Paul T. Spellman, Ph.D.
Curriculum Vitae

Updated May 9, 2023

BUSINESS INFORMATION

Business Address: Molecular & Medical Genetics, Oregon Health & Science University
2730 S. Moody Ave. Portland, OR 97201

E-Mail Address: spellmap@ohsu.edu

EDUCATION

S.B., Biology, Massachusetts Institute of Technology, 1995
Ph.D., Genetics, Stanford University School of Medicine, 2000

PROFESSIONAL EXPERIENCE

2023 - Professor of Medicine and Human Genetics, UCLA David Geffen School of
Medicine

2013 - 2023 Professor with tenure, Oregon Health & Sciences University, Department of
Molecular and Medical Genetics

2017 - Program Leader for Quantitative Oncology, Knight Cancer Institute

2017 — Co-Director, CEDAR Center

2018 —2020 Interim Director, Program in Computational Biology

2013 -2014 Interim Director, Program in Computational Biology

2011 -2013 Associate Professor, Oregon Health Sciences University, Department of
Molecular and Medical Genetics

2011 Special Assistant to the Deputy Director of the National Cancer Institute

2007 - 2011 Staff Scientist, Lawrence Berkeley Lab, Life Science Division

2003 - 2007 Scientist, Lawrence Berkeley Lab, Life Science Division
2000 — 2003 Post-doctoral Fellow, UC Berkeley, Department of Molecular and Cellular
Biology, Gerald M. Rubin Advisor

PROFESSIONAL ACTIVITIES
Granting Agency Review Work:

2002 — Ad Hoc member, NSF, GEN-EN panel

2005 — Ad Hoc member, EPA, Center for Bioinformatics Panel

2006 — 2007 Panel member, NIH/NHLBI, Exploratory Program in Systems Biology
2012 SAIC panel review — SEG DCC Competition

2012 NIH Innovator Awards

2012 Susan G. Komen Postdoctoral Awards Reviewer

2013 Ad Hoc member Cancer Genetics study section
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2014 -2018
2017
2018
2019
2019
2019
2020
2020
2020
2020
2021
2021
2022
2022
2022
2023
2023

Member Cancer Genetics study section

CDMRP Breast Cancer study section member

CDMRP Breast Cancer study section member

Jackson Lab Cancer Center Site Visit Reviewer

University of Illinois Champaign Urbana Cancer Center Site Visit Reviewer
NIH New Innovator DP2 Review

Herbert Irving Comprehensive Cancer Center (Columbia) Site Visit Reviewer
NCI Answers to Provocative Questions Review

NIH New Innovator DP2 Review

NCI SPORE Review

University of New Mexico Cancer Center Site Visit Reviewer

Fox Chase Cancer Center Site Visit Reviewer

NCI SPORE Review

Project Reviewer BreastCancerNow

V Foundation

NCI MetNet Review

Canadian Excellence Research Chairs (CERC) Competition 3 midterm review

Conference Chair:

2002

2006

2009

2009
2010

2011

Program planning committee, Standards and Ontologies for Functional
Genomics. Hinxton, UK. November 17-20, 2002

Conference co-organizer MSRI Mathematical Systems Biology Conference,
Berkeley, CA

Conference co-organizer MSRI Mathematical Systems Biology Conference,
Berkeley, CA

Conference Chair, MGED12 Phoenix, AZ

Conference co-organizer, RECOMB Cancer Computational Biology, Oslo,
Norway

Scientific Session Organizer, International Congress of Human Genetics,
Montreal, Canada

National Panels

2001

2003

National Academy of Sciences, Computing Panel, Title “Development of Data
Communication and Storage Formats for Microarray Data”

National Academy of Sciences, Committee on Emerging Issues & Data on
Environmental Contaminants, September, Seattle, WA, Title: “MAGE: A Markup
Language for MicroarrayData”

Professional Societies

2002 - 2006
2002 -2010
2007 - 2011
2007 — 2008

Treasurer, Microarray Gene Expression Data Society

Board member, Microarray Gene Expression Data Society

International Cancer Genomics Consortium, Data Coordination and Management
Working Group

International Cancer Genomics Consortium, Scientific Planning Committee

External Advisory Boards
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2008
2012 -2015
2012
2013 -2014
2013

2018

Welcome Trust Cancer Genome Sequencing Project External Advisory Board
Canadian Prostate Cancer Network SAB

National Cancer Advisory Board, Center for Cancer Genomics Working Group
National Cancer Advisory Board, ad hoc Information Technology Working Group
National Cancer Institute Scientific Program Leaders/Office of Director Staff
Retreat

Triple Negative Breast Cancer (TNBC) External Advisory Board, Indiana
University Precision Health Initiative

National/International Project Advisory Boards

2008 —2010
2009 —
2009 - 2015

2010
2011 —-2015
2011
2011
2011

2011

Integrative Cancer Biology Program (NCI) Data Sharing Working Group
International Cancer Genomics Consortium, Scientific Steering Committee
International Cancer Genomics Consortium, Bioinformatics Analyses Working
Group Chair

International Cancer Genomics Consortium, International Planning committee
International Cancer Genomics Consortium, Executive Steering Committee
National Cancer Institute, 2011 IPA at request of NCI Director Harold Varmus
TCGA Executive Steering Committee, NIH

TCGA Project Team, NIH

Faculty review of Junior Faculty candidate Katholieke Universitet Leuven

Editorial and Ad Hoc Review Activities:
Regular reviewer for many journals including Bioinformatics, NAR, Nature Communications,
PLoS ONE, Cell Reports, Genome Research, Genes, etc...

Institutional Review Activities:

OHSU Genomics Advisory Committee

OHSU Computational Biology Task Force

OCSSB Biology Faculty Search Committee

OCSSB Bioinformatics/Computational Biology Faculty Search Committee
Hematology and Oncology Division Chair Search Committee

DNA Service Committee, Tom Keller

Task Force 3, hosted by Molecular & Medical Genetics Chair, Dr. Susan Hayflick
Director of Computational Biology Search Committee

Intel — OHSU Project Working Group

OCSSB Pilot Project Review Committee

Center for Spoken Language Understanding Review Committee

Institutional Committees:

2011 -
2011 -2012
2011 -2012
2011 -2012
2012

2012 -2013
2012 -2016
2012

2012 -2016
2012

2018 -2019
2008 —2010
2011 -2019
2012 -2018
2016 -2018
2017 -
2018 —

LBL Computing task force

PMCB Admissions Committee

OHSU Research Committee

Molecular and Medical Genetics Diversity Committee

OHSU School of Medicine Diversity Affairs Committee

Medical Scientist Training Program MD/PhD Dual Degree Program Committee
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2021 OHSU Faculty Compensation Committee

Community Service:

Regular external reviewer for P&T committees including, Harvard, Ontario Institute for Cancer
Research, Boston University, Stanford, Harvard School of Medicine, The Ohio State University,
Koc University, University of British Columbia

HONORS & AWARDS

2018 Penny and Phil Knight Endowed Professorship in Cancer Research Innovation

2020 AACR Team Science Award: THE CANCER GENOME ATLAS (TCGA)
PILOT PROJECT

RESEARCH GRANTS AND FELLOWSHIPS RECEIVED
Grants and Contracts:

Systems-Based Predictions of Responses to Cancer Therapy. NIH/NCI U54 CA112970.
$250,000 Role: Project 1 Leader. (PI Gray, Joe W.) 50% effort. 09/30/04-08/31/10

NIH/NHGRI P41 G003619-01. Role: Project Leader. (PI Catherine Ball). 20% effort. 8/1/2005-
7/31/2008

Development of cost effective sequence-based technologies to identify genome. Department of
Energy DE-AC02-05CH11231. Role: Co-PI (PI Pennachio, Len) 5% effort. 10/1/05-9/30/07

Development of RPPA data modules for cadArray. National Cancer Institute Y1-CO-6120-01.
135,000. Role: PI. 10% effort. 09/19/06-07/31/09

Univ. of Calif., San Francisco (NIH/NCI Prime) U24 CA126477 Role: Scientist (PI Fisher,
Susan J.) 20% effort. 09/26/06-08/31/11

The Berkeley Cancer Genome Center NIH/NCI. U24 CA126551 $1,250,000 CoPI (PI Gray, Joe
W.) 30% effort 09/28/06-08/31/10

SPORE in Breast Cancer Univ. of Calif., San Francisco (NIH/NCI Prime) P50 CA058207.
$53,820. Role: Co-investigator (PI van’t Veer, Laura). 8% effort. 09/30/07-11/30/12

TCGA Data Analysis Center at Berkeley NIH/NCI U24 CA143799. $537,280. Role: P120%
effort. 09/30/09-07/31/14

Model-based Predictions of Responses to RTK Pathway Therapies. NIH/NCI. U54 CA112970
$520,700 Role: Project 1 PI and Data & Model Repository Core PI. (PI Gray, Joe W.) 17%
effort. 09/1/10-02/28/15.

Enhancing the Breadth and Efficacy of Therapeutic Vaccines for Breast Cancer. DoD
BC100597P1. $383,443. Role: PI 30% effort 9/30/11-9/29/15
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Complications During Long-duration Space Missions NSBRI/Baylor CA04201. $232,073. Role
Col (PI: Lindner, Jonathan) 0.36 calendar months 06/01/15-05/31/17.

Extrinsic Perturbations of Cell Physiology and Associated Regulatory Networks NIH/NHGRI
U54HG008100. $1,396,812. Role Col (PI: Gray). 0.6 calendar months 09/10/14-06/30/20

Intratumor heterogeneity underlying treatment resistance in HER2+ breast tumors NIH/NCI
U01CA195469). $165,999. (PI: Gray, Michor, Polyak, Spellman — Multip-PI) 0.84 calendar
months 06/01/15-05/31/20

Control of genetic and epigenetic instabilities by lincRNA genes NIH/NIHMS ROIGM 114162
$192,500. Col (PI:Thayer) 0.6 calendar months 09/17/15-06/30/19

Integrative approach to heterogeneity in breast metastasis. UCSF/NIH U01CA199315
$166,414. (P1: Werb and Spellman) 1.8 calendar months 06/01/16-05/31/21

OHSU Center for Specialized Data Analysis as part of the GDAN NIH/NCI U24CA210957).
$273,900. (PI: Spellman / Margolin) — Multi-PI 2.4 calendar months 09/13/16-08/31/21

Molecular Changes Associated with Initial Steps of Breast Cancer Metastasis for Risk
Stratification and Therapy Development DOD/BCRP BC151431P1 $148,059. (PI: Spellman).
0.48 calendar months 09/30/16-08/31/19

Quantitative Oncology NIH/NCI 5P30CA069533. $190,837 total cost. (PI Spellman). 0.9
calendar months 07/01/17-06/30/22

Evaluation of Population Based Testing for HBOC and Lynch Syndromes $4,627,812 direct
costs. (MPI Spellman / Shannon). 1.2 cal. 06/10/2020-05/31/2025

OHSU Center for Specialized Data Analysis as part of the GDAN U24CA264007. $369,600/year
total cost. PI: Spellman / Ellrott — Multi-PI 2.4 calendar months 09/01/21-08/31/26

Other Support (Include Title, Source, PI. Amount Period, and % Effort)

Molecular Predictors of Drug Response in Breast Cancer SmithKline Beecham Corporation
Role: Scientist (Gray, Joe W.) 5% effort 01/27/06-01/26/10

MIPS Analysis The Buck Institute Role: PI (Spellman, Paul T.) 2% effort. 05/01/07-04/30/08
An Integrated Approach to Targeting Breast Cancer Molecular Subtypes and Their 'Resistance’
Phenotypes University of California at Los Angeles (American Association for Cancer

Research/Stand Up To Cancer, Prime) SU2C-AACR-DT0409. $915,164 Role: Co-Investigator
10% effort (PI: Slamon, Dennis J. and Gray, Joe W.) 10/01/09 — 09/30/12
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The development of the ovarian cancer genome Anna Fuller Fund $100,000. Role: PI (Spellman,
Paul T.) 0% effort 03/01/12-02/28/14

Identification of breast cancer-specific antigen targets for development of anti-cancer vaccines
National Philanthropic Trust National Breast Cancer Coalition — Artemis Project. $129,714.
Role: PI 10% effort (Spellman, Paul T.) 8/1/12-7/31/13

Restoring hormone sensitivity of late recurrences in breast cancer patients. Promise Grant
(O’Malley, Bert W) Susan G. Komen Foundation / Baylor College of Medicine. $134,838.
Role: Co-investigator (Gray) 2% effort 09/13/12-09/12/17

Accelerator-Rich Architectures with Applications to Healthcare Intel/ UCLA. $25,974 (PI: Cong)
0.6 calendar months 01/01/14-08/31/17

ctDNA profiling to detect early recurrence Prospect Creek Foundation $238,096. (PI: Gray) 0.6
calendar months 10/01/15-09/30/17

ctDNA profiling to detect early recurrence Prospect Creek Foundation $158,730. (Gray) 0.6 cal.
mos. 10/01/15-09/30/18

Widespread Testing for Cancer Risk Syndromes Knight Cancer Institute $311,373. (Spellman).
09/01/17-08/31/18

LECTURES AND PRESENTATIONS
International and National

1. First Virtual Conference on Genomics and Bioinformatics, October 15-16 2001, Fargo,
ND. “Development of MAGE-ML”

2. 6th annual Advancing Pathology Informatics, Imaging, and the Internet conference,
October 4-6 2002, Pittsburgh, PA. “MAML: The Gene Expression Microarray
Experience with Data Exchange Standards”

3. Chips to Hits, October 27-31, 2002, Philadelphia, PA. “Design and Implementation of
MAGE-ML”

4. Gordon Research Conference on Aging workshop, March 14-15, 2003, Ventura, CA,
“Challenges with Microarray Data”

5. Ontario Microarray Network Technology Symposium, November 2003, Toronto ON,
Canada. “MGED & MAGE”

6. Conference speaker, AACR Annual Meeting, April 12-16, 2007, Los Angeles, CA. “MIP
Based Allele Copy Number Measurements”

7. International Congress on Radiation Research, July 8-12, 2007, San Francisco, CA.
“Systems Biology of Cancer”

8. International Cancer Genomics Consortium Planning Meeting, October 1-2, 2007,
Toronto, ON, Canada. “Data Integration, Analysis, and Visualization”

9. Society for Neuro-oncology, November 16-18, 2007, Dallas, TX. “A TCGA GBM Data
Primer”
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10.

11.

12.

13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

Biology of GBM TCGA Workshop, Mar 24-25, 2008, Bethesda, MD. “An update on
GBM Analyses”

European Association of Cancer Research Biannual Meeting, July 5-8, 2008, Lyon,
France. “An In Vitro Systems Approach to Predicting and Understanding Clinical
Responses to Molecularly Targeted Therapeutics”

RECOMB -- Computation Cancer Biology, September 19-20, 2008, San Diego, CA.
“Systems Biology of Cancer at LBL”

IBC Assay and Screening Advancements, September 24-26, 2008, San Diego, CA.
“Genomic Approaches to Understanding Cancer Biology and Treatment”

Symposium on Clinical Care in Oncology, October 17-19, 2008, Huntington Beach, CA.
“Genomic Approaches to Understanding Cancer Biology and Treatment”

HCCS 2008, November 12-15, 2008, Singapore. “Genomic Approaches to
Understanding Cancer Biology and Treatment”

Ist ICGC Scientific Planning Committee Meeting, November 15-17, 2008, Washington
DC. “State of Ovarian Omics”

Mouse Models of Human Cancer Consortium Steering Committee meeting, January 11-
12, 2009, San Francisco, CA. “Interpretations of Cancer Genomes Through Integrative
Genomics”

ICBP/CISNET meeting, March 24-25, 2009, Washington, DC

Keystone: Targeted Cancer Therapies, March 27-31, 2009, Whistler, BC, Canada, “Omic
approaches to predictive markers”

AACR, April 21, 2009, Denver CO. NCI special session on TCGA. “A Preliminary Look
at Data from the Serous Ovarian Carcinoma Project”

3rd Int'l Symposium on Cancer Metastasis and the Lymphovascular System: Basis for
Rational Therapy, May 6-9, 2009, San Francisco, CA. “Omic approaches to predictive
markers”

WNAR/IMS, June 14-17, 2009, Portland, OR. “Next-gen Sequencing and RNAseq Data:
An Overview”

Second ICGC Scientific Planning Committee Meeting, June 22-24, 2009, Hinxton, UK.
“Update on TCGA”

Clinical Proteomic Technologies Strategy Workshop: Implementation of a New Cancer

Biomarker Development Process, September 8-9, 2009, Bethesda, MD. “Subtypes and
Mutations”

University of Southern California, November 12, 2009, Los Angeles, CA. Department of
Molecular and Computational Biology. “A Look at the TCGA Pilot Project”

Integrating Knowledge of Inherited Genetic Variation and Acquired Somatic Alterations
in Cancer Tissues: Promising Scientific Opportunities, December 1-2, 2009, Bethesda,
MD. “TCGA Ovarian Cancer Project”

3rd Scientific Workshop of the International Cancer Genome Consortium (ICGC), March
21-23, 2010, Madrid, Spain. “Large scale genomic studies of serous ovarian carcinoma”
Intelligent Systems for Molecular Biology 2010. Boston MA July 11, 2010, “Pancreas
and Kidney Projects within TCGA”

Targeting Cancer Genomics and Cancer Mutations, Burlingame CA, August 2-4, 2010,
“Molecular Subtype Specific Responses to Anticancer Compounds in Breast Cancer”
AMATA 2010, September 15, 2010, Hobart Australia. Keynote Speaker Title “Systems
Biology of Cancer”
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31.

32.

33.

34.

35.

36.

37.

38

40.

41.

42.

43.
44,

45

46.

47.
48.

49.

50.

51.

52.

53.

54.

4th AACR Conference on Molecular Diagnostics, Denver CO, September 27-30, 2010,
“Impact of Systems Biology on Molecular Diagnostics”

Bridging the Gap in Biomedical Genetics: Integrating Bioinformatics and Medical
Informatics, October 27-29, 2010, Hinxton UK, “The Ovarian Cancer Genome”
Walter and Eliza Hall Institute, November 23, 2010, Melbourne, Australia, “Systems
Biology of Cancer”

4th Scientific Workshop of the International Cancer Genome Consortium (ICGC),
December 1-3, 2010, Couran Cove, Australia, “The Ovarian Cancer Genome”

Pacific Symposium on Biocomputing, January 3-7, 2011, Kona HI, “A Challenge in
Network Reconstruction — The Cancer Genome Atlas”

AACR-NCI Conference on Systems Biology: Confronting the Complexity of Cancer,
February 27- March 2, 2011, La Jolla CA, “The Cancer Genome Atlas”

AACR-NCI Conference on Systems Biology: Confronting the Complexity of Cancer,
February 27- March 2, 2011 La Jolla CA, “Therapeutic Insights from Integrated Cancer
Genomics — Breast Cancer as an Example”

. EDRN, March 8-10, 2011, Los Angeles, CA, “The Cancer Genome Atlas”
39.

Mouse Models of Human Cancer Consortium, June 21-2, 2011, Bethesda MD,
“MMHCC Genetics Group Mouse TCGA”

NCI Workshop on Criteria for Use of Omics-Based Predictors in Clinical Trials, June 23-
4,2011, Bethesda MD, “Sample Reuse in Large Scale Gene Expression Studies”
Spanish Association for Cancer Research XIII National Conference (ASEICA),
September 21-3, 2011, Salmanaca, Spain, “The Cancer Genome Atlas”
EORTC-NCI-ASCO Annual Meeting on “Molecular Markers in Cancer”, October 25-7,
2011, Brussels Belgium, “TCGA-Success Story in Ovarian Cancer”

US HUPO, San Francisco, CA, March 4-7, 2012, “Lessons from TCGA”

Frontiers in Cancer, Karolinska, Stockholm Sweden, March 8-9, 2012, “Systems
Approaches to Cancer”

. Biology of Genomes, Cold Spring Harbor Laboratory, May 8-12, 2012, “The Evolving

Cancer Genome”

GAME-ON, Washington DC, July 27-29, 2012, “Systems Approaches to Cancer
Biology”

Netherland Cancer Institute, Amsterdam, December 12, 2012, “Cancer Genomics”
Komen Foundation Global Summit on Women’s Health, February 4, 2013, Panelist on
use of technology to fight breast cancer

National Breast Cancer Coalition, Project Artemis Meeting, March 9-11, 2013, “Antigens
for Preventative Vaccine Development”

American Association for Cancer Research Annual Meeting, Washington DC, April 6-
10, 2013, “Reconstruction of Distinct Signaling Networks in Breast Cancer Cell Lines”
10" International Workshop on Advanced Genomics, Tokyo, Japan, May 21-23, 2013,
“Application of Genomic Technologies to the Understanding of Cancer”

Stanford University Cancer Systems Biology Seminar Series, August 23, 2013 “The
Thousand Faces of Breast Cancer”

American Society for Biochemistry and Molecular Biology Annual Meeting, April 27,
2014, “Reconstructing Signaling Networks in Cancer”

Early Detection Research Network Meeting, September 10, 2014, “Impact Of The TCGA
In Ovarian Cancer”
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55.

56.

57.

58.

59.

60.

61.

62.

63.

64.

65.

66.

67.
68.

69.

70.

AACR Special Meeting on Computational and Systems Biology, February 7, 2015,
“Reconstructing Signaling Networks in Cancer”

MSKCC Invited Seminar Series, Systems Biology Seminar, April 8, 2015, “Two Topics
in Cancer”

6™ Pac Rim Breast & Prostate Meeting, June 23, 2015,“Chronological Dating of
Chromosome Duplications in Tumor Development

Computation Cancer Biology, Simons Institute, Berkeley CA, February 3, 2016,
“Evolutionary Processes, Constraints and Drivers in Kidney (and other?) Cancers”
University of Texas Health Sciences Department of Integrative Biology Seminar Series,
March 21, 2016, “Genomic Approaches to Studying Cancer”

Columbia University Department of Systems Biology Seminar Series, April 27, 2016,
“Genomic Approaches to Studying Cancer”

OHSU/CRUK Early Detection Conferences, June 22, 2016, “Genomic Approaches it
Studying Early Cancer Etiology”

International Association of Breast Cancer Research Komen Public Seminar, August
2016, “Blood Based Screening for Breast Cancer Early Detection”

International Association of Breast Cancer Research, August 2, 2016, “Chronological
Dating of Chromosome Duplications in Tumor Development”

CRUK Manchester Conference on Early Detection, September 28, 2016, “Chronological
Dating of Chromosome Duplications in Tumor Development”

SWOG Radiation Symposium, April 29, 2017, “A Proposed Study to Evaluate the
Benefit of Radiation in Mastectomy Treated Breast Cancer”

Case Western Reserve Seminar Series, May 18, 2017, “Proteomic and Genomic
Approaches to Studying Cancer”

Jackson Laboratory Course, August 13, 2017, “Circulating-Tumor DNA”

UCSF Breast Oncology Program, October 25, 2017, “Breast Cancer Risk and
Monitoring”

Stanford Genetics 65" Anniversary, July 26-27, 2018, “Walk with me: Making a Team
Scientist”

AACR Annual Meeting, March 30, 2019, “ Key Questions in ctDNA Analysis”

Regional and Local

1.

2.

UCSF Cancer Genetics Program, September 8, 2009. “Cancer Genomes: what will we
find”

UCSF Breast Oncology Program, UCSF San Francisco, CA January 29, 2010. “A Look
at the TCGA Project GBM, Ovarian, & Breast”

Illumina Users Meeting, March 7-9, 2010. Napa CA. “Large scale genomic studies of
serous ovarian carcinoma”

Biomedical Engineering Weekly Seminar, June 1, 2011, “Tackling the Complexity of
Cancer Using Systems Biology”

Knight Cancer Institute, Weekly Seminar, October 4, 2011, “Systems approaches to
understanding cancer”

Reed College, Weekly Seminar, April 4, 2014, “Reconstructing Signaling Networks in
Cancer”

DNA Damage Symposium, October 24, 2014, “Plasma-based Sequencing to Characterize
Cancers and Recurrences”
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8. Portland State University Systems Science Seminar Series, December 5, 2014,
“Reconstructing Signaling Networks in Cancer”

9. OHSU Molecular and Medical Genetics Grand Rounds, April 16 2015, “cfDNA and
ctDNA”

10. Center for Domain Specific Computing, October 24, 2016, “Chronological Dating of
Chromosome Duplications in Tumor Development”

11. OHSU Molecular and Medical Genetics Grand Rounds, November 3, 2016, “cfDNA and
ctDNA”

12. OHSU Medical Oncology Fellow Seminar Series, February 10, 2017, “Genetic
Constraints on Tumor Evolution”

TEACHING ACTIVITIES

Teaching

Winter 2012 CON663, One lecture, Systems Biology

Winter 2012 CANB610, Eight classes, guided journal club format

Spring 2012  CELL616, One lecture, Predictors of Response in Breast and Ovarian Cancer
Spring 2012  CON668, One lecture, 2™ Generation Sequencing Technologies and Applications
Fall 2012 CONG650, One lecture, Practice and Ethics of Science

Winter 2013  Cell Structure Function, one lecture, The Human Genome

Winter 2013  CON663, One lecture, Systems Biology

Spring 2013  CELL616, One lecture, Predictors of Response in Breast and Ovarian Cancer
Spring 2013  CON665, One lecture, Cancer Genetics

Spring 2014 Course Director CELL616

Spring 2014 CELL616, One lecture, Predictors of Response in Breast and Ovarian Cancer
Fall 2014 CONJ670, One lecture, DNA sequencing technologies

Winter 2015 CON663, One lecture and one journal club, Systems Biology

Winter 2015  Course Director CONJ671

Winter 2015 CONIJ671, One lecture DNA Sequence analysis

Spring 2015 Course Director CELL616

Spring 2016  Course Director CELL616

Fall 2017 Fundamentals, four lectures

Winter 2017  Course Director CONJ671

Fall 2018 Fundamentals, three lectures

Fall 2019 Fundamentals, three lectures

Spring 2020 CONIJ665 Development, Differentiation and Disease

Fall 2020 Fundamentals, GWAS and Gene Expression [ & 11

Fall 2021 Fundamentals, GWAS, Population Genetics, and Gene Expression I & II

Ad hoc

1. UC Davis, Bioinformatics Summer Course. August 2-7, 2001. Title “Clustering Gene
Expression Data”
2. UC Berkeley Special Seminar Series in Statistical Genomics. September 12, 2002. Title
“Domains of Similar Expression in Drosophila melanogaster”
3. UC Berkeley Special Seminar Series in Statistical Genomics. November 2, 2006. Title
“Systematic Approaches for Characterizing Cancer”.
4. ACED February 15, 2022 Title “Cancer Genomics”

10
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Education Grants and Contracts

2010 -
2010 -
2018 -

2011 Postdoctoral Fellowship Advisor CHIR, Obi Griffith
2011 Postdoctoral Fellowship Advisor — BAEF, Anneleen Daemen
2021 PhD fellowship advisor — F99/R00, Michael Heskett

Workshop Presentations Invited guest lectures in courses or educational seminars (* items had
both research and didactic content and are in both sections of CV)

1.

2.

10.

1.

12.

13.

14.

15.

16.
17.

18.

First Virtual Conference on Genomics and Bioinformatics, October 15-16, 2001, Fargo,
ND. “Development of MAGE-ML”*

6" annual Advancing Pathology Informatics, Imaging, and the Internet conference,
October 4-6 2002, Pittsburgh, PA. “MAML: The Gene Expression Microarray
Experience with Data Exchange Standards”*

Chips to Hits, October 27-31, 2002, Philadelphia, PA. “Design and Implementation of
MAGE-ML”*

Gordon Research Conference on Aging workshop, March 14-15, 2003 Ventura, CA,
“Challenges with Microarray Data”*

Ontario Microarray Network Technology Symposium, November 2003, Toronto ON,
Canada. “MGED & MAGE”*

Workshop Speaker, Emerging Genomic Technologies and Data Integration Problems,
December 2004, Ohio State University, Columbus, OH. “A System for Studying Cancer”

International Cancer Genomics Consortium Planning Meeting, October 1-2, 2007,
Toronto, ON, Canada. “Data Integration, Analysis, and Visualization”*

Society for Neuro-oncology, November 16-18, 2007, Dallas, TX. “A TCGA GBM Data
Primer”*

Biology of GBM TCGA Workshop, Mar 24-25, 2008, Bethesda, MD. “An update on
GBM Analyses”*

1 ICGC Scientific Planning Committee Meeting, November 15-17, 2008, Washington
DC. “State of Ovarian Omics”*

AACR, April 21, 2009, Denver CO. NCI special session on TCGA. “A Preliminary Look
at Data from the Serous Ovarian Carcinoma Project”*

Second ICGC Scientific Planning Committee Meeting, June 22-24, 2009, Hinxton, UK.
“Update on TCGA™”*

WNAR/IMS, June 14-17, 2009, Portland, OR. “Next-gen Sequencing and RNAseq Data:
An Overview”*

Clinical Proteomic Technologies Strategy Workshop: Implementation of a New Cancer
Biomarker Development Process, September 8-9, 2009, Bethesda, MD. “Subtypes and
Mutations”*

Integrating Knowledge of Inherited Genetic Variation and Acquired Somatic Alterations
in Cancer Tissues: Promising Scientific Opportunities, December 1-2, 2009, Bethesda,
MD. “TCGA Ovarian Cancer Project™*

2010 Workshop co-organizer on TCGA, at ISMB 2010

3rd Scientific Workshop of the International Cancer Genome Consortium (ICGC), March
21-23, 2010, Madrid, Spain. “Large Scale Genomic Studies of Serous Ovarian
Carcinoma”*

4™ Scientific Workshop of the International Cancer Genome Consortium (ICGC),

11
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December 1-3, 2010, Couran Cove, Australia, “The Ovarian Cancer Genome”*

19. AACR. Orlando FL April 3-6, 2011. “The effect of Technology Development on TCGA
Direction”

20. San Antonio Breast Cancer Symposium, December 8-12, 2011, San Antonio, TX.
“Impact of Systems Biology on Breast Cancer”. Educational session

21. American Society for Clinical Oncology, June 1-5, 2012, Chicago, IL. “Impact of the
Cancer Genome Atlas in Ovarian Cancer”. Education session

Curriculum Development
1. OHSU Biostatistics Course Committee 2012

Development of Educational Resources
1. ICGC Bioinformatics and Data Sharing workgroups Toolbox development
Working with Dr. Lincoln Stein of OICR, supervise the development of an online
reference for all topics relevant to ICGC participants, including but not limited to
(1) white papers on best practices, (2) specific protocols, (3) curation of reference
data sets (4) specification of standard definitions (5) specific special topics in
sequencing, pathway analysis and data submission.

Mentoring and Advising

Postdoctoral and Predoctoral Mentoring:

I have completed mentoring thirteen post-doctoral fellows and three graduate students. I am
currently training three doctoral students and one post-doctoral fellow is interviewing for faculty
positions.

1. Laura M. Heiser, Ph.D. Neuroscience. Postdoctoral fellow 2005-2008. Current
position: Associate Professor, Oregon Health and Sciences University. Focus:
development of cancer cell line signaling models that predict pathway activity.

2. Amrita Ray, Ph.D. Statistical Genetics. Postdoctoral fellow 2007-2009. Current
position: Senior Data Scientist, Microsoft. Focus: development of methods to identify
genetic influences on gene expression and copy number abnormalities in cancer.

3. Anguraj Sadananam, Ph.D. Cellular Biology. Postdoctoral fellow joint with Joe W.
Gray 2007-2010. Current position: Team Leader ICR, Sutton, UK. Foci: (1)
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