Teaching Prize Nominator
2012 Simon Fraser University Distinguished Community Leadership | Nominator

Award
2011 Simon Fraser Univeity Outstanding Alumni Award Nominator
2011 Royal of Society of Canadgellowship Co-nominator
2011 Order of BC Provided a reference letter,
2011 Simon Fraser University Distinguished Community Leadership | Nominator

Award
2011 Royal of Society of Canadgellowship Primary nominator
2011 University of British Columbia Killam Research Prize Co-nominator
2010 International Society for Computational Biolo@yerton Prize Nominator
2010 Royal of Society of Canadgellowship Co-nominator
2010 Eric Jenett Raject Management Excellence Award Nominator
2009 Simon Fraser Universit@utstanding Alumni Award Nominator
2008 Terry Fox Young Investigator Award Nominator
2007 Genome BC Award for Scientific Excellence Nominator
2006 Canadads Top 40 Under 40 Nominabr
2004 Simon Fraser University Outstanding Alumni Award Nominator

EDITORIAL RESPONSIBILITIES:

200471 2009 Member, Editorial Committeédnnual Review of Genomics and Human Genetics

200071 2003 Associate Editor, Editorial Boayé&hysiological Genomics

19997 2005 Member, Editorial Boardenome Research

SOCIETY MEMBERSHIPS:

2015- Present | Canadian Hematology Society

200671 Present | American Society of Hematology

200571 Present | The American Society of Human Genetics

20057 Present | American Associatio for Cancer Research

20047 Present | The American Association for the Advancement of Science

2008i 2009 Human Genome Variation Society

CLASSROOM LECTURES:

Dates Institution /Course NumbeXame Hours Class Size
(Year/Sessioh Taught

Term)
04/15/2021 & | GSAT 502 (Advanced Concepts in Genome Science and
04/22/2021 Technology) 3.0 14
(2020W\2)
04/13/2021 MEDG595 (Emerging Genomitopics) Certificate Program 1.0 43
03/05/2021 MEDG505 (Genome Analysis) 3.0 17
(2020W1) '
11/16/2020 MEDG420 (Human Geomics and Medical Genetics) 20 17
(2020W1) '
11/03/2020 Data Science & Health 2020 Conferer®ata Science: How to 20 min N/A
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Use it in Health Research, Topic: Applications in Personalized
Oncogenomics)

03/13/2020

MEDG505 (Genome Analysis)

(2019W2) 3.0 22

11/06/2019 MEDG420 (Human Genomics & Medical Genetics) 15 22

(2019W1) '

04/02/2019 Science One

(2018W2) 1.0 66

01/31/2019 & | GSAT 502 (Advanced Concepts in Genome Science and

01/24/2019 Technology) 3.0 7

(2018W2)

11/07/2018 MEDG420 (Human Genonsc& Medical Genetics) 15 16

(2018W1) '

03/16/2018 MEDG505 (Genome Analysis) 3.0 12

(2017W2) '

03/08/2018 & | GSAT 502(Advanced Concepts in Genome Science and

03/01/2018 Technology 2.5 14

(2017W2)

10/23/2017 MEDG420 (Human Genomics & Medical Genetics) 15 12

(2017W1) '

03/09/2017 & | GSAT 502(Advanced Concepts in Genome Science and

03/02/2017 Technology 2.5 10

(2016W2)

02/03/2017 MEDG505 (Genome Analysis) 3.0 18

(2016W2) '

11/09/2016 MEDG420 (Human Genomics & Medical Genetics) 15 12

(2016W1) '

03/03/2016 & | GSAT 502 (Advanced Concepts in Genome Science and

02/25/2016 Technology 2.5 10

(2015W2)

01/29/2016 MEDG505 (Genome Analysis) 3.0 14

(2015W2) '

12/02/2015 MBB 801 interview (featured faculty for this seminar course

(2015W1) focused on career development) 1.0 9
Simon Frasr University

11/04/2015 MEDG420 (Human Genomics & Medical Genetics) 15 18

(2015W1) '

03/27/2015 MEDG505 (Genome Analysis) 3.0 12

(2014W2) '

04/02/2015 & | GSAT 502(Advanced Concepts in Genome Science and

03/26/2015 Technology) 3.0 11

(2014W2)

11/05/D14 MEDG420 (Human Genomics & Medical Genetics) 15 16

(2014W1) '

04/03/2014 & | GSAT 502 (Advanced Concepts in Genome Science and

03/27/2014 Technology) 3.0 14

(2013W2)

01/31/2014 MEDG505 (Genome Analysis) 30 19

(2013W2) '

10/30/2013 MEDG420 (Human Genomics & Medical Genetics) 15 14

(2013W2) '

03/28/2013 & | GSAT 502 (Advanced Concepts in Genome Science and 3.0 18

11
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03/21/2013 Technology)

(2012W2)

03/08/2013 MEDG505 (Genome Analysis) 3.0 18

(2012W2) '

10/03/2012 MEDG420 (Human Genomics & Medical Gersi) 15 18

(2012W1) '

03/30/2012 MBB446/746 (Cancer Genetics and Cell Death/Survival) 20 50

(2011W2) Simon Fraser University '

03/20/2012 GSAT502 (Advanced Concepts in Genome Science and o5 15

(2011wW2) Technology) '

01/27/2012 MEDG505 (Genome Analysis) 3.0 21

(2011W2) '

01/25/2012 MEDG420(Human Genomics & Medical Genetics) 10 17

(2011W2) '

03/21/2011 GSAT502 (Advanced Concepts in Genome Science and o5 6

(2010W2) Technology) '

03/04/2011 MEDG505 (Genome Analysis) 3.0 19

(2010W2) '

02/28/2011 MEDG420 (Human Biohemical & Molecular Genetics) 20 16

(2010W2) '

03/25/2010 Science One

(2009W2) 1.0 63

03/12/2010 MEDG505 (Genome Analysis) 3.0 29

(2009W2) '

02/10/2010 MEDG420 (Human Biochemical & Molecular Genetics) 20 14

(2009W2) '

12/07/2009 & | GENE 502 (Ggetics)

11/30/2009 15 10

(2009W1)

04/02/2009 MEDG 421 (Genetics & Cell Biology of Cancer) 15 32

(2008W2) '

03/23/2009 MEDG 420 (Human Biochemical & Molecular Genetics) 15 18

(2008W2 '

02/26/2009 Science One

(2008W?2) 1.0 73

02/13/2009 MEDG 505 (Genome Analysis) 30 21

(2008W2) '

11/13/2008 MBB440/839 (Special Topics in Molecular Biology &

(2008W1) Biochemistryi Cell Death & Cell Survival) 2.0 35
Simon Fraser University

04/10/2008 Science One (Title: Personal Genomics)

(2007W2) 1.0 73

03/26/2008 MEDG 420 (HumarBiochemical & Molecular Genetics) 10 16

(2007W2) '

02/01/2008 MEDG 505 (Genome Analysis) 3.0 17

(2007W2) '

03/23/2007 MEDG 505 (Genome Analysis) 3.0 18

(2006W2) '

03/12/2007 MEDG 521 (Molecular & Cell Biology of Cancer) 15 24

(2006W2) '

01/17/2007 MEDG 420 (Human Biochemical & Molecular Genetics 2.0 22

12
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(2006W2)
03/16/2006 MEDG 505 (Genome Analysis) 3.0 2
(2005W2) '
03/06/2006 MEDG 521 (Molecular & Cell Biology of Cancer) 15 20
(2005W2) '
01/09/2006 MEDG 420 (Human Biochemical & Molecular Genetics) 20 20
(2005W2) '
02/2005 MEDG 505 (Genome Analysis) 3.0 20
(2004W2) '
01/2005 MEDG 420 (Human Biochemical & Molecular Genetics) 40 20
(2004W2) '
02/26/2004 ISCI 4481 (Medical Innovation & Healthcare Politics) 20 )
(2003W2) '
2003 MEDG 505 (Genome Analys) 3.0 )
(2003W2) '
2002 MEDG 505 (Genome Analysis) 30 )
(2001W2) '
03/30/2000 GENE 502 (Genetics) 15 16
(1999W2) '
1992 Biology 302 and Biology 401 (Biochemistry)
Simon Fraser University i i
1990 Biology 302 (Genetic Analysis)
Simon Fraser University ) i
1988 Biology 302 (Genetic Analysis)
Simon Fraser University i i
CONTRIBUTIONS TO THE TRAINING OF HIGHLY QUALIFIED PERSONNEL:
Rotation Students
From To Student Role Program
03/07/2016| 05/06/2016| Emma Titmuss| Rotation supervisor MSc (Genome Science and
TechnologyProgram) UBC
01/05/2015| 04/302015 | James Topham Rotation supervisor MSc (CIHR Bioinformatics Program),
UBC
09/01/2013| 07/31/2014 | Rebecca Temporarysupervisor | MSc (CIHR Bioinformatics Program),
Johnson UBC
03/04/2013| 05/03/2013| Adi Steif Rotation supevisor MSc (Genome Science and
Technology), UBC
03/2012 05/2012 Marlo Firme Rotation supervisor MSc (Genome Science and
Technology), UBC
03/2012 05/2012 Tejomayee Rotation supervisor MSc (Genome Science and
Singh Technology), UBC
01/2011 04/2011 Emilia Lim Rotation supervisor Rotation Student (CIHR
Bioinformatics Program), UBC
09/2009 08/2010 Yaojie Chen Rotation supervisor MSc (CIHR Bioinformatics Program),
UBC
05/2009 08/2009 Rodrigo Goya | Rotation supervisor Rotation Student (CIHR
Bioinformatics Progam), UBC
01/2009 04/2009 Bora Uyar Rotation supervisor Rotation Student (CIHR

Bioinformatics Program), SFU

13
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10/2009 12/2010 Mark Okada Rotation supervisor Rotation Student (CIHR
Bioinformatics Program), SFU
09/2008 12/2008 Andrew Rotation supevisor Rotation Student (CIHR
McPherson Bioinformatics Program), SFU
09/2007 12/2006 Olena Rotation supervisor Rotation Supervisor (CIHR
Morozova Bioinformatics Program), UBC
01/2006 04/2006 Ryan Morin Rotation supervisor Rotation Supervisor (CIHR
Bioinformatics Pogram), UBC
GraduateStudents
Years Name Degree
01/02/2019 Present Yuka Takemon PhD (Genome
Research title Discovering vulnerabilities of Cl@nutated Science and
cancers through genorseale viability screens Technology
Program)
02/13/2018 Preent Vanessa Porter PhD (Medical
Research title The role of KMT2D in enhancer remodellin| GeneticsGraduate
during germinal centre B cell differentiation Program

10/03/2016 Present

Su min (Lisa) Wei
Research title Characterizing mechanisms of treatrne
resistance in cancer

PhD (Bioinformatics
Graduate Program)

09/0220147 Present

Veronique LeBlanc
Researchtitle : CIC mutations

PhD(Genome
Science &
Technology
Program

09/01/2012 12/17/2020

Hye-Jung Elizabeth Chun
Research title Molecular Charaterization of Rhabdoid
Tumours fom Multiple Anatomical Sites

Current position: Postdoctoral Fellow, Genome Sciences
Centre, BC Cancer

PhD (Bioinformatics
Graduate Program)

09/06/2016 06/02/2020

Stephen Dongsoo Lee

MSc (Genome

Thesistitle: Characterization of #hEffects of CIC Loss and Science &
Neomorphic IDH1 Mutation on the Transcriptome and Technology
Epigenome Program)
Current position: Informatics Analyst, Zymeworks Inc

09/06/2016 04/06/2018| Anna Cavalla MSc

(Withdrawn)

Research title:Characgrizing Cancer Transcriptometthe
Single Cell Level

(Bioinformatics
Graduate Program)

05/09/2016 07/13/2018

Emma Titmuss

Thesis title: A case study of apparent immune activation
following treatment of a colorectabncer patient with an
angioteni receptor blocker

Current position: Research Programmer, Genome Scienc
Centre, BC Cancer

MSc (Genome
Science and
Technology

Program)

09/20091 12/2017

Rodrigo Goygco-supervised with Dr. Irmtraud Meyer)
Thesistitle: Bioinformatic Approaches fddentifying Single

Nucleotide Variantand Prdl ing Alternative Expression

PhD (Bioinformatics
Graduate Program

14
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in Cancer Transcriptomes

Current position: Bioinformatics Engineer, AbCellera

09/2015i 08/2017 James Topham MSc
Thesis title: Comprehensive andtegrative Analysis of the (Bioinformatics
KMT2D Regulome Graduate Program)
Current position: Research Assistant, BC Cancer Agency

05/20121 12/2014 Marlo Firme MSc (Genome
Thesis title: The Regulatory Landscape of the Glioma Science &
associated Transcription Factoapicua. Technology

Program)

Current positon:Vancouver | ead for
Lobby (volunteer work)

09/20117 03/31/2016 Emilia Lim PhD (Bioinformatics
Thesis title: mMIRNA Sequence Analysis Reveals Cancer Graduate Program)
Subtypes That Correlate With TumdDharacteristics and
Patient Outcomes
Current position: Postdoctoral Fellowl'he Francis Crick
Institute, London, UK

09/20117 04/30/2015 Ryan Huff MSc (Medical
Thesis title: Generation and Characterization of a Lysine (I GeneticsGraduate
Speciic Methyltranferase 2D Knockout Human Cell Line Program)
Current position: Research Assistant, Vancouver Coastal
Health Research Institute

09/2010i 06/26/2015 | Julia Pon MD/ PhD Popgram
Thesis title: TheMEF2B Regulatory Network
Current position: Resident, Anatomical Pathology,
University of British Columbia
(http://www.med.ubc.ca/frormedicineto-researckand
back)

09/2008i 01/2012 Ryan Morin PhD (Bioinformatics
Thesis title Mutation Discovery and Characterization in Graduate Pragm)
Lymphoid Neoplasms using Massively Parallel RNA and
DNA Sequencing
Current position: AssociateProfessor, Molecular Biology
and Biochemistry, Simon Fraser University

09/2006i 06/2012 Olena Morozova PhD (Bioinformatics
Thesis title: Genomic studies of the normal and malignant| Gradua¢ Program)
neural crest
Current position: Assistant Professor, Molecular, Cell, &
Development Biology, Unkrsity of California, Santa Cruz

09/2005i 12/2007 Jaswinder Khattra MSc (Genetics

Thesis title: Cloning and annotation of novel transcripts fro
human ES cells

Graduate Program)

15
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Current position: Postdoctoral FellowContextual
Genomics

09/2005i 10/2007 Ryan Morin MSc
Thesistitle: Methods for microRNA profiling and discovery,  (Bioinformatics
using massively parallel sequencing Graduate Program)
Current position: AssociateProfessorMolecular Biology
and Biochemistry, Simon Fraser University

09/20041 12/2010 Sorana Morissy (formerly Anca Petrescu) PhD (Genetics
Thesis title: Bioinformatic Analysis of Ci<Encoded Graduate Program)
Antisense Transcription
Current position: Assistant Professor, Biochemistry and
Molecular Biology, University of Calgary

09/2004i 01/2010 Malachi Griffith PhD (Medical
Thesis title: Methods for transcript variant discovery and Genetics Graduate
alternative expression analysisipplication to the study of Program)
fluorouracil resistance in colorectal cancer
Current position: Assistant Director, The Genome Institute
Washington Uiversity School of Medicine, St. Louis, MO

09/20041 12/2009 Trevor Pugh PhD (Medical
Thesis title: Analysis of primary human cancers: from singl Genetics Graduate
genes to whole transcriptomes Program)
Current position: Scientist, Princess Margareaer
Centre; and Assistant Professor, University of Toronto

09/2003i 07/2012 Noushin Farnoud PhD (Genetics
Thesis title: Computational Tools for CNV Detection Using Graduate Program)
Probelevel Analysis of Affymetrix SNP ArraysApplication
to the Study of CNVs in Follicular Lymphoma
Current position: Senior Bioinformatics Engineer Il,
Memorial SloarKettering Cancer Center

09/2003i 08/2008 Ying-Chen (Claire) Holjco-supervised with Dr. Sharon PhD (Genetics
Gorski) Graduate Program)
Thesistitle: Molecular mechanisms underlying the crossta
between autophagy and apoptosis
Current position: ABMGG Fellow, Laboratory Genetics an
Genomics at Washington University School of Medicine in
St. Louis

01/2002i 05/2M®8 Suganthi Chittaranjafco-supervised with Dr. Sharon Gorsk  PhD (Genetics
Thesis title: A functional genomics approach identifies nov| Graduate Program)
genes involved in steroid hormoireluced programmed cell
death inDrosophila
Current position: Staff Scientist, Genome Sciesc€entre,
BC Cancer

09/2001i 07/2008 lan Bosde{co-supervised with Dr. Sharon Gorski) PhD (Genetics

Thesis title: Identification of echinus and characterization ¢
its role in Drosophila eye development

Graduate Program)
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Current position: Clinical Asdstant Professor, UBC;
Molecular Geneticist, BC Cancer

09/20017 12/2005 Angelique Schnercfco-supervised with Dr. Steven Johes MSc (Medical
Thesis title: Analysis of Undifferentiated Human Embryoni¢ Genetics Graduate
Stem Cell Lines using Serial Alyais of Gene Expression Program)
Postdoctoral Fellows
Years Name Area

03/01/2021 Present

Hye-Jung (Elizabeth) Chun

Rhabdoid tumours

09/01/202Q0" Present

Sander Lambo

Studying epigenetics in
leukemia to find the
undetying cause of treatmen
resistance

10/31/2016 Present

Dan Jin

Rhabdoid tumours

12/02/2013 11/27/2018

Alessia Gagliardi

Current position: Staff Scientist, Genome
Sciences Centre, BC Cancer

MLL2 functional genomics

04/01/2016 03/31/2017

Emilia Lim

Current position: Postdoctoral FellowThe
Francis Crick Institute, London, UK

Comprehensive Sequence
Analysis of Pediatric Acute
Myeloid Leukemia

02/11/2014 02/10/2017

Isabel Serrandlartinez

Previousposition: Scientist, Clinical Research,
Madrid, Spain

FOXO1 mutations are
associated with inferior
survival in DLBCL

07/2012i 02/28/2013

Noushin Farnoud

Current position: Senior Bioinformatics Enginee
II, Memorial SloarKettering Cancer Center

Software development for
copy number analysis

01/2012i 07/2012

Ryan Morin

Research title:Genomic characterization of
Diffuse Large B Cell Lymphoma patients and ce
lines

Current position: AssociateProfessorMolecular
Biology and Biochemistry, Simon Fraser
University

Diffuse large Bcell
lymphoma

11/2Q117 03/31/2016

Farah Zahir

Research title Massively Parallel Genomic
Sequencing for Clinical Identification of Mutatior
That Cause Intellectual Disability

(co-supervised with Jan Friedman)
Current position: Honorary Associate Member,

Department oMedical Genetics, University of
British Columbia

Intellectual disability

01/2011 09/2011

Sorana Morrissy

Antisense transcription and
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Research title Bioinformatic analysis of the
relationship between natural antisense transcrip
and alternative splicing in cancer

Current position: Assistant Professor,
Biochemistry and Molecular Biology, University
of Calgary

alternative splicing

03/2010i 02/2011

Malachi Griffith
Research title Alternative transcript diversity in
models of cancer progression

Current position: Assistant Director, The Genorr
Institute, Washington University School of
Medicine, St. Louis, MO

Alternative splicing

09/2009i 10/30/2015

Jill Mwenifumbo
Research title The evolution of 8-U drug
resistance in colorectal cancer

Current position: Bioinformatician, CAUSES
Research Clinic, B<earadh |
Institute

Colorectal cancer

09/2009i 09/30/2012

Maria Mendez_ago
Research title Functional characterization of
EZH2 mutations

Current position: Head of Genomic<;ore
Faciities and Technologynstitute of Molecular
Biology, Mainz, Germany

Follicular lymphoma

01/20091 02/2010

lan Bosdet

Research title: Genome analysis of prand post
treatment lung cancers from patients in a phase
clinical trial of firstline erlotinib

Current position: Clinical Assistant Professor,
Department of Pathology and Laboratory
Medicine,UBC; Clinical ScientistBC Cancer

Lung Cancer

05/2004i 03/2006

Sean Rogers
Research title Gene expression of hESC

Gene Expression

12/2003i 03/2006

Deryck Persaud
Research title Cloning & characterization of
novel hESC genes

Current position: Owner, Infogenetica
Bioinformatics, and Biotechnology Consultant

DNA Mapping

02/2000i 10/2003

Gregory Vatcher

Current position: Senior Scientist, Gene.AC,
Beijing, China

Functional Genomics

TRAINEE SCHOLARSHIPS & FELLOWSHIPS:
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Year(s) Trainee Award Name Awarding $ (Cdn)
Agency
09/01/2021 Signe MacLennan Frederick Banting and Charles | CIHR $17,500
08/31/2022 BestCanada Graduate
ScholarshifMaster'$
09/072019- | Yuka Takemon FourYear Doctoral Fellowship | UBC $72,800 +
08/31/2023 full tuition
09/01/2019 Yuka Takemon Internatioral Tuition Award UBC Full tuition
08/31/2023
09/01/2019 | Su min (Lisa) Wei BC Graduate Scholarship uBC 15,000
08/31/2010
05/06/2019 Yuka Takemon Faculty of Science Graduate UBC 1,858.92
Award (2019S session)
05/06/2019 Yuka Takemon International Tuition Award UBC 1,066.66
(2019S session)
01/03/2019 Yuka Takemon International Tuition Award UBC 1,066.67
(2018W session)
01/022019 Yuka Takemon Faculty of Science Graduate uBC 1,801.56
Award (2018W session)
04/2018i Ishika Luthra BC Cancer Studentship BC Cancer 6,000
08/2018
01/2018 Vanessa Porter Frederick Banting and Charles | CIHR 90,000 +
03/2020 Best Canada Graduate 15 R&T
ScholarshifdDoctoral Award)
11//2016i Hye-Jung (Elizabeth) Roman M. Babicki Fellowship inj] UBC 25,000
05//2017 Chun Medical Research
09/2016i Veronique LeBlanc Killam Doctoral Scholarship UBC 50,000 +
08/2018 2,000 R&T
05/01/2016 Veronique LeBlanc Vanier Canada Graduate CIHR 50,000/yr
04/30/2019 Scholarship
05/01/20167 | Veronigue LeBlanc FourYear Fellowship UBC 18,200
04/30/2020
09/01/20151 | Emilia Lim PhD Student Fellowship uUBC 12,133.34
04/30/2016
05/01/2015 | Veronique LeBlanc Canala Graduate Scholarship | CIHR 17,500
04/30/2016 (Master 6s)
09/2014i Veronique LeBlanc Faculty of Science Graduate UBC 4 555
08/2015 Award
09/01/2012 Ryan Huff Frederick Banting and Charles | CIHR 17,500
08/31/2013 Best Canada Graduate
Schol arship ( Mg
09/012012i Farah Zahir Bluma Tischler Postdoctoral uBC 20,400
08/31/2013 Fellowship
09/01/2012 Emilia Lim Frederick Banting and Charles | CIHR 35,000/yr
08/31/2015 Best Canada Graduate
ScholarshigDoctoral Award)
07/01/2012 Farah Zahir Postdoabral Fellowship CIHR 40,000/yr
06/30/2015
05/01/2012 | Julia Pon Vanier Canada Graduate CIHR 50,000/yr
04/30/2015 Scholarship
05/01/2012 Daisy Ji BC Cancer Studentship BCCF/CBCF 6,000
08/31/2012
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09/03/2011 Olena Morozova Roman M Babicki Fellowship in | UBC 20,000
04/30/2012 Medical Research
09/01/2011 Maria Mendez-Lago Postdoctoral Fellowship MSFHR 35,000/yr +
08/31/2013 4,000R&T
09/01/2011 Rodrigo Goya Vanier Canada Graduate CIHR 50,000/yr
08/31/2014 Scholarship
09/01/2011 Jill Mwenifumbo Pastdoctoral Fellowship MSFHR 58,334 +
08/31/2014 5,333R&T
08/01/20117 | Farah Zahir NeuroDevNet Postdoctoral NeuroDevNet 20,000/yr +
07/31/2013 Fellowship 2,500R&T
408/01/2011%" | Maria Mendez-Lago Estanciasde movilidad Ministerio de 30.960
08/31/2012 posdoctoralen centros Educacion de Eurofyr
extraneros del Programa Espafa
Nacional de Movilidad de
Recursos Humanos de
Investigacion
05/01/2011 | Jill Mwenifumbo Postdoctoral Fellowship CIHR 45,000/yr
04/30/2013
05/20117 Pierre Cheung BC Cancer Studeship BCCF/CBCF 6,000
06/2011
09/0%:20107 | Julia Pon Scriver Family MD/PhD CIHR 14,667/yr
08/31/2016 Studentship Award
09/01/200971 | Ryan Morin Doctoral Fellowship UBC 80,000
08/31/2013
10/2009i Ryan Morin Senior Graduate Studentship MSFHR 14,000
09/2011
07/20® Pierre Cheung BC Clinical Genomics Network | BCCGN 3,750
Studentship
05/01/2009 Ryan Morin Vanier Canada Graduate CIHR 50,000/yr
04/30/2012 Scholarship
04/2009i Alison Lee BC Cancer Studentship BCCF 5,400
08/2009
09/01/2008 Olena Morozova Alexander Graham Bell Canada| NSERC 105,000
03/31/2011 Postgraduate Scholarship
Doctoral
09/01/2008 Olena Morozova Junior Graduate Studentship MSFHR 19,000
08/31/2010
09/01/2008 Malachi Griffith Research Studentship NCIC 45,000 +
08/31/2010 3,000R&T
05/012008i Jaswinder Khattra Senior Graduate Studentship MSFHR 38,250
04/30/2010
09/01/2007% Olena Morozova Julie Payette Postgraduate NSERC 25,000
08/31/2008 Scholarshigf Ma st er 6s
05/01/2007% Trevor Pugh Senior Graduate Studentship MSFHR 67,50
04/30/2010
56 Ryan Morin Junior Graduate Studentship MSFHR 22,500
04/01/2007
10/31/2007
09/01/2006 Malachi Griffith Senior Graduate Studentship MSFHR 21,000 +
08/31/2009 6,000 R&T
09/01/2006 Sorana Morrissy Doctoral Research Award CIHR 105,0®
08/31/2009
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09/01/2006 Trevor Pugh University Graduate Fellowship | UBC 16,000
03/31/2007
01/012006 Trevor Pugh PhD Tuition Award UBC 11,358
01/01/2009
2006 Trevor Pugh IG Grants for ShofTerm CIHR 5,800
Competition
10/01/2005 Trevor Pugh Lung Cancer Research Eli Lilly Canada | 37,000
10/01/2006 Fellowship (BCCA)
09/01/2005 Sorana Morrissy Graduate ScholarshigMa s t e| CIHR 17,500
08/31/2006
04/01/2005 | Sorana Morrissy Junior Graduate Studentship MSHFR 25,458
05/31/2007
09/01/2004 Malachi Griffith Postgraduate Scholarship NSERC 80,300
08/31/2008 Doctoral
09/01/2004 | Malachi Griffith PhD Tuition Award UBC 12,800
08/31/2008
09/01/2004 Malachi Griffith Junior Graduate Studentship MSFHR 50,000
08/31/2006
09/01/2004 Malachi Griffith Graduate Entrance Scholarship | UBC 3,170
08/31/2005
05/01/2004 | Suganthi Chittaranjan | Senior Graduate Studentship | MSFHR 2,500
04/30/2005
09/01/2003 Malachi Griffith Postgraduate Scholarship NSERC 17,300/yr
08/31/2005 Master s
04/01/2002 | Gregory Vatcher Postdoctoral Fellowship MSFHR 39,000
03/31/2004
2000- 2002 Gregory Vatcher Postdoctoral Fellowship NSERC 35,000/yr
TRAINEE AWARDS:
05/202% Xiao Yu (Cathy) Yan FOM Summer Student Researcl University of 2,800
06/2021 Program(Declined) Britsh Columbia
05/03/202% Xiao Yu (Cathy) Yan BC Cancer Studentship BC Cancer 6,000
08/20/2021
05012021 Xiao Yu (Cathy) Yan GSAT Summer Studentship University of 4,050
08/31/2021 (Declined British Columbia
05/10/2021 Signe MacLennan NSERCUndergraduate Student | Natural Sciences | 7,500
08/27/2021 Research Award and Engineering
Research Council
of Canadand
University of
British Columbia
03/23/2020 Vanessa Porter Travel Award (International Canadian Cancer| 2,000
Papillomavirus Conference) Society Research
Institute
01/03/220 Vanessa Porter Early Career Investigator Travel| International 500 Euros +
Award Papillomavirus free
Society registration
03/2018 Hye-Jung (Elizabeth) TCG Trainee Collaboration and | University of 1,565
Chun Travel Award (International British Columbia
Rhabdoid Tumour Meeting
09/2017 Su min(Lisa) Wei TCG Travel Award (ASH Annua| University of 2,250
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Meeting) British Columbia
09/2017 Hye-Jung (Elizabeth) CEEHRC Travel Award (2 Canadian 500
Chun Canadian Conference on Epigenetics,
Epigenetics) Environmentand
Health Research
Consortium
Network
06/2017 Su min (Lisa) Wei Travel Award (Pathway and Canadian 1,300
Network Analysis ofOmics Data| Bioinformatics
Workshop) Workshop
03/2017 Hye-Jung (Elizabeth) Travel Award(2nd European UBC Faculty of 1,000
Chun Cancer Epigenetsc Medicine
Conference in Heidelberg,
Germany
03/15/2017 Hye-Jung (Elizabeth) CEEHRC Travel Award (2nd Canadian 1,000
Chun European Cancer Epigenetics | Epigenetics,
Conference in Heidelberg, Environment and
Germany Health Research
Consortium
Network
2/22/2017 Hye-Jung (Elizabeth) Faculty of Science Graduate uBC 500
Chun Award
07/28/2015 Hye-Jung (Elizabeth) Travel Award (CSHL meeting or] Canadian Cancer | 2,000
Chun Epigenetics & Chromatin) Society Research
Institute
05/16/2015 James Topham GSC Graduate Student Travel | John Bosdet 1,500
Award (for the ISMB 2016 Memorial Fund
Meeting) (BCCF)
11/17/2015 Emilia Lim Travel Award American Society | 500
of Hematology
09/01/201571 | Hye-Jung (Elizabeth) Faculty of Science Graduat uBC 3,236.22
04/30/2016 Chun Award
07/2015 Hye-Jung (Elizabeth) Travel Award (Canadian Cancer, CCSRI 2,000
Chun Research Conference)
Note: Declined by trainee due tq
personal reason)
05/2015 Alessia Gagliardi Director s Fun¢CSHL 1,000 USD
(CSHL Symposium "21st Centut
Genetic : Genes a
08/31/20141 | Hye-Jung (Elizabeth) Faculty of Science Graduate uBC 3,407.28
04/30/2015 Chun Award
05/2014 Emilia Lim Travel Award (Terry Fox'B TFRI 900
Annual Scientific Meeting)
04/2014 Hye-Jung (Elizabeth) Graduate Student Travel Award | John Bosdet 1,500
Chun (AACR Annual Meeting) Memorial Fund
(BCCF)
04/2014 Hye-Jung (Elizabeth) AACR Annual Meetinglravel CCSRI 2,000
Chun Award
11/2013 Emilia Lim CIHR-ICR Travel Award (for the| CIHR Institute of | 1,000

2013 Canadian Cancer Researa

Conferere)

Cancer Research
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11/2013 Marlo Firme Graduate Student Travel Award| John Bosdet 1,456
(for the 2013 Canadian Cancer | Memorial Fund
Research Conference) (BCCF)
11/2013 Julia Pon Graduate Student Travel Award| John Bosdet 1,290
(for the 2013 Canadia@ancer Memorial Fund
Research Conference) (BCCF)
09/01/2012 Hye-Jung (Elizabeth) College for Interdisciplinary UBC 2,773
01/31/2013 Chun Studies Graduate Award
02/2012 Jill Mwenifumbo Graduate Student Travel Award| John Bosdet 2,340 USD
(for the Advancesn Genome Memorial Fund
Biology and Technology (BCCF)
Meeting)
05/01/2011 Emilia Lim Canadian Bioinformatics OICR 500
Workshop Registration Award
05/01/2011 Jill Mwenifumbo Canadian Bioinformatics OICR 500
Workshop Registration Award
12/2010 Maria Mendez-Lago Travel Award American Society | 500
of Hematology
04/02/2009 Trevor Pugh Travel Award UBC 400
2006 Malachi Griffith Travel Award for the Canadian | CIHR 250
Student Health Research Forun
2004 & 2005 | Suganthi Chittaranjan | GraduateéStudent Travel Awards| John Bosdet 2,200/yr
Memorial Fund
(BCCF)
TRAINEE RECOGNITIONS:
11/06/2020 Vanessa Porter Patricia Baird Prizén Medical uBC 650
Genetics
11/23/2019 Veronigue LeBlanc Poster Award (Cancer biology) | TFRI
2019 TFRI BC Node Day
11/09/2018 Vanessa Porter First Place, Poster Award, uBC
Medical Genetics Research Day
06/11/2018 Veronigue LeBlanc Second Place, Rapid Fire Talks|, BC Cancer 75
2018 BC Cancer Research Day
05/12/2018 Veronique LeBlanc 2018 Young Investigator Award | 18" Biennial 1,500
in Bast/Translational Research | Canadian Neuro
Oncology Meeting
03/09/2018 Veronique LeBlanc Third Place, Poster Prize, B.1.G.| UBC 50
Research Day
03/09/2018 Hye-Jung (Elizabeth) | FirstPlace Poster Prizend uBC 300
Chun Lightning Talk Award, B.I.G.
Research Day
04/23/2016 Emilia Lim Department of Statistics Award i UBC 1,000
Data Science (for 2015W sessiqg
11/16/2015 Emilia Lim Lloyd Skarsgard Research BCCA 1000
Excellence Prize
11/12/2014 Emilia Lim Rapidfire Research Talk, TFRI 150
4™ Annual TFRI BC Node
Research Day
10/2013 Julia Pon Best Oral Presentation at the TFRI
TFRI BC Node Research Day
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05/24/2013

Emilia Lim

Student Most Groundbreaking
Research Oral Presentation Priz

RiboWest 2013
Conference

10/2011

Ryan Morin

Lloyd Skarsgard Research

BCCA

500

Excellence Prize

11/26/2010 Olena Morozova One of the recipients of the Best BCCA
Poster Award at the BC Cancer
Agency Annual Cancer

Conference

12/2008 Genetics and Bioinformatics UBC 150

Retreat
Senior Student Poster Aard

Trevor Pugh

10/2008 Malachi Griffith Lloyd Skarsgard Research BCCA 500

Excellence Prize

12/2007 Medical & Bioinformatics uBC
Graduate Retreat Best Poster
Award (for Bioinformatics

category)

Olena Morozova 500

12/2007 Medical & Bioinformatics UBC 500

Graduate Retreat Best Poster
Award (for Genetics category)

Ying-Chen (Claire)
Hou

06/2006 7
08/2006

CIHR National Research Poster| CIHR -
Competition (Honourable

Mention)

Malachi Griffith

2006 Trevor Pugh Research Forum Exchange Pos| Genome BC 250

Award

2005 Trevor Pugh Medical Genetics Research Day UBC -
Student Poster Award

(Honourable mention)

2004 & 2003 | Suganthi Chittaranjan | Medical Genetics Research Day UBC 300

Student Poster Award

TRAINEE PLATFORM / ORAL PRESENTATIONS:

London Calling 2021 (Virtal). May 1921, 2021 PorterVL, O 6 N &énM] TsaihSW, AkbariV, Culibrk L,
ChanSK, MungallKL, MungallAJ, JonesSJM, RaderdS MarraMA . Nanopore sequencing of cervical cancer
uncovers novel host and viral genomic and epigenomic featuresaasdagith HPV integration events

1st International Symposium of CCGBioinformatics and its applicath to cancer and other diseases. (Virtual)
Jan 15, 2021Chun HJ E, Johann PD, Milne K, Zapatka M, Buellesbach A, Ishaque N, Iskar M, Erkek S, W
TessierCloutier B, Lever J, Titmuss E, Topham J, Bowlby R, Chuah E, Mungall KL, Ma Y, Mungall AJ, Mo
RA, Taylor MD, Gerhard DS, Jones SJM, Korshunov A, Gessler M, Kerl K, Hasselblatt M, Frihwald MC,
Perlman EJ, Nelson BH, Pfister SM, Kool M, Marra M2omparative analyses of cranial and extranial
rhabdoid tumours reveal subgroups with cytotoxic T cell infiltration

University of British Columbia. Department of Medical Genetics Virtual Research Day 2020. Nov 6P2620.
VL, Gagliardi A, Titmus< Bowl by R, Zong Z, O6 Nei | | K, N a mi
S, Culibrk L, Darragh TM, Stoler MH, Wright TC, Gesuwan P, Dyer M, Ma Y, Mungall KL, Jones SJM, Na|
C, Novik K, Orem J, Origa M, Gasti¢oster JM, Yarchoan R, Caspe@lls G, Rader JS, Ojesina A, Gerhard
DS, Mungall AJMarra MA. Analysis of Ugandan cervical carcinomas identifies HPV ¢lgpecific epigenome
and transcriptome landscapé@2atricia Baird Prize in Medical Genetics Finalist* Presentation. *Winner)

Intemational Papillomavirus Conference (Virtual Conference due to CE@IDJuly 27, 2020. Porter VL

Gagliardi A, Titmuss E, Zong, Bowlby R, Namirembe C, Griner NPetrello H, Bowen J, Chan S, Culibrk L,
Darragh TM, Stoler M H, Wright T, Gesuwan P, Dyevl, Ma Y, Mungall KL, Jones 9M, Nakisige C, Novik
K, Orem J, Origa M, GastieFoster JM, Yarchoan R, CasperMills GB, Rader JS, Ojesina Al, Gerhard D S,
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Mungall AJ, Marra MA .Ugandan cervical carcinomas have human papillomavirus-slaetgfic epigaome and
transcriptome landscapd®ral presentation)

BC Cancer Research Day. Vancouver, BC. June 17, 2@B¥anc VG, Trinh D, Hughes M, Luthra |,
Livingstone D, Blough MD, Cairncross JG, Kelly JJ, Marra NEXploring cellular subpopulations in
glioblastoma and matched patiederived organoids using singtell RNA-s e ¢Fibst place prize for r apid-fire
talks)

Terry Fox PROFYLE Therapeutic Node Meeting. Vancouver, BC. Apr 24, Zi$h HYE.Malignant rhabdoid
tumours as candidates for immune checkpiihibitor therapy(Online oral presentation)

International Human Epigenome Consortium Annual Meeting. Hong Kong, China. @8t 2618.Lee S, Song
J, Chan SY, Chittaranjan S, Marra MA. Characterizatiatn®Molecular Consequences of Gi@ockoutand
Neomorphic IDH1R132H Mutation on Transcriptomic and Epigenomic LandscdRegid-fire talk)

2018 BC Cancer Research Day. Vancouver, BC. June 11, 2018. LeBlanc VG, Trinh D, Hughes M, |
Livingstone D, Blough MD, Cairncross JG, Kelly JJ, Mam#A. Exploring cellular subpopulations i
glioblastoma and matched organoids using siogleERNA-seq.(Rapid-fire talk)

18th Biennial Canadian Neu@ncology Meeting. Banff, AB. May 102, 2018.LeBlanc VG, Trinh D, Hughg
M, Luthra I, Livingstone D, Blagh MD, Cairncross JG, Kelly JJ, Marra MA. Exploring cellular subpopulatio
glioblastoma and matched organoids using siogle RNA-seq. (Young Investigator Award in
Basic/Translational Research).

International Rhabdoid Tumour Meeting, Lake Louis®&. Apr 1922, 2018.Chun HYE.Comparative analyse
of cranial ATRTs and extraranial MRTs revealed molecular similarities between the Myigroup of ATRTS
and MRTs

B.1.G. Research Day. Vancouver, BC. Mar 9, 2018. Chun H&a-cranial rhabdoid tumas exhibit molecula
similarities to the MYGsubgroup of AT/RTs.

BC Cancer Research Centreds Thursday Oncol ogy
Comparative analysis of cranial and extranial rhabdoid tumours revealed moleculanilsirities betweer
subgroups.

The 4th Canadian Conference on Epigenetics, Whistler, BC. N@928017. Chun HYE. Extraranial rhabdoio
tumours exhibit molecular similarities to a cranial subtype.

Terry Fox Research Institute 8th Annual Scientific kitege Vancouver, BC. Nov 4, 2011.eBlanc VG, Trinh D,
Hughes M, Blough MD, Cairncross JG, Kelly JJ, Marra MA. Exploring cellular subpopulations in glioblg
and matched organoids using singidl RNA-seq.(Rapid-fire talk)

BC Cancer RessThuasday Gnecabgyrltaines &eminars. Vancouver, BC. May 3, 2017. LeBlan
Trinh D, Hughes M, Luthra I, Livingstone D, Blough MD, Cairncross JG, Kelly JJ, Marra MA. Exploring ce
subpopulations in glioblastoma and matched organoids using-silgRNA-seq.

BC Cancer Research Centreds Thur sda iarDrRReldleBlany V.
Investigating the role ofIC mutations in malignancy.

BC Cancer Research Centreds Thursday OR@bD ICloug k.
Heterogeneous molecular landscapes of malignant rhabdoid tumours uniformly driven by SMARCBI loss

58" American Society of Hematology Annual Meeting and ExpositRan Diego, CA. Dec-8, 2016.Lim EL,

Trinh DL, Ries RE, Wang J, Ma Y,opham J, Hughes M, Pleasance E, Mungall AJ, Moore R, Zhao YJ,
EA, Gamis A, Smith M, Gerhard DS, Alonzo TA, Meshinchi S, Marra MA. A microRNA Expregsisad
Model Predicts Event Free Survival in Pediatric Acute Myeloid Leukdi@ial presentation)

2016 American Society of Human Genetics Annual Meeting, Vancouver, B.C. €&, Z®16. Lim EL Trinh
DL, Ries R, Ma Y, Topham J, Hughes M, Pleasance E, Mungall AJ, Moore R, Zhao YJ, Gerhard DS, K
Gamis A, Smith M, Alonzo TA, Arceci RJ, MeshincBj Marra MA.Pediatric acute myeloid leukemia surviy
differences revealed by comprehensive miRNA sequence angBlsidorm presentation)

BCCA Monday Noon Seminar Series. Vancouver, BC. Oct 3, 2016. LiimEtNA Sequence Analysis Reveal
Cancer Subtyes that Correlate With Tumour Characteristics and Patient Outc@i®nesentation)

International Union of Biochemistry and Molecular Biology Annual Meeting. Vancouver, BC. Jul 281 &L,
Trinh DL, Ries R, Wang J, Ma Y, Topham J, Hughes M, Pleasan®brifgall AJ, Moore R, Zhao YJ, Oehler
Kolb EA, Gamis A, Smith M, Gerhard DS, Arceci RJ, Alonzo TA, Meshinchi S, Marra @@mprehensivg
Sequence Analysis of Relapse & Refractory Pediatric Acute Myeloid LeuKPneisentation)
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VanBug Seminar. VancouveBC. Mar 2016Chun HJ, Lim EL, HeraviMoussavi A, Modaber SS, Moussavi A
Mungall KL, Bilenky M, Carles A, Tse K, Shlafman |, Zhu K, Qian JQ, Harvey D, He An, Long W, Goya R,
M, LeBlanc V, Pleasance E, Thiessen N, Wong T, Chuah E, Zhao YJ, Sch@erbgtd DS, Taylor MD,
Mungall AJ, Moore RA, Ma Y, Jones SJM, Perlman EJ, Hirst M, Marra N&terogeneous epigenetic
landscape of extraranial malignant rhabdoid tumou(®resentation)

57th American Society of Hematology Annual Meeting. Orlando,0c 2015. Lim ELTrinh DL, Ries R,

Wang J, Ma Y, Topham J, Hughes M, Pleasance E, Mungall AJ, Moore R, Zhao YJ, Oehler V, Kolb EA, G
A, Smith M, Gerhard DS, Alonzo TA, Arceci RJ, Meshinchi S, Marra Ii@Amprehensive Sequence Analysis
Relapse and Reactory Pediatric Acute Myeloid Leukemia Identifies miRNA and mRNA Transcripts ASsocid
with Treatment Resistane@ Report from the COG/NETarget AML Initiative.

BC Cancer Research Centre Thursday Oncology Seminar Series. Vancouver, BC. Nova20sJQ.im EL,
HeraviMoussavi A, Modaber SS, Moussavi A, Mungall KL, Bilenky M, Carles A, Tse K, Shlafman |, Zhu K
Qian JQ, Harvey D, He An, Long W, Goya R, Ng M, LeBlanc V, Pleasance E, Thiessen N, Wong T, Chug
Zhao YJ, Schein JE, Gerhard DS, TayltD, Mungall AJ, Moore RA, Ma Y, Jones SJM, Perlman EJ, Hirst N
Marra MA. Extracranial malignant rhabdoid tumours have molecularly distinct subgroups.

Childrenés Oncology Group AnnualTrinklBle Riégs RgNangD,aY,| &
Topham J, Hughes M, Pleasance E, Mungall AJ, Moore R, Zhao YJ, Oehler V, Kolb EA, Gamis A, Smith
Gerhard DS, Alonzo TA, Arceci RJ, Meshinchi S, Marra MAanscriptome Sequence Analysis of Relapse af
Refractory Pediatric Acute Myeloid Leukemia.

Next Generation Sequencing Rounds, Child & Family Research Institute. Vancouver, BC. Sep 25, 2015.
J. Genomic analyses of extcaanial malignant rhabdoid tumours.

2" International GENCODYS Conference Integrative Networks in Intellectual DiseilErete, Greece. Apr
27-28, 2015Zahir F, Lee L, Makela N, Friedman JM, Marra M. Pathway analyses of whole genome seque
data identifies novel candidate Intellectual Disability genes.

13th International Symposium on Mutation in the Genome: deteg@®rome sequencing & interpretation.
Leiden, The Netherlands. Apr 8D, 2015Zahir F, Lee L, Makela N, Friedman JM, Marra M. Pathway analyj
of whole genome sequence data identifies novel candidate Intellectual Disability genes.

Genome Informatics 2@1 Cambridge, UK. Sep 224, 2014. Lim EL, Trinh DL, Scott DW, Chu A, Krzywinski
M, Robertson G, Mungall AJ, Schein J, Boyle M, Johnson NA, Steidl C, Connors JM, Morin RD, Gascoyn
Marra MA. Comprehensive miRNA Sequence Analysis Reveals Survival Biféers in Diffuse Large-Bell
Lymphoma Patients.

Clinician Investigator Program Research Day. Vancouver, BC. June 2, 2014. Pon JR, Wong J, MMEFRB
Mutations Recurrent in NeRodgkin Lymphoma DecreaddEF2B Transcriptional Activity and Dysregulate
Migration and Proliferation(Oral presentation)

University of British Columbia. IOP/BTP/GSAT Research Day. Vancouver, BC. Mar 28, 2014. Pon J,
Chittaranjan S, Wong J, Chan S, Trinh D, Tamda | | s J , Firme MLago®dNBorin Re n
Connors JMGascoyne RD, Marra M. Regulatory Networks ImpacteBy2B Mutations in Non Hodgkin
Lymphoma.(Oral presentation)

3“ Annual TFRIBC Node Research Day. Vancouver, BC. Oct 31, 2Bd8.J, Chittaranjan S, Wong J, Chan §
Trinh D, TamuraWells J, Firme M O6 Br i e nLago,M, bemR] @omnors JM, Gascoyne RD, Marra
Regulatory Networks Impacted MWEF2B Mutations in Non Hodgkin LymphomgéAwarded Best Oral
Presentation)

RiboWest 201 onference. Prince George, B@ay 2013 Lim E, Trinh D, ScottD, ChuA, Morin R, Mungall
A, BoyleM, JohnsorM, Connorsl, Gascoynd®, MarraM. Deep Sequencing of the DLBCL miRnome Reveal
Novel Prognostic miRNA(Awarded Student Most Groundbreaking ResearchOral Presentation Prize)

Asian Pacific Bioinformatics Confence, VancouveBC. Jan 20, 2013Chun HJ. Interpreting cancer sequenci
data in terms of functions, pathways and drug tar§Etgorial instruct ion).

BC Cancer Agency Research Conferenéancouver, BCNov 2012 Lim EL, Morin RD, ChuA, GascoyndD,
MarraMA. An Integrative Analysis of miIRNA:mRNA Interactions Acting in Cancétsvarded Best
Bioinformatics Oral Presentation)

Canadian Association of Genetic Counselors Annual Conference. Sask&fo@rct 1720, 2012 Zahir Farah.
Genomicstoolsatour fi nger tips; | earning to access an
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correlationsinvited oral (workshop) presentation

NeuroDevNet BrairConference, Torontd)N. Sep 2624, 2012 ZahirFR, ShenY, ZhanSH, AdamS, MakelaN,
Beauliais C, FORGE Canada Consortium, Gib3th PatelM, HorvathG, MarraMA, JonesS, FriedmanJM.
Whole exome sequencing of two families results in identification of novel causative mutations for severe
Intellectual Disability (Oral presentation)

Sri Lanka Medtal Association 125th Anniversary Conference. Colombo, Sri Lanka. Jyl@2@12 Zahir FR,
AdamsS, MakelaN, FORGE Canada Consortium, GibadHorvathG, LangloisS, PatelW, MarraMA, Jones
S, FriedmanJM. Cutting edge genomic technologies to diagribeggenetic basis of Intellectual Disability and
Major Congenital Anomalies(Invited oral presentation)

Model Organisms to Human Biolog¢Zancer Genetics Conference. Washington, DC. Jw#P012. Pon J,
MendezLago M, Mungall AJ, Mungall KL, BolgeMunro M, Goya R, Hadj Khodabakhshi A, Johnson NA, C
R, Jackman S, Krzywinski M, Scott D, Trinh DL, Corbett R, Meissner B, Tse K, Birol |, Holt R, Schein J,
Horsman DE, Moore R, Hirst M, Jones SJM, Connors JM, Gascoyne RD, Marra MA, Mori@&Dmic
Profiling of Non-Hodgkin Lymphoma Clinical SamplegOral presentation)

Pacific NorthWest Genetics Exchange, Seafild, USA, May 4 2012 ZahirFR, TuckerT, AdamsS, ChaiD,
TsangE, DelaneyA, EydouxP, Griffith M, HamdarF, LangloisS, MarraM, Michaud J, FriedmanJM. Genomic
imbalance of genes encoding epigenetic regulatory proteins is a significant cause of intellectual d3edility
presentation)

BC Cancer Agency Annual Cancer Conference. Vancouver, BC. Dec 2011. Mwenifumbo JC, Griffith M, Z
YJ, Owen D, Gill S, Marra MExploring Mutational Evolution in Metastatic Colorectal Can¢@ral
presentation)

11™ Annual Advances in Genome Biology and Technology Meeting. Marco Island, FL. Feb 2010. Bosdet |
T, Sutcliffe M, lonescu D, Ho C, 8uS, Murray N, Laskin JJ, Marra M. Mutational profiling of paad post
treatment lung tumors using whelanscriptome sequencing and targeted sequence cdptiatéorm
presentation)

Cambridge Healthtech Institute's Next Generation Sequencing Cardef&an Diego, CA. Mar 2009. Pugh T,
Morin RD, Marra MA. Whole transcriptome sequencing of cancer biopsies for concurrent analysis of expr
splicing and mutatiofPlatform presentation).

10" Annual Advances in Genome Biology and Technology MeeMayco Island, FL. Feb 2009. Griffith M,
Morin RD, Tang MJ, Pugh TJ, Griffith OL, Ally A, Asano JK, Chan SY, McDonald H, Zhao Y, Zeng T, Delg
A, Hirst M, Tai IT, Marra MA. Transcriptome Sequencing Reveals Alternative Splicing Events in Chemoth
Resbtant Colon Cancer Cell@Rlatform presentation)

HUGOOGs 13th Human Genome Meeting. Hyderabad, |7
M. Defining expression signatures of known cancer genes using seriation analysis of SAGE librai@Ganfren
Genome Anatomy Project (CGAP). Computational Biology and Structural Proteomics Workshop Presentg
(Platform presentation)

ThedAnnual AGBT Conference. Marco | sl and, FL. F ¢
Kuchenbauer F, Delaney Arabhu AL, Zhao Y, McDonald H, Zeng T, Hirst M, Eaves CJ, Marra MA.
Application of lllumina massively parallel sequencing to microRNA profiling and discovery in human embr
stem cells(Platform presentation)

The 9" Annual AGBT Conference. Marco Isld, FL. Feb 2008. Farnoud N, Chan S, Flibotte S, Delaney A
Friedman JM, Marra M. DLOH: A Novel Bioinformatics Tool For Detection Of Gbioynber Deletions Using
LOH Data.(Platform presentation)

Discovery to Diagnostics Conference & Exhibition. Philat&pPA. Sep 2007. Griffith M. Identification of
alternative isoforms associated with chemotherapy resist@tlagform presentation).

HU G O 6 ®Hurhah Genome Meeting. Montreal, QC. May 2000riM RD, Del aney A, 006 (
A-L, Zhao Y, McDonaldH, Zeng T, Hirst M, Eaves C, Marra MA. Identification of small RNAs important in
embryonic stem cells and their differentiatifplatform presentation)

UNDERGRADUATE STUDENTS / OTHER STUDENTS SUPERVISED:

From To Student Status Degree

05/032021| Present Xiao Yu (Cathy) Yan | Student Researcher University of British Columbia
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BSc Honours (Microbiology &

01/202 05/022021 Volunteer Student Immunology)
05/10/2021| Present Signe MacLennan StudentResearcher Simon Frasr University
BSc (Health Sciences)
01/2021 05/09/2021, Volunteer Student
05/01/2020| 08/28/2020| Dollina Dodani Summer Student Simon Fraser University
& BSc Computing Science
04/29/2019| 04/30/2020 Co-op Student
06/19/2019| 08/30/2019 Parsa Seyfourian Volunteer Student BSc, 2%year
University of British Columbia
11/21/2018| 06/28/2019| Ishika Luthra Student Researcher BSc (Biomedical Engineering)
&
01/02/2018) 08/16/2018 Co-op Student BSc (Biomedical Engineering,
4" year)
Simon Fraser University
07/23/2018| 08/31/2018 Daniel Shirvani Volunteer Student High school student, Grade 11
West Vancouver Secondary
School
01/15/2018 08/10/2018| William Brothers Student Researcher BSc (Biology)
& University of British Columbia
05/01/2017| 08/30/2017 NSERCUSRA Student
06/01/2017| 08/31/2017| Heidi Britton Summer Student MD Program
University of British Columbia
09/08/2015| 04/27/2016| Cassia Warren Directed Studies BSc (Genetics & Physiology)
Student University of British Columbia
09/08/2015| 04/29/2016/ Amro Anwer Co-op Student BSc (Computer Engineex
University of British Columbia
01/05/2015| 08/21/2015| Hyun Jung (Adita) Co-op Student BSc (Biochemistry, Ayear)
Cho University of British Columbia
05/05/2014) 08/31/2015| Min Hye (Angelica) Co-op Student BMLSc (3% year)
& Lee University of British Columbia
09/20/2013) 04/30/2014] Volunteer Student
05/01/2014 04/27/2015| Michelle Ng Honours Thesis Studen University of British Columbia
09/03/2013| 01/18/2015| Jungeun Song Co-op Student BSc (Molecular Biology &
Biochemistry, final year)
Simon Fraser Uniersity
05/06/2013) 12/20/2013 Jackson Wong Co-op Student Faculty of Science (3year
Biology)
University of British Columbia
09/04/2012| 08/30/2013 Chi-fu (Kevin) Yang | Co-op Student BSc Honours (Molecular
Biology & Biochemistry, &
year)
Simon Fraser Umersity
05//2012 | 08/28/2012| Yisi Daisy Ji Summer Student BSc (Pharmacy,®@year)
University of British Columbia
01/2011 08/31/2012| Cindy Yang Student Researcher BSc (Microbiology &
& Immunology)
05/2007 09/2008 Volunteer Student University of British Columbia
08/2011 01/2012 Brian Alcock Student Researcher BSc Honours (Biology, Ayear)

Memorial University,
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Newfoundland

06/2011 08/2011 Andre Paul Van Volunteer Student MSc (Human Genetics)
University College London
05/2011 06/2012 Pierre Cheung Student Researcher BSc Honours (Biochemistry)
& University of British Columbia
05/2009 07/2009 Volunteer Student
&
05/2008 08/2008 Volunteer Student
05/2011 08/2011 Sam Whiteley Volunteer Student BSc (Mechanical Engineering)
McGill University
052011 08/2011 Madison Bolger Student Researcher BSc (Microbiology &
& Munro Immunology, 2°year)
05/2010 08/2010 Volunteer Student University of British Columbia
03/2011 08/2011 Juan Marlo Firme Volunteer Student BSc Honours ((Microbiology &
Immunolog)
University of British Columbia
01/2011 08/2011 Jessica Tamur@/ells | Co-op Student BSc (Microbiology, & year)
University of Victoria
01/2011 03/2011 Eric Zhao Volunteer Student Faculty of Science
& University of British Columbia
05/2010 09/2010 Summer Student
09/2009 12/2010 Alexandra Maslova | Student Researcher Science One Program
& University of British Columbia
05/2009 08/2009 Volunteer Student
09/2010 12/2010 Ricky Lo Co-op Student BSc (Cell Biology & Genetics)
University of British Colurbia
05/2010 08/2010 Yulia Merkulova Volunteer Student Science One Program
University of British Columbia
05/2010 08/2010 Brian Cho Volunteer Student Science One Program
University of British Columbia
10/2009 06/2010 Deborah Chen Volunteer Student Science One Program
University of British Columbia
02/2009 12/2009 Shaun Drummond Volunteer Student Associate Degree in Biology
Kwantlen Polytechnique
University
05/2009 08/2009 Jasmine Lin Student Researcher Bachelor of Arts
Cornell University
04/2009 08/2009 Alison Lee Student Researcher BSc Honours (Physiology
& Program)
09/2008 03/2009 Volunteer Student University of British Columbia
05/2008 07/2009 Jessica Paul Student Researcher BSc (Honors Biology, minor
& Biochemistry)
05/2007 08/2007 Summer Student Calvin College, Michigan
09/2008 04/2009 Lisa Miao Student Researcher BSc (Computer Science)
University of British Columbia
04/2008 06/2008 Diane Wu Summer Student BSc (Mol Biology & Biochem)
& Simon Fraser University
09/2007 12/2007 Parttime Research
Student
11/2007 11/2007 Jennifer Puddicombe | Volunteer Student BSc (Cell Biology & Genetics)

University of British Columbia
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STUDENT ADVISORY COMMITTEE INVOLVEMENT:

From To Student Supervisor Program
05/2021 | Present Jorge Holguin | JoergGsponer MSc (Bioinformatics), UBC
04/2021 | Present Elizabeth Philip Hieter PhD (Medical Genetics), UBC
Stevens
05/2020 | Present Mona Siu Peter Zandstra PhD (Medical Genetics), UBC
11/2019 | Present Vahid Akbari | Steven Jones PhD (Medical Genetics), UBC
10/2019 Present Zeid Hamadeh | Peter Lansdorp MSc (Genome Science and
Technology), UBC
12/2018 | Present Hilary Brewis | Michael Kobor& Peter | PhD (Medical Genetics), UBC
Stirling
01/2016 | Present Emma Laks Samuel Aparicio MSc (Genome Science and
Technology), UBC
09/2015 | 11/2020 Derek Wong Stephen Yip & PhD (Pathology and Laboratory
David Huntsman Medicine), UBC
11/2010 | 08/2019 Chandra Sharon Gorski PhD (Molecular Biology &
Lebovitz Biochemistry), SFU
09/2018 | 05/2019 Kevin Fan Steven Jones MD/PhD Program
University of British Columbia
01/2017 | 04/2018 Kevin Jepson | Carl Hansen MSc (Genome Science and
Technology), UBC
04/2014 | 12/2016 Sivan Reytan | Philip Hieter MSc (Medical Genetics), UBC
09/2013 | 05/2018 Eric Zhao Steven Jones MD/PhD Program
University of British Columbia
04/2013 | 04/2018 Hans Zahn Carl Hansen PhD (Genome Science and
Technology), UBC
04/2013 | 03/2017 Fong Chun Sohrab Shah PhD (Bioinformatics Graduate
Chan Program), UBC
01/2013 | 07/2018 Lauren Tindale| Angela Brookswilson | PhD Biomedical Physiolgy and
Kinesiology), SFU
12/2010 | 12/2015 Peter Matthew Lorincz PhD (Medical Genetics), UBC
Thompson
10/2008 | 12/2012 Madalene Earp| Angela BrooksWilson | PhD (Medical Genetics), UBC
03/2009 | 02/2012 Mehdi Carlo Marra PhD (Pharmacy Program), UBC
Najafzadeh
08/2008 | 07/2009 Ying-Chen Sharon Gorski PhD (Medical Genetics), UBC
(Claire) Hou
09/2007 | 07/2010 Lucie Semenec Jack Chen MSc (Mol Biol & Biochemistry), SFU
07/2007 | 03/2012 Anthony Fejes | Steven Jones PhD (Bioinformatics), UBC
01/2007 | 06/2012 Dan Fornka Angela BrooksWilson | MSc (Medical Genetics), UBC
01/2007 | 07/2010 Marco Gallo Don Riddle PhD (Medical Genetics), UBC
06/2006 | 11/2010 Iva Kulic Aly Karsan PhD (Experimental Medicine), UBC
05/2006 | 08/2011 Farah Zahir Jan Friedman PhD (Genetics GradtaProgram),

UBC
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05/2005 | 05/2006 Brianna Robert Holt MSc (Genetics Graduate Program),
Melnyk UBC
09/2004 | 11/2011 Yvonne Li Steven Jones PhD (CIHR Bioinformatics Program),
UBC
09/2004 | 03/2010 Kelvin Zhang | Francis Ouellette PhD (CIHR Bioinformatics Progm),
UBC
12/2003 | 05/2007 Jessica Lee Ryan Brinkman MSc (CIHR Bioinformatics Program),
UBC
09/2003 | 07/2009 David Kent Connie Eaves PhD (Medical Genetics), UBC
09/2003 | 09/2008 Tammy Marianne Sadar PhD (Pathology and Laboratory
Romanuik Medicine), UBC
09/2003 04/2008 Obi Griffith Steven Jones PhD (Medical Genetics), UBC
09/2003 | 01/2005 Debra Fulton | Fiona Brinkman MSc (CIHR Bioinformatics Program),
SFU
09/2002 | 08/2004 Perseus Philip Hieter MSc (Genetics Graduate Program),
Missirlis UBC
03/2002 | 12/2005 Erin Pleasance| Steven Jones PhD (Medical Genetics), UBC
09/2001 | 01/2005 Tom Milne Hugh Brock, Jay Hess | PhD (Medical Genetics), UBC
09/1999 | 11/2006 Michael Poul Sorensen PhD (Pathology), UBC
Anglesio
07/1999 | 08/2001 Michael Steven Jones MSc (Medtal Genetics), UBC
Thorne
07/1999 | 05/2001 Sanja Karalic | Carolyn Brown MSc (Medical Genetics), UBC
09/1998 | 08/2003 JosetteRenee | Dixie Mager PhD (Medical Genetics), UBC
Landry
COMPREHENSIVE / THESIS EXAMINING COMMITTEE INVOLVEMENT :
Date Role Student ThesisTitle Degree University
12/11/2019 | University Marjan The interpretation of gene | PhD University
Examiner Farahbod | coexpression in systems (Bioinformatics) of British
biology Columbia
09/25/2018 | Chair (for PhD | Katherine | Molecuar pathogenesis of | PhD candidate University
comprehensive| Dixon cancer predisposition (Medical Genetics)| of British
examination) syndromes and challenges i Columbia
genetic diagnosis
07/25/2017 | University Carol Chia | Interphaseéhistone H3 serine| PhD (Medical University
Examiner Lu Chen 10 phosphorylatiom Genetics) of British
mouseembryonic stem cells Columbia
03/10/2017 | University Fong Chun | Clinical Implications of Inter | PhD University
Examiner Chan tumour, Intratumour, and (Bioinformatics of British
TumourMicroenvironment | Graduate Program) Columbia
Heterogeneity in Eell
Lymphomas
06/10/2015 | Chair (for PhD | Govinda The development of a high | PhD candidate University
comprehensive| Sharma throughput methodology for| (Genome Sciece | of British
examination) the discovery of cytotoxic-T | & Technology Columbia
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cell receptor epitopes Graduate Program
06/04/2012 | External Wigdan Al | Identifying susceptibility PhD University
Appraiser Sukhni genes for Familial Pancreati of Toronto
Cancer using novel high
resolution genome
interrogation platforms
04/12/2012 | Chair Jennifer Gene regulation by CDK8 | PhD (Medical University
Grants (for PhD comprehensive Genetics) of British
examination) Columbia
06/28/2011 | Chair Brian Wing | Vascular endothelial growth| PhD (Pathology University
Chi Wong | factorinduced permeability | and Laboratory of British
in thepathogenesis of cardig Medicine) Columbia
allograft vasculopathy
09/04/2009 | Chair Noemie Autism spectrum disorders: | MSc (Medical University
Riendeau | Identification of novel Genetics) of British
microdeletions and Columbia
microduplications and their
asso@ted phenotypes.
07/27/2005 | Chair Jasmeen Formation of functional PhD (Experimental| University
Merzaban selection ligands on Medicine) of British
Activated T Cells and Columbia
Thymic progenitors: the role
of Core 2 %6-N-
glucosaminyltransferases in
the contol of lymphocyte
trafficking and thymic
progenitor homing.

MENTORING ACTIVITY:

09/2002i Present

Mentor/Rotation Supervisor, CIHR/MSFHR Bioinformatics Training Program

01/2014

Attended and prodied feedback to Interdisciplinary Oncology Program students during
their Thursday Oncology Trainee Seminars, as part of ONCO 510 course.

10/2012i 05/2013

Mentor, Indspire Rivers to Success: Mentoring Indigenous Youth Program

09/2005i 03/2006

Mentor, Life Sciences Research Avientoring Program, University of British Columbia

SIGNIFICANT RESEARCH CONTRIBUTIONS:

Dr . Marrabds

mo s t

significant

into groups of technicallgr scientifically related topic areas.

contri

butions to

I. Science2009 Apr 24;324(5926):52228; Genome Biql2007 Oct 22;8(10):R22&cience2007 Apr
13;316(5822):22234; Science2006 Nov 10;314(5801):94952; Science2006 Sep 15;313(5793):159604;
Genome Re2006 Jun;16(6):76875; Science2006 Sep 15; 313 (5793):159604.Proc Natl Acad Sci USA,
2005 Dec 20;102(51):18528B531;Science2005 Jul 15;309(5733):43812; Nature 2005 Apr
7;434(7034):72431; Science2005 Feb 25;307(5713):132B24 Nature 2004 Apr 1;428(6982):49521;
Nature 2003 Jul 10;424(6945):18[64; Nature,2002 Aug 15;418 (6899):74850; Nature Genet
20010ct;29(2):133.34; Genome Re2001 Feb;11(2):27280; Nature,2001 Feb 15;409(6822):9341;
Nature,2001 Feb 15; 409(6822):8@21.Genome Res]997;7:10721084.
These selected publications describe lagme high throughput DNA sequencing conducted via a

hierarchical magpased approach. The papers published in the Feb. 15, 2001 issue of Nature, titled "The
Genomé, describe the construction and use of the human genome map to fuel human genome sequencil
Marrads contribution was to devise and then im
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map, which served as the centralized coatilig resource for the sequencing effort.
Dr. Marra also led map construction efforts in support of the sequencing of the mouse, rat, bovine,
other genomes, as described in these papers.

II. Nature,2000Dec 14;408(6814):79815; Nature,2000;408:823826; Cell, 2000;100:377386; Nature,1999;
402:769776; Science1999;286:2468474;Nature Genet]1999;22:265270; Nature Genet1999;22:271275.
This series of papers describes the mapping and sequencingAoéltiigopsis thalianagenome. A.
thalianais an important model plant used widely to address issues relevant to plant developmental genet
Marra was a key member of the Cold Spring Harbor Sequencing Consortium, focused on first leading the
to map théA. thalianagenome and subsequently coordinating aspects of the whole genome sequencing a

lll. Emerg Infect Dis2004 Dec;10(12):2192195;Science2003 May;300(5624):1399404.

The EID publication describes the sequencing of Avian flu genomes isolatetidiman patients during
an Avian flu outbreak. The Science publication describes the rapid generation of the complete and accur
sequence of the SAR&sociated coronavirubhe Genome Sciences Cenienerated and erskquenced
cDNAs, and then assembldtese sequences into the final ~29 kilobase genome sequieecentire effort took
about six days, demonstrating that genome sequencing of @nadwathogen could be considered a legitimat
part of a "rapid response" to an emergimfgctious diseasé.he Science paper has been cited more 1t&E0%
times(as ofAug 07/1§.

IV.Dr . Marradés current efforts are directed t owi
human cancers. He has kead celed numerous efforts that use masdy parallel sequencing technologies to
characterize tumors, leading to the discovery of new caassgciated mutations, candidate biomarkers, and
therapeutic targets. These efforts resulted in the discovery of mutated genes implioagghincancerse.g.
FOXL2(N Engl J Med2009 Jun 25;360(26):2718729) andARID1A(N Engl J Med2010 Oct 14; 363(16):153Z
1543.);B cell ymphomase.g.EZH2 (Nat Genet2010 Feb ;42(2):18185), MLL2, MEF2B, (Nature2011 Jul
27; 476(7360):29803),CIITA (Nature2011 Mar17;471(7338):37-881.);brain cancers(e.g.CIC (J Pathol
2012 Jan;226(1):16); breast cancerqe.g.Nature2009 Oct 8;461(7265):80813and Nature2012 Apr
4;486(7403):39899); medulloblastomas(e.g.Nat GeneR017 May;49(5):78&88; Oncotarge?2016
May;7(19):2816928182;Nature2016 Jan;529(7586):38357; Cancer Cell2014 Jul;26(1):3317; Acta
NeuropathoR013 Mar;125(3):37-384; Nature2012 Aug;488(7409):496); lymphomas(e.g.Blood2017 Mar
28; PL0S Med2016 Dec 13Blood2016 Sep;128(9):1831213;Blood2015 Oct;126(18):2112127;Blood 2015
Feb;125(6):95866; Genome BioR015 Jan;16(1):18at Gene014 Apr;46(4):32835;Blood2013
May;121(18):36663674;Blood 2013 Apr;121(16):316B8164;Blood2012 May;119(21):4948952;Blood 2012
Mar;119(9):19631971) leukemias(Nat Commur2016 Nov;7:1333Cancer Cell2012 Aug;22(2):153.66),
andrhabdoid tumours (e.g.Cancer Cell2016 Mar;29(3):394106).Dr. Marraalsoled the first proofof-concept
study demonstrating the rabé genomics in persalized medicine in the context of human cancer. In this stu
(Genome Biol2010 Aug 9;11(8):R82), a rare cancer falling outside standard treatment guidelines was sult
to DNA sequencing before and after treatment. The sequence data were used tthenfbroice of cancer
treatment options, which were previously undefined for this rare tumor type. Clinical administration of the
selected treatment resulted in shrinkage of the tumor and the establishment of stable disease for several
Significantly, this study was the first to establish that comprehensive sequence characterization of tumors
in the selection of relevant therapeutic approaches. Dr. Mammw workingto drive the development of
personalized treatment using sequencing tarmftreatment options, particularly for poor prognosis cancers
where current treatment strategies are failing cancer patients.

GRANTS / FUNDING SUPPORT

Applied For
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Granting _ Principal ,
Title Years Amount i Co-Investigator(s)
Agency Investigator
Canadian Discovery of HPVassociated | 07/01/2021 | Total amount: | Marco Steven Jones
Institutes of | genomic alterations in cervical | t0 $555,000 Marra
Health cancer 06/30/2022
Research
Canadian Leveraging TCR reactivity to | 09/01/2021 | Total amount: Laura Evgin | Marco Marra
Institutes of | oncolytic virusesd improve to $957,000
Health CAR T therapy 08/31/2026 | $191,400/yr
Research
National Enlisting human papillomavirus| 07/01/2021 | Total amount: | janet Rader, Marco Marra
Institutes of | integration events to illuminate | to $é§3726g’47819 usb
Health novel drivers for targeted 06/30/2026 ﬁSD e
treatment of invasive cecal y
cancer GSC amount:
$230,877 USD
$46,175USD/yr
Currently Held
Grantin i Principal .
g Title Years Amount i P .CO
Agency Investigator | Applicant(s)
BC Cancer Pediatric Personalized Genomi 04/10/2013 | Total amount: | Marco Marra
Foundation to $703,889
12/31/2021 $100,558yr
Canadian Exploring the relationship 07/01/2015 | Total amount: | Marco Marra | Program
Institutes of between the genome and the | t0 $4,149,777 EXxperts:
Health epigenome in cancers 06/30/2022 $592 825/T Joseph Connors
Research ST Randy
Gascoyne,
GSC amount: Gregory
$4,088,854 Cairhncrloss,
Michae
584,122/
$ d McManus,
Cheryl
Arrowsmith,
Gregg Morin,
and Pamela
Hoodless
Genome British Northen Biobank Initiative: 10/01/2015 | Total amount: | Nadine Marco Marra
Columbia Phase 2 to $1,250,000 Caron
03/31/202

$312,500/yr
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Canadian Development of an automated | 04/01/2016 | Total amount: | Aly Karsan | Inanc Birol,
Institutes of endto-end next generation to $906,304 and Marco | Richard Moore,
Health sequencing assay to detect all | 03/31/2022 | ¢305 101/r | Marra Yongjun Zhao,
Research classes of gnetic variant in a Robin Coope,
single diagnostic test Peter Watson,
Hagen
Kennecke,
Cheryl Ho, lan
Bosdet, and
Lucas Swanson
Terry Fox The Terry Fox Precision 04/01/2016 | Total amount: | pavid Gregg Morin,
Research Oncology For Young peopLE | to $5,000,000 Malkin Steven Jones
Institute 03/31/2023 | $1,000,000/yr and Marco
Marra
GSC amount:
$565767
$113,153/yr
Terry Fox Overcoming treatment failure ir 07/01/2016 | Total amount: | Christian Andrew
Research lymphoid cancers to $7,500,000 Steidl, Josepl Mungall, Gregg
Institute 03/31/2022 | 1 500,000/yr | Connors, Morin, Carl
Marco Marra,| Hansen, and
gg ‘33681”1‘8‘;“ gzslr:j I\gggtr; Graham Slack
’ Andrew
$472,220r | \yeng,
Sohrab Shah
and Pedro
Farinha
National Contract 14X292Nlolecular | 08/19/2016 | Total amount: | Marco Marra
Institutes of | characterization of HIV to $4,143486
Health malignancies) 03/31/2022 | ysp
$690,581/yr
Canadian Centre for Epigenome Mapping 02/01/2017 | Total amount: | Martin Hirst, | Samuel
Institutes of Technologies to $4,534,483 Marco Marra | Aparicio,
Health 01/31/2023 $906.896/ and Steven | Comie Eaves
) yr .
Research Jones Pascal Lavoie,
Daniel Renouf,
GSC amount: and Kirk Schultz
$1,727,800
$345,560/yr
Genome BC Cancer Agency Genome | 04/01/2017 | Total amount: | Marco Marra,
Canada Sciences Centre Genomics to $8,652,550 | Steven Jones
Technology Platform 03/31/2022 | ¢ 730,510/yr | Martin Hirst
and Corey
GSC amount: Nislow
$7,887,265

$1,577,453/yr
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Terry Fox The Enhanced Pancreatic Can¢ 07/01/2017 | Total amount: | Daniel Gregg Morin,
Research Profiling for Individualized Care to $4,085,288 Renouf Steven Jones,
Institute project 06/30/2022 | ¢817,057/yr | David Jennifer Knox,
Schaffe, Sandra Fischer,
GSC amount: Stev_en Mar_co Marra,
$0 Gallinger, ChAr|s
George O6Cal |l ac¢
Zogopoulos, | and Malcolm
and Oliver Moore
Bathe
Genome Deciphering the genome biolog 04/01/2018 | Total amount: | Christian Joseph Connors
Canada of relapsed lymphoid cancers t( t0 $11,926,360 | Steidl, Marco| Ryan Morin,
improve patiat management | 03/31/2022 | ¢5 3g5 572/ | Marra, David | Dean Regier,
Scott Aly Karsan, and
GSC amount: Robert Kridel
$4,724884
$1,181,221/yr
Genome SilentGenomes: Reducing 04/01/2018 | Total amount: | Laura Maja Tarailo-
Canada health care disparities and to $10,400,000 | Arbour, GraovacMarco
improving diagnostic success f¢ 03/31/2022 | 45 600 000/yr | Nadine Marra, Sonia
children with genetic diseases Caron and Anand, Anna
from Indigenous populations. Wyatt Lehman, Jeff
Wasserman | Reading, Dean

Regier, Stuart
Peacock, and
Josee Lavoie
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Genome
Canada

Tackling Childhood Brain
Cancer at the root to improve
survival and quality of life

04/01/2018
to
03/31/2022

Total amount:
$12,997,400

$3,249,350/yr

GSC amount:
$343,634
$89,908/yr

Nada Jabado
Jacek
Majewski,
and Michael
Taylor

Claudia
Kleinman,Aled
EdwardsCheryl
Arrowsmith,
StevenJones,
Livia Garzia,
JeanLachanie,
TrevorPugh,
Peter Dirks,
Marco Marra,
loannis
Ragassis,
Guillaume
Bourque,
Mathieu Lupien,
Mathieu
Blanchette,
Alexandre
Montpetit,
Maryam
Fouladi,
Michael
Sundsrom,
Lillian Siu, and
Vijay
Ramaswamy

Canadian
Cancer Society
Research
Institute/
Canadian
Institutes of
Health
Research

Dissecting tumour éterogeneity
using single cell genomics,
epigenomics

and transcriptomics

08/01/2018
to
07/31/2021

Total amount:
$199150
$99,575/yr

Marco Marra

Samuel
Aparicio and
Richard Moore

Key personnel:
Robin Coope,
Yongjun Zhao
and Simon Haile
Merhu

University of
British
Columbia

Dermatology Poinrbf-Care
Intelligent Imaging Network
Digital Pathology

08/01/2019
to
07/31/2021

Total amount:
$423074
$211,537/yr

Marco Marra,
Steven Jones
and Stephen
Yip

Robin Coope
(Key personnel)

BC Cancer
Foundation

Hereditay male breast cancer:
characterization of known and
novel familial predispositions
using short and long reads
sequencing technologies

03/03/2020
to
04/04/2022

Total amount:
$74,891
$37,445/yr

Steven Jones
and
Kashmintan
Schrader

MyLinh
Thibodeau,
Sophie Sa, Aly
Karsan, Stepher
Yip, Janessa
Laskin and
Marco Marra
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Canada CGEni A National Platform for| 01/01/2021 | Total amount: Stephen Marco Marra,
Foundation for | Genome Sequencing and to $41,210800 Scherer Guillaume
Innovation Analysis 01/31/2022 (NPI), Steven Bourque, Linlea
Jones, and | Armstrong,
Mark Nada Jabado,
Lathrop loannis
Ragoussis, and
Lisa Strug
Canada Cancer Single Cell Dynamics | 01/01/2021 | Total amount: | samuyel
Foundation for | Observatory to $ 5,992,026 Aparicio
Innovation& 12/31/2025 | $1,498,006/yr | (\pyy,
BC Knowledge Alexander
Development Bouchard
Fund Cote,Connie
Eaves, Marco
Marra, Karen
Cheung,
David
Huntsman,
Peter
Lansdorp,
Megan
Levings,
Josef
Penninger,
and Christian
Steidl
Canadian Long read DNA médtylation 01/15/2021 | Total amount: | Marco Marra | David Schaeffer,
Cancer Society| sequencing for early detection ( to $150,000 (NPI), and | Daniel Renouf,
Research pancreatic adenocarcinoma | 01/15/2022 Steven Jones and Parveen
Institute Bhatti
Michael Smith | Creaive Knowledge Translation 02/01/2021 | Total amount: | janessa Marco Marra
Foundation for | to Support BC Cancer's to $15,000 Laskin
Health Personalized OncoGenomics | 01/31/2022 _
GSC amount:
Research Program $0
Completed
Granting Title Years Amount Prlnc.lpal Co-
Agency Investigator | Applicant(s)
National The Human Genome Sequenc| 07/1996 to Total amount: | RobertH. Marco Marra
Institutes of | A pilot project 06/1999 $18806979 | Waterston
Health (USA)/ UsD
NHGRI $626,899/yr
($28210468
CAD
$940,348/yr)
National Enhancing th& alue of theC. 01/1998 to | Total amount: | RobertH. Marco Marra
Institutes of | elegansgGenome 01/2001 $1,091,412 | Waterston
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Health (USA) usb
/ NHGRI $363,804/yr
($1,637,118
CAD
$545,706/yr)
National Human BAC clone mapping | 07/19%®8 to Total amount: | RobertH. Marco Marra
Institutes of 06/2000 $1,580,220 | Waterston
Health (USA)/ usbD
NHGRI $790,110/yr
($2,370,330
CAD
$1,185,165/yr)
National Isolation ofMouse BACClones | 07/1998 to Total amount: | RobertH. Marco Marra
Institutes of | Anchored to the RiVlap 06/1999 $351,376 U® | Waterston
Health (USA)/
NHGRI
($527,064
CAD)
(one year)
National ZebrafishGenomic Resource 09/1998 to Total amount: | S. Johnson | Marco Mara
Institutes of Development 09/2001 $743,163 U
Health (USA) $247,721yr
($1,114,744
CAD
$371,581/yr)
National Sequencing thelumanGenome | 03/1999 to | Total amount: | RobertH. Marco Marra
Institutes of 02/2004 $27184915 | Waterston
Health (USA)/ (ending 2000 | USD
NHGRI for Marco)

$543,698/yr

($40,777,73
CAD

$815,547/yr)
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National Sequencing th®ouseGenome | 09/1999to | Total amount: | John Marco Marra
Institutes of 10/2001 $2,881,731 McPherson
Health(USA) / usD
NHGRI $960,577/yr
($4,411,211
CAD
$1,470,403/yr)
National ESTs Obtained for the Tumor | 04/1999 to Total amount: | Robert H. Marco Marra
Institutes of Gene Index 12/2002 $2.042,784 Waterston
Health (USA)/ usbD
NHGRI $680,928/yr
($3,064,176
CAD
$1,021,392/yr)
Natural Genome and Transcriptome | 02/2000to | Total amount: | James Marco Marra,
Sciences and | Analysis of the Human 01/2003 $616,337 Kronstad Steven Jones
Engineering PathogerCryptococcus $205,445/yr
Research neobrmans
Councilof ' Grant #:22824®9
Canada GSC amount:
$465,572
$155,190/yr
Canada Team Leaders for Genome 04/2000 to Total amount: | Marco Marra | Steven Jones
Foundation for| Sequence Centre 03/2002 $700,000
Innovation (one time
(Equipment grant) amt.)
National Identifying Molecular Targets | 06/2000 to | Total amount: | Stephen Lam| Marco Marra,
Cancer for Prevention and Treatment ¢ 06/2003 $874,321 Wan Lam,
Institute of Lung Cancer $291,440/yr Calum
Canada MacAulay, and
Jean LeRiche
GSC anount:
$165,927
$55,300/yr
National A Molecular Classification of | 08/2000to | Total amount: | Greg Riggins| Marco Marra
Institutes of Brain Tumors 01/2003 $241,191 U®
Health (USA)/ $80,397/yr
NCI
($370,452
CAD
$123,484/yr)
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National Full Length cDNA Sequencing | 08/16/2000 to| Total amount: | Marco Marra | Steven Joes
Institutes of | contract #:20XS180 02/29/2004 | $4,067,426
Health (USA) usD
NCI/ SAIC $1,208,659/yr
($6,124,809
CAD)
$1,749,945/yr
National Genes with Major Effects on | 08/01/2000 to| Total amount: | Don Riddle | Marco Marra
Institutes of Life Span inC. elegans 07/31/2007 | $375 000 USD
:ﬁ:"th (USAY | subcontract #99154561 $75,000/yr
(Contract) ($532,500
CAD
$76,071/yy
us High Throughput Fingerprinting 09/2000to | Total amount: | Marco Marra
Department of | of BAC Clones to Develop a | 08/2003 $1,100,000
Agriculture Bovine Physical Map uUsD
(USDA) Agreement #5&4380-F143 $366,666/yr
($1,665,000
CAD
$555,000/yr)
Agriculture Bovine Genome Project 03/2001 to | Total amount: | Stephen Marco Matrra,
andAgri-Food 03/2004 $500,000 Moore Steven Jones,
Canada $166,666/yr and Bernie
Benkel
Agriculture Sequencing and Evaluation of | 04/2001to | Total amount: | Guus Steven Jones,
and AgriFood | Random Expressed Sequence| 03/2002 $69,850 Bakkaren Marco Marra,
Canada Tag (EST) Mones from Wheat (one year) and Guanggan
Leaf RustPuccinia triticing, Hu
cDNA Libraries
National Sequencing the Rat Genome | 04/2001to | Total amount: | John Marco Marra
Institutes of 03/2003 $1,192,316 | McPherson
Health (USA)/ usD
NHGRI $397,438/yr
($1,877,124
CAD
$625,708/yr)
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Genome Genome BC Sequencing and | 10/01/2001 to| Total amount | Marco Marra
Canada/ Mappmg p|atf0rm' 12/31/2005 of O_perating &
Genome Competition I, II, Other Equipment:
British $24,260,478
Columbia $4,852,09%r
Genome Cancer Genomics A 10/01/2001to | Total amount: | Victor Ling, | Allen Eaves,
Canada / multidisciplinary approach to | 03/31/2006 | ¢16 740911 | Marco Marra, Richard
Genome the largescale high throughput $3.348 182/ and Connie | Gallagher, Keith
" ) e . ,348,182/yr .
British identification of genes involved Eaves Humphries,
Columbia in early stage cancer Jaclyn Hung,
GSC Amount: David
$500,850 Huntsman,
$111,300/yr Marco Marra,
Steven Jones,
Stephen Lam,
WanlLam,
Calum
MacAulay,
Miriam Rosi,
Juergen
Vielkind, Jaclyn
Hung, Wilf
Jeffries, Peter
Lansdorp, Nhu
Le, James Piret,
Neal Poulin,
Marianne Sadar,
and Isabella Tai
Michael Smith | Supplemental Training Prograr| 03/01/2002 to| Total amount: | Steven Jones David Baillie,
Foundation for| Award (CIHR: Bidnformatics | 02/28/2007 | ¢300 000 Philip Hieter,
Health training for health research) $75.000/ Marco Marra,
,000/yr , )
Research Award #TRSUR006011 Fiona Brinkman,
Jenny Bryan,
Anne Condon,
Arvind Gupta,
Francis
Ouellette, ad
Frederic Pio
Canadian Bioinformatics Training for 03/01/2002 to| Total amount: | Steven Jones| David Baillie,
Institutes of Health Research 08/31/2009 | ¢ 020,821 Phil Hieter,
Health Training Program STB3919 $224,535/yr Marco Marra,
Research Fiona Brinkman,
) Jenny Bryan,
gls gognaggm' Anne Condon,
S Arvind Gupta,
$225,000/yr Francis
Ouellette, and
Frederic Pio
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Natural Cloning and Characterization ¢ 04/01/2002 to| Total amount: | Marco Marra
Sciences and | Inxs and Echinus, Two Genes | 03/31/2007 | ¢511 400
Engineering Involved in Progammed Cell $42 280/yr
Research Death inDrosophila e
Council of
Canada
Genome Comparative and Functional | 07/01/2002 to| Total amount: | James Robert
Canada / Genomics of the Human 03/30/2005 | ¢1 079,279 Kronstad Brunham,
Ggr_wome PathogerCryptococcus $359,757/yr Marco Marra,
British neoformans Steven Jones,
Columbia and Colleen
Nelson
Genome Expression Profiles of Cells an| 07/01/2002 to| Total amount: | David Baillie | Don Moerman,
Canada / Tissues irC. elegans 03/31/2005 | ¢3 0,000 Marco Marra,
Genome Steven Jones
" $1,000,000/yr . '
British Y Francis
Columbia Ouellette, Claes
GSC Amount: Wabhlestedt, Erik
$706,426 Sonnhammer,
Robert Olafson,
Ana Vas
Gomes, and
Thomas Burglin
Genome Bioinformatics of Mammalian | 07/01/2002 to| Total amount: | Steven Jones
Canada / Gene Expression 03/31/2006 | ¢6 134,386 andMarco
Genome $1,533,506/yr  Marra
British
Columbia
Canadian Genomics, Genetics, & 10/2002to | Total amount: | Marco Marra | Angela Brooks
Institutes of | Gerontology (G3): A 03/2003 $5,000 Wilson
Health multidisciplinary team for the
Research study of healthyaging
Prostate SAGE Analysis of Androgen | 01/2003 to | Total amount: | Marianne Marco Marra
Cancer Independent Prostate Cancer @ 12/2003 $50,000 Sadar
Research
Foundation of _
Canada GSC amount:
$0
Genome SARST High throughput 03/2003to | Total amount: | Marco Marra
Canada sequencing and analysis of an| 04/2003 $58,400

emerging pathogen
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National

SAGE Sequencing of Mouse

04/01/2003 to

Total amount:

Marco Marra

Institutes of | Genome to Develop an Atlas o 03/31/2006 | ¢1 000,000
Health (USA) | Gene Expression usD
NCI (SAIC) Sub-contract # 23XS007 $333,333/yr
($1,300,000
CAD
$433,333/yr)
Canadian Genomics, Genetics & 04/01/2003 to| Total amount: | Marco Marra | Steven Jones,
Institutes of | Gerontology (G3): A 03/31/2009 | ¢1 159.844 | and Angela | Nhu Le, Joseph
Health multidisciplinary team fothe Brooks Connors, and
. $231,969/yr .
Research study of healthy aging Wilson Graydon
Grant #: 116074 Meneilly
National Improvemets in BAC 04/09/2003 to| Total amount: | Marco Marra | Steven Jones
Institutes of | Fingerprinting and End 11/30/2006 | ¢4 316,678 and Jacqueline
Health (USA) | Sequencing usD Schein
NHGRI $1,438,893/yr
($5,902,812
CAD
$1,987,020/yr)
British SAVI (SARS Accelerated 05/2003 to | Total amount: | Brett Finlay | Marco Marra
Columbia Vaccine Initiative) 10/2003 $2,600,000 and Robert | and Caroline
Government / Brunham Astell
Michael Smith _
Foundation for gOSC amount:
Health
Research
Michael Smith | Institutional Infrastructue 06/2003to | Total amount: | Victor Ling | M Bally, D
Foundation for| Proposal for Health Research | 03/2006 $2,198,038 Banerjee, A
Health for the BCCA BrooksWilson,
Research $1,099,019/yr K Chi, L Chiu,
A Coldman, J
(Infrastructure grant) GS amount: Connors, S
$0 Dedhar, R Doall,
R Durand A
Eaves, C Eaves,
R Gallagher, D
Garner, R
Gascoyne, K
Gelmon, D
Hogge, R Holt,
P Hoodless, K
Humphries, D

Huntsman, S
Jones, A Karsan
R Kay, T Keane,
G Krystal, S
Lam, W Lam, P

44



MA Marrai Curriculum Vitae

Lansdorp, W
Linden, V Ling,
C MacAulay, D
Mager, M
Marra, L Mayer,
M McBride, N
Murray, MB
Nelson, S
O6Rei I |y
Olive, |
Olivotto, M
Rosin, T Ruth,
M Sadar, C
Smith,andJ
Spinelli

Genome
Canada/
Genome
British
Columbia

A Quantitative and
Comprehensive Atlas of Gene
Expression in Mouse
Development

07/01/2003 to
03/31/2006

Total amount:
$13,195,524
$4,398,508/yr

GSC Amount:
$4,578,549

Marco Marra
and Pamela
Hoodless

Elizabeth
Simpson,
Gregory
Riggins, Steven
Jones, and
Cheryl Helgasor

Canadian
Institutes of
Health
Research

SARS: A scientific collaborative
to support phlic health
response through vaccination

08/2003 to
08/2004

Total amount:
$500,000

GSC amount:
$0

Danuta
Skowronski

Bob Brunham,
David Patrick,
Marco Marra ,
Timothy Booth,
David Scheifele,
Martin Petric,
Babak
Pourboholoul,
Caroline Astell,
Lorne Babiuk
Yosssef Av
Gay, William
Bowie, Mel
Krajden, Steven
Jones, Monka
Naus, Valencia
Remple, James
Russell,
Christopher
Richardson,
Raymond
Tellier, Lauren
Meyesers,
Allison McGeer,
Theresa Tam,
andMichael
Drebot

National
Institutes of
Health (USA) /

Sequencing the Mouse Genom
(Xenopus fulllength cDNA

sequencing)

11/01/2003 to
10/31/2004

Total amount:
$800,000 USD

Richard
Wilson

Marco Marra
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NHGRI
($1,040,000
CAD)
National Creation of a Publicly Available 12/10/2003 to| GSC amount: | Marco Marra
Institutes of | SAGE Dataet from NIH 05/09/2005 | $330.000 USD| and Connie
Health (USA) /| Approved Human ES Cell Line Eaves
165,000/yr
NCI (SAIC) ¥ y
($409,200
CAD)
National Genomic and Proteomic 04/01/2004 to| Total amount: | Marianne Marco Marra,
Institutes of | Analysis of Androgen 02/28/2010 | ¢1 078,854 Sadar Steven Jones,
Health (USA) | Independent Prostate Cance usbD Yuzhou Wang,
Grant #: 1R01CA1053081 $215,770/yr and Robert Holt
($1,383,750
CAD
$276,750/yr)
NCI-FCRDC / | Mammalian Gene Collection | 06/14/2004 to| Total amount: | Marco Marra
SAIC (MGC) Solicitaton S03105 09/25/2008 | $7,566,411
uSsSD
(Contract) $1,891,602/yr
Michael Smith | Cancer, the Environment and | 07/01/2004 to| Total amount: | Richard Angela Brooks
Foundation for| Occupation (CEO); the prograr 03/31/2009 | ¢704 311 Gallagher | Wilson, Marco
Health of the Cancer Control Researc| Marra, Steven
: $160,958/yr
Research Unit at the BECCA Jones, John
Infrastructure grant Spinelli, Nhu
( 9 ) GSC Amount: Le, and Chris
$0 Bajdik
Genome Bovine Genome Project: Full | 08/01/2004 to| Total amount: | Marco Marra,
Canada Insert cDNA Sequencing Plan | 07/31/2007 | $6,046,272 Robert Holt,
Steven Jones
$2,015,424/yr
Y and Stephen
Moore
GSC amount:
$4,725,523
$1,575,174/yr
National Optical Systems for In Vivo 09/01/2004 to| Total amount: | Michael Karen Adler
Institutes of Molecular Imaging of Cancer | 08/31/2009 | ¢g 583 213 Descour, Storthz Steven
Health (USA) usD Rebecca Jones, Stephen
$1,716,642/yr Eichards IF_)am, VLVan Iaam,
($10,471,519 Colrtum, eter Lansdorp,
CAD) alum Marc_o Marra,
MacAulay, Wadih Arap,
and Neely Atkinson,
GSC amount: | Konstantin Lezlee Coghlan,
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$133,000 USD| Sokolov Michele Follen,
($162,260 Ann
CAD) Gillenwated,
Martial
Guillaud, Walter
Hittelman,
Miaden
Korbelik, Brian
Korgel, Mia
Markey, Renata
Pasqualini,
Miriam Rosin,
Krishnendu
Roy, and
William
Satterfield
Genome Genomic Tools for Diagnosis | 10/01/2004 to, Total amount: | Jan Friedman Steven Jones,
Canada and Evaluation of Mental 09/30/2007 | 5 558,741 and Marco | Sylvie Langlois,
Retardation $2,779,731/yr Marra Patrice Eydoux,
Bartha
Knoppers, Carlo
GSC amount: Marra, and
$2,117,504 Robert Holt
$705,834/yr Key personnel:
Agnes Baross
and Allen
Delaney
Genome A Genomic Approach to the | 11/01/2004 to| Total amount: | Jose Marco Marra,
Canada Identification of the Genetic an| 10/31/2007 | $3,134,481 Martinez Steven Jones,
Environmental Components $1,044,827/yr Zapater, and | Patricia Bowen,
Underlying BerryQuality in s Stephen Robert Olafson,
Grapevine Lund and Joerg
GSC amount: Bohlmann
$890,195
$222,548/yr
Genome Genane BC Sequencing and | 01/05/2005 to| Total amount: | Marco Marra
Canada Mapping Platform (Applied 12/31/2007 | ¢1 486,231
Genomics & Proteomics) $495,410/yr
National Biology of Cancer: Follicular | 07/01/2005 to| Total amount: | Joseph Randy
Cancer lymphoma as a model of cance 06/30/2008 | ¢3 540067 | Connors Gascoyne,
Institute of progression $1,180,022/yr Douglas
Canada Horsman, and
Marco Marra
GSC amount:
$1,892,414
$630,804/yr
Canada CMCP (Canadian Molecular | 07/01/2005 to| Total amount: | Jan Friedman Marco Marra,
Foundation of | Cytogenetics Platform) 12/3172009 | $11 215190 Oliver Cohen,
Innovation Regen Drouin,

$2,803,797/yr

Bartha
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(Equipment grant) GSC amount: Knoppers, Peter
$2,500,000 ;argsdorl\a, _
abine Mai,
$625,000/yr Guy Roulea,
Jeremy Squire,
and Rosana
Weksberg
Western Next generation sequencing | 12/01/2005 to| Total amount: | Marco Marra
Economic 12/01/2006 | $1,075,000
Diversification :
(Equipment grant)
Stem Cell Development of Technologies | 10/01/2005 to| Total amount: | James Piret, | Keith
NCE & for the Derivation, Propagation| 09/30/2008 | ¢1 722 000 Mick Bhatia, | Humphries, Aly
StemCell and Differentiation of hESC $574.000/ Connie Karsan, Derek
. , yr
Technologies Eaves, and | van deer Kooy,
Andras Nagy | Peter Lansdorp,
GSC amount: StepherlLye,
$74,618 Marco Marra,
$24,872/yr Derrick
Rancourt, Janet
Rossant, and
Peter Zandstra
Genome Genome BC: Largscale High | 01/01/2006 to| Total amount: | Marco Marra,| Asim Siddiqui,
British throughput Genomics Platform 12/31/2008 | ¢8 997 686 | Steven Jones Martin Hirst,
Columbia / at BCCAT GSC $2,969,288/yr and Robert Inanp Birol,
Genome Holt Martin
Canada Krzywinski,
Allen Delaney,
Francis
Ouellette, and
Jacqueline
Schein
Genome High Resolution Analysis of 01/01/2006 to| Total amount: | Marco Marra,| Douglas
Canada Follicular Lymphoma Genomes 12/31/2009 | g9 341 g56 | Joseph Horsman,
Connors, Martin
$2,335.464lyr and Randy | Krzywinski,
Gascoyne Jacqueline
Schein, Robert
Holt, Steven
Jones, and Carlc
Marra
Genome Dissecting Gene Expression | 01/01/2006 to| Total amount: | Pamela Aly Karsan,
Canada Networks in Mammalian 06/30/2010 | ¢7 770,032 Hoodless and Cheryl
Orgarogenesis $1,726,673yr Marco Marra | Helgason,
Steven Jones,
Sidney Katz,
and Ed Levy
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Vancouver Enriching Genomics in High | 07/012006 to | Total amount: | Sidney Katz | Marco Marra
Foundation School Science Curricula 11/30/2007 | $23,500
GSC amount:
$0
Michael Smith | BC Clinical Genomics Network| 04/01/200%o | Total amount: | Jan Friedman Laura Arbour,
Foundation for| (formerly Expression of Interes| 09/30/2014 | $3,550,000 and Michael | Jehannine
Health for a Family Studies Platform) $710,000/yr | Hayden Austin, Leigh
Research Field, Sylvie
Langlois, Carlo
(Infrastructure grant) GSC amount: Mar?a Marco
$0 ' .
Marra, and Sian
Spacey
Heart and Dissecting Gea Regulatory 07/01/2007 to, Total amount: | Aly Karsan | Pamela
Stroke Networks in Cardiac Cushion | 06/30/2010 | $376,416 Hoodless,
Foundation of | Development $124,472lyr Marco Matrra,
Canada GSC amount: and Steven
$0 Jones
Michael Smith | Model Systems and Casc 07/01/2007 to| Total amount: | Philip Hieter | Samuel
Foundation for| Therapeutics 06/30/2011 | $800,000 Aparicio, David
Health $200,000/yr Huntsman,
Research Marco Marra,
(Infrastructure grant) Don Riddle
GSC amount: : ’
Michel Roberge,
$250,000
and Ann Rose
$62,500/yr
National A comprehensive catalog of 09/30/2007 to| Total amount: | John Marco Marra
Institutesof human Dnasel hypersensitive | 01/31/2010 | $15,031,440 | Stamate and Steven
Health (USA) | sites usb yannopolous | Jores
$110,766/yr
Direct cost:
$410,704 USD
$102,676/yr
GSC amount:
$0
Genome The mountain pine beetle 01/01/2008 to| Total amount: | Joerg Brian Aukema,
British epidemic 12/31/2009 | $4,063,524 Bohlmann Colette Breuil,
Columbia $2,031,762/yr | and Janice Gary Bull,
Cooke David Coltman,
_ Richad
GSC amount: Hamelin, Robert
$800,000
Holt, Dezene
$400,000/yr Huber, Steven

Jones, Chris
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Keeling, Martin
Luckert, Marco
Marra, and Felix
Sperling

Genome Productionscale deployment of 04/01/2008 to| Total amount: | Marco Marra,| Martin Hirst
Canada nextgeneration sequencing | 03/31/2010 | $1,912,521 Robert Holt,
instruments $956260/yr and Steven
Jones
Genome Towards single cell genomics | 04/01/2008 to| Total amount: | Carl Hansen | Samuel
Canada 03/31/2010 | $1,824,278 and Marco | Aparicio, Steve
$912,139/yr | Marra Jones, Robert
Holt, and Martin
GSC amount: Hirst
$990,304
$495,152/yr
Canadian SynTarg Discovery Program: | 07/01/2008 to, Total amount: | Marcel Bally | Samuel
Institutes of | Use of a Genome Wide siRNA| 06/30/2011 | $477,534 Aparicio, Steven
Health Screen To Identify Targets thai $159,178/yr Jones, Janessa
Research will Enhance Platinum Laskin, and
Containing Chemotherapy whe Marco Marra
used in First Line Therapy of
Non-SmallCell Lung Cancer
Canadian Biology of Cancer: Insights 07/01/2008 to, Total amount: | Joseph Steven Jones
Cancer Society from Genomic Analyses of 06/30/2013 | $6,284,994 Connors, Key personnel:
Research Lymphoid Neoplasms $1,256,998/yr | Randy Jacqueline
Institute Gascoyne, | gchein, Martin
e
$2,370,516 sman, Delaney, and
Cancer and Marco Ryan Morin
Institute of $474,103lyr | Marra
Canada)
National Sequencing for Discovery of | 07/01/2008 to, Total amount: | Marco Marra | Steven Jones,
Institutes of | Candidate Mutations in 06/30/2014 | $14,213,78 Martin Hirst
Health (USA) | Lymphoma Transcriptomes usD
- SAIC - $2,368,963/yr
Frederick
(Contract)
GSC amount:
$10,842,220
USD
$1,807,036/yr
Canadian Alternative spliced genes in 09/01/2008 to| Total amount: | Gregg Morin | Marco Marra
Breast Cancer CrkRS/Her2 ceamplified breast 08/31/2010 | $140,000
Foundation cancer $70,000/yr
National Integrated epigenetic maps of | 09/30/2008 to| Total amount: | Marco Marra | Steven Jones,
Institutes of human embryonic and adult | 06/30/2014 | $14,075,540 | and Joseph | Martin Hirst,
uSD

Robyn Roscoe,
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Health (USA) | cells $2,815,108/yr | Costello Arturo Alvarez
Buylla, Peggy
Farnham, Susar
g;gggq%m' Fisher, David
USD Haussler, James
Kent, Michael
$778,028/yr McManus, Thea
Tlsty, Ting
Wang, Arthur
Weiss, Allan
Balmain, Pieter
De Jong, Joe W.
Gray, Gary
Karpen, PuiYan
Kwok, Barbara
Panning, Dan
Pinkel, Mark
Segal, Scott
VandenBerg,
and Keith
Yamamoto
us Army Dissecting genomic and 01/01/2009 to| Total amount: | Samuel Marco Marra
Department of epigenomic heterogeneity in | 06/30/2010 | $301,460 USD| Aparicio and Carl
Defense metastatic breast tumors $150730/yr Hansen
($317,437
CAD
$158,718/yr)
Genome Genome BC Genomics 01/01/2009 to| Total amount: | Marco Marra, Inanc Birol,
British Platforms at BC Cancer Agenc| 06/30/2011 | $6,471,892 Steven Jones Allen Delaney,
Columbia Genome Sciences Centre $2,588,756/yr | and Robert | Martin Hirst,
Holt Richard Moore,
and Jacqueline
Schein
Natural Graduate Program in High 09/01/2009 to| Total amount: | Stephen Joerg
Sciences and | Throughput Biology 04/01/2015 | $1,650,000 | Withers Bohlmann,
Engineering $275,000/yr Lindsay Eltis,
Research Leonard Foster,
Council of Robert Hancock
Canada Carl Hansen,
Philip Hieter,

Marco Marra,
Andre Marziali,
and Michel
Roberge
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Canadian
Institutes of
Health
Research

Bioinformatics Training for
Health Research

09/01/2009 to
08/31/2015

Total amount:
$1,950,000
$325,000/yr

Steven Jones
and Fiona
Brinkman

Paul Pavlidis,
David Baillie,
Anne Condon,
Jack (Nansheng
Chen, Wyeth
Wasserman,
Cenk Sahinalp,
Jenny Bryan,
and Marco
Marra

National
Institutes of
Health (USA)

Cancer transcriptome
characterization using massive
parallel DNA sequencing
(TCGA)

(Contract)

09/29/2009
to
06/30/2016

Total amount:
$10,876,230
usD
$1,776,158/yr

Marco Marra

Key personnel:
Steven Jones,
Martin Hirst,
Richard Moore,
Yongjun Zhao,
Allen Delaney,
Ryan Morin,
Robert Holt, and
Robyn Roscoe

Canada
Foundation for
Innovation

Ultra-high-throughput DNA
Sequencing Platform for Large
Scale Genome Analysis

(Grant #: 20070)

(Equipment grant)

01/01/2010 to
03/31/2016

Total amount:
$ 25,810,880
$5,162,176/yr

Marco Marra

Steven Jones,
Robert Holt,
Samuel
Aparicio, David
Huntsman,
David Baillie,
Joerg
Bohlmann,
Robert
Brunham, Philip
Hieter, and Jan
Friedman

British
Columbia
Knowledge
Development
Fund

Ultra-high-throughput DNA
sequening platform for large
scale genome analysis

(Equipment grant)

02/19/2010 to
03/31/2015

Total amount:

(Please refer tc
CFI grant)

Marco Marra

Steven Jones,
Robert Holt,
Samuel
Aparicio, David
Huntsman,
David Baillie,
Joerg
Bohlmann,
Robert
Brunham Philip
Hieter, and Jan
Friedman

Canadian
Institutes of
Health
Research

Massively parallel genomic
sequencing for clinical
identification of mutations that
cause intellectual disability

04/01/2010 to
03/31/2013

Total amount:
$450,873
$150,291/yr

GSC anount:
$316,491
$105,497/yr

Jan Friedman

Cornelius
Boerkoel and
Marco Marra
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California Development of Highly Active | 04/01/2010 to| Total amount: | Dennis Catriona
Institute for Anti-Leukemia Stem Cell 03/31/2015 | $18,859,590 | Carson and | Jamieson, Jean
Regenerative | Therapy (HALT) CAD John Dick | Wang, Jayne
Medicine $4,714897/yr Danskaand
Thomas Kipps,
GSC amount: Collaborators:
$4.204.507 Thomas Hudson
CAD Kelly Fraser and
Marco Marra
$1,051,126/yr
Canadian The Terry Fox Ne Frontiers 07/01/2010 to| Total amount: | David Sohrab Shah,
Institutes of Program Project Grant in the | 06/30/2013 | $3,126,365 Huntsman, | Martin Hirst,
Health genomics of forme fruste $1,042,121/yr | Samuel andStephen Yip
Research tumours: new vistas on cancer Aparicio,
biology and management GSC amount: E::]esrdor
$486,000 P
Marco Marra,
Torsten
Nielsen, Carl
Hansen, Poul
Sorensen,
and Tully
Underhill
Genome Linking Cholesterol 09/01/2010 to| Total amount: | Cornelius Beatrice
British Metabolism, Callousness and | 08/31/2011 | $12Q770 Boerkoel and| Golomb,
Columbia Conduct Disorder Marco Marra | Richard Kelley,
and Christele du
Souich
Cancer Characterizing celbased 09/01/2010 to| Total amount: | Marco Marra | Andrew
Research models fornorHo d g k i n ¢ 08/31/2012 | $119,964 Mungall and
Society lymphoma $59,982/yr Ryan Morin
BC Cancer BC Cancer Foundation 01/01/2011 to| Total amount: | Marco Marra
Foundation Innovation Support Fur@010 | 03/31/2011 | $11,977
(Equipment grant)
Western High throughput DNA 02/01/2011 to| Total amount: | Marco Marra
Economic sequencers abe BC Cancer | 03/31/2013 | ¢3 935 000
Diversification | Agency Genome Sciences $1,967,500/yr
Canada Centre
(Equipment grant)
Genome Genomics Innovation Centre al 04/01/2011 to| Total amount: | Marco Marra,
Canada the BC Cancer Agency 03/31/2013 | $6,626,905 Steven Jones
$3,313,452/yr | and Robert
Holt
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Ontario Strategic Plan Initiative Projeet 04/01/2011 to| Total amount: | Michael
Institute for Medulloblastoma Advanced | 03/31/2014 | $299,726 Taylor,
Cancer Genomics International $74,931/yr Marco Marra,
Research Consortium and David
GSC amount: Malkin
$215,508
$71,836/yr
Canadian Genome heterogeneity in 04/01/2011 to| Total amount: | Samuel Stephen Chia,
Breast Cancer | predictive models of drug actio| 03/31/2015 | ¢ 153 953 Aparicio Connie Eaves,
Research in triple negative breast cancer Karen Gelmon,
Alliance $288,488/yr Tak Mak, Marco
Marra,
Montgomery
Martin, and
Sohrab Shah
National HIV tumour molecular 07/08/2011 to| Total amount: | Marco Marra | Steven Jones
Institutes of | characterization project 05/31/2017 | $15,690,530 and Martin Hirst
Healthi SAIC usb
I Frederick (Contract) $2,615,088/yr
National RNAseq and miRNA seq for | 07/11/2011 to| Total amount: | Marco Marra
Institutes of ovarian cancer samples as par 07/10/2012 | ¢551 p3 Usp
Health (USA) | of TCGA
(Contrac)
Genome The Canadian Pediatric Cance 07/01/2011 to| Total amount: | Poul Guillaume
Canada/ Genomic Consortium: 09/302013 | $2,827,359 Sorensen, Bourque, Stever
Canadian Translating nexgeneration $1,413,679/yr | Conrad Jones, Marco
Institutes of sequencing technologies into Fernandez, | Marra,
Health improved therapies for highsk GSC amount: Cynthia Alexandre
Research childhood cancer " | Hawkins, Montpetit, Kirk
$1,384,135 | Annje Schultz, and
$692,067/yr | Huang, Nada| Stephen Yip
Jabado,
David
Malkin,
Daniel
Sinnett, and
Michael
Taylor
Genome Genomics applied to the 07/01/2011 to, Total amount: | Aly Karsan | Donna Hogge,
British management of highisk 03/30/2014 | $3,113,494 | and Marco | Steven Jones,
Columbia AML/myelodysplastic $1,556,747/yr | Marra Keith
syndromes Humphries,
Stuart Peacock,
Peter Chow
White, and
Andrew
Feenberg
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Genome Stratifying and Targeting 07/01/2011 to, Total amount: = Marco Marra, Carlo Marra,
Canada Pediatric Medulloblastoma 03/31/2015 | $9,856,814 Michael Donald
Through Genomics (MAGIC) $3,285,604/yr | Taylor, and | Mabbott, Steven
David Jones, Stephen
GSC amount: Malkin Scher_er, Cy_nthle
Hawkins, Eric
$5,244,176 Bouffet, James
$1,748,059/yr Rutka, Jennifer
Chan, Jennifer
Chan, Stephan
Pfister, Gary
Bader, YoonrJae
Cho, Scott
Pomeroy, and
Stephen Clifford
Canadian Centre for Epigenome Mapping 01/01/20120 | Total amount: | Marco Marra,| Samuel
Institutes of Technologies 12/31/20%6 $6,000,000 Martin Hirst, | Aparicio, Max
Health $1,200,000/yr and Steven | Cynader, Connie
Research Jones Eaves, Randy
Gascoyne,
GSC amount: David
$5,161,843 Huntsman, Aly
$1,032,368/yr Karsan, and
Michael Kobor,
Joseph Connor,
Christian Steidl,
Andrew Weng,
and Sam
Wiseman
Lions Club Lions Club International 06/01/2012 to| Total amount: | Marco Marra
International | Foundation Equipmemtward | 05/31/2012 | $147,041
Foundation
(Equipment grant)
Terry Fox Modeling and Therapeutic 07/01/2012 to, Total amount: | Gregory Marco Marra,
Research Targeting of the Clinical and | 06/30/2018 | ¢g 178 787 | Cairncross | Steven Jones,
Institute Genetic Diversity of Samuel Weiss,
Glioblastoma $3,716,846yr Stephen
Robbins, David
GSC amount: Kaplan, and
$ 1,858,423 David Mason
$464,605/yr
BC Cancer Personalized OncoGenomics | 07/01/2012 to| Total amount: | Marco Marra | Karen Gelmon,
Foundation 03/31/20D | $22,700000 | and Janessa | Howard Lim,
$2,837,500yr | Laskin and Steven
Jones
GSC amount:
$12,700,000

$1,587,500/yr
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BC Cancer Graduate student support for | 09/26/2012 to| Totalamount: | Marco Marra
Foundation lymphoma research in the 09/25/2017 | $125,000 and Joseph
ANGELYC project $25,000/yr Connors
BC Cancer BC Cancer Foundation 12/01/2012 to, Total amount: | Marco Marra
Foundation Innovation Support Fund 03/31/2013 | $31, 636 and Angela
The Milan and Maureen llich Brooks
Foundation Wilson
(Equipment grant)
NIH-SAIC- Molecular characterization and| 04/01/2013 to| Total amount: | Marco Marra
Frederick validation of pediatric cancers | 03/31/2015 | ¢3 501 971
USD
(Contract) $1,900,985/yr
GSC amount:
$3,009,173
uSsSD
$1,504,586/yr
Genome Genome Canada Science and| 04/01/2013 to| Total amount: | Marco Marra,
Canada Technology Innovation Centre | 09/30/2015 | ¢ g 983 109 | Steven Jones
2013 $4,491,554/yr and Robert
Holt
Canada Compute Canada GSC Node | 04/01/2013 to| Total amount: | Marco Marra
Foundation for 03/31/2017 | ¢942 116
Innovation $235,529/yr
GSC amount:
$711,499
$177,874/yr
Genome Personalized Treatment of 04/01/2013 to, Total amount: | Joseph Stuart Peacock,
Canada Lymphoid Cancer: British 03/31/2018 | $10,232,800 | Connors, Steven Jones,
Columbia as Model Province $2,558,200/yr | Marco Marra,| and Christian
and Randy | Steidl
GSC amount: Gascoyne
$ 3,777,648
$944,412/yr
University of | Moving the needle for 07/01/2013 to| $563,142 Marco Mara | Key personnel:
British glioblastoma multiforme 06/30/2018 | $112 628/yr Suganthi
Columbia Chittaranjan
NIH-SAIC- Response to Solicitation X413 | 07/03/2013 to| Total amount: | Marco Marra
Frederick 1093 for additional sequencing 08/15/2014 | $357,725 USD

in TCGA
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(Contract)
The Leukemia | MLL2 interactions in Non 07/01/2013 to| Total amount: | Marco Marra | Samuel Aparicio
and Hodgkin Lymphomas 06/30/2015 | $120,000
Lymphoma $60,000/yr
Society of
Canada
Terry Fox The Terry Fox New Frontiers | 07/01/2013 to, Total amount: | Randy Steven Jones
Research Program Project in Molecular | 06/30/2016 | ¢3 gg5 626 Gascoyne,
Institute _Correlates_of Treatment Failure $971,406/lyr | Joseph
in LymphoidCancers Connors,
Marco Marra,
e | Solvab Sh
o and Christian
$363,404/yr Steidl
American Immunogenomicso create new| 07/01/2013 to| Total amount: | John Maris,
Association of | therapies for highisk childhood| 06/30/2017 | ¢1 816 044 Malcolm
Cancer cancers uUsD Brenner,
Research $454,011/yr | Donald
Parsons,
Nabil
GSC amount: | Ahmed,
$348,704 USD| William
$87,176/yr | Weiss,
Stephan
Grupp, Javed
Khan,
Crystall
Mackall,
Marco Marra,
Poul
Sorensen,
Michael
Taylor, and
Michael
Jensen
Terry Fox The Terry Fox New Frontiers | 07/01/20130 | Total amount: | David Stephen Yip,
Research Program Project in The 06/30/2018 | 47500000 | Huntsman, | Jessica
Institute Genomics of Forme Fruste $1,500,000/yr Samuel McAlpine, and
Tumours: New Vistas on Canci B Aparicio, ChengHan Lee
Biology and Treatment Carl Hansen,
GSC amount: | Martin Hirst,
$486,000 Marco Marra,
$97,200/yr Gregg Morin,
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Ryan Morin,
Torsten
Nielsen,
Sohrab Shah,

Poul
Sorensen, T.
Michael
Underhill,
armd Anna
Tinker

Canada Genomics approaches to 04/01/2014 to| Total amount: | Marco Marra,
Foundation for| personalizing cancer diagnosis 1231/2017 | ¢14 204 540 | Steven Jones
Innovation and treatment $4,734,846/yr Robert Holt,
Aly Karsan,
. Samuel
(Equment grant) GSC amount: Aparicio’
$14,140,000 | David
$1,713,33gr | Huntsman,
Karen
Gelmon,
Janessa
Laskin, Paul
Rogers, and
Brian Toyota
National Princess Margaret Phase 1 04/072014 to | Total amount: | Lillian L. Key Personnel:
Institutes of Consortium 02/28/2019 | $1,756,985 Siu, Daniel | gamuel
Health usb Sullivan, Aparicio, David
$351,397/yr | Sebastian Huntsmén,
Hotte, and | steven Jones,
Kim Chi Marco Marra,
Daniel Renouf,
Christian
Kollmannsbege
r, Anna Tinker,
and 38 others
Genome Sequencing Platform at the BC 04/01/2015 to| Total amount: | Robert Holt | Marco Marra
Canada Cancer Agency Genome 03/31/2017 | $2,000,000
Sciences Centr&enomics $1,000,000/yr
Innovation Network Node
Canada Canad& Genomics Enterprise | 04/01/2015 to| Total amount: | Steven Jones
Foundation for| (CGEn): A national genomic | 03/31/2020 | $58,435,140 | Stephen
Innovation tools network for transforming $11,687,028/yr, Schere,
life science research Mark
GSC amount: Lat_hrop,
. Guillaume
(Equipment grant) $ 20,910,670 Bourque,
$4,182,134/yr | Michael
Brudno,
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Robert Holt,
Aly Karsan,
Marco Marra,
Jiannis
Ragoussis,
and Michael
Taylor

Standup to
Cancer
(Canada) /

American
Association for
Cancer
Research

Translational development of
novel drugs targeting toor
vulnerabilities

09/01/2015 to
08/31/2019

Total amount:
$9,000,000
CAD

$2,250,000/yr

GSC amount:
$0

Tak Mak,
Samuel
Aparicio,
Morag Park,
Kathleen
Pritchard,
and Karen
Gelmon

Francois
Benard, Marco
Marra, Sohrah
Shah,
Montgomery
Martin, Stephen
Chia, and
Wendie den
Brok

Genome
Canada

Methods and Technology
Development at the Sequencin
Platform at the BC Cancer
Agency Genome Sciences
Centre

10/01/2015 to
09/30/2017

Total amount:
$2,000,000

$1,000,000/yr

Robert Holt
and Marco
Marra

Steven Jones,
Inanc Brol, Carl
Hansen, Robin
Coope, Andrew
Mungall, Ryan
Morin, and
Robyn Roscoe

Standup to
Cancer
(Canada) /

American
Association for
Cancer
Research

Targeting Brain Tumour Stem
Cell Epigenetic and Molecular
Networks

10/01/2015 to
09/30/2020

Total amount
$11,791,833
CAD

$2,947,958/yr

GSC amount:
$1,372,095

$343,023/yr

Peter Dirks,
Samuel
Weiss,Marco
Marra,
Mathieu
Lupien,Amy
Caudy,
Michael
Tyers,
Michael
Salter,
Michael
Taylor,
Warren
Mason,
Trevor Pugh,
Nada Jabado
Cheryl
Arrowsmith,
Gary Bader,
and Eric
Bouffet

Genome
Canada

Automated Tumour Pathology

07/01/2016 to
09/30/2018

Total amount:
$409,858
$204,929/yr

Marco Marra
and Robin
Coope

Calum
MacAulay
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GSC amount:
$363569
$181,784lyr

Genome Personalized OncoGenomics & 10/31/2016 to | Total amount: | Janessa Steven Jones

British 03/31/2020 | $2,000,000 Laskin and | and Dean Regie

Columbia $500,000/yr Marco Marra

Terry Fox Terry Fox Canadian 04/01/2017 to| Total amaint: | Francois Marco Marra,

Research Comprehensive Cancer Centre 03/31/2020 | $2,000,000 | Benard and | Trevor Pugh,

Institute Network Pilot (T4CN Pilot) $1,000,000/yr | Bradley Brad Nelson,

Wouters Pamela Ohashi,

David Jaffray,
Alejandro Berlin
and Steven
Jones

Genome Securing Reagent Supplies an( 04/01/2020 to| Total amount: | Martin Hirst, | Marco Marra,

British Scaling COVID19 testing in 12/31/2020 | $250,000 Mel Krajden, | Robin Coope,

Columbia BC and Natalie | Mayor Thibault,

Prystajecky | Sheila Teves,

Ivan Sadowski,
Gregg Morin,
and Robert Holt

PATENTS:

Patent applicationseseandttadgéatNsvebr boovaMairaaM, c .

Wiegand K, Hirst M, Shah SP. Filed Apr 22, 20 @pplications currently pending in Canada, United States
and Brazil. Granted in China and Europe.)

US application No. 13/123,313 and Canadiprpal i cat i on

Tumor so. HuwarrasvimHirst MDMBrin RD, Shah SP, Senz J. Filing date: Oct 06, 268%hding)

Patent

applicationslofigki iBLygmaphbkens

No.

Mungall AJ, Hirst M, Mendetago M, Gascoyne RD, Connors JM.

2,740, 046Celent

1 Canadian patent applicati@A 2841142Filing date:June 23, 2011Pending)
1 United States continuation patent application No. 13/945439 (published as US 20140024099)tEili

July 18, 2013(Granted as US patent 9,045,801 on June 2, 2015.)
1 United States Continuation Patent Application No. 14/282,&3ihg date: May 20, 2014Pending)

f o D, lheaaMA, T

BOOK CHAPTERS
(Note: The names of Dr. Marrabs trainees are
1. Firme MandMarra M . CIC (capicua transcriptional repressa@xjlas Genet & Cytogenet Oncol

Haematol.JeanLoup Huret (Editofin-Chief). 2016, 20(5): 25e255. DOI : 10.4267/2042/62773

2. Zahir FRand Marra MA. Use of Affymetrix Arrays in the Diagnosis of @&opyNumber Variation.
Curr Protoc Hum Genet2015 Apr 1;85:8.13.1:8.13.13

3. Pon JRandMarra MA . Driver and Passenger Mutations in Canéemu. Rev. Pathol. Mech.
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10.

11.

12.

13.

14.

15.

16.

17.

Dis. Jocelyn Rice (Ed.) Annual Reviews. 2015 Jan 24;1%G@5

Chun HJ Khattra J, Keywinski M, Aparicio SAMarra MA . Seconegeneration sequencing for cancel
genome analysi€ancer Genomics: From Bench to Personalized Medicibellaire GD, Berman JN,
Arceci RJ. (Eds). *LEd. Elsevier. 2013 Dec. Part 2, pp3@.

Morin RD andMarra M . Transcriptomics in the Age of Highhroughput Sequencin@enomic and
Personalized MedicineGinsburg G and Huntington FW (Eds). Elseviéf Elition. 2012 Oct 30. Vol 1.
Chapter 12: 14455.

Morrissy S Zhao YJ, Delaney A, Asano J, Dhalla N, LM¢Donald H, Pandoh P, PrabhulATam A,
Hirst M, Marra M . TagSeq: Nextgeneration Tag Sequencing for Gene Expression Profliagbased
Next Generation Sequencingdarbers M and Kahl G (Eds). Wila§CH Verlag & Co. Weinheim,
Germany. 2012. Part One, &ter 13, pp 21-241.

Goya R Meyer IM, andMarra MA . Applications of HighThroughput Sequencingioinformatics for
High Throughput SequencingRodriguezEspeleta N, Hackenberg M, Aransay AM (Eds.) Springer, |
2012,27-53.

Tucker T,Marra M , Friedman JM. Massively Parallel SequencMglecular Analysis & Genome
Discovery Ralph Rapley and Stuart Harbron (Eds.f Ealition. John Wiley & Sos, Ltd. 2011 Oct, pp
114132.

Morin RD, Zhao YJ, Prabhu AL, Dhalla N, McDonald H, Pandoh P, Tam A, Zeng T, Hjrstavia

MA. Preparation and Analysis of MicroRNA Libraries Using the lllumina Massively Parallel Seque
TechnologyRNAI and microRNAMediated Gene Regulation in Stem Celldethods, Protocols, and
Applications. Zhang, Baohong, Stellwag, Edmund J. (Eds!Edition. Humana Press Inc. Clifton, Nev
Jersey, USA. 2010 Sep. Vol 650 Part 3, Chapter 14, pfi293

Morin RD, Kuchenbauer FHumplries RK Marra MA. Massively Parallel MicroRNA Profiling in the
Haematologic MalignanciedicroRNA Profiling in Cancer: A Bioinformatics Perspectivésusev Y
(Ed). Pan Stanford Publishing Pte Lt@1P Oct 01. pfy1-94.

Morrissy SA,Zhao YJ, Delaney A, Asano J, Dhalla N, Li I, McDonald H, Pandoh P, Prakhuaram A,
Hirst M, Marra MA . Digital Gene Expression by Tag Sequencing enlitbmina Genome Analyzer.
Curr Protoc Hum GenetHaines JL, Korf BRMorton CG Seidman CESeidman)G, andSmith DR
(Eds.)John Wiley & Sons, Inddoboken, New Jersey, USR010 Apr 1; Chapter 11:Unit 11.11.1
11.11.36.

Pugh TJandMarra MA. Trisomy 9 Encyclopedia of Molecular Mechanisms of Diseaddorian Lang
(Ed). Springer, Berlin, Heidelberg. 2009; 1, pp 22143.

Petrescu A&indMarra MA. Genomic approaches for identifying mammalianresisoded antisense
transcriptsRes Adv in Nucleic AcidRes.2, 2008.

Delaney AD, Qian H, Friedman J¥arra MA . Use of Affymetrix Mapping Arrays in the Diagnosis o
Gene Copy Number Variatio@urr Protoc Hum Genet.John Wiley & Sons, Inc. 2008 Oct 1; Chapter
8:Unit 8:13.

Griffith M andMarra MA . Alterngive expression analysis: Experimental and bioinformatics approa
for the analysis of transcript diversi@enes, Genomes and Genomithangadurai D, Tang W,
Papavassiliou AG, Anupama M (Eds), Regency Publications, New Delhi, India, 2007; 2,{242201

Mathewson CA, Schein JEJarra MA . LargeScale BAC Clone Restriction Digest Fingerprinti@gurr
Prot Hum GenetD. Smith (ed), John Wiley & Sons, Inc., Hoboken, NJ, 2007 Apr; Chapter 5:Unit
5.19.15.19.21.

HalaschekWeiner JV Marra MA , BrooksWilson AR. Gene Expression Analysis in Pharmacogeneti
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http://apps.webofknowledge.com/LookUpParent.do?product=BIOSIS&search_mode=LookUpParent&colName=BIOSIS&SID=1F3iecp9CNmM1DEEKPG&&ISBN=978-9-81426-754-0(P)
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and Pharmacogenomiddharmacogenomic&™ Edition. Kalow W, Meyer UA, Tyndale RF (Eds) Marc
Dekker Inc. New York, USA, 2005; Vol. 156, pp. 3806.

18. Astell CR, Holt RA, Jones SIMjarra MA. GenomeOrganization and Structural Aspects of the SAR
related VirusAdv Infect Dis. Schmidt A, Wolff MH, Weber O (Eds), Birkhauser Verlag, Basel,
Switzerland, 2005; Vol. 1, pp. 1aPR8.

19. Schein J, Kucaba T, Sekhon M, Smailus D, Waterstdvidra M . High thraughput BAC fingerprinting.
Bacterial Artificial Chromosomes:Vol 1 Library Construction, Physical Mapping, & Sequencidbao
S, Stodolsky M (Eds), Humana Press, Clifton, NJ, 2004; Vol. 255, ppl36.3

PEER-REVIEWED PUBLICATIONS
In Preparation

1. Yu IS, WeeK, WilliamsonL, TitmussE, AnJ, NaderiAzadS, MetcalfC, Yip S, HorstB, Joness,
PatonK, NelsonB, Marra M, LaskinJJSavageKJ. Exceptional response to combination ipilimumab
and nivolumab in metastatic uveal melanoma: Insights from geramalgsis

2. Lavoie JM, CsizmokV, WilliamsonL, CulibrkL, WangG, Marra M , LaskinJ, JonesSJM, RenoufD,
Kollmannsberge&s. Whole Genome and Transcriptome Analysis of Metastatic Adrenocortical Carcit

3. DashtiZJS TitmusskE, PendelA, LauM, TophamJ, LoreeJ, Feng1X, Pleasancg&, WilliamsonL,
Mungall KL, Chuahg, MungallAJ, MooreRA, Yip S, HoC, Marra M, LaskinJ, KarsanA.The
Neoantigen Landscape of the Coding and-ading Space

4, Dixon K, Shen2y, HoescherC, WongH, CreminC, SenzJ, LumA, O'Neill K, Ch'ngC, HongQ,
Karasinska JTopham], Pleasanc&D, JonedM, ZhaoE, YoungS, Mungall K, Mungall AJ, MooreR,
Ma YP, FokA, NelsonJ, LeeMKC, Yip S, Lim H, KarsanA, JonesSJM, LaskinJ, Marra MA,
SchaeffeDF, RenoufDJ, HuntsmarDG, SchraderKA. Genomic and transcriptomic landscape of
familial pancreatic cancer and implications for altered glucose metabolism in mepkamateance cance
susceptibility.

5. Jones S, Deyell R, RassekhlRe A, Yip S, Shen Y, Dunham C, Armstrong L, ViraniJantzen C,
Jones M, Schrader |, Pleasance E, Schein J, Mungall A, Zhao YJ, Moore R, Ma Y, Morin R, Laski
Marra M. Pediatric personalized oncogenomics: Feasibility, utility and treatment outcomes followi
whole genome and transcriptome analysis ildodn with relapsed or refractory cancer.

6. Chittaranjan S, Song J, Chan S¥e SO Takemon Y Ahmad ST Brothers W Corbett RD, Gagliardi A
Lum A, Moradian A, Pleasance S, Coope R, Cairncross JG, Yip S, Laks E, Aparicio SAJR, Chan.
Hughes CS, MoriB, LeBlanc VG Marra MA . Loss of CIC promotes mitotic dysregulation and
chromosome segregation defects in mammalais.

In Review

1. Yu ISW, WeeK, WilliamsonL, Titmussk, An J,NadertAzad S, MetcalfC, Yip S,HorstB, JonesS,
PatonK, NelsonBH, Marra M, LaskinJJ,SavageKJ. Exceptional response to combination ipilimume
and nivolumab in metastatic uveal melanoma: Insights from genomic analifgsatol Oncol.

2. ZhangyY, ChenF, Pleasanc&, WilliamsonL, GrisdaleC, TitmussE, LaskinJ, JonesS, CortesCiriano
I, Marra M , Creighton C. Rearrangemenhediated cigegulatory alterations in advanced cancers
involve patient survival, translocated retrotransposons, and th&afpycenomics.
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10.

11.

12.

13.

CoopeRJN, Matic N, PandolPK, CorbettRD, SmailusDE, Pleasanc8, LoweCF, RitchieG, Choliton
SD, YoungM, Ally AA, AsanoJK, CarlserRE, ChahalSS ZhaoYJ, HolmesDT, RomneyMG, Jones
SJIM, Marra MA . Automated Library Construction and Analysis Pipelines for Higbughput ARTIC
Amplicon SARSCoV-2 Sequencing on MinlONClin Chem

TessierCloutier B, GrewalJ, JonedM, Pleasancg&, ShenY, CaiE, DunhamC, HoangL, HorstB,
HuntsmarD, lonescwD, KarnezisAN, LeeA, LeeCH, LeeTH, TwaDDW, MungallA, MungallK,
NasoJR, Ng T, SchaeffeDF, SheffieldBS, SkinniderB, SmithT, WilliamsonL, ZhongE, RegierDA,
LaskinJ, Marra MA , Gilks CB, JonesSJM Yip S. The impact of whole genome and transcriptome
analysis (WGTA) on predictive biomarker discovery and diagnostic accuvacl/Pathol

Haile S, Nikiforuk AM, Pandoh PK, TwADW, SmailusDE, NguyenJ, Pleasanc&, WongA, ZhaoYJ,
EislerD, MoksaM, CaoQ, WongM, SuE, KrzywinskiM, NelsonJ, MungallAJ, TsangF, Prentice
LM, Jassenf\, MangesAR, JonesSJM, CoopeRJ, Prystajecky NMarra MA , Krajden M, Hirst M.
Optimization of magnetic beduhsed nucleic acid extraction for SARSV-2 testing using readily
available reagents.Virol Methods.

Lee SD,Song JLeBlanc VG Marra MA . Integrative multiomic analysis reveals neurodevelopment:
gene dysregulation in CHnockout and IDH1 mutant ds. J Pathol.

LeBlanc VG Trinh DL, Aslanpour SHughes M Livingstone D, Blough MD, Cairncross JGhan JA,
Kelly JJ,Marra MA. Singlecell landscapes of primary glioblastoma and matched organoids and c
lines reveal variable retention of it@ndintra-tumor heterogeneityCancer Cell

ReisleC, WilliamsonLM, Pleasancg, DaviesA, Pellegrini B, Bleile D, MungallKL, ChuahE, Jones
MR, MaY, Beckiel, PhanD, PletzZRM, MuhammadzadeA, PierceBM, Li J, StevensomR, WongH,
BaileyL, ReisleA, DouglasM, (Bonakdar) Hanosl, NelsonJ, GrisdaleCJ, Krzywinski M, Fisic A,
Mitchell T, RenoufDJ, Yip S, LaskinJ, Marra MA , Jones SJM. A Platform for Oncogenomic
Reporting and Interpretatiohlat Cancer

WilliamsonLM, Rive CM, Di Francesc®, TitmussE, ChunH-J E BrownS, Milne K, Pleasancg,
LeeAF, Yip S, RosenbaunDG, HasselblatM, JohanrPD, Kool M, Dix D, RenoufD, Holt RA,
NelsonBH, HirstM, JonesSJM, LaskinJ, RasseklSR, Deyell RJ, Marra MA . Clinical response to
nivolumab in an INIideficient pediatric chordomeorrelates with immunogenic recognition of
brachyury NPJ Precis Oncol.

ZmudaEJ,CovingtonKR, KandothC, Ng CKY, WeisenbergebJ, Bowlby R, ChuA, CorbettR,
BrooksD, CherniackAD, Murray B, Ling S,ZhaoW, ShinbrotE, Lim RS,BootwallaMS, HinoueT,

Hu J,KakkarN, LawrenceM, McLellan M, Miller C, Morton D, Mungall AJ, Muzny D, SougnezC,
StojanovP, Xi L, SchultzN, AkbaniR, CurtisC, FultonB, GibbsRA, Getz;G, SpellmanP, Marra M,
LadanyiM. TarnuzzeR, SofiaH, Hutter C, WheelerDA, GastierFosterJ, DoddapanenHV, Laird P,
ReisFilho JS,ZenklusenlC,HoadleyKA. Comprehensive characterization of genomic, transcripton
and epigenomic artifacts introduced in formdlixed, paraffirembedded tissue€ell Genomics

YangKC, KallogerSE, Aird JJ LeeMCK, RushtonC, MungallKL, Mungall AJ, GaoD, ChowC, Xu J,
KarasinskalM, ColborneS, JonesSJM, Schraded, Morin RD, LoreeJM, Marra MA , RenoufDJ,
Morin GB, SchaeffeDF, GorskiSM. Proteotranscriptomic classiéiton and characterization of
pancreatic neuroendocrine neoplas@ell Rep.

Li Z, JiaoX, RobertsorAG, Di SanteG, AshtonA, DiRoccoA, WangM, ZhaoJ, AddyasS, WangC,
McCueP, SouthA, CordonCardoC, Liu R, PatelK, Marra M, JonesS, CasimiroM, Schultz N,
KossenkoA, PhoonLY, ChenH, LanL, PestelR. The DACHL1 gene is frequently deleted in prostat
cancer, restrains prostatic intraepithelial neoplasia, augments DNA damage repair and predicts tt
response<Cancer Discov.

CromwellAA, CostaS, ScottDW, SteidlC, ConnorsIM, KarsanA, Marra M , Kridel R, RegierDA.
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14.

15.

16.

Costeffectiveness of moleculadguided treatment in Diffuse Largedll Lymphoma (DLBCL) in
younger patientBlood.

Grewal J, Pleasance E, Csizmok V, Williamson L, We8leile D, ShenY, TessietCloutierB, Yip S,
RenoufD, LaskinJ, Marra M , JonesS. Singlesample pathway analysis using Pathway Impact
Evaluation (PIE) of machinkearning based cancer classifidfsr submission to a different journal.

ChiuK, DixonK, Chan S, Ng T, ShenY, Pleasancg, YoungS, PortigatToddC, SchaeffeDF, Yip S,
JonesSJM, LaskinJ, Marra MA , Lim HJ, SchradeKA. Succinate dehydrogenadeficient gastric
adenocarcinoma associated with carrier status for SDB.Genom Med

SchradekK, Lim H, YoungS, SunS, ShenY, Pleasancg&, JonedM, ThibodeauML, ZhaoE, AubertG,
Fok A, ArmstrongL, Virani A, RassekhR, DeyellR, Yip S, RoscoeR, JonesS, KarsanA, FisicA,
Marra M, LaskinJ. An approach to the management of germline data franed tumouwnormal whole
genome sequencing for optimal cancer risk assessii@t.Cancer $ectrum.

Published

(Total Citations:143,097 h-index =144) (Tracked byPublonsas of June 221 based orb25articles

URL: https://publons.com/researcher/2886868/maroaarraj

Total Citations:200,812 h-index =172, i10-index =453 (Tracked by Google Scholas of June 221 based
on 520articles URL: http://tinyurl.com/y292{56h

526.

525.

524

523.

522.

521.

Salehi S, Kabeer F, Ceglia N, Andronescu M, Williams MJ, Campbell KR, Masud T, Wang B, Biele
Brimhall J, Gee D, Lee H, Ting J, Zhang AW, Tran H, O'Flanagan C, Dorri F, Rusk N, de Algara TI
SR, Cheng BC, Eirew P, Kono T, Pham J, Grewal D, Lai D, Moore R, MungallMdrira MA ;

IMAXT Consortium, McPherson A, Bouchafdibté A, Aparicio S, Shah SP. Clonal fitness inferred frc
time-series modelling of singleell cancer genomeklature. 2021 Jun 23. doi: 10038/s4158®21-
036483. Online ahead of print.

WeymannD, PollardS, ChanB, Titmussk, BohmA, LaskinJ, JonesSIMS, Pleasancg&, NelsonJ, Fok
A, Lim H, KarsanA, RenoufDJ, SchradeKA, SunS, Yip S, SchaeffeDF, Marra M A, RegierDA.
Clinical and cost outcomes following genomic$ormed treatment for advanced canc&@ancerMed.
2021 Jun 21. doi: 10.1002/cam4.4076. Online ahead of print.

Haile S, CorbettRD, Leblanc V, Wei L, Pleasanc§, BilobramS, Nip KM, BrownK, Trinh E, Smith J,
Trinh D, BalaM, ChuahE, CoopeRJ, MooreRA, MungallAJ, MungallK, ZhaoYJ, HirstM, AparicioS,
Birol I, JonessJ,Marra MA . A scalable strandpecific protocol enabling fulength total RNA
sequencing from single cellBront Genet 03 June 2021https://doi.org/10.3389/fgene.2021.665888

ZhangB, Kim MY, Elliot G, ZhouY, ZhaoG, Li D, LowdonRF, GormleyM, KapidzicM, RobinsonJF,
McMasterM, HongC, MazorT, HamiltonE, SearRL, PehrssorieC, Marra MA , JoresSJM, Bilenky

M, HirstM, WangT, CostelloJF, FisherSJ Human placental cytotrophoblast epigenome dynamics o
gestation and alterations in placental diseBs® Cell 2021 May 3;56(9):1238252.e5. doi:
10.1016/j.devcel.20204.001.

Isaev K,Ennishi D, Hilton L, Skinnider B, Mungall KL, Mungall AJ, Bakhtiari M, TremblagMay R,
Silva A, BenNeriah S, Boyle M, Villa DMarra MA , Steidl C, Gascoyne RD, Morin R, Savage KJ,
Scott DW, Kridel RMolecular Attributes Undeying Central Nervous System and Systemic Relapse
Diffuse Large Bcell LymphomaHaematobgica 2021 May 1;106(5):1466471. doi:
10.3324/haematol.2020.255950.

Docking TR, Parker JDK, Jadersten M, Duns G, Chanlidng JPilsworth JA, Swanson LAChan SK,
Chiu R, Nip KM, Mar S, Mo AWang X,MartinezHgyer S Stubbins RIJMungall KL, Mungall AJ,
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520.

519

518.

517.

516.

515.

514.

513.

Moore RA, Jones SJM, Birol Marra MA , Hogge D, Karsan AA Clinical Transcriptome Approach to
Patient Stratification and Therapy Selection in Acute MigelLeukemiaNat Commun 2021 Apr
30;12(1):2474. doi: 10.1038/s414621-22625y.

Collinge BJ,BenNeriah S, Chong LC, Boyle M, Jiang A, Miyatakata T, Farinha P, Craig JW, Slac
GW, Ennishi D, Mottok A, Meissner B, Chavez EA, Gerrie AS, VilldFieeman CL, Savage KJ, Sehi
LH, Morin RD, Mungall AJ, Gascoyne RMarra MA , Connors JM, Steidl C, Scott DWhnpact of
MY CandBCL2structural variants in tumors of DLBCL morphology and mechanisms ofiiaigative
MYC IHC Blood. 2021 Apr 22;137(16):2198208. doi: 10.1182/blood.2020007193.

Skowron P, Farooq H, Cavalli FMG, Morrissy AS, Ly M, Hendrikse LD, Wang EY, Djambazian H,
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Morgan MB, Nguyen NB, Okwuonu GO, Ruiz SJ, Santibanez J, Wright RA, Buhay C, Ding Y,-Dug
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Rocha S, Herdandez J, Holder M, Sabo A, Egan A, Goodell J, WiBae&y K, Fowler GR, Hitchens
ME, Lozado RJMoen C, Steffen D, Warren JT, Zhang J, Chiu R, Schein JE, Durbin KJ, Havlak P, .
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JM. ELT-2 is the predominant transcription factor contrgldifferentiation and function of the.
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2008 Oct;36(10):1371389.

Ralph SG, Chun H, Kolosova N, Cooper D,ddy C, Ritland CE, Kirkpatrick R, Moore R, Barber S,
Holt RA, Jones SJMMarra MA , Douglas CJ, Ritland K, Bohlmann J. A conifer genomics resource
200,000 sprucerjcea spp. ESTs and 6,464 highuality, sequencénished fulHlength cDNAs for Sitka
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sprwce Picea sitchens)sBMC Genomics2008 Oct 14;9(1):484.

Morozova Q Morozov V, Hoffman B, Helgason CIMarra MA . A Seriation Approach for
VisualizationDriven Discovery of CeExpression Patterns in Serial Analysis of Gene Expression (S/
Data PLoS ONE 2008 Sep 12;3(9): e3205.
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Shin H, Hirst M, Bainbridge M, Magrini V, Mardis E, Moerman DiGarra MA , Baillie DL, Jones SIM.
Transcriptome Analysifor Caenorhabditis elegartsased on Novel Expressed Sequence Tags (ESTs
BMC Biol. 2008 Jul 8;6(1):30.

Morin RD, Bainbridge M, Fejes A, Hirst M, Krzywinski MRugh TJMcDonald H, Varhol R, Jones SJ\
Marra MA. (first 2 are first ceauthors) Profing the HeLa S3 transcriptome using randomly primed
cDNA and massively parallel shetad sequencingioTechniques2008 Jul; 45(1): 8D4.

Raouf A, Zhao Y, To K, Stingl HJ, Delaney A, Barbara M, Iscove N, Jones S, McKinney S, Emerm
Aparicio S,Marra M , Eaves C. Transcriptome analysis of the normal human mammary cell commi
and differentiation proces€ell Stem Cell2008 Jul 3;3(1):109.18.

Hoffman BG, Zavaglia B, Witzsche J, Ruiz de Algara T, Hoodless PA, Joisari®, MA , Helgaon
CD. Identification of transcripts with enriched expression in the developing and adult paGeneasie
Biol. 2008 Jun 14;9(6):R99.

Morozova Oand Marra MA. From cytogenetics to nadneration sequencing technologies: advances
the detection fogenome rearrangements in tumdmchem Cell Biol.2008 Apr; 86(2): 8091. (Review)

Zahir F, Baross A, Delaney AD, Eydoux P, Fernandez M&rra M , Friedman JM. A patient with
vertebral, cognitive and behavioural abnormalities ade aovadeleion of NRXN1a.J Med Genet2008
Apr;45(4):239243.

Morin RD, 0O & C o n @riffith MVKuichenbauer F, Delaney A, PrabhtLAZhao YJ, McDonald H,
Zeng T, Hirst M, Eaves CHarra MA . Application of massively parallel sequencing to microRNA
profiling and discovery in human embryonic stem c&ksnome Res2008 Apr;18(4):61621.

Griffith M. Tang MJ, Griffith OL, Chan SY, Asano JK, Zeng T, Flibotte S, Ally A, Barogsl@tin RD,
Hirst M, Jones SJM, Morin GB, Tai IMarra M . ALEXA T A microarry design platform for
alternative expression analysidat Methods.2008 Feb; 5(2):118.

Ralph SG, Chun HJE, Cooper D, Kirkpatrick R, Kolosova N, Gunter L, Tuskan GA, Douglas CJ, H
RA, Jones SJMMarra MA , Bohlmann J. Analysis of 4, 664 higjuaity sequencdinished poplar ful
length cDNA clones and their utility for the discovery of genes responding to insect fe&diGg.
Genomics2008 Jan 29;9(1):57.

Kneller JM, Ehlen T, Matisic JP, Miller D, Van Niekerk D, Lam WMarra M , RichardsKortum R,
Follen M, MacAulay C, Jones SJMising longSAGE to detect biomarkers of cervical cancer poteni
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amenable to optical contrast agent labelBigmedical Insights2007:2 447461.

Peng FY, Reid KE, Liao N, Schlosser J, Lijavetzky D, HolMRytinez Zapater JM, JonesNBarra M ,
Bohlmann J, Lund ST. Generation of EST¥itis viniferawine grape (Cabernet Sauvignon) and table
Grape (Muscat Hamburg) and discovery of new candidate genes with possible roles in berry deve!
Gene.2007 Nov1;402(%2):40-50.

Krzywinski M, Bosdet |, Mathewson C, Wye N, Brebner J, Chiu R, Corbett R, Field M, LleadD, T,
Volik S, Siddiqui A, Jones S, Schein J, CollinsMarra MA . A BAC clone fingerprinting approach to
the detection of human genomemaagementsGenome Biol2007 Oct 22;8(10):R224.
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oligonucleotide microarray datBMC Bioinformatics.2007 Oct 2;8(1):368.
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is transcriptionally induced by the-box binding proteiril (YB-1) and can be inhibited with Iressa in
basallike breast cancer providing a potential target for twerBreast Cancer Re007 Sep
17;9(5):R61.
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Mckay S, Okada HM, Pan J, Shultz AK, Tu D, Wong K, Zhao Z, Alexeyenko A, Burglin T, Sonnha
E, Schrabel R, Jones SMarra MA , Baillie DL, Moerman DGHigh Throughput In Vivo Analysis of
Gene Expression i@. ElegansPloS Biology 2007 Sep;5(9):e237.

Zahir F, Firth HV, Baross A, Delaney AD, Eydoux P, Gibson WT, Langlois S, Martin H, Willdglra
M, Friedman JM. Novel deletions of 14q11.2 associated with developmental delay, cognitive impa
and similar minor anomalies in three childr@Med Genet2007 Sep;44(9):55661.

Snelling WM, Chiu R, Schein JE, Hobbs M, Abbey CA, Adelsan Bennett GL Bosdet IE Boussaha
M, Brauning R, Caetano AR, Costa MM, Crawford AM, Dalrymple BP, Eggen A, Evarntsler Wind
A, Floriot S, Gautier M, Gill CA, Green RD, Holt R, Jones SJM, Kappes SM, Keele JW, de Jong P.
Larkin DM, Lewin HA, McEwan JCMcKay S, McWilliam SMarra MA , Mathewson CA, Matukumall
LK, Moore SS, Murdoch B, Nicholas F, Osoegawa K, Roy A, Salih H, Schibler L, Schnabel R, Silv:
Skow LC, Smith TPL, Sonstegard TS, Taylor J, Tellam R, Van Tassell CP, Williams JL, Womack .
Wye NH, Yang G, Zhao S. A physical map of the bovine gen@esome Biol2007 Aug 14;8(8):R165

Hou J, Charters AM, Lee SC, Zhao Y, Wu MK, Jones Mitra MA , Hoodless PA. A systematic
screen for genes expressed in definitive endoderm by Serialsigaf Gene Expression (SAGBMC
Dev. Biol.2007 Aug 2;7(1):92.

Ruzanov P, Riddle DUMarra MA , McKay SJ, Jones SMNGenes that may modulate longevityGn
elegansn both dauer larvae and loiiged daf-2 adults.Exp Gerontol.2007 Aug;42(8):828339.

Robertson G, Hirst M, Bainbridge M, Bilenky M, Zhao YJ, Zeng T, Euskirchen G, Bernier B, Varho
Delaney A, Thiessen N, Griffith OL, He Marra M , Snyder M, Jones S. Genom&e profiles of
STAT1 DNA association using chromatin immunoppéation and massively parallel sequenciNgt
Methods.2007 Aug;4(8):655657.

Pugh TJ Bebb G, Barclay L, Sutcliffe M, Fee J,
English J, Vielkind J, Horsman D, Laskin Bdarra MA. Correlations oEGFR mutations and increase
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in EGFR and HER2 copy number to gefitinib response in a retrospective analysis of lung cancer p
BMC Cancer.2007 Jul 13;7(1):128.

Etchberger JF, Lorch A, Sleumer M, Zapf R, JonesMada MA , Holt RA, Moeman DG, Hobert
O. The molecular signature anid-regulatory architecture of@. elegangjustatory neurorGenes Dev.
2007 Jul 1; 21(13): 1658674.

Hu G, Linning R, Joseph C, McCallum B, Banks T, Cloutier S, Butterfield Y, Liu J, KirkpatrickoR, S
J, Yang G, Smailus D, JonesNbarra M , Schein J, Bakkeren G. Generation of a wheat leaf rust,
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Jul;8(4):451467.
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JA, Eaves CMarra MA. LongSAGE profiling of 9 human embryonic stem cell linéenome Biol.
2007 Jun 14;8(6):R113.
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AS, Hou M, Taylot J, Nikolaev S, Montoyurgos Jl, Loytynoja A, Whelan S, Pardi F, Massingham -
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and constraint predictions for 1% of the human gen@eaome Re2007 Jun;17(6):76374.

Kelleher CT, Chiu R. Shin H, Bosdet IE, Krzywinski MI, Fjell CD, Wilkin J, Yin TMFazio SP, Ali J,
Asano JK, Chan S, Cloutier A, Girn N, Leach
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mental retardation as key features of a new microdeletion syndrome on 124d4.Genet2007
Apr;44(4):264268)
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Sea Urchin Genome Sequencing Consortium (Sodergren E et al) . The Genome of the Sea Urchir
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LNCaP transcriptome using a sequendiygsynthesis approacBMC Genomics2006 Sep 29;7:246.
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Ralph S, Aets A, Bhalerao R, Bhalerao P, Blaudez D, 85 other authenrs, M , Sandberg G, Van de
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Friedman JM, Bross A, Delaney AD, Ally A, Arbour L, Asano J, Bailey DK, Barber S, Birch P, Brov
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Gun C, McCombie WR, McDonald K, McPherson J, Mudd N, Parnell L, Schein J, Seim R, Shelby
Waterston R, Wilson R. A map for sequence analysis oAthbidopsighalianagenomeNat Genet
1999;22:268270.

Mozo T, Dewar K, Dunn P, Ecker J, Fiscl® Kloska S, Lehrach Hjarra M , Martienssen R, Meier
Ewert S, Altmann T. A complete BARased physical map of theabidopsis thalianagenomeNat
Genet.1999;22:271275.

Wilson RK, C. eleganssenome Consortium. How the worm was won: Theleg@ansgenome
sequencing projectrends Genet1999;15:5158.

Marra M, Hillier L, Kucaba T, Allen M, Barstead R, Beck C, Blistain A, Bonaldo M, Bowers Y, Bow
L, Cardenas M, Chamberlain A, Chappell J, Clifton S, Favello A, Geisel S, Gibbons M, NamddyF,
Jackson Y, Kohn S, Lennon G, Mardis E, Martin J, Mila L, McCann R, Morales R, Pape D, Person
Prange C, Ritter E, Soares M, Schurk R, Shin T, Steptoe M, Swaller T, Theising B, Underwood K,
T, Yount T, Wilson R, Waterston RAn encyclogdia of mouse geneNat Genet1999;21:191194.

Marra MA , Kucaba TA, Hillier LW, Waterston RH. Higtnroughput plasmid DNA purification for 3
cents per sampl&lucleic Acids Res1999;27(24):e37.

Thacker CMarra MA , Jones A, Balillie DL, RosAM. Functional genomics i@aenorhabditis elegans
an approach involving comparisons of sequences from related nem&edesie Resl999; 9:348359.

Streit A, Li W, Robertson B, Schein J, Kamal Marra M , Wood WB. Homologs of the
Caenorhabdis elegansviasculinizing Gene het in C. briggsaeand the Filarial Parasit@rugia malayi

113



MA Marrai Curriculum Vitae

14.

13

12

11

10.

Genetics1999;152:1573.584.

Vatcher GPBarbazuk WB, O'Neil NMMarra MA , Ha T, Baillie DL. Identification and characterizatio
of a serine hydroxymethyltnaferase isoform i€aenorhabditis briggsa&sene.1999;230:137144.

The Sanger Centre and Genome Sequencing Center. Toward a complete human genome sequen
Genome Resl998 Nov;8(11):10971108.

TheC. eleganssenome Sequencing Consortium, hegton University Genome Sequencing Center,
Louis U.S.A., and the Sanger Centre, Hinxton, U.K. Genome sequence of the neBzonddabditis
elegansA platform for investigating biologyscience.1998;282:2012018.

Manger ID, Hehl A, Parmle$, Sibley LD ,Marra MA , Hillier L, Waterston RH, Boothroyd JC.
Expressed Sequence Tag analysis of the bradyzoite stage of Toxoplasma gondii: Identification of
developmentally regulated gen&gect Immun. 1998;66:16321637)

Ajioka J, Boothroyd JCBrunk BP, Hehl A, Hillier L, Manger ID, Overton G®arra M , Roos D, Wan
KL, Waterston RH, Sibley LD. Gene Discovery by EST sequencing in Toxoplasma gondii reveals
sequences restricted to the apicompl&enome Resl998;8:1828.

Marra MA , Hillier L Waterston RH. Expressed Sequence F&fSTablishing bridges between
genomesTrends Genet1998;14:47.

Marra MA , Kucaba TK, Dietrich NL, Green ED, Brownstein B, Wilson RK, McDonald KM, Hillier L'
McPherson JD, Waterston RH. High throughput fipgat analysis of largénsert clonesGenome Res.
1997;7:10721084.

Chissoe SLMarra MA , Hillier L, Brinkman R, Wilson RK, Waterston RH. Representation of clonec
genomic sequences in two sequencing vectors: Correlation of DNA sequence and slibitibuton.
Nucleic Acids Res1997;25:2962966.

Marra MA , Weinstock LA, Mardis ER. End sequence determination from large insert clones using
energy transfer fluorescent prime@:nome Resl996;6:11181122.

Hillier L, Lennon G, Becker M, Baaldo MF, Chiapelli B, Chissoe S, Dietrich N, DuBuque T, Favello
Gish W, Hawkins M, Hultman M, Kucaba T, Lacy M, Le M, Le N, Mardis E, Moore B, Morris M,
Parsons J, Prange C, Rifkin L, Rohlfing T, Schellenberg K, Soares MB, Tan F, Miegyl, Trevakis
E, Underwood K, Wohldman P, Waterston R, Wilson Riarra MA . Generation and analysis of
280,000 Human Expressed Sequence Tagaome Resl996 Sep;(6)9:80828.

Marra MA , Baillie DL. Recovery of duplications by drug resistance selecti@agrorhabditis elegans
Genome1994:37:701705.

McKim KS, Matheson CMarra MA , Wakarchuk MF, Baillie DL. Th€aenorhabditis elegansc60
gene encodes proteins homologous to a family of datiding proteinsMol Gen Genet1994;242:346
357.

Schein JE Marra MA , Benian GM, Fields C, Baillie DL. The use of deficiencies to determine essel
gene content in the K86 - unc22 region ofCaenorhabditis elegan&enome1993;36:11481156.

Marra MA , Prasad SS, Baillie DL. Molecular analysigwo genes between 16653 and le66 in the
unc22(IV) region ofC. elegans.Mol Gen Genet1993;236:28298.

NON-PEER REVIEWED PUBLICATIONS:

Huse JT, Wallace M, Aldape KD, Berger MS, Bettegowda C, Brat DJ, Cahill DP, Cloughesy K ¢tgasDA,
Marra M, Miller CR, Nelson SJ, Salama SR, Soffietti R, Wen PY, Yip S, Yen K, Costello JF, Chéfge&
are we now? And where are we going? A report from the Accelerate Brain Cancer Cufel(6B@rade
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Glioma Research Worksholdeuro Oncol 2014 Jan;16(2)713-178. doi: 10.1093/neuonc/not229.

Marra MA . Cancer Genomics: Enabling patient rather than disdr@gen researciBioscienceworld Magazine
Feb 2009.

ACADEMIC PRESENTATIONS:

148.

147.

146.

145.

144,

143.

142.

141.

140.

139.

138.

137.

136.

135.

134.

University of California, Davis. Comprehensive Cancer Center GRannhds (Virtual). Apr 27, 2021.
AfiTowards a Canadian national program for col
cancers 0

Simon Fraser University. 2021 Molecular Biology and BiochemisStgduateColloquium (Virtual). Apr
23, 2021. Kgnote presentatiom Towar ds a Canadi an national p 1
profiling of treatment resistant canceré

1st International Symposium of CCGBioinformatics and its application to cancer and other diseases
(Virtual). Kyoto, Japa.J an 15, 2021. ATowards a Canadi an
profiling of treatment resistant canceré

AGBT Annual General Meeting. Marco Island, FHeb 2326, 2020Keynote presentatiof. T o wa r
Canadian national program fgenomic profiling of treatment resistant cancees

Canadian Anatomic and Molecular Pathology Conferewgestler, BC.Jan 2425, 2020i Canc e r
Genomi cs: From Bulk Tissue Cell s. 0

TheXV11 Genome Sciences Symposiudmiversity of WashingtonSedtle, WA. Nov 78, 2019.
AGenomics from Wom mHdmorHuomfanBob Waterstono.

10"Annual |l mMmunoBC Retreat. B@nCaonwemrds BFREer dJa
Oncogenomics (POG) program: Platforms for patemti ent ed di scovery. o

PROQF Centre of Excellence's 10th Anniversary Symposiuniversity of British Columbid/ancouver,
BC. Nov 28, 2018Keynote presentatiofi. Ge n 0 mi ¢ , Data Analytics ar

BC Cancer Summit. Vancouver, BC. Now23, 2018/i G eme Sciences Centre: Vision and Impact ¢
Cancer Careo.

Princess Margaret Cancer Centreds Applied Ci
Perspective Symposiurniversity of TorontoToronto, ON. Nov 16,2018 Per sonal i z e «
(POG): Taking Whol e Ge fkeynaespebker) t he Cancer ClI

25" Anniversary of Michael Smith Nobel Prize Award Sympositmiversity of British Columbia.
Vancouver, B CA per€pective dn,the 2vOlutién.of techinology and sa@etdhe Genome
Sciences Centte

The Centre de recherche du Centre hospitalier de I'Université de M¢@R&@HUM) Grand Roursl
Seminar Montreal, QC. June 8, 2018. AFrom canc
perspectivesontheewk i on of genome scienceo.

Genome BC6bs Annual Genomics Forum 2018. Van
support cancer treatment decision making: TI

The 7" Annual Norman Bethune Sysosium.Vancouver, BC. Apr 10, 2018. Whole genome analysis
support cancer treatment decision making: B

TheOttawa Hospital Research Institit@17Research DayKeynote lectureOttawa, ON. Nov 92017.
AWhole genome analysis to inform cancer tre:
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133.

132.

131.

130.

129,

128.

127.

126.

125,

124,

123.

122

121.

120.

119.

118.

117.

116.

115.

TFRIS"Annual Scientific Meeting. Mar at hon of F
approaches to cancer outcomeso.

Western Canadian Universities Big Data He@ltb n f er enc e . Banf f, AB. S
analysis to inform cancer treatment planni ng
2%Annual Fraser Oncol ogy Education Day. Keyn

Genome. 0

University of British Columbia, Fadty of Medicine First Annual Graduate Student Research Day.
Keynote Lecture. Vancouver, BC. May 26, 2017.

BC Tech Summit. Keynote address. Vision of the Industry: How Precision Medicine is Changing Li
Now with Life Changing Storie&/ancouver, BCMar 15, 2017.

University of British Columbia. Data Analysis and Study Design Workshop Series. Epic Data Grou
Meeting. Vancouver, BC. Feb 16, 2017. The BC Cancer Agency Personalized Oncogenomics (PC
Project.

BC Cancer AgencgyésEGanaéei oBBeDami Vanc o u-aedigease
of the genomeo.

University of Toronto. Princess Margaret Cancer Centre Seminar Series. Toronto, ON. June 9, 20:
AWhol e genome analysis to suphe®8CCcCanceraAgeacy Personali
OncoGenomics (POG) Projecto.

University of British Columbia. Dr. Chew Wei Memorial Prize Lecture. Kelowna, BC. May 27, 2016

ACancer, | tbés Personal 0.

University of British Col wahbBCaExcell&énoeein Résearah becture
Mar 5, 2016. AAt the frontier of genetic r
NHGRI Seminar Series (Human Genome Projeft®5 ni ver sary) . Bet hd&®ma

BAC clones to canecggenomes: the role of the HGP in launching a career in scidi@eture delivered vi
video conference)

Keystone Symposia Conference: The Cancer Genome. Banff, AB:Feb,7 2016. @dThe
Agency Personalized OncoGenomics (POG) Proj«

UBC Radiology Grand Rounds. Vancouver, BC. Jan 136201A Wh ol e genome ane
treatment decision making: the Personalized OncogendR@&)Projectod

2015 Dr. Chew Wei Memorial Prize Lecture. BC Cancer Agency. Vancouver,8¢.D7, AB0 1!
evolving perspective on cancer gene discovel

2015 Canada Gairdner Symposi@re nomi ¢cs & Cancer . Vandovardser ,
Genomic Medicine for Cancer Populationso.

HUPO 2015 World Congress. Vancouver, B&ep 27 2015.fiTowards Genomic Medicine for Cancer
Populations: The BC Cancer Agency Personalized Oncogenomics (POG)dProject

Personalized Medicine Summit. Vancouver, BC. Jufie,7 2015 . fiThe BC Canc
OncoGenomics (POG) Projecto.

8"Annual Canadian Cancer | mmunotherapy Conso
Agency Personalized Ondee nomi cs ( POG) Projecto.

Me mor i al University of Newfoundl and. St. Jol
Personalied OncecGenomi ¢cs ( POG) Projecto.
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114.

113.

112

11.

110.

109

108

107.

106

105

104.

103.

102.

101.

100.

99.

98.

97.

96.

Terry Fox Research Instituté' & n n u a | Scientific Meeting. St.
Agency Personalized Ondee nomi cs ( POG) Projecto.

2015 Beatrice Hunter Cancer Research Institute/TFRI €CancRBe s ear ch Wor ks hop
2015. AThe BC Cancer -Gegremmneiyc sPe(rB@&)al R rzoejde cna

"Annual Canadian Human and Statistical Gene
Cancer Agency Personalized Oréenomc s ( POG) Proj ect 0.

University of British Columbia Medical Al umi
Event. Vancouver, BC. Nov 20, 2014. iSequen:

University of British Columbia. AAnnual IOP/BTP/GSAT Research Day. Vancouver, BC. Mar 28, 2(
Opening remarks.

BC Cancer Agency Radiation Oncology Rounds.
di agnostics and treatment planning. 0

2013 Canadian Cancer Research Conferérm®nto, ON. Nov &6 2013. ALar ge ¢
Anal ysis Exposes Significant Roles for the |

Memorial SloarKettering Cancer Center. Clinical Genomics Seminar Series. New York, NY. June :
2013. i G e rsis ohinoeH oAdngakliyn Ly mp homas 0.

Stanford University. 4 Annual Stanford Symposium on Genomics and Personalized Medicine. Star
CA. Apr 12, 2013. Keynote speaker. iNext gt
pl anningo.

University of British Columbia Department of Medicine Research Expo. Vancouver, BC. Oct 30, 2(
ADecoding cancer so.

McGill University. Lady Davis Institute for Medical Research, Jewish General Hadpistihguished
Seminar SerieMontreal, QC  June 05, 2anlc2er sidDecodi ng

University of British Columbia. Keynote Lecture, Pathology Day. Vancouver, BC. May 25, 2012.
ADecoding cancer so.

University of British Columbia. The™7Annual Michael Smith Distinguished Research Lecture
Vancouver, BC. Apr 10, 201 2. ASequencing Cal

15" Biennial Canadian Neut®@nc ol ogy Meeti ng. Vancouver, BC
Future Directions in Cancer Genomicso.

University of Northern British Columbia. The Cell &decular Biology Interest Group Seminar Series
Prince George, BC. Oct 20, 2011. fiSearchi ni
application of wultra high throughput DNA se:q

BC Cancer Agency Radiation Oncology Rese8chmp osi um. Vancouver, B
mutations in cancerso.

University of British Columbia. Department of Medical Genetics September Welcome. Vancouver,

Sep 09, 2011. fiGenomi cs, genes, and cancers
Keystone Sy mposi a: Changing Landscape of the Cani
Mut ations in Histone Modifying Genes Drive |
University of British Columbia. The Mol ecul i

14, 201 . iDo Mutations in Histone Modifying Gel
Carolyn Brown.

117



MA Marrai Curriculum Vitae

95.

94.

93.

92.

91.

90.

89.

88.

87.

86.

85.

84.

83.

82.

81.

80.

79.

78.

77.

76.

University of Western Ontario. Dr . Maude L.
Mutations in Histone Modifying Genes Drive a Commontdum Cancer ? 0

University of California San Francisco Helen Diller Family Comprehensive Cancer Center Friday S
Seri es. San Franci sco, CA. Apr 08, 2011. fi D
Human Cancer ?0

15" Annual Intermtional Conference on Research in Computational Molecular Biology. Vancouver,
Mar 30, 2011. Keynote speaker.

University of Calgary. Southern Al berta Can:t
Mutations in Histone Modifying GenesDi ve a Common Human Cancer?

BC Cancer Agency Annual Cancer Conference.
Genome Sciences Centre: Cancer Mutation Di st

Genome BC 8 Annual Genomics Forum and Research Exchange. VancouvelM&(28, 2010.
ifGenome Sequencingo.

The Future of Genomic Medicine |11 Conf er ent
Genomi cso.

Canadian College of Medical Geneticist&"3ginual Scientific Meeting, Banff, AB. Nov 14, 2009.
Synposium Speaker. ANew generation sequencing

The American Society of Human Geneticd'3hnual Meeting, Honolulu, Hawaii. Oct 22, 2009. Sess
speaker. ATranscriptome sequencing dgd. mut al

University of British Columbia. Centre for Highhroughput Biology Inaugural Symposium, Vancouve
BC. Sep 18, 20009. ACancer mutation discover)

BC Clinical Genomics Network Conference. Vancouf;. Apr 20, 2Th@Whput DNA
Sequencing Analysiso.

10" Annual Advances in Genome Biology and Technology Conference. Marco Island, FL. Feb 07,

Pl enary Speaker. iSequencing cancer g¢geancermes
treatment".
Genome Canada Platform Leadersdé6 Meeting. Mo 1

technol ogi eso.

Annual New Principal Investigators Meeting
andtranscpt ome sequencingbo.

I nternational Cancer Genome Consortium Sci el
cancer genome and transcriptome sequencingo.

University of British Columbia. Adventures in Sciences Seminar Series, Vanco@/eDdB 16, 2008.

ADi scovering mutations in cancer cell so.
Integrating the Physical and Applied Sciences into Health Research Workshop. Ottawa, ON. Oct C
AChanging paradigms in genome analysi so.

BC Cancer Agency Breast Tumour Group Meadi, Vancouver, B C-genetatiam BN/
sequencing and cancer genomics. 0

Genome BC Annual Winter Symposium. Vancouvel
follicular | ymphoma genomes. 0

BC Cancer Agency Annual CancerGoer ence. Vancouver, BC. Nov
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75.

74.

73.

72.

71.

70.

69.

68.

67.

66.

65.

64.

63.

62.

61.

60.

59.

58.
57.

approaches for analysis of follicular | ymphr¢

NCI CcCd"é&anédversary Conference. TresolationtgenomeON. N
rearrangement discovery in follicular | ymphrt

International Cancer Genomics Consortium Meeting. Toronto, ON. Oct 1, 2007. Speaker, World T
Session.

Canadian Society of Bi ochemi $AmualMediingl Moctraal, QC.
Jul 06, 2007. Merck Frosst Prize LectuiieH i -rgdolution genome rearrangements discovery in follict
| ymphomao.

16"l nternati onal Congress of Cyt o-desotuyon geNomer ¢ 0 U
rearrangements discovery in follicular | ympl
Genome BC Genomics ForumaRee sear ch Exchange. Vancouver,
technol ogies. 0o

The University of Al abama at Bir mi ngham. Bi i
rearrangements in follicular | ymphomao.

BC Cancer Agency s ARadieani ico Ro@madsl.ogvancouve
Number Variation in the Human Genome: Recent Advances, Candidate Mechanism, and Possible
Rel evance to Human Disease Researcho.

Cancer Genomics and Emerging Technologies Conference. CambridgecdMA. @0 2, 2006 .
genome rearrangements in follicular | ymphom:

37" Annual Environmental Mutagen Society Meeting. Vancouver, BC. Sep 18, 2006. Plenary Spez
AVvariation in human genomes and implication:

BCCancerAgecy Radi ation Oncol ogy Academic Round
Genome Analysi so.

Canadian Society of Clinical Chemists Annual Conference. Victoria, BC. June 06, 2006. Symposit

Speaker. AVariation infbumaeagéeéehomeseandhiol
University of British Columbia. Michael Smith Laboratories Seminar Series. Vancouver, BC. Apr Ot
A Physical Map of a Follicular Lymphoma Gen
Advances in Genome Biology and Technology Conference. Marco I§land, Feb 2006.
of a Follicul ar (Posgenpoebeotatian Ge n o me 0 .

Scripps Research I nstitute. Jupiter, FL. Fel

Host: Dr. John Hogenesh.

BC Cancer Agency@s Megmpmgma V@anaeouver, BC. D
Cancer Genome Project: A Sequefke ady Physi cal Map of a Foll

2005 American Society of Hematology Annual Meeting and Exposition. Atlanta, GA. Dec 12, 2005
Abstractp esent ati on: fATowards t he Hu mReady®lysical &ap ol
Foll icul ar Ly rRos$ter present@ton) o me 0 .

BC Cancer Agency6s Monday Noon SefinTionwaarr dSse rai ¢
genome projectA sequenceé eady map of a follicular | ympho

Genome Quebec, Montreal, PQ. May 2005.

University of WisconsiFrMa d i s o n . Madi son, WI . May 2005. i
Expression Profiling at the British Columbia Cancer AgencGenome Sci ences Ce
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56.

55.

54.

53.

52.

51.

50.

49.

48.

47.

46.

45,

44,

43.

42.

41.

40.

39.

38.

37.

British Columbia Centre for Disease Control
Rearrangements in Follicular Lymphomao.

University of Washington Genome Sciences Department. Seattle, WA. Mar®B86,20 A A St r

Cloning Genome Rearrangements in Follicular
University of British Columbia, Faculty of Medicine. Feb 03, 2005. 2004 NCIC Award for Excellent
reci pient. AApproaches for I dentnfscahi @Ganat

National Human Genome Research Institute (NHGRI) Division of Intramural Research, National In
of Health. Bethesda, MD. Jan 2005. AApproacl
Rearrangements in Cancero.

University d British Columbia. 2004 Genetics Retreat. Vancouver, BC. Oct 21, 2004. Keynote spe:
AAn Overview of the GSCo.

University of British Columbia, Michael Smith Laboratories Official Opening. Vancouver, BC. Sep :
Symposium speaker.

47" Canalian Federation of Biological Studies Annual Meeting, First Northern Light Conference.
Vancouver, BC. June 18, -scé@lddgéne exBryssim prefiling imeaByp ¢
mammal i an devel opment 0.

National Microbiology Laboratory. Winnigg MB. June 2004.

University of Northern British Columbi a. Pri
Agency Genome Sciences Centreo. Host : Mol ec i

5" Annual Advances in Genome Biology and Tedbgy Conference. Marco Island, FL. Feb 06, 2004
Pl enary S p-scal& mmparatifieLiransogipgome analysis of multiple undifferentiated huma
embryonic stem cell l i neso.

5" Annual Advances in Genome Biology and Technology Conference. Maaoal |$L. Feb 05, 2004.
Pl enary Speaker, AA Functional Genomics Appl

BC Cancer Agencyos Medi cal Oncol ogy Wednes:«
AiGenomics and Cancer 0.

BC CancerAgency ancouver | sland Centre. Victoria,

Genome Sciences Centreo.

3%Annual Western Oncology Winter Conference.
experience with the Human Genome Projecto.

University of British Col umbi a, The Vancouvt
in BCo.

BC Cancer Agency Annual Cancer Conference.
About Cancer Susceptibility?0o

DukeUniver si ty Medi cal Centre Seminar Series. D

the BC Cancer Agencyo.
University of British Columbi a, Student Bi ol

Columbia Cancer Agency Genome Scems Centre: Sequencing the
Genome Canadads National Genomics Conferenct
Mammal i an Gene Expressiono.

Genome Canadads National Genomics Conf Mapgng,c ¢

120



MA Marrai Curriculum Vitae

36.

35.

34.

33.

32.

31.

30.

29.

28.

27.

26.

25.

24.
23.

22.

21.

20.

19.

18.

17.

Arrays, Proteomics and Bioinformatics Techn«

BC Cancer Agencyo6s Medical Oncology and Radi
AColl aborative Opportunities at the BC Canc:

Annual George M. O6Brien Workshop. Vancouvel
Genome Sequence Centre. o

Si mon Fraser Uni vers
t

y . Burnaby, BC. May 2
Cancer Agency Genome Sequea Ce n 0.

it
re
BC Cancer Agency Vancouver I sland Cancer Cel
Opportunities at the BC Cancer Agency at t hi

BC Cancer Agency Fraser Valley Cancer Clinic. Vancouver, BC2Apro 2. A Col | abor
at the BC Cancer Agency at the Genome Sci ent

Canadian Bioinformatics Workshop. Vancouver ,
Agency Genome Sequence Ceritler oj ect s and Prospectso.

BCCentre for Disease Control. Vancouver, BC.
Columbia Cancer Agency Genome Sequence Cent.

CIHR (Genetics) and Genome Canadab6s Joint Wi
AiBi oi ncfsorimattihe Context of a Genome Sequence

XVII World Congress of the International Society for Heart Research. Winnipeg, MB.-1dlyZ)01.
ifGene Sequencing and Analysis of Sequence Vi

University of Alberta, Dp ar t ment of Bi ol ogi cal Sciences.
Activities at the British Columbia Cancer A

Stem Cel | Expression Profiling Workshop: Tht
BCCamcer Agency Genome Sequence Centreo.

University of Calgary, Department of Medical
Sequencing at the British Columbia Cancer Aq

Genus Capital Management. VancougiC . Mar 2000LA Re&mmrotmd .c s

BC Cancer Agency Annual Clinical Cancer Coni
Activities at the Genome Sequence Centreo.

Cold Spring Harbor Meeting on Mouse Molecular Genetics. Cold SpringoHaxly. Aug 36Sep 3, 200(C
AFingerprinted BAC Clones for Sequencing t ht

University of British Columbiads Biotechnol «
Genome Sequence Centr®r oj ects and Prospectso.

The Fifth Symposium on Cancer Research: Bridging the Straits of Clinical Cancer Research. Cowi
Bay, BC. Oct 1999. fiGenomics Today and Tomol

Canadian Association of Medical Oncologists Annual MeédtiigGe nes and vaccin
1999. Tke Human Genome Project: A Platform for Gene Identification.

Society of Nematol ogi sts Meet i ngbhasedihpproaches & ¥EXor
Identification inCaenorhabditis elegags.

12" Annual Cold Spring Harbor Meetingi@Genome Sequencing and Biology. Cold Spring Harbor, N
1999. AA Database of Fingerprinted Human BA«
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16.

15.

14.

13.

12.
11.

10.

Fourth International Strategy Meeting on Human Genome Sequencing. Cold Spring Harbor, NY. 1
ABAC Fingerprinting Ham8uop@enbtomeh8eboeacnagi

Cold Spring Harbor Advanced Genome Sequencing Analysis Course. Cold Spring Harbor, NY. 19
iLadSaleHgiThr oughput Map Construction to Suppc

Full-length cDNA cloning: A Workshopn Problems and Solutions, Banbury Center, Cold Spring Ha
NY. 1998.

National Cancer Institute (USA) Tumor Gene Index Steering Committee Meeting. St. Louis, WA. 1
AFdlelngt h c¢cDNA Sequencing at Washington Uniyv

Mouse Genome Action Plan Workshop. Bet hesda,

Arabidopsis Genome Workshop. Cold Spr iReagly Ha
Contigs from Fingerprinted BACsO.

NationalCance I nstitute (USA) Tumor Gene I ndex St
Tumour Gene I ndexo.

BC Cancer Agency. VanscaeuDNA $equerii@y.and gdné discoveryil L a |
Comparative Genomics, Expressed Sequence Tags and theHu& nome Pr oj ect 0

Nematode Evolution Workshop. Ma d i Laenorhabditis.elegan
andCaenorhabditis briggsaby LargeSc al e DNA Sequencingo.

Zebrafish Genome Wor kshop. Bost oan, GMA.o mESD7 .

Nati onal Human Genome Research I nstitute, N a
Washington University EST Sequencing Efforto

Molecular Helminthology: An integrated approach. Keynote Symposium on Molecul&wedinthr Biology
199 6. -StdleeDNA ®equencing and DiscoveryGs#enorhabditis elegarge n e s 0 .

University of British Columbia. Vancouver, B
Uni versity Genome Sequencing Centero.

University ofAl ber t a. Edmont on, AMelegdn&8 6o méABelYpdat

International Quality and Productivity Center Meeting: Gene Function Determination. Washington, [
1996. AAdvances in the | dwonteicfuilcaat iToarr gaends OV

HUGO meeting. Il e des Embi ez, France. 1995.

PUBLIC OUTREACH PRESENTATIONS:

61.

60.
59.
58.

57.

Presentation. Probus CIl ub o fGerdmicstThe F8tlweaf @ncérV
Care. o

Presetation. BC Cancer Foundatiofihrough a New Lens with BC Cancer: PQ@rtual). Apr 8, 2021.

Science Plus (Virtual). Nov 24, 2020. AdUpda
Science Plufersonalized Genetics for Patient Treatment. Vance@ r , BC. May 30,
Cancer Agency Personalized OncoGenomics (PO

Presentation. Probus Club of North Shore. W
Personalized OncoGenomics (POG) Projecto.
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56.
55.

54.
53.

52.

51.

50.

49.

48.

47.

46.

45,

44

43.

42.

41.
40.

39.

38.
37.

36.

Presentation. Raty Club of White Rock. White Rock, BC. Sep 13, 2016.

Presentati on. Wor | dBCREaneesAgeheyiMeeiny. \amcguaen B& Apr 18,0
2016.

Presentation. Eric Hamber Secondary School Grade 9 Science Class. Vancouver, BCO2pr 8, 2

UBC Mini-tMed Heal th Education Series. Kel own a, E
Personalized OneGenomi cs (POG) Projecto.

M"Annual | NTERFACE Summi t . VTawad® Geroeic MediBir@ for S e
Cancer Populations: BBC Cancer Agency Personalized Oncogenomics (POG) Rraject

Northern Health Authority Board Meeting. Pr
Personalized OneGenomi cs (POG) Projecto.

BC Cancer Foundation Board Meeting. VancouverB C . June 3, 2015. f
Personalized OneGenomi cs (POG) Projecto.

Terry Fox Foundation Run Organizer Workshop
Agency Personalized Ondee nomi cs ( POG) Projecto.

WestVancouve Community Societybés FdhemCbGaager tE
West Vancouver, BC. Mar 31, 2015 . -Géndnfice (PBG} C
Projecto.

PHSA Research Committee Meeti ng. umingdoodiagnoses
and treatment planning: A genomic perspecti

University of British Columbia Board of Gov
seqguencing for diagnoses and treatment pl an

MichaelS mi t h Foundation for Heal t h Research Boe
2014. fiCanadabdés Michael Smith Genome Scienc

The Leukemia & Lymphoma Society of Canadabs
iGenomei anradweal s maj or tumor suppressors &

BC Cancer Agencyb6és Lymphoid Education Forum
|l ymphomao.

Genome BC Board of Directorsd Meet iuengngfod une
di agnoses and treatment planning: A genomic
I'l'lumina 2013 Gl obal Sales Meeting. Whistle

Genome BCb6s Bringing GenomBCs MNMowmelEved@l2. P
it and why it matterso.

BC Cancer Foundation 2011 Inspiration Gal a.
Projecto.

BC Cancer Foundation Annual Donor Recognition Event. Vancouver, BC. Sep 2011.

BC Cancer Foundation Inspiration Gala Cockt
Medi cine Projecto.

The Leukemia & Lymphoma Society of Canadaéds
i The i1andwvidonofthe GenomeSaeces Centreo.
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35.

34.

33.

32.
31.
30.

29.

28.
27.

26.
25.

24.
23.
22.

21.

20.
19.

18.

17.
16.

15.

14.
13.

12.

dging the

BC Cancer Agency CliniciaBci ent i st Retreat fABri
AThe EZH2 Sto

May 06, 2011. Presentation on

Vancouver Chinatown and Arbutus Lions Club Medal of Merit Award Dinner. VancouvelVB(L.
2011.

University of British Columbia. Dr. Donald Riddle Retirement Symposium. Vancouver, BC. Nov 0
2010. ADNA sequencing for genome analysi so.

BC Cancer Foundation Dinner Event. Vancouver, BC. June 2010. Presentation on brain seaasr.r
The Leukemia & Lymphoma Society of Canadads

Vancouver Chinatown and Arbutus Lions Club Medal of Merit Award Dinner. Vancouver, BC. May
2010.

BC Cancer Agency, Lymphoid Cancer Edugati For um. Vancouver, BC.
Mut ations in Follicular and Diffuse Large B

BC Cancer Foundation Dinner Event. Vancouver, BC. Apr 2010. Presentation on lymphoma resei

Provincial Health Services Authority BoardDfi r ect or s Meet i ng. Langl
Analysis for Cancer Mutation Discoveryo.

Gl enwood 2010 Interdisciplinary Seminar Ser

BC Cancer Agency, Brain Tumour Symposium, Richmond, BC2Jan 2 010. #dACance
Brain Tumour 0.

Vancouver Chinatown and Arbutus Lions Club Meeting. Vancouver, BC. Dec 2009.
BC Cancer Foundation Board Meeting. Vancouver, BC. Sep 2009.

Vancouver Chinatown and Arbutus Lions Club Medal of i&ward Dinner. Vancouver, BC. May
2009.

BC Cancer Agencyb6s Bridging the Gulf Betwee
BC. Apr Canceoo0genbme and transcriptome seq

BC Cancer Foundation Annual Leadership &egacy Circle Event. Vancouver, BC. Apr 2009.

BC Cancer Agency Genome Sciences Centrebs F
iGenomes, Transcriptomes, and Personali zed

BC Cancer Agency, Lyphoid Cancer Translational Research Retreat. Vancouver, BC. Oct 31, 20(
AfGenomi csoO.

BC Cancer Foundationds Leadership and Legac

Vancouver Chinatown and Arbutus Lions Club Medal of Merit Award Dinner. daver, BC. May
2008.

Presentati on, fiGenomes and Genomicso ~150 B
Project Outreach Program. Vancouver, BC. Oct 2007.

Genome BC 2007 Board Retreat. VancandeilecB@

Presentation, The Young Presidents Organi z
or Cancer Researchodo Event. Vancouver , BC. A

Vancouver Chinatown and Arbutus Lions Club Medal of Merit Award Dinnercdiawver, BC. Feb
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11.

10.

2007.
Si mon Fraser Universityodos Genomics Mini Sym
the Genome Sciences Centreo.

Presentation AANn Overview of Genomics/ Genom
as part of the MORGEN Project Outreach Program. Vancouver, BC. Nov 2006.

Presentation, The Young Presidents' Organization Canadian Council Visit at the BC Cancer Rese
Centre. Vancouver, BC. May 2006.

Probus Club. SurreeynonBiCcs NRevs eladr,c h2 0iond . B GioG
Simon Fraser University. Burnaby, BC. June 2004. Convocation address.

BC Research Institute for Childrenods
Genome SequenceoO. Vancouver, BC. 2003.
C

1*AnnualBCCacer Foundation Leadership
of Researcho.

Genome British Columbia Board Retreat . | Gfiicalc
Factors for Genome BC Successo.

IntroductiontoLegs at i ve Assembly & Caucus Briefing.

BC Biotech and First Forward present: Bioinformatics for Biotech Executives. Vancouver, BC. 20(
AiBi oinformatics at the BCCA Genome Sciences

Presentation to Canadiaed e r a | Mi ni ster of Heal t h Al an R
Prospects and Progresso.

MEETING ABSTRACTS AND POSTERS:

ISMB/ECCB 2021 Conference (Virtual). July-3B, 2021. Reisl€, WilliamsonL, Pleasancg, Bleile
D, DaviesA, PellegriniB, Mungall K, Chuahg, KrzywinskiM, PletzRM, Li J, Stevensom, WongH,
ReisleA, DouglasM, LewisE, BonakdaM, NelsonJ, GrisdaleC, FisicA, Mitchell T, RenoufD, Yip S,
LaskinJ, MarraM, JonesS. Robust variant interpretation in precision oncology usiggaph knowledge
base

17th Scientific Workshop / 4th ARGO Meeting (Virtual). Beijing, China. May1542021. Titmusg,
PendelA, Pleasancg, BrownS, GrisdaleCJ, TophamJ, ShenY, BonakdaM, Taylor GA, Williamson

L, Mungall K, Chuahg, MungallAJ, MooreRA, LavoieJM, Yip S, Lim H, RenoufDJ, SunS, Jones
SJM HoltR, MarraMA, LaskinL. CAPTIV-8: A prospective trial of atezolizumab using a multivariate
model incorporating whole genome and transcriptome analysis.

AmericanAssociation for CanceResearch Annual Méeg (Virtual). Apr 1015, 2021 WilliamsonL,
Rive C, Di Francesc®, Titmussk, ChunE, BrownS, Milne K, LeeA, Yip S, Dix D, Holt R, NelsonB,
Hirst M, JonesS, RassekhRr, DeyellR, LaskinJ, MarraM. Response to nivolumab in pediatthordoma
with overexpression of brachyurfPoster presentation)

American Association for Cancer Research Annual Meeting (Virtual). A{i51@021 Titmuss E
Pender A, Pleasance E, Brown S, Grisdale CJ, Topham J, Shen Y, Bonakdar M, Taylor GA)Siili
L, Mungall K, Chuah E, Mungall AJ, Moore RA, Lavoie JM, Yip S, Lim H, Renouf DJ, Sun S, Jones
SJIM, Holt R, Marra MA, Laskin L. CAPTIAB: A prospective trial of atezolizumab using a multivariate
model incorporating whole genome and transcriptome sisa{iPoster presentation)
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10.

11.

12.

13.

14.

15.

American Association for Cancer Research AnnualtMgdVirtual). Apr 1315, 2021 BohmA,
Pleasanc&, TitmusskE, WeeK, TaylorG, BonakdamM, ShenY, WilliamsonL, CsizmokV, JonesV,
NelsonJ, DeolB, ReisleC, MungallK, ChuahE, MungallA, MooreR, SunS, Lim H, RenoufD, JonesS,
MarraM, LaskinJ. Personalized therapy choice integrating genome and expression data in advanct
cancers(Oral presentation)

American Association for Cancer Research Annual Meeting (Virtaal) 1015, 2021 WeymannD,
PollardS, ChanB, Titmussk, BohmA, LaskinJ, JonesSJM, Pleasanc&, NelsonJ, FokA, Lim H,
KarsanA, RenoufDJ, SchradeKA, SunsS, Yip S, SchaeffeDF, MarraMA, RegierDA. Differencein-
difference analysis of clinicaha cost outcomes following genomicgormed advanced cancer treatme
(Oral presentation)

Virtual Keystone Symposia. Single Cell Biology. Mar19, 20211 eBlanc VG, Trinh DL, Hughes M,
Aslanpour S, Livingstone D, Blough MD, Cairncross JG, Kelyirra MA. Singlecell landscapes of
primary glioblastoma and matched organoids and cell lines reveal variable retention efidtietra
tumour heterogeneity.

The Annual AGBT Meeting (Virtual). Mar-3, 2021 Haile S, Corbett RD, LeBlanc VG, Wei L,
Pleasance S, Bilobram S, Brown K, Trinh E, Smith J, Trinh DL, Bala M, Chuah E, Mungall K, Réor
Mungall AJ, Coope RJ, Zhao Y, Jones Barra MA A larger scale strangpecific protocol for ful
length total RNA sequencing from single ce{Roster pregntation)

Society of Interventional Oncology 2021 Annual Scientific Meeting (Virtual). F&pZD21.WongSK,
ShenY, WeymanrD, NelsonJ, ShirvaniD, FisicA, MungallAJ, YuanR, Martin M, FergusorDJ,
CaffertyJ, LaskinJ, MarraMA, LimHJ MarCBrit i sh Col umbi aés Persont
Research Program: Predictors of Biopsy Success for Genomic Analysis

2021 Gastrointestinal Cancers Symposium (Virtual). Jah712021TsangES, CsizmokV, Williamson
L, Pleasanc&D, TophamJT, Karasinskal, Titmussk, SchradeKA, CaffertyF, Yip S, TessietCloutier
B, MungallK, SunS, Lim HJ, LoreeJM, LaskinJJ MarraMA, JonesSJM, SchaeffeDF, RenoufDJ.
BeyondBRCA? clinical utility of homologous recombination deficiency in gastrointestinal cancers.

1% International Symposium of CCil-Bioinformatics and its application to cancer and otliseases
(Virtual). Jan 15, 2021ChunH-J E, JohanrPD, Milne K, ZapatkaM, Buellesbact, IshaqueN, IskarM,
ErkekS, Weil, TessietCloutierB, LeverJ, Titmuss E, TophamJ, Bowlby R, Chuahg, MungallKL, Ma
Y, MungallAJ, MooreRA, TaylorMD, GerhardS, JonesSJM, KorshunovA, GessleM, Kerl K,
HasselblatiM, FrihwaldMC, PerlmargJ, NelsonBH, PfisterSM, Kool M, MarraMA. Comparative
analyses of extraranial and cranial rhabdoid tumours reveal subgroups with cytotoxic T cell infiltrati

62nd ASH Annual Meeting and Exposition (VirtudDec 58, 2020. Thomas N, Grande BM, Mungall A
MungallK, Bowen], PetrelloH, BryanT, GerhardDS, MarraMA, Staudt_M, Morin RM. Key genetic
and molecular aberrations identified in Efdsitive Burkitt lymphoma cell lines.

62nd ASH Annual Meeting and Exposition (Virtual). De8,52020. WeL, Trinh D, RiesR, JinD,
CorbettR, SmithJL, FurlanS, MeshinchiS, MarraMA. Integrative analysis of singl=ell RNA-seq and
ATAC-seq data across treatment time points in pediatric AMaster presentation)

62nd ASH Annual Meeting and Exposition (Virtual). De8,52020.RushtonCK, AlcaideM, CheungM,
MichaudN, DaigleS, Rys RN, Arthur S, ZymiakM, DavidsonJ, BushellK, Yu S, JainM, Shepherd.,
MarraMA, Kuruvilla J, CrumpM, MannK, AssoulineS, ConnorslM, SteidlC, JohnsorN, ScottDW,
Morin RD. The copy number landscape of relapsed and refractory diffuse largielBnphoma.(Poster
presentation)

AACR Immunology and Immunotherapy Virtual Conference. Oe2092020TitmussE, Pende®,
Pleasancg&, FanK, Pearsord, BrownS, GrisdaleCJ, TophamJ, ShenY, BonakdaM, Taylor GA,
WilliamsonL, MungallK, Chuahg, Mungall AJ, MooreRA, LavoieJM, Yip S, Lim H, RenoufDJ, Sun
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16.

17.

18.

19.

20.

21.

22.

23.

24.

25.

S, JonessSJIM, Holt R, MarraMA, Laskind. CAPTIV-8: A prospective trial of atezolizumab using a
multivariate model incorporating whole genome and transcriptome analysis.

2020NANETS Multidiscipinary NETMedical Virtual Symposium. Oct-3, 2020.Yang KC, Kalloger S,
Aird J, Lee M, Rushton C, Spencer S, MungalMungallA, ColborneS, Morin RD, LoreeJM, Marra
MA, RenoufDJ, Morin GB, SchaeffeDF, GorskiSM. Proteotranscriptomic classificatiamd
characterization of pancreatic neuroendocrine neoplasms.

2020 BC Cancer Virtual Research Day. Sep 21, 2RafierVL, GagliardiA, Titmuss EBowlby R,

Zong Z,NamirembeC, GrinerN, PetrelloH, BowenJ, ChanS, Culibrk L, DarraghT, StolerMH, Wright
T, GesuwarP, DyerM, MaY, MungallKL, Jones SIMNakisigeC, Novik K, OremJ, OrigaM, Gastier
FosterJM, YarchoarR, CaspelC, Mills G, Rader]S OjesinaA, GerhardDS, MungallAJ, Marra MA.
Analysis of Ugandan cervical carcinomas identifies hunaillpmavirus cladispecific epigenome and
transcriptome landscapes.

28thConference on Intelligent Systems for Molecular Biol¢diytual). July 1316, 2020Grewal K,
Pleasance E, Csizmok V, Williamson L, BledleWeeK, ShenY, TessiefCloutierB, Yip S, RenoufD,
LaskinJ, Marra M, JonesSIM Singlesample pathway analysis using Pathway Impact Evaluation (Pl
machinelearning based cancer classifigiBoster presentation; 2 Prize in Best Poster categoryn
Translational Medicine)

17th Annwal EuropearNeuroendocrind umor-Society (ENETS) Conference. Mar-18, 2020. Yang
KC, Kalloger S, Aird J, Lee M, Colborne S, Loree JM, Marra MA, Morin GB, Renouf DJ, Schaeffer
Gorski SM. Pancreatic Neuroendocrine Neoplasms: Dissecting the Molectdaoditmeity.
(Neuroendocrinol.2020 Mar; 110:56 Suppl 1)

USCAP 109th Annual Meeting. Los Angeles, GA&b 29Mar 5, 2020NasoJR TophamJT, LeeMCK,
Kalloger SE, KarasinskalM, LaskinJ, MarraMA, RenoufDJ, SchaeffeDF. Association of Inflammatory
Cell Infiltrates with Signatures of Immunogenicity in Metastatic Pancreatic Adenocarcigoatalnvest.
2020 Mar; 100:16641665 Suppl 1)

The20" Annual AGBT Meeting. Marco Island, FL. Feb-28, 2020. Zhao YJ, Haile S, Rogic S, Corbe
RD, Bilobram S, Smilus D, Pandoh P, Kirk H, McDonald H, Bowlby R, Mungall KL, Chuah E, Coop
R, Mungall AJ, Moore R, Jones S, Stowe R, Marra MA. Automated RNA Extraction and Library
Construction Protocols for Strat®pecific RNA Sequencing from Blood Sampl@oster presemation)

The 2@h Annual AGBT Meeting. Marco Island, FL. Feb-28, 2020. Gagliardh, PorterV, TitmussE,
ZongZ, Bowlby R, NamirembeC, GrinerN, PetrelloH, BowenJ, ChanS, DarraghTM, StolerMH,
Wright TC, GesuwarP, DyerM, MaY, MungallKL, Nakisge C, Novik K, OremJ, OrigaM, HTMCP
Working Group, GastieFosterJ-M, YarchoarR, CaspelC, Mills G, RaderdS OjesinaA, GerhardDS,
Mungall AJ, MarraMA . Analysis of Ugandan cervical carcinomas reveals human papillomavirus cla
specific epigenome drranscriptome landscapé€Boster presentation)

The 2@h Annual AGBT Meeting. Marco Island, FL. Feb-28, 2020. CoopRJN, Pleasanc§&, Pandoh
P, Schlosse€, CorbettR, ZhaoYJ, MungallA, MooreR, MarraMA .. Rapid Microdissection of Tissue
Sectionwia Laser Ablation(Poster presentation)

The 2@h Annual AGBT Meeting. Marco Island, FL. Feb-28, 2020. Chuah E, Reisle A, Lim C,
Schlosser C, Spothelfer D, Yang J, Reisle C, Davies A, Lewis E, Nelson J, Wang S, Mungall K, M
Yip S, Marra M, dnes S, Coope R. A platform for annotation and sharing of pathology imaging anc
integration with personalized genomic dgRoster presentation)

61st ASH Annual Meeting and Exposition. Orlando, FL. Dd®©72019 Coyle KM, Pararajalingar®,
Arthur SE ThomasN, AlcaideM, MeissneB, BoyleM, GrandeBM, RushtorC, ToomarL, SlackGW,
Mungall AJ, GascoyndRD, SteidlC, Connors]M, Villa D, MarraMA, JohnsorN, ScottDW, Morin RD.
Mutations affecting RNA binding proteins are a novel feature of mantlé/ogdhoma
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26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

36.

61° ASH Annual Meeting & Exposition. Orlando, FL. De€l®, 2019Wei L, RiesR, PlettnerP, Mungall
K, MungallA, MeshinchiS, MarraMA. Transcriptome Analysis of Pediatric AML Reveals Non Pretei
Coding RNAs Associated with Poor Survivalit©ome and Treatment ResistanE®ster presentation)

BC Cancer Summit. Vancouver, BC. Nowv23, 2019. Tsang ES, Grisdale CJ, Pleasance E3,Yip
CloutierB, MungallK, Ng T, SunS, Lim HJ, RenoufDJ, LaskinJ, MarraM, JonesS, Loree JM
Uncovering dinically Relevant Gene Fusion Events with Integrated Genomic and Transcriptomic
Profiling.

BC Cancer Summit. Vancouver, BC. Nowv23, 2019WeymannD, PollardS, LaskinJ, JonesSIJM
TitmussE, Pleasancg, Lim H, KarsanA, RenoufDJ, RoscoeR, Ho C, LevasseuN, SchradeKA, Sun
S, Yip S, MarraM, RegierDA. An observational study protocol examining the-sgaild clinical
effectiveness of whole genome and transcriptome analysis to guide advanced cangeostare.
presentation)

BC Cancer Summit. &couver, BC. Nov 223, 2019. Chun H E, Johann PD, Milne K, Zapatka M,
Buellesbach A, Ishaque N, Iskar M, Erkek S, Wei L, TesSleutier B, Lever J, Titmuss E, Topham J,
Bowlby R, Chuah E, Mungall KL, Ma Y, Mungall AJ, Moore RA, Taylor MD, Gerhard Iifdes SJM,
Korshunov A, Gessler M, Kerl K, Hasselblatt M, Frihwald MC, PerliariNelsonBH, PfisterSM,

Kool M, Marra MA. Identification and analyses of extteanial and cranial rhabdoid tumour molecular
subgroups reveal tumours with cytotoxic T cefiltration. (Poster presentation)

BC Cancer Summit. Vancouver, BC. Now23, 2019.Takemon Y, Chittaranjan S, Song J, Chan SY
Lee SD, LeBlanc VG, Mrra MA In-silico predictions of synthetic lethal interactions in @i@itated
cancers.

The CanadialCancer Research Conference. Ottawa, ON. NbyZD19.Takemon Y, Chittaranjan S,
LeBlanc VG, Lee SD, Song J, Chan SY, Marra MA. Applicatiomeilico predictions of synthetic letha
interactions in Cl@nutated cancers

The Canadian Cancer Researanférence. Ottawa, ON. Nov3 2019.Porter VL*, Gagliardi A*,
Mungall AJ, Bowlby R, Titmuss, Zong SZ, Chan S, Mungall K, Novik K, Gerhard DS, Marra‘tA.
first author. Human papillomavirus displays cladpecific epigenome and transcriptome dysremnia
in cervical carcinomas.

44th Congress of the Europe&ncietyfor-MedicalOncology (ESMO). Barcelona, Spain. SepQat 1,
2019. Pender A, Titmuss E, Pleasance E, Fan K, Pearson H, Bonakdar M, Taylor G, Mungall K, M
Lavoie 3M, Yip S, Lim H,Renouf D, Jones S, Marra M, Laskin J. Predictive markers of checkpoint
inhibitor activity in adult metastatic solid tumou¢dnn Oncol. 2019 Oct; 30 Suppl 5)

AACR Special Conference on the Advances in Pediatric Cancer Research. Montreal, QGC1%ep 17
2019.Garancher A, Suzuki H, Haricharan S, Masihi MB, Rusert JM, Norris PS, Carrette F, Romera
Morrissy SA, Skowron P, Cavalli FMG, Farooq H, Ramaswamy V, Morcavallo A, Henderson JJ, Ol
JM, Cho YJ, Li XN, Chesler L, Marra MA, Becher OJ, Bradley Ware CF, Taylor MD, Wechsler
Reya RJOvercoming immune evasion in pediatric brain tum(@sncer Res. 2020 Jul; 80(14):223
Suppl S)

AACR Special Conference on Pancreatic Caneéaivances in Science and Clinical CaB®ston, MA.
Sep 69, 2019. Topha JT, Titmuss E, Pleasance ED, Williamson LM, Karasinska JM, Culibrk L, Lee¢
MKC, Kalloger SE Mendis SMoore RA, Mungall AJLaskin JLoree JM, Mager DL Marra MA, Jones
SJ, Schaeffer DF, Renouf DJ. Endogenous retrovirus transcript levels are assattidtachunogenic
signatures in multiple metastatic cancer tyg€sncer Res. 2019 De@9(24)Suppl S).

AACR Special Conference on Pancreatic Canéatvances in Science and Clinical Care. Boston, MA
Sep 69, 2019.Tsang ES, Topham JT, Karasinska Ilde MKC, Mendis S, Culibrk L, Denroche RE,
Jang GH, Kall oger SE, Moore RA, Mungall AJ,
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37.

38.

39.

40.

41.

42.

43.

44.

45.

46.

47.

48.

Marra MA, Loree JM, Schaeffer DF, Renouf [Bhrly-onset pancreatic ductal adenocarcinomas are
characterized by distinct mutational landscap@ancer Res. 2019 Dec; 79(24) Suppl S)

43rd CCMG Annual Scientific Conference. Niagara Falls, ON. Jur522019. Thibodeau ML, Dixon
K, O6 Nei | | K, Krzywi nski M, Rei sl e C,rDVMCramin&|
Chia S, Young S, Pleasance E, Pleasance S, Pandoh P, Mungall A, Moore R, Karsan A, Laskin J,
M, Schrader K, Jones S. Characterization of germline structural variants in mddghapenetrance
hereditary canceagenes in the Personadid OncoGenomics cohort.

15th International Conference on Malignant Lymphoma. Lugano, Switzerland. J&2e 2819 Mottok
A, HungSS ChaveZEA, WoolcockB, TeleniusA, ChongLC, MeissneB, Nakamurad, GascoyndiD,
ConnorsJM, Ben Nerials, MungallA, Marra MA, SiebertR, ScottDW, Savage<J, and SteidlC.
Integrative genomic analysis identifies key pathogenic concepts in primary mediastinattaie B
lymphoma

BC Cancer Research Day. Vancouver, BC. June 17, 20ti&a |, LeBlanc VG, Shen YGulibrk L,
Corbett R, Cairncross JG, Marra M&enomic and Transcriptomic analysis of a khagnm
oligodendroglioma survivor with positive responseadiationfree chemotherapy.

BC Cancer Research Day. Vancouver, BC. June 17, BaitferVv*, GagliardiA*, Mungall AJ, Titmuss
E, Bowlby R, ZongSZ, NamirembeC, GrinerN, Allen H, BowenJ, ChanS, DarraghT, DyerM, Ma,
Mungall KL, NakisigeC, Novik K, OremJ, OrigaM, HTMCP Cervical Working Group, Gastidfoster],
YarchoanR, CaspelC, Mills G, RadeJ, QjesinaA, GerhardDS, Marra MA. *co-first author Human
papillomavirus displays claepecific epigenomand transcriptome dysregulation in cervical carcinorr

BC Cancer Research Day. Vancouver, BC. June 17, Z@keémon Y Chittaranjan S, Lee SD, Le#hc
VG, Song J, Chan SWlarra MA. Application of insilico predictions of synthetic lethalteractions in
ClIC-mutated cancers.

BC Cancer Research Day. Vancouver, BC. June 17, 20E9L, RiesRE, Trinh D, MeshinchiS, Marra
MA. Single cell RNA sequeaing of pediatric AML revealfreatmemassociated clonal dynamics.

ASCO Annual MeetingChicago, ILMay 31- June 4, 2019ZhaoEY, FengX, Pleasanc&D, Ng TL,
GrewalJ, MohammadN, Taylor SK, SimmonsCE, SrikantharA, RassektsD, DeyellR, Sheny,
TitmussE, Lim HJ, RenoufDJ, GelmonKA, Yip S, JonesSJM, MarraMA, LaskinJd The Whole
Genome Landscape of Adult Metastatic Sarcoma.

ASCO Annual Meeting. Chicago, IL. May 30une 4, 2019.eVasseulN, CsizmokV, Bonakdai,
Sheny, Zibrik L, ZhaoEY, SunS, GelmonKA, LaskinJJ MarraMA, ChiaSKL. Whole transcriptome
sequencing in metastatic can¢ek review of expression outliers in 113 metastatic breast cancer pati

ASCO Annual Meeting. Chicago, IL. May 30une 4, 2019.avoie JM, CsizmokV, WangG,
WilliamsonL, MarraMA, LaskinJJ JonesSJM RenoufDJ, Kollmannsberge€K. Whole genome and
transcriptome analysis (WGTA) of metastatic adrenocortical carcinoma (mACC).

ASCO Annual Meeting. Chicago, IL. May 3Tune 4, 2019TsangES, GridaleCJ, Pleasanc&D, Yip
S, TessieiCloutierB, MungallK, NgTL, SunS, Lim HJ, RenoufDJ, LaskinJJ MarraMA, JonesSJM,
LoreeJM. Uncovering Clinically Relevant Gene Fusion Events with Integrated Genomic and
Transcriptomic Profiling.

ASCO Annual Meeting. Chicago, IL. May 31June 4, 2019.eeM, JonedMR, WilliamsonL, Topham
JT, WongH-L, AddisonS, DenrocheR, JangGH, Karasinskal, McGhieJP, Gill S, Lim HJ, Yip S, Knox
JJ GallingerS, LaskindJ MarraMA , JonesSJM, SchaeffeDF, RenoufDJ. Comprehensive genomic
analysis of metastatic pancreatic ductal adenocarcinoma (mPDAC) reveals a significant proportion
clinical actionable aberrations.

ASCO Annual Meeting. Chicago, IL. May 3Tune 4, 2019endisSR TophamJT, TitmussE,
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49.

50.

51.

52.

53.

54.

55.

56.

S7.

58.

59.

WilliamsonL, Pleasanc&D, Culibrk L, Karasinskal, Liu SL, LeeM, Aird J, MooreRA, Mungall AJ,
LaskinJJ JonesSJM, MarraMA, SchaeffeDF, RenoufDJ, LoreeJM. Comprehensive transcriptome
analysis reveals link between epigenetic dysregulation, endogenougusteypression and
immunogenicity in metastatic colorectal carcinoma.

15" ICGC -ARGO Scientific Workshop. Glasgow, UK. May-2®, 2019Nelson J,Zibrik, L, Carstairs,
C, Fok A,Sauve K, Roscoe R, Laskin J, Marra M. Collaborative Publication Privctss Personalized
OncoGenomics Program.

15" ICGC -ARGO Scientific Workshop. Glasgow, UK. May-2®, 2019. Weymann D askin J Marra
MA, Regier DA. Earlystage economic evaluation of wh@enome and transcriptome analysis to guid
advanced canceare.

15" ICGC -ARGO Scientific Workshop. Glasgow, UK. May-29, 2019Wilson JM, DenrocheRE,
DoddA, HutchinsonS, RamotarS, ChadwickR, Liang S-B, MasoomiarM, Lungul, BartlettJMS
NottaF, ZhangA, JangGH, KryzanowskiP, LamB, TophamJ, LeeM, WilliamsonL, BonakdarM,
JonesM, MarraM, NelsonJ, Taylor G, MetcalfeA, WarrenC, Karasinskal, WangY, SchaeffeD,
TangP, FischerSE, GoodwinR, SpratlinJ, BatheO, Biagi J, Zogopolouss, TehfeM, Renouf D,

06 K aGMe KnoxJJ GallingerS. Enhanced Pancreatic Cancer Profiling for Individualized Care
(EPPIC):An ICGC-ARGO Project.

Keystone Symposia: 3D Genome. Banff, AB. Mar2ll7 2019 Porter VL, Topham JT, Trinh DL,
Gagliardi A, Jin D, Huff RD, Mungall AJ, Lorzadeh A, Moksa M, Hirst M, kéaMA. Global enhancer
dysregulation in histone methgansferase KMT2D mutant cell§Poster presentation)

B.1.G. Research Day, University of British Columb&ancouver, BC. Mar 14, 2018eBlanc VG, Trinh
D, Hughes M, Luthra I, Livingstone D, BlohdvD, Cairncross JG, Kelly JJ, Marra MExploring
cellular subpopulations in glioblastoma and matched padierted organoids using singtell RNA-seq
(Poster presentation)

The 19h Annual AGBT Meeting. Marco Island, FL. Feb-Rfar 3, 2019. Zhat'J, PandohP, Kirk H,
SmailusD, CorbettRD, MacLeodT, McDonaldH, Haile S, BilobramS, CoopeR, MungallAJ, MooreR,
JonesS, MarraMA. Automated Beatbased Total Nucleic Acid Extraction Including Micro RNAs
(miRNASs) from Mammalian TissuéPoster presentéion)

The 19h Annual AGBT Meeting. Marco Island, FL. Feb-Rfar 3, 2019. CoopR, SchlosseC,
Pleasanc®, CorbettR, MaY, ZhaoYJ, MungallA, MooreR, TessietCloutierB, Yip S, MarraMA.
Large Scale Tumour Enrichment by Laser Microdissec{i®aser presentation)

The 19h Annual AGBT Meeting. Marco Island, FL. Feb-Rfar 3, 2019. Chuak, ReisleC, ZadehA,
BozokyZ, Martin N, Davies), Pelligrini B, LewisE, WangS, NelsonJ, MungallK, MarraM, JonesS. A
platform for generation and sharingabhical genomic datgPoster presentation)

The 2019 Gastrointestinal Cancers SymposiBan Francisco, CAan 1719, 20191 eeM, JonesMR,
WilliamsonL, TophamJT, AddisonS, WongH-I, DenrocheR, JangGH, Karasinskal, McGhieJP, Gill

S, Lim HJ, Yip S, Knox JJ GallingerS, LaskindJ MarraMA, JonesSJM, SschaeffeDF, RenoufDJ.
Comprehensive genomic analysis of metastatic pancreatic ductal adenocarcinoma (mPDAC) revei
significant proportion of clinical actionable aberrations.

Keystone Singl-Cell Biology. Breckenridge, CO. Jan 117, 2019LeBlanc VG, Trinh D, Hughes M,
Luthra I, Livingstone D, Blough MD, Cairncross JG, Kelly JJ, Marra EAploring cellular
subpopulations in glioblastoma and matched organoids using-slyRNA-seq.(Poder presentation)

60th ASH Annual Meeting & Exposition. San Diego, CA. Det, 2018. EnnishD, JiangA, BoyleM,
Collinge B, GrandeBM, BenNeriahS, SlackGW, FarinhaP, Mottok A, MeissneiB, SaberiS,
Bashashath, Villa D, SavageJ, SehnLH, Kridel R, MarraMA, ShahSP, SteidlC, ConnorsIM,
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60.

61.

62.

63.

64.

65.

66.

67.

68.

69.

70.

GascoyndRD, Morin RD, ScottDW. The doublehit gene expression signature defines a clinically ant
biologically distinct subgroup within GGBLBCL.

Cell SymposiaTCGA Legacy: MulttOmic Studies in Cancer Symgium. Washington, DC. Sep-28,
2018.Lavoie J-M, Mitchell T, LeeS-E, DeolB, JonesS, MarraM, LaskinJ, RenoufDJ. Patient
Selection for a Developmental Therapeutics Program Using Kdutiics.

18" International Symposium on Pediatric Ne@acology Denver, CO. June 3luly 3, 2018. Johann
P, Chun E, Erkek S, Iskar M, Perlman E, Hasselblatt M, Pfister SM, Marra M, Kool M. Whole genc
and epigenome characterization links ATRIYC to a subgroup of renal rhabdoid tumo(bleuro-
Oncol. 2018 Jun;20:2%Buppl 2)

Inaugural AACR International Meeting Advances in Malignant Lymphoma: Maximizing the-Basic
Translational Interface for Clinical Application. Boston, MA. June2B22018. Ennishi D, Takata K,
Beguelin W, Duns G, Mottok A, Farinha P, Bashashatb#beri S, Meissner B, Boyle M, B&teriah S,
Kridel R, Savage KJ, Sehn LH, Morin RD, Marra MA, Shah SP, Connors JM, Gascoyne RD, Scot
Melnick AM, Steidl C. MHC class Il expression is associated with a distinct mutational profile and
immune cell landcape in the microenvironment in Germinal Cent€dd-like Diffuse Large BCell
Lymphoma.

BC Cancer Research Day. Vancouver, BC. June 11, 2018. Cu|iBtewal], Pleasenc&D, JonesMR,
MungallKL, LaskinL, MarraMA, JonesSIM.TC-seqR: A statistial framework for estimation of
tumourpurity and ploidy from whole genome sequencing data.

American Society of Clinical Oncology Annual Meeting. Chicago, IL. Jube2018. Zhao EY,
Pleasance ED, Jones MR, Shen Y, Reisle CR, Mungall AJ, Moore RYdh&enouf DJ, Laskin JJ,
Marra MA, Jones SJM. Evolution of Genomic Instability in Metastatic Cancer.

American Society of Clinical Oncology Annual Meeting. Chicago, IL. JubeZ2018. Thibodeau ML,
Zhao EY, Bonakdar M, Taylor G, Reisle C, Mungall Adijllmson L, Nelson BH, Ergin EK, Ng T,
Renouf DJ, Lim HJ, Marra MA, Laskin J, Jones SJM, Schrader KA. Genomic profiling and mutatic
signatures associated with the germline deletion polymorphism APOBEC3A_B in diverse cancer t

Genome B C&snomics Rowm RP018. Vancouver, BC. May 24, 2018. Culibrk L, Grewal J,
Pleasence ED, Jones MR, Mungall KL, Laskin J, Marra MA, Jones SJMe{R: A statistical
framework for estimation of tumour purity and ploidy from whgenome sequencing data.

107" Annual Meeting of the United States and Canadian Academy of Pathology. Vancouver, BC. |
17-23, 2018. TessieCloutier B, Grewal J, Jones M, Pleasance E, Zhong EZ, Mungall K, Lee TH, C
Sheffiled B, Lee CH, Hoang L, Skinnider B, Smith T, Schad¥ekee AF, Ng T, lonescu D. Nielsen T
Dunham C, Jones S, Laskin J, Marra M, Yip S. Genomic Integrative Pathology: A Large Scale Tu
Next Generation Sequencing Initiatiy®od Pathol. 2018 Mar;31:708)

18th Biennial Canadian Neu@ncology Meeting. Baff, AB. May 10- 12, 2018. LeBlanc VG, Trinh D,
Hughes M, Luthra I, Livingstone D, Blough MD, Cairncross JG, Kelly JJ, Marra MA. Exploring cell
subpopulations in glioblastoma and matched organoids using-siglRNA-seq.

15th Annual European Neagndocrine Tumor Society Conference. Barcelona, Spain. Ma®¢cR718.
Yang KC, Wong H, ShenlY, Colborne S, Kalloger S, Karasinska J, Laskin J, Morin GB, Marra M
Schaeffer DF, Renouf DGorski SM.Molecular Characterization of Primary and MetastBaacreatic
Neuroendocrine Tumors.

The 8" Annual AGBT Meeting. Orlando, FL. Feb -5, 2018 MooreRA, ShenY, Pleasanc&, Jones
M, MungallKL, ThiesseN, MaY, MungallAJ, ZhaoYJ, Yip S, Lim H, RenoufD, RoscoeR, Jones
SJM, LaskinJ, MarraMA. Utilization of Whole Genome Analysis Approaches for Personalized Thel
Decision Making in Patients with Advanced Malignanc{@sster presentation)
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78.

79.

80.
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82.

The 18" Annual AGBT Meeting. Orlando, FL. Feb-11%5, 2018. Mungall AJ, Bleile D, Mungalll KL,
Chong L, Joes M, Ma Y, Moore RA, Connors J, Jones SJM, Laskin JJ, Steidl C, Scott DW, Marra
Recurrent raftlin gene fusions in cand@latform presentation)

The 8" Annual AGBT Meeting. Orlando, FL. Feb 15, 2018. Zhao YJ, Pandoh P, McDonald H,
Corbett RD Alcaide M, Kirk H, Haile S, Trinh E, Bilobram S, Jones M, Miller D, Coope R, Mungall
Ma Y, Moore R, Roscoe R, Jones S, Holt R, Karsan A, Morin R, Marra MA. A rapid, high throughy
protocol for characterization of circulating tumour DNA isolated frdasma and whole bloo(Poster
presentation)

The 18" Annual AGBT Meeting. Orlando, FL. Feb 115, 2018. Jones M, Shen Y, Pleasance E, Zha
Mungall K, Mungall A, Moore R, Ma Y, Jones S, Laskin J, Marra MA. Whole genome and transcri
analysis i a metastatic cancer clinical settifigoster presentation)

The 18h Annual AGBT Meeting. Orlando, FL. Feb-18, 2018. Coope RJN, Schlosser C, Corbett R
Pleasance S, Ma Y, Zhao YJ, Mungall A, Moore R, TesSieutier B , Marra MA. Automated Tissue
Mapping and Microdissection for Large Scale Tumour EnrichnfPoster presentation)

The 18" Annual AGBT Meeting. Orlando, FL. Feb 5, 2018. Shen Y, Jones MR, Pleasance E,
Mungall K, Thiessen N, Ma Y, Moore RA, Mungall AJ, Zhao YJ, Yip S, Lee ARskita], Rassekh R,
Deyell R, Marra MA, Jones SJM. Bioinformatic Integration of Whole Genome Sequencing and RN
Sequencing for Personalized Therapy Decision Making in Pediatric CéPoster presentation)

Society for Laboratory Automation and ScreenBanference. San Diego, CA. FelYy 32018. Haile S,
Pleasance S, Zhan H, Laks E, LeBlanc V, Trinh D, Chittaranjan S, Hansen C, Aparicio S, Marra M
Coope R. Nan@Well Based Single Cell Whole Genome and Whole Transcriptome Sequencing.

59th American Soety of Hematology Annual Meeting. Atlanta, GA. Ded&®, 2017. Wei L, Trinh D,
Meshinchi S, Marra MA. Single cell transcriptome analysis reveals changing levels and distributic
stemness across disease states in pediatric ARtister presentation)

59" American Society of Hematology Annual Meeting. Atlanta, GA. D&292017. Collinge B, Chong
L, BenNeriah S, Slack GW, Ennishi D, Mottok A, Farinha P, Boyle M, Meissner B, Gerrie A, Villa |
Savage KJ, Sehn LH, Morin RD, Mungall A, Gascoyne RD, M&A, Connors JM, Steidl C, Scott
DW. Mutations in exon 2 dfAYCand the N11S polymorphism disrupt the relationship betWea
MRNA and MYC IHC results in diffuse large-&ll lymphoma.

59" American Society of Hematology Annual Meeting. Atlanta, GAc P42, 2017 Grande, BM
Gerhard DS, Griner NB, Casper C, Namirembe C, Omoding A, Orem J, Mbulaiteye SM, Mullighar
Sandlund JT, Alexander T, Choi JK, Abramson JS, Gross TG, Noy A, Bethony J, Greiner TC, Jaf
Harris NL, Gastier Foster JM, Bowd, Allen H, Schmitz R, Wilson W, Martin JP, Martin MR, Irvin
JD, Dyer M, Gesuwan P, He Y, Davidsen TM, Novik K, Mungall AJ, Ma Y, Marra MA, Morin RD,
Staudt LM.Burkitt Lymphoma Genome Sequencing Project (BLGSP): Integrative Genomic and
Transcriptomic Chracterization of Burkitt Lymphoma.

9th American Society of Hematology Annual Meeting. Atlanta, GA. D&2,2017. Jiang A, Grande
BM, Arthur SE, Alcaide M, Ennishi D, Jessa S, Pararajalingam P, Meissner B, Boyle M, Chong L,
Davidson J, Bushell R, Shah S, Mungall A, Gascoyne RD, Marra M, Steidl C, Connors J, Scott D,
Morin D. Identification of recurrent necoding driver mutations in neHodgkin lymphomas through
integrative genomic analysis of 777 patients.

59" American Society of Hematologdnnual Meeting. Atlanta, GA. Dec92, 2017Ries RE, Smith
JL, Triche Jr. T, Farrar J, Alonzo T, Ma Y, Wei L, Guigkyvil J, Smith M, Gerhard D, Bolouri H,
Meshinchi S. Cancer Testis Antigens as Immtherapeutic Targets in Pediatric AML.

59" American Society of Hematology Annual Meeting. Atlanta, GA. D&k292017.Chong L, Ben
Neriah S, Slack GW, Ennishi D, Mottok A, Collinge B, FaraP, Boyle M, Meissner B, Kridel R,
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88.

89.

90.

91.

92.

93.

Gerrie A, Villa D, Savage KJ, Sehn LH, Morin RD, Gascoyne RD, Marra MA, @sniM, Mungall A,
Steidl C, Scott DW. Highesolution architecture and partner genell¥tCrearrangements in lymphom.
with DLBCL morphology.

59" American Society of Hematology Annual Meeting. Atlanta, GA. D&292017. Arthur SA, Mottok
A, Alcaide M, Rushton C, Grande B, Ennishi D, Davidson J, Bushell KR, Gascoyne RD, Marra M,
Connors J, Morin G, Scott D, Steidl C, Morin RBunctional Investigation of the Geh#KBIZ and the

|l mpact of 36UTR Mut &LeliLymploomd. n Di f fuse Large

59" American Society of Hematology Annual Meeting. Atlanta, GA. D&k292017. Ennishi D, Mottok
A, Farinha P, Chan FC, Bashashati A, Saberi S, Meissner B, Boyle M\&@&h S, Kridel R, Savage

KJ, Sehn LH, Morin RD, Marra MA, Shah SP, Connors JM, Gascoyne Rilt,[3¢/, Steidl C. Genetic
Characterization and Clinical Impact of Loss of MHC Class | and |l ExpressamniovdDiffuse Large
B-cell Lymphoma.

4th Canadian Conference on Epigenetics. Whistler, BC. Ne®892@017. Pellacani D, Bilenky M,
Kannan N, Heavi-Moussavi2 A, Knapp DJHF, Gakkhar S, Moksa M, Carles A, Moore R, Mungall #
Marra MA, Jones SJM, Aparicio S, Hirst M, Eaves CJ. Identification of frequently mutated regulatc
regions in human breast cancer.

22" Annual Scientific Meeting and Educaiti Day of the Society for New®ncology. San Francisco,
CA. Nov 1519, 2017Wong D, Lounsbury K, LeBlanc V, Chittaranjan S, Marra M, Yip S. Exploring
functional relationship between Capicua (CIC) and Atdxlike (ATXNLL) in glioma.(Neuro-
Oncology.2017 Nov;19:52 (Supp 6).

AACR-NCI-EORTC International Conference on Molecular Targets and Cancer Therapeutics. Bo:
MA. Nov 5-9, 2017. Shen Y, Jones MR, Pleasance E, Bonakdar M, Ch'ing C, Reisle C, Williamsot
Majounie E, Taylor G, Chan S, SongRigerce B, Zhang W, Zadeh A, Zhao E, Bleile D, Mungall K,
Thiessen N, Chuah E, Wong T, Corbett R, Ma®ore RA, Mungall AJZhao YJ,Yip S, Lee AF,
Rassekh R, Deyell R, Lim H, Renouf Rpscoe RJones SJM, Laskin J, Marra MA. Clinical applicatic
of whde genome and transcriptome sequencing in cancer care.

4th Canadian Cancer Research Conference. Vancouver, BC.Ng2B817. Chun HE, Johann PD,
Bilenky M, Lim E, HeraviMoussavi A, Cheng Dean, Cheng Y, Wong T, Chuah E, Thiessen N, Ma
Gerhard DSMungall AJ, Moore RA, Jones SJM, Perlman EJ, Hirst M, Huang A, Kool M, Marra M.
Extra-cranial malignant rhabdoid tumours exhibit molecular similarities to the Mift&yroup of cranial
AT/RTs. (Poster presentation)

4th Canadian Cancer Research ConfaezeMancouver, BC. Nov 57, 2017. Wei L, Lim E, Trinh D,
Meshinchi S, Marra M. Single cell transcriptome analyses of paediatric AML reveals disparate ger
expression patterns across disease si{@ester presentation)

4th Canadian Cancer Research @omfice. Vancouver, BC. Now%, 2017. Titmuss E, Lim H, Ng T,
Milne K, Nelson B, Marra M. Angiotensin Receptor Blocker as a Potential Immunotherapy in Colol
Cancer(Poster presentation)

4th Canadian Cancer Research Conference. Vancouver, B& Ngw017. Topham JT, Trinh D,
Gagliardi A, Huff RD, Mungall AJ, Schein J, Marra MA. Comprehensive and Integrative Analysis
KMT2D Regulome(Poster presentation)

4th Canadian Cancer Research Conference. Vancouver, BC.NgwB17. LeBlan¥G, Trinh D,
Hughes M, Kelly J, Marra MA. Exploring cellular subpopulations in primary GBM and @BN/ed
organoid models.

4th Canadian Cancer Research Conference. Vancouver, BC.Ng2B817. Pearson H, Pleasance E,
Scott B, Titmuss E, Jones M, Zp$, Sipahimalani P, Ma Y, Holt R, Jones S, Yip S, Lim H, Renouf |
Marra M, Laskin J. Genomic biomarkers of response to checkpoint inhibitor immunotherapy in the
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95.

96.

97.

98.

99.

100.

101.

102.

108.

104.

Personalized OncoGenomics cohort.

4th Canadian Cancer Research Conference. VancouveN®G- 7, 2017. Shen Y, Lai YY, Bose P,
Lever J, Grisdale C, Grinshtein N, Zhao E, Ma Y, Mungall AJ, Moore RA, Senger DL, Robbins SN
Luchman HA, Weiss S, Chan JA, Blough MD, Cairncross G, Kaplan D, Marra MA, Jones SJM.
Comprehensive genomic profilindg matched glioblastoma tumours, eltles, and xenografts.

4th Canadian Cancer Research Conference. Vancouver, BC.NowB817. Lever J, Grinshtein N,
ShenY, Lai YY, Bose P, Grisdale C, Zhao E, MaMungall AJ, Moore RASenger DL, Robbins SM,
Luchman HA Weiss S Chan JA, Blough MD, Cairncross G, Kaplan D, Marra MA, Jones SJM.
Identifying drug resistance markers in glioblastoma-loeds.

4th Canadian Cancer Research Conference. Vancouver, BC.Ngw2B17. Wong D, Lounsbury K,
LeBlancV, Chittaranjan S, Marra M, Yip S. Exploring the Functional Relationship between Capicu
(CIC) and Ataxinl-like (ATXN1L) in Oligodendroglioma.

4th Canadian Cancer Research Conference. Vancouver, BC. Ngw2B17. Grewal J, Gakkhar S, Ma
Y, Zhao YJ,Mungall A, Moore R, Lim H, Renouf D, Gelmon K, Yip S, Laskin J, Marra M, Jones SJ
Using machine learning to identify the site of origin of metastatic tumours.

4th Canadian Cancer Research Conference. Vancouver, BC.Ngw2617. Wang YK, Bashashat,
Anglesio M, Cochrane D, Grewal D, Ha G, McPherson A, Horlings H, Senz J, Prentice L, Karnezi
Lai D, Aniba M, Zhang A, Shumansky K, Siu C, Wan A, McConechy MChang H, Tone A,
Provencher D, Provencher M, Fleury H, Okamoto A, Yanagida S, Yaadih&aito M, Mungall A,
Moore R, Marra M, Gilks B, MeMasson AM, McAlpine J, Aparicio S, Huntsman D, Shah S. Genon
consequences of aberrant DNA repair mechanisms stratify ovarian cancer histotypes.

4th Canadian Cancer Research Conference. Vancd@eiNov 5- 7, 2017. Weymann D, Laskin J,
Roscoe R, Schrader KA, Chia S, Yip S, Cheung WY, Gelmon KA, Karsan A, Renouf DJ, Marra M
Regier DA. The costs of translating whgenome analysis into clinical practice in oncology.

42nd European Society fdfedical Oncology Congress. Madrid, Spain. Sef282017. im HJ,
Schrader KAYoung S Nelson JFok A, Pleasance BElones MShen YQArmstrong L, Virani A,
Rassekh SRDeyell R Yip S, Roscoe RKarsan A Marra M, Laskin JJ Management of germline
findings revealed throughout the course of ttimormmal whole genome sequencing in oncology.

International Human Egenome Consortium (IHEC) Annual Meeting & Science Days 2017. Berlin,
Germany. Oct 124, 2017. HeravMoussavi A, Bilenky M, Gakkhar S, Carles A, Brooks D, Parker J
Brown CJ, Karimuddin AA, Phang PT, Raval M, Filipenko D, Ma Y, Moore R, Mungall A, Marra
MA, Jones SJM, Karsan A, Hirst M. mi#&2b expression is a marker of the CpG island methylator
phenotype in colorectal cancer.

Pancreatic Diseases. Gordon Research Conference. Waterville Valley, NH. 28)€2087. Yang K,
Wong Hl, Shen Y, Colborn&, Hughes C, Kalloger S, Loree J, Kennecke H, Schaeffer D5, Lim H,
Mungall A, Feng X, Davies J, Schrader K, Zhou C, Karsan A, Laskin J, Morin G, Marra M, Renout
Gorski S. Molecular characterization of metastatic pancreatic neuroendocrine tumours.

53¢ Annual Meeting of the American Society of Clinical Oncology. Chicago, IL. Jt$)e2P17. Lim HJ,
Schrader KA, Young S, Nelson J, Fok A, Pleasance E, Jones M, Shen YQ, Armstrong J, Virani A
Rassekh SR, Deyell R, Yip S, Roscoe R, Karsan A, Marra MAihddk Management of germline
findings revealed throughout the course of ttimormal whole genome sequencing in oncology.
(Journal of Clinical Oncology. 2017 May 20;35 (Supp 15).

53¢ Annual Meeting of the American Society of Clinical Oncology. Chicéigajune 26, 2017. Tsang
ES, Shen YQ, Chooback N, Ho C, Jones M, Renouf DJ, Him HJ, Sun S, Yip S, Pleasance E, Ma
YJ, Mungall AN, Moore R, Jones S, Marra M, Laskin JJ. Clinical outcomes after whole genome
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107.

108.

109.

110.

111.

112.

sequencing in patients with metastaticusmall cell lung cancefJournal of Clinical Oncology. 2017
May 20;35 (Supp 15).

53% Annual Meeting of the AmericaBociety of Clinical Oncology. Chicago, IL. Juné22017.
Chooback N, H&, Shen Y, Tsang ED, Zhao YJ, Mungall AJ, Moore R, Lim Heh&uf DJ, Gelmon
KA, Yip S, Jones S, Laskin J, Marra Whole genome and transcriptome sequencing of lung cancel
Options for personalized cancer treatméiaurnal of Clinical Oncology. 2017 May 20;35 (Supp 15).

AACR Annual Meeting 2017. Washington, DBpr 1-5, 2017. Ennishi D, Bashashati A, Saberi S,
Mottok A, Meissner B, Boyle M, BeNeriah S, Kridel R, Savage KJ, Sehn LH, Connors JM, Morin F
Marra MA, Shah SP, Steidl C, Scott DW, Gascoyne RD. Integrative genetic analysis identifies
therapeutic redvance of cell of origispecific genetic alterations in diffuse large@! lymphoma.

58th American Society of Hematology Annual Meeting and Exposition. San Diego, CA-®&036.
Gerhard DS, Grande B, Griner N, Corey C, Gerdts SE, Omoding A, Orelioulaiteye SM, Ogwang
MD, Reynolds SJ, Bhatia K, Ayers L, Choi JK, Mullighan CG, Sandlund JT, Alexander TB, Abram
JS, Gross TG, Noy A, Bethony J, Leal F, Greiner TC, Jaffe ES, Harris NL, Gassir JM, Bowen J,
Hanf B, Schmitz R, Martin-P, Martn M-R, Irvin JD, Miller E, Gesuwan P, Hermida LC, Davidsen Tl
Mungall AJ, Ma Y, Marra MA, Morin RD, Staudt LM. Burkitt Lymphoma Genome Sequencing Proj
(BLGSP): Introduction(Poster presentation)

58th American Society of Hematology Annual Meeting &xposition. San Diego, CA. Deet3 2016.
Triche TJ, Jr., Farrar JE, Bolouri H, Ries RE, Lim EL, Alonzo TA, Ma Y, Moore R, Mungall A, Mar
MA, Guidry Auvil IM, Davidsen TM, Gesuwan P, Hermida LC, Kolb EA, Gamis AS, Smith MA,
Piccolo S, Gernard DS, Mestthi S. Divergent epigenomes in pediatric and adult acute myeloid
leukemia implicate cell of origin and transcriptional silencing of immune responses as sources of
clinically relevant heterogeneity: A Repor
Therapeutically Applicable Research to Generate Effective Treatments (TARGET) Init(i@tisk.
presentation)

58th American Society of Hematology Annual Meeting and Exposition. San Diego, CA-©&036.
Chan FC, Kridel R, Mottok A, Boyle M, Farinligy Tan K, Meissner B, Bashashati A, McPherson A,
Roth A, Shumansky3 K, Yap D, Béteriah S, Rosner J, Smith MA, Nielsen C, Telenius A, Ennishi [
Mungall AJ, Moore R, Morin RD, Johnson NA, Sehn LH, Connors JM, Scott DW, Steidl C, Marra |
Gascoyne RD, SaSP. Divergent Modes of Tumor Evolution Underlie Histological Transformation
Early Progression of Follicular Lymphom@ral presentation)

58th American Society of Hematology Annual Meeting and Exposition. San Diego, CA-©&036.
Tarlock K, Kaeding AJ, Alonzo TA, Loken MR, Ries RE, Pardo L, Gerbing R, Farrar JE, Guidry Au
JM, Gerhard DS, Smith MA, Davidsen TM, Gesuwan P, Hermida LC, Marra MA, Mungall AJ, Mun
K, Ma, Zong S, Long W, Gamis AS, Kolb EA, Meshinchi S. Discovery and ValidatidcellSurface
Protein Mesothelin (MSLN) As a Novel Therapeutic Target in AML: Results from the COG/NCI Ta
AML Initiative. (Poster presentation)

58th American Society of Hematology Annual Meeting and Exposition. San Diego, CA-®&036.
Alexander TB, Gu Z, Choi JK, Loh ML, Horan J, Buldini B, Basso G, Elitzur S, Zwaan CM, de Ha:
Yeoh AEJ, Reinhardt D, Tomizawa D, Lammens T, De Moerloose B, Zhou Li, Hori H, Moorman A
Moore AS, Hrusak O, Meshinchi S, Orgel E, Devidas M, Hunger SP, GAidiy JM, Smith MA,
Davidsen TM, Hermida LC, Gesuwan P, Marra MA, Ma Y, Mungall AJ, Moore R, Gerhard DS, Ca
Shi L, Pounds S, Inaba H, Mullighan C. Genomic Landscape of Pediatric Mixed Phenotype Acute
Leukemia.(Oral presentation)

58th American Socigtof Hematology Annual Meeting and Exposition. San Diego, CA. Déc2916.
Mottok A, Chong L, BerNeriah S, Woolcock B, Zhao YJ, Marra MA, Scott DW, Gascoyne RD,
Mungall AJ, Steidl C. Characterization of Genomic Rearrangements Involving CIITA and SGE§1 |
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113.

114,

115.

116.

117.

118.

119.

120.

121.

122.

Targeted Capture Sequencing of Archival Tissue Specir(feaster presentation)

58th American Society of Hematology Annual Meeting and Exposition. San Diego, CA-®&036.
Farrar JE, Bolouri H, Ries RE, Triche TJ, Jr., Lim EL, Alonzo TA, M#6pre R, Mungall AJ, Marra
MA, Guidry Auvil J, Davidsen TM, Gesuwan P, Hermida LC, Kolb EA, Gamis AS, Smith MA, Gert
DS, Meshinchi S. Marked Differences in the Genomic Landscape of Pediatric Compared to Adult
Myeloid Leukemia: A Report fromtheChh dr ends Oncol ogy Group an
Applicable Research to Generate Effective Treatments (TARGET) Initig@val presentation)

58th American Society of Hematology Annual Meeting and Exposition. San Diego, CA-®&036.
Kridel R, Chan FC, Mottok A, Boyle M, Farinha P, Tan K, Meissner B, Bashashati ANBeiah S,
Gine E, Ennishi D, Mungall AJ, Morin RD, Johnson NA, Sehn LH, Tousseyn T, Dogan A, Connors
Scott DW, Steidl C, Marra MA, Gascoyne RD, Shah SP. Targeted SequenciradsRdeee| Gene
Mutations Associated with Transformation and Early Progression in Follicular LympKieoster
presentation)

58th American Society of Hematology Annual Meeting and Exposition. San Diego, CA-©&036.
Ennishi D, Bashashati A, Saberil8ottok A, Meissner B, Boyle M, BeNeriah S, Kridel R,
DominguezSola D, Savage KJ, Sehn LH, Connors JM, Morin RD, Marra MA, Shah SP, Steidl C, ¢
DW, Gascoyne RD. Frequent Genetic Alterations of PAMT Pathway and Their Clinical Significance
in Geminal Center BCell-like Diffuse Large BCell Lymphoma(Oral presentation)

58th American Society of Hematology Annual Meeting and Exposition. San Diego, CA-©&036.
Ries RE, Bolouri H, Farrar JE, Lim EL, Triche TJ, Jr., Tarlock K, Guidry Aumlitkch BA, Raimondi
SC, Ma Y, Marra MA, Aplenc R, Guest EM, Kolb EA, Gamis AS, Smith MA, Gerhard DS, Meshinc
Alteration of Chromatin Modifiers and Misregulation of Transcription Factors Define the Genomic
Profile of Infant AML. (Oral presentation)

2016 CSCICITAC Annual Scientific Meeting. Toronto, ON. Nov 223, 2016. Zhao EY, Shen'Y,

Pl easance E, Kasaian K, Jones M, Chodng C, R
Mungall AJ, Zhao YJ, Moore RA, Villa D, Shenkier T, Lohrisch C,&8i Yip S, Gelmon K, Lim H,
Sun S, Schrader KA, Young S, Karsan A, Roscoe R, Laskin J, Marra MA, Jones SJM. Guiding Pl:
based Chemotherapy in Breast Cancer with a Somatic Mutation Signature of Homologous Recorr
Deficiency.

6th Annual TFRI BONode Research Day. Vancouver, BC. Nov 23, 2016. LeBlanc VG, Firme M, (
SY, Song J, Lee A, Yip S, Chittaranjan S, Marra MA. Investigating the role of CIC mutations in
malignancy.

6th Annual TFRI BC Node Research Day. Vancouver, BC. Nov 23, 20169 WobheBlanc V,
Chittaranjan S, Chan S, Song J, Lee MH, Marra M, Yip S. Functional Investigations of CIC and
ATXNLL in Oligodendroglioma.

6th Annual TFRI BC Node Research Day. Vancouver, BC. Nov 23, 2016. Clitn HeraviMoussavi
A, Carles A, Wong T, Buah E, Gerhard DS, Mungall AJ, Moore RA, Ma Y, Jones SJM, Perlman E
Hirst M, Marra MA. ExtraCranial Malignant Rhabdoid Tumors Exhibit Heterogeneous DNA
Methylation and Histone 3 Lysine 27 Trimethylation Profiles.

6th Annual TFRI BC Node Research D&fancouver, BC. Nov 23, 2016. MacLeod T, Brooks D, Pan
P, Haile S, Corbett RD, Smailus D, Tsao P, McDonald H, Kirk H, Bala M, Miller D, Mungall AJ, Cc
R, Ma Y, Moore R, Zhao Y, Holt R, Jones S, and Marra MA. An Automated miRNA Library
Construction Rstocol Capturing a Greater Diversity of miRNA Species.

6th Annual TFRI BC Node Research Day. Vancouver, BC. Nov 23, 2016. Weymann D, Laskin J, |
R, Schrader KA, Chia S, Yip S, Cheung WY, Gelmon KA, Karsan A, Renouf DJ, Marra M, Regier
Cost anctosttrajectory of wholegenome analysis to guide treatment of patients with advanced can
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124,

125.

126.

127.

128.

129.

130.

131.

132.

133.

134.

6th Annual TFRI BC Node Research Day. Vancouver, BC. Nov 23, 2016. Grewal J, Gakkhar S, V
Zhao Y, Mungall A, Moore R, Lim H, Renouf D, Gelmon K, Yip Ssken J, Marra M, Jones SJM.
Using machine learning to identify site of origin of metastatic tumours.

6th Annual TFRI BC Node Research Day. Vancouver, BC. Nov 23, 2016. Lai YYY, Shen Y, Grins
N, Lever J, Zhao E, Ma Y, Mungall A, Moore R, Senger Dblitos S, Luchman H, Weiss S, Chan J,
Blough M, Cairncross G, Kaplan D, Marra M, Jones S. Identification of Therapeutic Targets in
Glioblastoma Multiforme.

2016 Till & McCulloch Meetings. Whistler, BC. Oct 26, 2016. Pellacani D, Bilenky M, Kannan N,
Heravi-Moussvi A, Knapp D, Gakkhar S, Moksa M, Carles A, Moore R, Mungall A, Marra M, Jones
Aparicio S, Hirst M, Eaves C. Human mammary cell transcription factor networks predicted from
analyses of differences in enhancer states.

ASHG 2016 Annual Meatig. Vancouver, BC. Oct 132, 2016. Weymann D, Laskin L, Roscoe R, Mg
M, Schrader K, Chia S, Yip S, Cheung W, Gelmon K, Karsan A, Renouf D, Regier DA. The cost a
costtrajectory of wholegenome analysis to guide treatment of patients with advancedrsan

ASHG 2016 Annual Meeting. Vancouver, BC. Oct28 2016. Shen YQ, He A, Zhang W, Thiessen |
Ma Y, Mungall AJ Moore RA Gibson W, Marra MA, Jones SJM. ldentification of causal genes for
genetic disorders using whole genome and whole exemesscing.

ASHG 2016 Annual Meeting. Vancouver, BC. Oct28 2016. Zhao EY, Shen YQ, Pleasance E,
Kasai an K, Jones M, Chéng C, Rei sl e C, Eire
Zhao YJ, Moore RA, Villa D, Shenkier T, Lohrisch C, CBiaYip S, Gelmon K, Lim H, Sun S, Schrad
KA, Young S, Karsan A Roscoe R, Laskin J, Marra MA, Jones SIM. Guiding Platibased
Chemotherapy with a Somatic Mutation Signature of BRCA1/2 Impairment.

ASHG 2016 Annual Meeting. Vancouver, BC. Oct28 2016. LeBlanc VG, Firme M, Chan SY, Son¢
J, Lee A, Yip S, Chittaranjan S, Marra MA. Investigating the rol€laf mutations in malignancy.

48th Congress of the International Society of Paediatric Oncology (SIOP). Dublin, Irelandi 2&t 19
2016. Ooms AAG, Gadd S, Gerhard DS, Smith MA, Gaidry Auvil JM, Meerzaman D, Ma M, Mar
MA, Huff V, Dome JS, Chi YY, Geller JI, Mullighan CG, Wheeler DA, Hampton OA, Van den Heu
Eibrink MM, De Krijger RR, Ross N, Gasti&toster JM, Perlman EJ. Prognostic Impactieb3
Mutation Status in Wilms Tumors with Diffuse AnaplagRediatr Blood & Cancer. 2016 Nov;63 Supy
S34S35)

48th Congress of the International Society of Paediatric Oncology (SIOP). Dublin, Irelandi 2&t 19
2016. Gu Z, LiuY, Roberts K, Shaqg Marvey R, Chen IM, Valentine M, Pei D, Marra M, Larsen E,
Spinelli O, Minden M, Fielding A, Bhatia R, Stock W, Konopleva M, Willman C, Loh M, Hunger S,
Mullighan C. Recurrent MEF2D Fusions Define A New Subtype of Acute Lymphoblastic Leukemie
Associated \th Older Age at Diagnosis and Poor Outcofiediatr Blood & Cancer. 2016 Nov;63
Suppl S14515)

Epigenomics in Development and DiseaS# EHRC Annual Meeting. Vancouver, BC. Sep2ll§
2016. Pellacani D, Bilenky M, Kannan N, Herdwtoussvi A, Knapp DGakkhar S, Moksa M, Carles A.
Moore R, Mungall A, Marra MA, Jones SJM, Aparicio S, Hirst M, Eaves C. Derivation of transcript
factor networks from analyses of active enhancer states in different subsets of normal human mat
cells.

Cold Spring HarboLaboratory Meeting on Epigenetics & Chromatin. New York, NY. Sef7,32016.
Chun HJE, HeraviMoussavi A, Carles A, Wong T, Chuah E, Gerhard DS, Mungall AJ, Moore RA,
Y, Jones SJM, Perlman EJ, Hirst M, Marra MA. Extranial malignant rhabdoid tumoexhibit
heterogeneous DNA methylation and histone 3 lysine 27 trimethylation pr@Rester presentation)

IHEC Science Days and Annual Meeting. Brussels, Belgium. S[2016. Eaves CJ, Pellacani D,
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135.

136.

137.

138.

139.

140.

141.

142.

143.

144,

145.

Bilenky M, Kannan N, HeravMoussavi A, Knapp DHF, Gakkhar S, Moksa M, Carles A, Moore R,
Mungall A, Marra MA, Jones SJM, Aparicio S, Hirst M. Molecular determinants of functionally disti
normal human mammary cell types.

16" IUBMB Conference. Vancouver, BC. JulyP1, 2016. Jones SIJM on behalf BC Cance
Personalized OncoGenomics Project. Cancer Genomics and Personalized MBthtioen
presentation)

ISMB 2016. Orlando, FL. July-82, 2016. Topham J, Gagliardi A, Marra M. Genomic analysis of
primary tumors identifies associatibetween KMT2D mutation status and genome instab{Rgster
presentation)

2016 ASH Meeting on Lymphoma Biology. Colorado Springs, CO. Jw# 18016. Kridel R, Chan
FC, Mottok A, Boyle M, Farinha P, Tan K, Meissner B, Bashashati A, McPherson A ARot
Shumansky K, Yap D, BeNeriah S, Rosner J, Smith MA, Gine E, Telenius A, Ennishi D, Mungall #
Moore R, Morin RD, Johnson NA, Sehn LH, Tousseyn T, Doga@ohnors JM, Scott DW, Marra MA,
Gascoyne RD, Shah S€lonal Dynamics Shaping Histological Tisformation and Progression in
Follicular Lymphoma Clinical Histories.

2016 ASH Meeting on Lymphoma Biology. Colorado Springs, CO. Jw# 18016. Mottok A, Chong
LC, BenNeriah S, Woolcock BW, Zhao YJ, Marra MA, Scott DW, Gascoyne RD, Mungall Aigil St
C. Characterization of genomic rearrangements invol@hgA andSOCSusing targeted capture
sequencing of archival tissue specimens.

17" International Symposium on Pediatric Ne@acology. Liverpool, England. June-18, 2016.
Garzia L, Morrisg AS, Marra M, Taylor M. Divergent Clonal Selection Dominates Medulloblastome
Recurrence{Neuro-Oncol. 2016 Jun;18:119 (Supp 3))

17" International Symposium on Pediatric Ne@acology. Liverpool, England. Kijima N, Garzia L,
Morrissy A, Donovan LWu XC, Luu B, Ramaswamy V, Peacock J, Loptigado B, Wang X, Cavalli
F, Roider A, Shih D, Skowron P, Lee J, Michealraj A, Malkin D, Fults D, Marra M. Taylor M. June
15, 2016. Functional roles of CCL2 in medulloblastoma leptomeningeal metg®asi®-Oncol. 2016
Jun;18:98 (Supp 3)).

ASCO Annual Meeting. Chicago, IL. Juné/32016. Wong K., Jones M, Eirew P, Karasinska J,
Schrader KA, Lim HJ, Shen YQ, Jones S, Yip S, Laskin JL, Schaeffer DF, Marra M, Renouf DJ.
Comprehensive genomic analysigietastatic pancreatic ductal adenocarcinoma (PDRSCO
Annual Meeting Proceedings. 2016; 34 (4_suppl): 285 )

TFRI 7" Annual Scientific Meeting. Vancouver, BC. May-12, 2016. Chun HE, Moussavi A, Carles
A, Wong T, Chuah E, Schein JE, Gerhard D&nighall AJ, Moore RA, Ma Y, Jones SJM, Periman EJ
Hirst M, Marra MA. Extracranial malignant rhabdoid tumours exhibit heterogeneous DNA methylat
and gene expression profiles.

TFRI 7" Annual Scientific Meeting. Vancouver, BC. May-12, 2016. Topham, Lagliardi A, Huff RD,
Trinh DL, Mungall AJ, Schein J, Marra MAMT2D loss of function is associated with increased
mutational load and down regulation of genes involved in DNA damage response pathways.

AACR 107" Annual Meeting. New Orleans, LA. Afi6-20, 2016 Gadd A, Walz A, Ooms A, Huff V,
Gerhard D, Smith M, Guidry Auvil J, Meerzaman D, Ma Y, Marra M, Dome J, Mullighan C, Wheel
Hampton O, Gastigfoster J, Ross N, Perlman E. The Genetic Landscape of Wilms t{i@aocer Res.
2016 Jul;76:80(Suppl 18))

AACR 107" Annual Meeting. New Orleans, LA. Apr 48, 2016 Wong H-L, Karasinska J, Jones M,
Eirew P, Schrader K, Lim H, Shen YQ, Jones S, Yip S, Laskin J, Marra M, Schaeffer DF, Renouf
Gene expression analysis demonstrates prognostigpsshin metastatic pancreatic ductal
adenocarcinoma (PDAC).
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148.

149.

150.

151.

152.

153.

154.

155.

156.

157.

AACR 107" Annual Meeting. New Orleans, LA. Apr 28, 2016 Laskin J, Shen YQ, Renouf D, Jone:s
M, Lim H, Fok A, Ho C, Deol B, Gelmon K, Chia S, Moore R, Mungall A, Yip S, Jones S, Marra M
Redrictions on access to systemic therapy limit the application of whole genome sequencing in cli
care.

AACR 107" Annual Meeting. New Orleans, LA. Apr 8, 2016. Schrader KA, Chu'ng C, Zhao E,
Wong H, Shen Y, Jones M, Thomson T, Lim H, Young &n@in C, Holt R, Eirew P, Karasinska J,
Schein J, Zhao YJ, Mungall A, Moore R, Ma Y, Fok A, Roscoe R, Yip S, Mitchell G, Karsan A, Jor
Schaeffer D, Laskin J, Marra M, Renol¥. Genomic analysis of pancreatic ductal adenocarcinoma i
patient with MUTYH-associated Polyposis.

B.1.G. Research Day, University of British Columbia. Vancouver, BC. Mar 11, 2016. Goya R, Mey:
Aparicio SA, Marra MA. Profiling Alternative Splicing in Triple Negative Breast Cancer Subgroups

B.1.G. Research Day, Univetg of British Columbia. Vancouver, BC. Mar 11, 2016. LeBlanc VG, Fir
M, Song J, Lum A, Chan SY, Chittaranjan S, Yip S, Marra MA. Oncogenic CIC mutations in
oligodendrogliomas deregulate mitogactivated protein kinase signaling.

B.1.G. Research DayJniversity of British Columbia. Vancouver, BC. Mar 11, 2016. Topham J,
Gagliardi A, Trinh DL, Huff RD, Mungall AJ, Schein J, Marra MKMT2D loss of function is
associated with increased mutational load and down regulation of genes involved in DNA damage
response pathways.

B.1.G. Research Day, University of British Columbia. Vancouver, BC. Mar 11, Ziilise MH, Dias C,
Shen Y, Zahir FR, Townsend K, Marra MA, Jones SJ, FriedmarNiivicoding variation in patients
with Aicardi Syndrome(Poster presemation)

The 16" Annual AGBT Meeting. Orlando, FL. Feb -, 2016. Chong CC, Mottok A, Twa DDW, Ber
Neriah S, Chan FC, Kirk H, McDonald H, Pandoh P, Zhao YJ, Coope R, Ma Y, Moore R, Shah S
DW, Gascoyne RD, Marra MA, Steidl C, Mungall AJ. Dei@ttof genomic rearrangements in archiva
lymphoma tissues using targeted capture sequencing.

The 16" Annual AGBT Meeting. Orlando, FL. Feb -1, 2016 Moore RA, Shen ¥ Kasaian K,
Leelakumari S, Pleasance E, Eirew P, Jones M, Corbett R, Mungallféssen N, Ma Y, Fok A,
Schein J, Tsang P, Mungall AJ, Zhao YJ, Yip S, Gelmon K, Lim H, Renouf D, Tinker A, Sun S, Rc
R, Jones SJM, Laskin J, Marra MWhole Genome and Transcriptome sequencing for Personalized
Cancer Therapy: Lessons learned fromt f3@0 cases

The 18" Annual AGBT Meeting. Orlando, FL. Feb I, 2016. Ma Y, Craig DW, Nasser S, Corbett F
Chan S, Long W, Murray L, Legendre C, Tembe W, Enriquez D, Adkins J, Kim N, Wong S, Baker
Pond S, Mungall AJ, Moore R, Pleasance E, Jond&c®aniel T, Marra M, Carpten JD, Liang WS.
Benchmarking a cancer genome sequencing pipeline using a new reference standard.

The 18" Annual AGBT Meeting. Orlando, FL. Feb I, 2016 Coope R, Smailus D, Tsao P, Haile S,
Pandoh P, McDonald H, MacLedd Kirk H, Zhao YJ, Mungall AJ, Hirst M, Marra M. One Method to
Rule Them All: Harmonized Robotic Library Construction for Seven Sample Types.

The 18" Annual AGBT Meeting. Orlando, FL. Feb-lB, 2016. Zhao YJ, Merhu S, Tsao P, Corbett |
MacLeod T, Padoh P, McDonald H, Kirk H, Smailus D, Bala M, Miller D, Ma Y, Coope R, Mungall
Moore R, Hirst M, Holt RA, Jones SJM, Marra MA. An Automated and Streamlined Stpeuific
RNA-Seq Pipeline Allows High Throughput Processing of Low Input Samples.

The 8" Annual AGBT Meeting. Orlando, FL. Feb -, 2016. Zhao EY, Shen Y, Pleasance E, Kase¢
K, Leel akumar. i S, Jones M, Bose P, Chdédng C
Ma 'Y, Fok A, Schein J, Mungall AJ, Zhao YJ, Moore RA, Wilsoivila D, Shenkier T, Lohrisch C,
Chia S, Yip S, Gelmon K, Lim H, Renouf D, Sun S, Schrader KA, Roscoe R, Laskin J, Marra MA,
SJM. BRCARelated Genomic Signature Predicts Clinical Improvement with Cisplatin.
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