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EMPLOYMENT HISTORY

2005-

2000-

2000-

2000-

8/1997-12/1997

1993-2004

9/1991-10/1991

1989-1993

1986-1989

4/1986-5/1986

1982-1986

EDUCATION

Ph.D. 1982

M.S. 1979

B.A. 1975

Distinguished Professor, Biomolecular Engineering, University of California, Santa Cruz

Adjunct Professor, Department of Bioengineering and Therapeutic Sciences, University of California, San
Francisco

Consulting Professor, Stanford University School of Medicine (Medical Informatics)
Investigator, Howard Hughes Medical Institute

Visiting Scientist and Co-Director of special scientific program, Isaac Newton Institute for Mathematical
Sciences and Sanger Centre, Cambridge, England

Professor, Computer Science, University of California, Santa Cruz

Visiting Scientist, Mathematical Sciences Research Institute, Berkeley, CA
Associate Professor, Computer Science, University of California, Santa Cruz
Assistant Professor, Computer Science, University of California, Santa Cruz
Visiting Scientist, Université de Haute Normandie, Rouen, France

Assistant Professor, Mathematics and Computer Science, University of Denver, CO

University of Colorado at Boulder, Computer Science,
Received Graduate Student Research Award

California Polytechnic State University at San Luis Obispo, Applied Mathematics,
Received Mathematics Award

Connecticut College, New London, CT, Mathematics
Magna Cum Laude, Phi Beta Kappa, received Julia Bower Mathematics Award

HONORS & AWARDS
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2018-

2015

2013

2011

2009

2009-

2008

2006-

2006

2006-

2006-

2005

2005

2005

2004

2003

2003

2002-

2001-2002

2001

2001

2001-

2000-2003

1992-

Member, National Academy of Engineering - Bioengineering

Dan David Prize, Tel Aviv University, 2015 Future - Bioinformatics

Innovations in Networking Award, Corporation for Education Network Initiatives in California (Cenic)
Weldon Memorial Prize, University of Oxford

Curt Stern Award, American Society of Human Genetics

Fellow, International Society for Computational Biology

Senior Scientist Accomplishment Award, International Society for Computational Biology
Fellow, American Academy of Arts and Sciences

Dickson Prize in Science, Carnegie Mellon University

Member, National Academy of Sciences

Fellow, American Academy of Arts & Science

World Technology Network Award, IT Software Category

Classic Paper Award, American Association of Artificial Intelligence, for “Quantifying the inductive bias in
concept learning,” 1986

Distinguished Engineering Alumni Award, University of Colorado, Boulder

Allen Newell Award, Association for Computing Machinery and the American Association for Atrtificial
Intelligence

Distinguished Scientist of the Year Award Clinical Ligand Assay Society
Tech Award Laureate, San Jose Tech Museum of Innovation

Fellow, American Association for the Advancement of Science

UCSC Faculty Research Lecturer
Scientist of the Year Award, Research & Development Magazine
Featured Scientist, Incyte Genomics

Fellow, California Academy of Sciences

Awarded UC Presidential Chair of Computer Science

Fellow, American Association of Artificial Intelligence

PROFESSIONAL SERVICE

Memberships

2018-

2015-

Member, National Academy of Engineering - Bioengineering

Member, IEEE
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2015-

2015-

2009-

2009-

2008-

2006-

2006-

2006-

2003-

2000-

2002-

2001-

1992-

1979-

Member, Association for Computing Machinery
Member, Society of Immunotherapy of Cancer

Fellow, International Society for Computational Biology
Member, American Genetic Association

Member, American Association for Cancer Research
Member, National Academy of Sciences

Fellow, American Academy of Arts & Science

Member, International Society for Stem Cell Research
Member, American Society of Human Genetics
Member, Institute of Mathematical Statistics

Fellow, American Association for the Advancement of Science
Fellow, California Academy of Sciences

Fellow, American Association of Artificial Intelligence

Member, Association for Computing Machinery

Professional Associations

01/2013-

04/2009-

2009-

2009-2012

2008-

Co-founder, Global Alliance for Genomics and Health, New York.
Co-founder, Genome 10K Project.

Member, Extracellular Action Potential (EAP) Beckman Institute.
Member, Breast Cancer Dream Team, Stand up to Cancer (SU2C).

Member, The Cancer Genome Atlas Steering Committee, National Cancer Institute.

CONSULTING AND COMMITTEES

03/2018-

03/2018-

04/2017-

09/2016-

01/2016-

09/2015-

11/2014-

09/2014-

09/2014-

Member, Inaugural National Academy of Medicine (NAM) Committee on Basic and Translational Science
Consultant and external advisory committee member, The Human Cell Atlas (HCA)

Member, Earth BioGenome Project (EBP) Working Group

Consultant and external advisory committee member, ChanZuckerburg Initiative (CZI)

Member, Secretary of Energy (SEAB) Task Force on Biomedical Sciences

Vice Chair of Steering Committee, Global Alliance for Genomics and Heath

Consultant and external advisory committee member, Genomic Data Commons (GDC), Bethesda, MA

Consultant and external advisory committee member, Simons Center for Quantitative Biology, Cold Spring
Harbor, NY

Consultant and scientific advisory board member, Canadian Bioinformatics Node, Toronto, Canada
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08/2013- Chief scientific advisor, Dovetail Genomics/Edenroc, Santa Cruz, CA

03/2013- Consultant and scientific advisory board member, New York Genome Center, New York, NY

06/2013- Founder and co-chair of Data Working Group, Global Alliance for Genomics and Heath

08/2012- Consultant and scientific advisory board member, Two Pore Guys, Santa Cruz, CA

2011-2014 Consultant and scientific advisory board member, Five3 genomics, Santa Cruz, CA

11/2010- Consultant and scientific advisory board member, PharmGKB, Stanford, CA

05/2010- Advisor, Xconomy San Francisco, San Francisco, CA

1/10-07/12 Scientific advisory board member, International Barcode of Life, Toronto, Ontario, Canada

01/07-09/13 Consultant and scientific advisory board member, Pacific Biosciences, Menlo Park, CA

2009- External Advisor, Beckman Institute at Caltech, CA.

2008-2010 Member, The Cancer Genome Atlas Steering Committee, National Cancer Institute.

01/2006- Scientific advisory board member, Eli & Edythe L. Broad Institute Board of Scientific Counselors, Boston,
MA

1/01-12/07 Consultant and member of scientific advisory board, Affymetrix, Inc., Santa Clara, CA

1/97-6/99 Consultant and founding member, scientific advisory board, Neomorphic, Inc., Berkeley, CA

1/87-1/89 Consultant, Xerox, Inc., Xerox Park, Palo Alto, CA

4/84-10/84 Consultant, Seville Technology, Boulder, CO

6/81-10/81 Consultant, Interactive Systems Corp., Santa Monica, CA

Complete

2015-2017 Principal Investigator, California Governor’'s Office/UCOP, California Kids Cancer Comparison (CKCC),
$1,200,000

2015-2017 Principal Investigator, W. M. Keck Foundation, The Human Genome Variation Map, $2,000,000

2015-2017 Principal Investigator, Alex’s Lemonade Stand Foundation, Integrative Genomic and Immunogenomic

Analysis of Neuroblastoma, $250,000
2015 Principal Investigator, Simons Foundation, Human Genome Variation Map Pilot, $1,056,553

2014-2016 Co-Principal Investigator, Broad Institute/NIH/NCI, Cancer Genomics Cloud Pilots, $763,450 (subaward
from PI Getz)

2013-2018 Principal Investigator, NIH/NCI, Cloud based Cloud Based Resource for Data Hosting, Visualization and
Analysis Using UCSC Cancer informatics tools, $2,990,559

2013-2018 Co-Principal Investigator, NIH/NCI, BIGDATA: Mid-Scale DCM: DA: ESCE: Discovering Molecular
Processes and Patient Outcome Patterns in Large-Scale Cancer Genomics Datasets Using a Biomedical
Evidence Graph, $3,530,894 (with UCSC PI Stuart)

2013-2017 Co-Principal Investigator, Sanger/NHGRI, GENCODE: comprehensive gene annotation for human and
mouse, $1,423,183 (subaward from PI Hubbard)

Haussler Short CV - 7/16/18 4



2012-2017

2012-2013

2011-2014

2011-2013

2010-2015

2010-2013

2010-2012

2010-2011

2010-2011

2009-2014

2009-2014

2009-2012

2009-2012

2009-2012

2009-2011

2009-2011

2009-2011

2009-2010

2008-2014

2008-2012

2008-2011

Co-Principal Investigator, NIH/NHGRI, The UCSC Genome Browser, $17,338,223 (with UCSC PI Kent)

Co-Principal Investigator, NIH/Stanford, Data Analysis and Coordination Center for the Encyclopedia of DNA
Elements (ENCODE), $1,986,782 (subaward from Pl Cherry with UCSC PI Kent)

Principal Investigator, NIH,NCI, SAIC, (ARRA), TCGA and TARGET Cancer Genome Hub (CGHub),
$9,987,293

Principal Investigator, John Hopkins/NIH, Tools for Detecting Biologically Important Sequence Variation in
Cancer, $37,424. (subaward with Karchin)

Principal Investigator, Baylor/NIH NIAID (ARRA), Systems Analysis of Vaccine Responses in Normal and
Hypo-responsive Subjects, $568,280 (subaward from PI Banchereau)

Principal Investigator, Human Frontier Science Program, Identification of Human Specific Enhancers in the
Brain, $182,820

Principal Investigator, California Institute for Quantitative Biosciences (QB3), Pancreatic Cancer Genomics
Browser (PCGB), $100,000 (subaward with Pl Tempero)

Principal Investigator, NIH/NCI (ARRA supplement), UCSC-Buck Institute, Genome Data Analysis Center for
The Cancer Genome Atlas Research Network, $829,118 (with Pl Benz)

Principal Investigator, HHMI, lllumina Genome Analyzer System Upgrade, HiSeq 2000, $127,509

Principal Investigator, NIH/NCI, UCSC-Buck Institute, Genome Data Analysis Center for The Cancer
Genome Atlas Research Network, $5,684,521

Co-Principal Investigator, University of lowa/NIH, Subcontract to FaceBase Consortium Hub Application for
University of lowa, $447,712 (with UCSC PI Kuhn)

Principal Investigator, Broad Institute-MIT/NHGRI, GenomeSpace: A Community Web Environment for
Integrative Genomic Analysis, $81,972 (subaward from Pl Mesirov)

Principal Investigator, UCLA/LBNL/AACR, Stand Up 2 Cancer (SU2C), An Integrated Approach to Targeting
Breast Cancer Molecular Subtypes and Their Resistance Phenotypes, $1,076,546 (subaward from Pl
Slamon & Pl Gray)

Co-Principal Investigator, Emory University, NIH, (ARRA) Subcontract: CNV Atlas of Human Development,
$453,231 (with UCSC PI Kuhn)

Principal Investigator, Principal Investigator, CIRM, UCSC Institute for the Biology of Stem Cells (Major
Facility Award), $7,191,950

Principal Investigator, NHGRI (ARRA), UCSC Genome Browser Supplement to Support Medical Genomics
Research, $690,000

Co-Principal Investigator, NHGRI (ARRA), UCSC ENCODE Data Coordination Center Improvement and
Expansion, $994,983 (with UCSC PI Kent)

Principal Investigator, HHMI, lllumina Genome Analyzer lIx System, $228,373

Co-Principal Investigator, UCSF/NIH, Reference Epigenome Mapping Center: Integrated Epigenetic Maps of
Human Embryonic and Adult Cells, $563,818 (subaward from PI Costello)

Co-Principal Investigator, EBI/NHGRI, A Data Analysis Center for the Encyclopedia of DNA Elements,
ENCODE Comparative Genomics, $612,922 (subaward from Pl Birney)

Principal Investigator, NIDA, The Role of HAR1 Non-coding RNAs in Cortical Development, $290,278 (with
UCSC PI Salama)
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2008-2011

2007-2013

2007-2012

2007-2011

2007-2009

2006-2015

2006-2009

2002-2008

2001-2013

2000-2004

1999-2002

1999-2002

1999-2001

1999

1998-2001

1997-1999

1997-1999

1996-1998

1995-1999

1995-1998

1995-1998

1994-1996

Principal Investigator, NCI, Visualization and Analysis of the TCGA Data Using the UCSC Cancer Genomics
Browser, $395,554

Principal Investigator, Sanger/NHGRI, GENCODE: Integrated Human Genome Annotation, Generation of a
Reference Gene Set, $1,474,574 (subaward from PI Hubbard)

Principal Investigator, NHGRI, UCSC ENCODE Data Coordination Center, $5,011,000 (with UCSC PI Kent)

Co-Principal Investigator, OICR/NHGRI, A Data Coordinating Center for ModENCODE, $223,327 (with
UCSC PI Kent; subaward from Pl Stein)

Principal Investigator, CISI, California Institute for Quantitative Biosciences (QB3) INSTINCT Program,
$200,000

Principal Investigator, CIRM, Training Program in Systems Biology of Stem Cells, $5,725,317
Principal Investigator, GSID, GSID Clinical and Sequence Database Project, $400,000

Principal Investigator, Science Applications International Corp, NIH/NCI, Development of Web Interface and
Analysis Suite for Mammalian Gene Collection Program Data, $4,393,001

Principal Investigator, NHGRI, UCSC Center for Genomic Science and Minority Outreach Program,
$31,439,803 (with UCSC PI Kent)

Co-Principal Investigator, Packard Foundation, Bioinformatic and Microarray Expression Analysis of
Nervous System Function, $1,000,000 (with Manny Ares)

Principal Investigator, Sloan Foundation, support for the development of a professional M.S. program in
bioinformatics, $150,000

Principal Investigator, DOE, HMM-based Gene Annotation Methods, $526,000 (with UCSC PIs Hughey and
Karplus)

Co-Principal Investigator, UC Biotechnology Research and Education Grant, $200,000 (with seven co-Pls)

Principal Investigator, NSF Program in Mathematics and Molecular Biology, graduate student research
support, $12,743

Principal Investigator, NSF, Protein Classification using Hidden Markov Models, $560,000 (with UCSC Pls
Hughey and Karplus)

Co-Principal Investigator, NIH, Molecular and Bioinformatic Identification and Mapping of Yeast Introns,
$285,298 (with UCSC PI Ares)

Co-Principal Investigator, Sloan Foundation, Statistical Methods to Detect Weak Protein Homologies and
Predict Structure and Function of Newly Discovered Proteins, $100,000 (with UCSC PI Fink)

Principal Investigator, SmithKline Beecham, Hidden Markov Models and Similar Bayesian Methodologies,
$160,000, direct support of postdoc Betty Lazareva

Principal Investigator, DOE, Generalized Hidden Markov Models for Genomic Sequence Analysis,
~$430,000 (with UCSC PIs Hughey and Karplus)

Co-Principal Investigator, NSF, REU supplement to Generalized Hidden Markov Models for RNA and
Protein Sequence Analysis, $25,000 (with UCSC Pl Hughey)

Principal Investigator, NSF, Generalized Hidden Markov Models for RNA and Protein Sequence Analysis,
$150,000/yr (with UCSC PI Hughey)

Co-Principal Investigator, Los Alamos Cooperative Research Grants, Covariation of Mutations: a
Computational Approach for Determination of Function and Structure from Sequence, $60,000 (with UCSC
Pls Hughey and Karplus)
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1992-1997 Co-Principal Investigator, NSF CISE Infrastructure Grant, a Laboratory for Scientific Visualization and
Experimental Machine Learning, $2,309,004 (with UCSC Pl Mantey and Pl Wilhelms)

1992-1995 Co-Principal Investigator, NSF, Quantitative Analysis of Learning Algorithms, ~$300,000 (with UCSC PI
Warmuth)

1991-1994 Principal Investigator, Bi-national Science Foundation (Israel/US). Statistical Methods in Machine Learning

1990-1991 Principal Investigator, Office of Naval Research, Analyzing the Performance of Learning Algorithms,

$216,913 (with UCSC PI Warmuth)

1988-1990 Principal Investigator, Office of Naval Research, Efficient Learning Algorithms, $349,253 (with UCSC PI
Warmuth)
1986-1988 Principal Investigator, Office of Naval Research, Quantitative Analysis of Learnable Knowledge Structures,

$285,000 (with UCSC PI Warmuth)

PUBLICATIONS AND SCHOLARLY WORK

Contribution to Science
Citations to scientific papers: >168,000 citations, h-index 149, i10-index 289 July 13, 2018

Books and Book Chapters

Harte R A, Diekhans M, Kent WJ, Haussler D. Guide to the UCSC Genome Browser. Cambridge, MA: NPG Education, 2010.
http://www.nature.com/scitable/ebooks/guide-to-the-ucsc-genome-browser-16569863.

Harte RA, Karolchik D, Kuhn RM, Kent WJ, Haussler D. Databases and Genome Browsers. In Speicher M, Antonarakis S,
Motulsky AG. (eds): Vogel and Motulsky's Human Genetics, Principles and Approaches, 4th Edition, Springer, New York, 2009

Siepel A, Haussler D. Phylogenetic hidden Markov models. In Nielsen R (ed): Statistical Methods in Molecular Evolution,
Springer, 2004.

Haussler D, Opper M. Metric entropy and minimax risk in classification. In Mycielski J, Rozenberg G, Salomaa A (eds): Lecture
Notes in Computer Science: Studies in Logic and Computer Science, 1997:1261:212-35.

Haussler D, Barron A. How well do Bayes methods work for on-line prediction of +1,-1 values? In Proceedings of the Third
NEC Symposium on Computation and Cognition, SIAM, Princeton, NJ, 1992:74-100.

Haussler D, Warmuth M. The probably approximately correct (PAC) and other learning models. In Workshop on Supervised
Learning, Santa Fe Institute Press, 1995.

Haussler D, Warmuth M. The probably approximately correct (PAC) and other learning models. In Meyrowitz A, Chipman S
(eds): Machine Learning: Induction, Analogy and Discovery.

Haussler D. Generalizing the PAC model. In Mehra P, Wah BW (eds): Artificial Neural Networks: Concepts and Theory, IEEE
Society Press, 1992.

Haussler D. Probably approximately correct (PAC) learning and decision-theoretic generalizations. In Smolensky P, Mozer
MC, Rumelhart DE (eds): Mathematical Perspectives on Neural Networks, Lawrence Erlbaum Associates, Mahwah, NJ,
1996:651-706.

Haussler, D. Occam’s razor; Quantifying inductive bias: Al learning algorithms and Valiant’s learning framework; and what size

net gives valid generalization. Reprinted in Shavlik J, Dietterich T (eds): Readings in Machine Learning, Morgan Kaufmann,
Los Altos, CA, 1990.
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Haussler D. Applying Valiant’s learning framework to Al concept learning problems. In Michalski R, Kodratoff Y. (eds):
Machine Learning: An Artificial Intelligence Approach, Vol. Ill, Morgan Kaufmann, Los Altos, 1990:641-69.

Edited Books

Proceedings of the Fifth ACM Workshop on Computational Learning Theory, ACM, 1992.

Proceedings of the Second Workshop on Computational Learning Theory, Morgan Kaufmann, Los Altos, CA, 1989. (with R.
Rivest and M. Warmuth).

Proceedings of the First Workshop on Computational Learning Theory, Morgan Kaufmann, Los Altos, CA, 1988 (with L. Pitt).

Peer-Reviewed Journal Publications

Fiddes IT, Armstrong J, Diekhans M, Nachtweide S, Kronenberg ZN, Underwood JG, Gordon D, Earl D, Keane T, Eichler EE,
Haussler D, Stanke M, Paten B. Comparative Annotation Toolkit (CAT)-simultaneous clade and personal genome annotation.
Genome Res. 2018 Jun 8. doi: 10.1101/gr.233460.117. PMID: 29884752

Kronenberg ZN, Fiddes IT, Gordon D, Murali S, Cantsilieris S, Meyerson OS, Underwood JG, Nelson BJ, Chaisson MJP,
Dougherty ML, Munson KM, Hastie AR, Diekhans M, Hormozdiari F, Lorusso N, Hoekzema K, Qiu R, Clark K, Raja A, Welch
AE, Sorensen M, Baker C, Fulton RS, Armstrong J, Graves-Lindsay TA, Denli AM, Hoppe ER, Hsieh P, Hill CM, Pang AWC,
Lee J, Lam ET, Dutcher SK, Gage FH, Warren WC, Shendure J, Haussler D, Schneider VA, Cao H, Ventura M, Wilson RK,
Paten B, Pollen A, Eichler EE. High-resolution comparative analysis of great ape genomes. Science. 2018 Jun 8;360(6393).
pii: eaar6343. doi: 10.1126/science.aar6343. PMID: 29880660

Fiddes IT, Lodewijk GA, Mooring M, Bosworth CM, Ewing AD, Mantalas GL, Novak AM, van den Bout A, Bishara A,
Rosenkrantz JL, Lorig-Roach R, Field AR, Haeussler M, Russo L, Bhaduri A, Nowakowski TJ, Pollen AA, Dougherty ML,
Nuttle X, Addor MC, Zwolinski S, Katzman S, Kriegstein A, Eichler EE, Salama SR, Jacobs FMJ, Haussler D. Human-Specific
NOTCH2NL Genes Affect Notch Signaling and Cortical Neurogenesis. Cell. 2018 May 31;173(6):1356-1369.e22. doi:
10.1016/j.cell.2018.03.051. Epub 2018 May 31. PMID: 29856954

Haussler D, Smuga-Otto M, Eizenga JM, Paten B, Novak AM, Nikitin S, Zueva M, Miagkov D. A Flow Procedure for
Linearization of Genome Sequence Graphs. J Comput Biol. 2018 May 24. doi: 10.1089/cmb.2017.0248. PMID: 29792514

Lewin HA, Robinson GE, Kress WJ, Baker WJ, Coddington J, Crandall KA, Durbin R, Edwards SV, Forest F, Gilbert MTP,
Goldstein MM, Grigoriev IV, Hackett KJ, Haussler D, Jarvis ED, Johnson WE, Patrinos A, Richards S, Castilla-Rubio JC, van
Sluys MA, Soltis PS, Xu X, Yang H, Zhang G. Earth BioGenome Project: Sequencing life for the future of life. Proc Natl Acad
SciU S A. 2018 Apr 24;115(17):4325-4333. doi: 10.1073/pnas.1720115115. PMID: 29686065 [PubMed - in process]

Yulia Newton, S. Rod Rassekh, Rebecca J. Deyell, Yaoqing Shen, Martin R. Jones, Chris Dunham, Stephen Yip, Sreeja
Leelakumari, Jingchun Zhu, Duncan McColl, Teresa Swatloski, Sofie R. Salama, Tony Ng, Glenda Hendson, Anna F. Lee,
Yussanne Ma, Richard Moore, Andrew J. Mungall, David Haussler, Joshua M. Stuart, Colleen Jantzen, Janessa Laskin,
Steven J.M. Jones, Marco A. Marra, and Olena Morozova. Comparative RNA-Sequencing Analysis Benefits a Pediatric
Patient With Relapsed Cancer. DOI: 10.1200/P0.17.00198 JCO Precision Oncology, online April 19, 2018

Toor JS, Rao AA, McShan AC, Yarmarkovich M, Nerli S, Yamaguchi K, Madejska AA, Nguyen S, Tripathi S, Maris JM,
Salama SR, Haussler D, Sgourakis NG.. A Recurrent Mutation in Anaplastic Lymphoma Kinase with Distinct Neoepitope
Conformations. Front Immunol. 2018 Jan 30;9:99. doi: 10.3389/fimmu.2018.00099. eCollection 2018. PMID: 29441070

Jain M, Olsen HE, Turner DJ, Stoddart D, Bulazel KV, Paten B, Haussler D, Willard HF, Akeson M, Miga KH. Linear assembly
of a human centromere on the Y chromosome. Nat Biotechnol. 2018 Mar 19. doi: 10.1038/nbt.4109. PMID: 29553574

Casper J, Zweig AS, Villarreal C, Tyner C, Speir ML, Rosenbloom KR, Raney BJ, Lee CM, Lee BT, Karolchik D, Hinrichs AS,
Haeussler M, Guruvadoo L, Navarro Gonzalez J, Gibson D, Fiddes IT, Eisenhart C, Diekhans M, Clawson H, Barber GP,
Armstrong J, Haussler D, Kuhn RM, Kent WJ. The UCSC Genome Browser database: 2018 update. Nucleic Acids Res. 2018
Jan 4;46(D1):D762-D769. doi: 10.1093/nar/gkx1020. PMID: 29106570
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Newton Y, Novak AM, Swatloski T, McColl DC, Chopra S, Graim K, Weinstein AS, Baertsch R, Salama SR, Ellrott K, Chopra
M, Goldstein TC, Haussler D, Morozova O, Stuart JM. TumorMap: Exploring the Molecular Similarities of Cancer Samples in
an Interactive Portal. Cancer Res. 2017 Nov 1;77(21):e111-e114. doi: 10.1158/0008-5472.CAN-17-0580. PMID: 29092953

Cancer Genome Atlas Research Network. Comprehensive and Integrative Genomic Characterization of Hepatocellular
Carcinoma. Cell. 2017 Jun 15;169(7):1327-1341.e23. doi: 10.1016/j.cell.2017.05.046. PMID: 28622513

Lincoln SE, Yang S, Cline MS, Kobayashi Y, Zhang C, Topper S, Haussler D, Paten B, Nussbaum RL. Consistency of BRCA1
and BRCA2 Variant Classifications Among Clinical Diagnostic Laboratories. JCO Precis Oncol. 2017 Jul;1. doi:
10.1200/P0.16.00020. Epub 2017 Apr 11. PMID: 28782058

Clinical Cancer Genome Task Team of the Global Alliance for Genomics and Health., Lawler M, Haussler D, Siu LL, Haendel
MA, McMurry JA, Knoppers BM, Chanock SJ, Calvo F, The BT, Walia G, Banks |, Yu PP, Staudt LM, Sawyers CL. Sharing
Clinical and Genomic Data on Cancer - The Need for Global Solutions. N Engl J Med. 2017 May 25;376(21):2006-2009. doi:
10.1056/NEJMp1612254. PMID: 28538124

Vivian J, Rao AA, Nothaft FA, Ketchum C, Armstrong J, Novak A, Pfeil J, Narkizian J, Deran AD, Musselman-Brown A,
Schmidt H, Amstutz P, Craft B, Goldman M, Rosenbloom K, Cline M, O'Connor B, Hanna M, Birger C, Kent WJ, Patterson DA,
Joseph AD, Zhu J, Zaranek S, Getz G, Haussler D, Paten B. Toil enables reproducible, open source, big biomedical data
analyses. Nat Biotechnol. 2017 Apr 11;35(4):314-316. doi: 10.1038/nbt.3772. PMID: 28398314

Cherniack AD, Shen H, Walter V, Stewart C, Murray BA, Bowlby R, Hu X, Ling S, Soslow RA, Broaddus RR, Zuna RE,
Robertson G, Laird PW, Kucherlapati R, Mills GB; Cancer Genome Atlas Research Network., Weinstein JN, Zhang J, Akbani
R, Levine DA. Integrated Molecular Characterization of Uterine Carcinosarcoma. Cancer Cell. 2017 Mar 13;31(3):411-423. doi:
10.1016/j.ccell.2017.02.010. PMID: 28292439

Fishbein L, Leshchiner I, Walter V, Danilova L, Robertson AG, Johnson AR, Lichtenberg TM, Murray BA, Ghayee HK, Else T,
Ling S, Jefferys SR, de Cubas AA, Wenz B, Korpershoek E, Amelio AL, Makowski L, Rathmell WK, Gimenez-Roqueplo AP,
Giordano TJ, Asa SL, Tischler AS; Cancer Genome Atlas Research Network., Pacak K, Nathanson KL, Wilkerson MD.
Comprehensive Molecular Characterization of Pheochromocytoma and Paraganglioma. Cancer Cell. 2017 Feb 2. pii: S1535-
6108(17)30001-6. doi: 10.1016/j.ccell.2017.01.001. PMID: 28162975

Zerbino DR, Ballinger T, Paten B, Hickey G, Haussler D. Representing and decomposing genomic structural variants as
balanced integer flows on sequence graphs. BMC Bioinformatics. 2016 Sep 29;17(1):400. PMID: 27687569

Cancer Genome Atlas Research Network. Integrated genomic and molecular characterization of cervical cancer. Nature. 2017
Jan 23. doi: 10.1038/nature21386. PMID: 28112728

The UCSC Genome Browser database: 2017 update. Tyner C, Barber GP, Casper J, Clawson H, Diekhans M, Eisenhart C,
Fischer CM, Gibson D, Gonzalez JN, Guruvadoo L, Haeussler M, Heither S, Hinrichs AS, Karolchik D, Lee BT, Lee CM, Nejad
P, Raney BJ, Rosenbloom KR, Speir ML, Villarreal C, Vivian J, Zweig AS, Haussler D, Kuhn RM, Kent WJ. Nucleic Acids Res.
2016 Nov 29. pii: gkw1134. PMID: 27899642

Global Alliance for Genomics and Health. GENOMICS. A federated ecosystem for sharing genomic, clinical data. Science.
2016 Jun 10;352(6291):1278-80. doi: 10.1126/science.aaf6162. PMID: 27284183

Siu LL, Lawler M, Haussler D, Knoppers BM, Lewin J, Vis DJ, Liao RG, Andre F, Banks I, Barrett JC, Caldas C, Camargo AA,
Fitzgerald RC, Mao M, Mattison JE, Pao W, Sellers WR, Sullivan P, Teh BT, Ward RL, ZenKlusen JC, Sawyers CL, Voest EE.
Facilitating a culture of responsible and effective sharing of cancer genome data. Nat Med. 2016 May 5;22(5):464-71. doi:
10.1038/nm.4089. PMID: 27149219

Gordon D, Huddleston J, Chaisson MJ, Hill CM, Kronenberg ZN, Munson KM, Malig M, Raja A, Fiddes |, Hillier LW, Dunn C,
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Grove, CA. November 1986.
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Haussler D, Welzl E. Range spaces and Epsilon-nets. SIAM Workshop on Computational and Discrete Geometry, Santa Cruz,
CA, July 1986.

Haussler D. A methodology for assessing the learnability of knowledge structures. 1st Annual Rocky Mountain Conference on
Artificial Intelligence, Boulder, CO, June 1986.

Haussler D, Welzl E. Epsilon-nets and simplex range queries. 2nd International Conference on Computational Geometry,
Yorktown Heights, NY, June 1986.

Blumer A, Ehrenfeucht A, Haussler D, Warmuth M. Classifying learnable geometric concepts with the Vapnik-Chervonenkis
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S, Schmechel S, Allison S, Gadi VK, Salama SR, Radenbaugh A, Goldman M, Johnsen J, Heimfeld S, Komashko V,
LaMadrid-Hermannsfeldt M, Duan Z, Benz S, Soon-Shiong P, Haussler D, Zhu J, Ruzzo W, Noble W, Blau CA. Cis-
Compound Mutations are Prevalent in Triple Negative Breast Cancer and Can Drive Tumor Progression. Cold Spring Harbor
Labs Journals. bioRxiv 2016 January 1. 085316. doi: https://doi.org/10.1101/085316

Lincoln S, Cline M, Yang S, Kobayashi Y, Topper S, Haussler D, Paten B, Nussbaum. What Have Public Databases Taught
Us About Variant Classification? The Example of BRCA1 and BRCA2. The journal of molecular diagnostics. Elsevier Science
Inc. 2016 November 1. vol:18 iss:6 pg:949.

Ballinger T, Adam D Ewing AD, Haussler D. Retrotransposon mobilization in cancer genomes. arXiv preprint arXiv: 2015
January 18. 1501.04268v1 [g-bio.GN]

Paten B, Novak A, Haussler D. Mapping to a reference genome structure. arXiv preprint arXiv. 2014 April 20. 1404.5010v1[qg-
bio.GN]

Zerbino DR, Paten B, Hickey G, Haussler D. An algebraic framework to sample the rearrangement histories of a cancer
metagenome with double cut and join, duplication and deletion events. arXiv. 2013 March 22. 1303.5569v2 [g-bio.GN]

Haussler D, Patterson DA, Diekhans M, Fox A, Jordan M, Anthony D. Joseph AD, Ma S, Paten B, Shenker S, Sittler T and
Stoica I. A Million Cancer Genome Warehouse. EECS Department, University of California, Berkeley. 2012 November 20.
Technical Report No. UCB/EECS-2012-211

Roskin KM, Diekhans M, Kent, WJ, Haussler D. Score functions for assessing conservation in locally aligned regions of DNA
from two species. University of California, Santa Cruz, Santa Cruz, CA Tech Report UCSC-CRL-02-30. Sep, 2002.

Haussler D. The challenge of bioinformatics. R&D Magazine. 2001 Nov;43(11):8S-SC3 (in conjunction with Scientist of the
Year Award).

Kent WJ, Haussler D. GigAssembler: an algorithm for the initial assembly of the human genome working draft. UCSC-CRL-00-
17, December 27, 2000.

Haussler D. Convolution kernels on discrete structures. UCSC-CRL-99-10, July 8, 1999.

Haussler D, Jaakkola T, Winters-Hilt S. Tradeoffs between generative and discriminative hidden Markov models. Computer
Science Department, University of California, Santa Cruz, Santa Cruz, CA. 1998.

OUTSIDE PROFESSIONAL ACTIVITIES
Conferences and Meetings, Invited

2018

“The California Kids Cancer Comparison Project,” invited plenanry keynote speaker, 25th anniversary Molecular Medicine Tri-
Conference, San Francisco. February

“The Human Genome Graph,” invited speaker, PMWC 2018 Silicon Valley, Personalized Medicine World Conference,
Mountain View. January

2017

“The California Kids Cancer Comparison: harnessing the power of big data to benefit single patients in California ... and now,
around the world,” invited keynote speaker, 2017 California Initiative to Advance Precision Medicine conference, California
Initiative to Advance Precision Medicine La Jolla, CA. October

“Treehouse Pediatric Cancer Consortium, invited keynote speaker, Annual Stanford Center for Genomics and Personalized
Medicine Symposium, Stanford, Palo Alto, CA. April
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“Facilitating a culture of responsible and effective sharing of genome data,” invited speaker, BioData World Congress, BioData
World Series, San Francisco. April

“The Global Alliance for Genomics and Health: Sharing Data for Genomic Medicine,” invited speaker. 2017 Sage Bionetworks
Assembly: Mapping Open Ecosystems, Sage Assembly, Seattle, WA. April

“Sharing data for genomic medicine,” invited speaker, Bioinformatics for Big Data, Molecular Medicine Tri-Conference, San
Francisco, CA. February

“Data Sharing in the Treehouse Childhood Cancer Initiative: The power of big data to defeat childhood cancer,” St. Baldrick’s
Foundation Board Meeting, St. Baldrick’s, Monrovia, CA. February

“The Global Alliance for Genomics and Health: Accessibility of Data for Medicine,” PMWC 2017 Silicon Valley, Personalized
Medicine World Conference, Mountain View, CA. January

“The Global Alliance for Genomics and Health: Accessibility of Data for Medicine,” invited speaker and panelist, SU2C
Scientific Summit, Stand up 2 Cancer, Santa Monica, CA. January

2016
“A public ledger to share all the world's cancer mutations,” invited speaker, Festival of Genomes, San Diego, CA. September.

“Global Sharing of Genomic Information for Precision Medicine,” invited speaker, Anschutz Medical Campus, Aurora, CO.
August

“The Human Genome,” invited speaker, Commonwealth Club of California, San Francisco, CA. May 18, 2016

“Global Alliance for Genomics and Health: Genome Data Sharing,” invited speaker, Center for International Security and
Cooperation, Stanford, Palo Alto, CA. May

“Global Sharing of Better and More Genomes.” Invited speaker, 13th International Congress of Human Genetics Conferene,
Kyoto, Japan. April

Global Sharing of Genomic Information for Precision Medicine,” invited keynote speaker, 2016 AMIA Joint Summit: Plenary
Session, American Medical Informatics Association, San Francisco, CA. March

“BRCA Challenge,” invited speaker, Inaugural Precision Medicine, Molecular Medicine Tri-Conference, San Francisco, CA.
March

“Cancer genomics and data sharing,” invited speaker, 2016 Future of Genomics Medicine, Scripps, La Jolla, CA. March

“Computer Science Meets Genetics in the Genome Era,” invited speaker, Special Beckman Institute Functional Genomics
Center Seminar, Caltech, Pasadena, CA. March

“Global sharing of better and more genomes,” invited speaker, Advances in Genome Biology and Technology 2016, Advances
in Genome Biology and Technology, Orlando, FL. February

“Global Alliance for Genomics and Health,” invited speaker, Personalized Medicine World Conference (PMWC) 2016 Silicon
Valley, Personalize Medicine Worldwide Conference, International, Mountain View, CA. January

2015

“Harnessing Global Genomic Data to Defeat Cancer,” invite speaker, CARIS Scientific Board Meeting, Caris Life Sciences,
Scottsdale, AZ. December
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“Odyssey Into the Human Genome, invited speaker, Annual Regional Meeting, San Francisco Area Mensa, Santa Cruz, CA.
November

“The Data Working Group of the Global Alliance for Genomics and Health,” invited speaker and panelist, Probabilistic
Modeling in Genomics, Cold Spring Harbor, NY. October

“Harnessing Global Genomic Data for Discovery,” invited speaker, Future Sequencing Technologies and Applications,
Genomics Institute of the Novartis Research Foundation, La Jolla, CA. September

“Big Data,” invited panelist, Aspen Cancer Conference Special Evening, Aspen Cancer Conference, Aspen CO. July

“Antigen Recognition Project,” invited speaker, SU2C - Google[x] Technology and Analysis Satellite Meeting, Stand up 2
Cancer, Boston, MA. July

“Federated BRCA Data Sharing: Lessons and Visions, invited speaker, BRCA Challenge, Global Alliance for Genomics and
Health, Paris, France, June.

“Bioinformatics to enable cancer immunotherapy,” invited speaker, Immunology Meeting, Stand up 2 Cancer, Boston, MA.
June

“BD2K Centers of Excellence,” invited speaker Big Data in BioMedicine, Stanford University, Palo Alto, CA. May
“Odyssey into the human genome,” invited award winner, 2015 Dan David Prize, University of Tel Aviv, Tel Aviv, Israel. May
“Global Alliance for Genomics and Health,” invited speaker, 2015 TEDx Santa Cruz, April

“Calling both simple and complex mutations in cancer genome,” invited speaker, Identifying Drug Targets with Computational
Genomics, 2015 Annual Meeting, American Association for Cancer Research, Philadelphia, PA. April

“Global Alliance for Genomics and Health,” invited speaker, Annual UC system-wide conference, UC Academic Business
Officers Group (ABOG), Santa Cruz, CA. April

“Technology and Big Data,” invited speaker, Big Data, Genomics, and Precision Medicine Program, National Human Genome
Research Institute, San Jose, CA. April

“Big Data to Knowledge (BD2K) Centers of Excellence”, invited speaker, AMIA Translational Bioinformatics Conference, San
Francisco, CA. March

“Stable reference structures for human genome analysis,” invited featured speaker, Genome and Transcriptome Analysis,
Molecular Medicine Tri-Conference. San Francisco, CA. February

“Global exchange of human genetic data for medicine and research,” invited keynote speaker, Bioinformatics for Big Data
Track, Medicine Tri-Conference. San Francisco, CA. February

“Global Alliance for Genomics and Health,” invited speaker, Large Sequence Data Analysis & Clinical Interpretation,
Personalized Medicine World Conference 2015, Mountain View, CA January

“Global exchange of human genetic data for medicine and research,” invited keynote speaker, Pacific Symposium on
Biocomputing 2015, Kona, HI, January

2014

“Global exchange of human genetic data for medicine and research,” invited keynote speaker, Cold Spring Harbor Biological
Data Sciences, Cold Spring Harbor, NY. November.
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“Discovering and representing subclones in cancer tissues from analysis of whole genome sequencing data,” invited speaker,
Tumor Heterogeneity Symposium, Stanford Cancer Institute, Palo Alto, CA. October

“Peptide Antigen Display and Recognition: a New Fusion of Genomics and Proteomics,” invited speaker, Future Opportunities
for Genomic Sequencing, NHGRI, Bethesda, MD. July

Participatory Biology Panel, invited panelist, Techonomy Bio conference, Techonomy, San Jose, CA. June
“Large-scale Cancer Genomics,” invited speaker, Sadler Memorial Lecture, University of Colorado, Denver, Denver CO. May

“Large-scale Cancer Genomics,” invited speaker, 2014 BioFrontiers Symposium on Big Data, University of Colorado, Boulder,
Boulder, CO. May

“Large-scale Cancer Genomics,” invited speaker, Sequence the City - Metagenomics in the Era of Big Data, IBM: Almaden
Institute, San Jose, CA. May

“Large-scale Cancer Genomics,” invited speaker, AACR Annual Meeting 2014, American Association for Cancer Research,
San Diego, CA. April

“Large-scale Cancer Genomics,” invited speaker, Big Data in Biology, Keystone Symposium on Molecular and Cellar Biology,
San Francisco, CA. March

“Large-scale Cancer Genomics,” invited speaker, Big Data in Biology, Simons Foundation, Biotech Symposium, New York,
NY. March

“Large-scale Cancer Genomics,” invited speaker, Evening Lectures in Genomics, New York Genome Center, New York, NY.
March

“Cancer Genomics,” invited speaker, Bioinformatics for Big Data, 21st Molecular Medicine Tri-conference, Cambridge
Healthtech Institute, San Francisco, CA. February

2013

“Cancer Genomics,” invited speaker, Global SIP Symposium: Bioinformatics and System Biology, University of Texas, Austin,
TX. December.

“Comparative analysis of cortical neuron development in a stem cell model of primate neurogenesis,” invited speaker, Howard
Hughes Medical Institute Scientific meeting, Howard Hughes Medical Institute, Ashburn, VA. October.

“A global alliance for genomic and clinical data,” invited keynote speaker, Beyond the Genome, BioMed Center, San
Francisco, CA. October.

“Genome data in the cloud,” invited speaker, The 8th Scientific Workshop, International Cancer Genome Consortium, Toronto,
Canada. October.

“Large-scale comparative genomics for cancer research,” invited speaker, Statistical Data Integration Challenges in
Computational Biology: Regulatory Networks and Personalized Medicine, Banff International Research Station for
Mathematical Innovation and Discovery (BIRS), Banff, Canada. August.

“Cancer Genomics,” invited speaker, Microsoft Research Faculty Summit, Microsoft, Redmond, WA. July.

“Large-scale Comparative Genomics for cancer research,” invited speaker, 2013 Human Genome Meeting and 215t
International Congress of Genetics, Human Genome Organization (HUGO) and International Genetics Federation (IGF),
Singapore, Singapore, April.
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“Generalizations of the Fourier transform to Gelfand pairs provide a continuous time Markov model for the evolution of
genomes via rearrangements and substitutions” invited speaker, Janelia Biological Sequence Analysis Conference, Howard
Hughes Medical Institute, Ashburn, VA. March.

“Cancer Genomics,” invited speaker, Doc Talk lecture series, American Cancer Society, Santa Cruz, CA. February.

“Large scale Cancer Genomics analysis,” invited speaker, Pacific Symposium on Biocomputing 2013: The Future of Genome-
Based Medicine, Kona, HI. January.

2012

“Benchmarking study—DNA sequence variance/rearrangement calls: algorithm comparison across centers,” invited speaker,
The Cancer Genome Atlas Semi-Annual Steering Committee Meeting, The Cancer Genome Atlas, Crystal City, VA.
November.

“One million cancer genomes”, invited speaker, Techonomy 2012, Techonomy, Tucson, AZ. November.

“The UCSC Cancer Genomics Hub,” invited keynote speaker, 2012 Uninex Symposium, Operating Systems Design and
Implementation, Hollywood, CA. October.

“Somatic mutations in cancer as assessed by whole genome sequencing,” invited speaker, Identification and annotation of
SNPs in the context of structure, function, and disease meeting, Special Interest Group (SNP-SIG), Long Beach, CA. July.

“Three periods of regulatory innovation during vertebrate evolution,” invited speaker, EMBO: Evolution in the Time of
Genomics, Genetic Information Research Institute, Venice, Italy. May.

“Mutation calling,” invited speaker, The Cancer Genome Atlas Semi-Annual Steering Committee Meeting, The Cancer
Genome Atlas, Houston TX. April.

“UCSC Cancer Genomics Hub,” invited speaker, The Cancer Genome Atlas Semi-Annual Steering Committee Meeting, The
Cancer Genome Atlas, Houston TX. April.

“Personal cancer genomics,” invited keynote speaker, 3rd Sage Bionetworks Commons Congress, Sage Bionetworks
Commons Congress, San Francisco, CA. April.

“Cancer genomics,” invited speaker, Genome Informatics Alliance 2012, Genome Informatics Alliance, Newberg OR. March.

“Benchmarking mutation calls,” invited speaker, 2012 International Cancer Genome Consortium workshop, International
Cancer Genome Consortium, Cannes, France. March.

“Aspects of the evolutionary impact of retrotransposons on vertebrate genomes,” invited speaker, Genetic Information
Genomic Impact, 3rd International Conference on Genomic Impact of Eukaryotic Transposable Element, Pacific Grove.
February.

“Personal genomics,” invited speaker, Pacific Symposium on Biocomputing, Kona, HI. January.

2011

“Genomic analysis for pathway characterization,” invited speaker, San Antonio Breast Cancer Symposium, San Antonio, TX.
December.

“Large-scale cancer genomics data analysis,” invited speaker, Enabling Cancer Research through TCGA, The Cancer
Genomics Atlas, Houston, TX. November.

“CGHub: A next generation repository for next generation sequence data,” invited speaker, Enabling Cancer Research through
TCGA, The Cancer Genomics Atlas, Houston, TX. November.
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“Cancer genomics,” invited speaker, Howard Hughes Medical Institute, Chevy Chase, MD. November.

“Cancer genomics in the TCGA TARGET and ICGC projects,” invited speaker, Translation of the cancer genome meeting,
American Association for Cancer Research (AACR) San Francisco, CA. October.

“Cancer genomics,” invited speaker, Inaugural Bio-IT Cloud Summit: Cloud Computing Conference, Bio-IT World and
Cambridge Healthtech Institute, La Jolla, CA. September.

“Epigenomics of stem and cancer cells: computational challenges,” invited speaker , 2011 CIRM Grantee Meetings, California
Institute for Regenerative Medicine, San Francisco, CA. September.

“Cancer genomics,” keynote speaker, SIGKDD 2011Conference, Association for Computing Machinery, San Diego, CA.
August.

“Cancer genomics,” invited speaker, Spring Epigenetics, Genentech, Woodside, CA. May.

“The large-scale analysis tool building perspective: The need for access to data sets, standard exchange formats, and bringing
computing to the data,” invited speaker, The Collection, Storage, Management, and Distribution of Next-Generation Sequence
Data, National Institutes of Health, Gaithersburg, MD. April.

“Mutation analysis,” invited speaker,” The Cancer Genome Atlas (TCGA) Semi-Annual Steering Committee Meeting, The
Cancer Genome Atlas. Bethesda, MD. April.

“Cancer genomics in the TCGA project,” invited speaker, DARPA CAP3 workshop, National Cancer Institute, Bethesda, MD.
April.

“Cancer genomics in the TCGA Project,” invited speaker, Conference on Systems Biology: Confronting the Complexity of
Cancer, AACR/NCI, La Jolla, CA. February.

“Cancer genomics: the Next Step for SU2C,” invited speaker, Stand Up 2 Cancer Dream Team Summit, Miami, FL. January.
“Personal genomics,” invited speaker, Pacific Symposium on Biocomputing, Kona, HI. January.

2010

“Genomics and the Genome 10K Project,” invited speaker, Chance and Necessity in Evolution, International Union of
Biological Sciences & Istituto per gli Studi Filosofici of Naples, Ravello, Italy. October.

“Cancer genomics and the TCGA project,” invited speaker, Molecular Diagnostics in Cancer Therapeutic Development,
American Association for Cancer Research, Denver, CO. September.

“Cancer genomics data analysis,” invited speaker, Pfizer, Cancer Genomics Data Analysis, San Diego, CA. August.

“Comparative genomics and the Genome 10K Project,” invited speaker, American Genetic Association, Conservation
Genomics, Hilo, HI. July.

“$1000 Genomes,” invited speaker, HiTSeq, Intelligent Systems for Molecular Biology, Boston, MA. July.
“$100 Genomes,” invited speaker, Jason Study, The MITRE Corporation, San Diego, CA. June.
“TCGA data analysis pipeline,” invited speaker, The Cancer Genome Atlas Steering Committee. Bethesda, MD. April.

“Comparative genomics for vertebrates,” invited speaker, National Human Genome Research Institute Informatics and
Analysis Planning Meeting, Bethesda, MD. April.
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“TCGA Data analysis and dissemination,” invited speaker, American Association for Cancer Research Annual Meeting 2010,
The Cancer Genome Atlas. Washington, DC. April.

“Mapping cancer genomics data to pathways,” invited speaker, Cancer Profiling and Pathways Conference, San Francisco,
CA. February.

2009

“The supercomputing challenge to decode the evolution and diversity of our genomes,” invited speaker, Supercomputing 2009
Conference, Portland, OR. November.

“Genomes in the Clouds: UCSC genomics browsers and distributed bio computation,” invited speaker, Supercomputing 2009
Conference, Portland, OR. November.

“Reconstructing the 500 million year record of evolution in the vertebrate genome,” featured lecturer, Annual Meeting of the
Fellows of the California Academy of Sciences, San Francisco, CA. October.

The evolution of non-coding functional elements in our genome,” invited speaker, Evolution of the Molecular Landscape, 74th
Cold Spring Harbor Symposium, Cold Spring Harbor, NY. May.

“The evolution of non-coding functional elements in our genome,” invited speaker, Harvey Mudd College, Pasadena, CA. April.

“Transposon-induced rewriting of vertebrate gene regulation,” invited speaker, AAAS Annual Meeting: Our Life and its Life:
Origins and Futures, Chicago, IL. February.

“Statistical and algorithmic methods to explore evolution,” invited speaker, NIH Darwin Day, Bethesda, MD. February.

“Molecular evolution and disease,” invited speaker, HHMI Scientific Meeting: Human Disease, Genetics, Models and Progress
Toward Treatments, Chevy Chase, MD. February.

“Evidence that transposons shaped vertebrate gene regulatory networks,” invited speaker, 2nd International Conference and
Workshop Genomic Impact of Eukaryotic Transposable Elements, Asilomar, Monterey, CA. February.

2008

“UCSC cancer genomics browser for TCGA data,” invited speaker, TCGA Steering Committee, Washington, D.C. December.

“Non-coding RNA: Red-headed stepchild of the human genome,” invited speaker, 58th Annual Meeting of ASHG, Philadelphia,
PA. November.

“Human gene predictions,” MGC-ESC Meeting, invited speaker, Rockville, MD. September.
“100 million years of evolutionary history of the human genome,” invited speaker, ISCB Conference, Toronto, CAN. July.

“100 million years of evolutionary history of the human genome,” invited speaker, 23rd Conference on AAAI-08, Chicago, IL.
July.

“Computing how we became human,” invited speaker, 40th ACM Symposium on Theory of Computing, Victoria, BC. May.

“A rapidly evolved RNA gene may have played a role in the evolution of the cerebral cortex,” invited speaker, European
Human Genetics Conference, Barcelona, Spain. May.

“100 million years of evolutionary history of the human genome,” plenary speaker, HapMap, Human Evolution and the Future
of Life, Copenhagen, Denmark. May.

“Evolutionary genomics of the human genome,” Distinguished Lecturer, Computer Science Columbia University, New York,
NY. May.
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“Computing how we became human,” invited speaker, Renaissance Technologies Corporation Symposium, New York, NY.
May.

“The personal genome: consequences for society,” invited speaker, 7th Annual Genome Sciences Symposium, Seattle, WA.
April.

“The infinite sites model of genome evolution,” invited speaker, Gordon Conference in Molecular Evolution, Ventura, CA.
February.

2007

“Reconstructing 100 million years of human evolutionary history,” honored speaker, NIH Intramural Sequencing Center’'s 10th
Anniversary Symposium, Bethesda, MD. October.

“Rapidly evolving non-coding regions and brain evolution,” honored speaker, 57th Annual American Society of Human
Genetics Meeting, San Diego, CA. August.

“Reconstructing 100 million years of human evolutionary history,” invited speaker, Pacific Biosciences, Menlo Park, CA. July.

“Reconstructing 100 million years of human evolutionary history,” honored speaker, Vertebrate Comparative Genomics, US
National Academy of Sciences and the Australian Academy of Science, Beckman Center of the National Academy of
Sciences, Irvine, CA. May.

“The infinite sites model of genome evolution,” Biology of Genomes meeting, invited speaker, Cold Springs Harbor
Conference, Cold Springs Harbor, NY. May.

2006

“Reconstructing 100 million years of human evolutionary history,” Johns Hopkins University, Baltimore, MD. November.

“Ultraconserved elements, living fossil transposons, and rapid bursts of change: reconstructing the uneven evolutionary history
of the human genome,” invited speaker, International Symposium on Genomics, Hangzhou, China. October.

“Reconstructing 100 million years of human evolutionary history,” honored speaker, Scientific Forum for Cabrillo Festival of
Contemporary Music, world premiere of the Frans Lanting orchestral-photographic performance “Life: A Journey Through
Time,” Santa Cruz, CA. July.

“Exploring the evolutionary history of the human genome over the last 100 million years,” keynote address, ACM SIGMOND
International conference on Management of Data, Chicago, IL. June.

“Ultraconserved elements, living fossil transposons, and rapid bursts of change: reconstructing the uneven evolutionary history
of the human genome,” 23rd International Conference on Machine Learning (ICML), Carnegie Mellon University, Pittsburgh,
PA. June.

“Ultraconserved elements, living fossil transposons, distal enhancers, and mysterious RNA genes: reconstructing the detailed
evolutionary history of the human genome,” Annual Society for Molecular Biology and Evolution Meeting, Genomes, Evolution,
and Bioinformatics, Arizona State University, Tempe. May.

“Ultraconserved elements, living fossil transposons, distal enhancers, and mysterious RNA genes: reconstructing the detailed
evolutionary history of the human genome,” inaugural speech, Broad Distinguished Lecture Series in Computational Biology,
Eli & Edythe L. Broad Institute, Cambridge, MA. May.

“Feasibility of reconstructing the 100 million year history of the human genome,” Genomes and Biology, Cold Spring Harbor,
NY. May.

Haussler Short CV - 7/16/18 41



“Applying comparative genomics to assist in the completion of the Mammalian Gene Collection,” Mammalian Gene Collection
Annual Meeting, Washington, DC. April.

“The infinite sites model of genome evolution,” Workshop on Reconstruction of Ancestral Genomes, Barbados. April.

“Ultraconserved elements, living fossil transposons, and rapid bursts of change: reconstructing the uneven evolutionary history
of the human genome,” keynote address, 10th Annual Conference on Research in Computational Molecular Biology, Venice,
ltaly. March.

“Ultraconserved elements, living fossil transposons, and rapid bursts of change: reconstructing the uneven evolutionary history
of the human genome,” keynote address, Systems Biology: Global Regulation of Gene Expression, Cold Spring Harbor, NY.
March.

“Ultraconserved elements, living fossil transposons, and rapid bursts of change: reconstructing the uneven evolutionary history
of the human genome,” Dickson Prize award talk, Carnegie-Mellon University, Pittsburg, PA. March.

“Ultraconserved elements, living fossil transposons, distal enhancers, and mysterious RNA genes: reconstructing the detailed
evolutionary history of the human genome,” Integrative Graduate Education and Research Traineeships, University of Arizona,
Tucson. January.

2005

“Health, medicine, and biotechnology,” keynote address, World Technology Summit, San Francisco, CA. November.
“Using evolution to explore the human genome,” honored speaker, European Bioinformatics Institute, Hinxton, UK. November.

“Using evolution to explore the human genome,” Evolutionary Genomics Meeting, The Stazione Zoologica Anton Dohrn,
Naples, Italy. October.

“Using evolution to explore the human genome,” keynote address, Genome Informatics Conference, Cold Spring Harbor, NY.
October.

“Using evolution to explore the human genome,” keynote address, IEEE Workshop on Computer Vision Methods for
Bioinformatics, San Diego, CA. June.

“Computational reconstruction of an ancestral mammalian chromosome,” keynote address, Cold Spring Harbor Conference,
Cold Spring Harbor, NY. May.

“Reconstructing an ancestral mammalian chromosome,” keynote address, Cold Spring Harbor Conference, Cold Spring
Harbor, NY. May.

“Ultraconserved elements in the human genome,” European Human Genetics Conference, Prague, Czech Republic. May.

“Impact of human genome research: present and future,” Mervyn Young Memorial Lecture, University of Colorado, Boulder,
Boulder, CO. April.

“Using evolution to explore the human genome,” Distinguished Engineering Alumni Award Seminar, University of Colorado,
Boulder, Boulder, CO. April.

“Impact of human genome research: present and future,” honored speaker, Mervyn Young Memorial Lecture, University of
Colorado, Boulder, Boulder, CO. April.

2004

“Using evolution to explore the human genome,” honored speaker, University of Washington, CSE Distinguished Lecture,
Seattle, WA. December.
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“Impact of human genome research: present and future,” Mervyn Young Memorial Lecture, University of Colorado, Boulder,
April.

“Using evolution to explore the human genome,” Distinguished Engineering Alumni Award Seminar, University of Colorado,
Boulder. April.

“Impact of human genome research: present and future,” honored speaker, Mervyn Young Memorial Lecture, University of
Colorado, Boulder. April.

“Comparative genomics to identify functional elements in the human genome,” Molecular Medicine Tri-Conference, San
Francisco, CA. March.

“The power of multiple vertebrate genome sequences,” Keystone Symposia, Steamboat Springs, CO. March.

“Reconstructing an ancestral mammalian genome in silico,” Gordon Research Conference in Molecular Evolution, Ventura,
CA. February.

2003

“Using comparative genomics to predict functional elements in the human genome,” Distinguished Speaker Series, Sloan-
Swartz Center for Theoretical Neurobiology Seminar, Colorado State University, Ft. Collins. November.

“Using comparative genomics to predict functional elements in the human genome,” 2003-04 Distinguished Seminar Series,
Department of Computer Science, University of British Columbia, Canada. November.

“Using comparative genomics to predict functional elements in the human genome,” XIX International Congress of Genetics,
Melbourne, Australia. July.

“Identifying functional elements in the human genome by tracing the evolutionary history of the bases: a key challenge for
comparative genomics,” Intelligent Systems for Molecular Biology, Brisbane, Australia. June.

“Bioinformatics, genome evolution and the challenge of identifying functional elements in the human genome,” The Genome of
Homo Sapiens. Symposium on Quantitative Biology, Cold Spring Harbor, NY. May.

“Computational genomics on mammals: sequence, function, and evolution,” Intra- and Intercellular Communication Science
Meeting, Howard Hughes Medical Institute, Washington, DC. April.

“Bioinformatics, genome evolution and the challenge of identifying functional elements in the human genome,” Distinguished
Science Seminar, Affymetrix, Santa Clara, CA. April.

“Computational analysis of the human and other mammalian genomes,” International Conference on Atrtificial Intelligence and
Statistics,” Key West, FL. January.

“Computational analysis of the human and other mammalian genomes,” Oncogenomics, Phoenix, AZ. January.

2002

“Computational analysis of the human and mouse genomes,” Conference on Signals, Systems, and Computers, Asilomar
Conference Center, Pacific Grove, CA. November.

“The working drafts of the human and mouse genomes,” Osong International Bio Conference, South Korea. October.

“The working drafts of the human and mouse genomes,” IBC’s Post-Genomic Bioinformatics Conference, San Francisco, CA.
June.
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“Assembly and initial analysis of the working draft of the human genome,” Clinical Ligand Assay Society, in conjunction with
Boston Biomedica/CLAS Distinguished Scientist of the Year Award, 28th Annual Meeting, Houston, TX. May.

“Initial computational analysis of the public working drafts of the human and mouse genomes, and the long road ahead,”
Genomes and Biology Conference, Cold Spring Harbor, NY. May.

“Status of the human and mouse working draft genomes, and some early comparisons,” Genes and Genomes in Health and
Disease, Howard Hughes Medical Institute, Washington, DC. March.

“Status of the human genome working draft: map, assembly and web access,” Advances in Genome Biology & Technology,
joint meeting with Automation in Mapping & DNA Sequencing, Marco Island, FL. February.

2001

“Overview of the human genome project and the construction of the working draft,” and “Exploring the working draft of the
human genome,” NATO ASI on Artificial Intelligence and Heuristic Methods for Bioinformatics, San Miniato, Italy. October.

“Assembly and annotation of the public human genome working draft,” 13th International Genome Sequencing and Analysis
Conference, San Diego, CA. October.

“Assembly and annotation of the working draft of the human genome,” Gordon Research Conference on Human Molecular
Genetics, Newport, RI. August.

“The public working draft of the human genome,” keynote address, CHI Bioinformatics and Genome Research, San Francisco,
CA. June.

“The public working draft of the human genome,” 33rd Annual Symposium on the Interface of Computer Science and
Statistics, Costa Mesa, CA. May.

“Assembly and initial analysis of a working draft of the human genome,” New Frontiers in Structural and Computational
Biology, Howard Hughes Medical Institute, Chevy Chase, MD. March.

“A working draft of the human genome,” Pacific Symposium on Biocomputing, Mauna Lani, HI. January.

2000

“Hidden Markov models, Fisher kernels and support vector machines for biosequence analysis,” Bioinformatics, Elsinore,
Denmark. April.

“Computational prediction of genes and gene function from high-throughput genomics data,” Association for the Advancement
of Artificial Intelligence, Washington, D.C. February.

1999

“Computational analysis of high-throughput genomics data using hidden Markov models and support vector machines,”
keynote speaker, 10th Annual Genome Informatics Workshop, Tokyo. December.

“Analysis of microarray gene expression data using support vector machines,” In Silico Biology: Sequence, Structure and
Function, Atlanta, GA. November.

“Combining discriminative classification methods with hidden Markov models for more effective biosequence analysis,” 8th
Bioinformatics and Genome Research Conference, San Francisco, CA. June.

“Hidden Markov models and Fisher kernels for biosequence analysis,” Learning, 13th Annual Workshop, Snowbird, UT. April.

1998
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“A new discriminative methodology for detecting remote protein homologies,” 1st Annual Computational Structural Biology
Research Meeting, Monterey, CA. December.

“Statistical methods in biosequence analysis: discriminative vs. generative models,” 2nd Annual Conference on Computational
Genomics, Reston, VA. November.

“Models and methods in biosequence analysis,” International Conference on Problems in Biophysics, Moscow. June.
“Hidden Markov models for protein families,” Structure-Function Based Genomics Symposium, London, England. April.

1997

“Statistical genome analysis: hidden Markov methods,” Newton Seminar, Isaac Newton Institute, Cambridge, England.
October.

“A brief look at some machine learning problems in genomics,” keynote lecture, 10th International Conference on
Computational Learning Theory, Vanderbilt University, Nashville, TN. July.

“Design of the Genie genefinder,” Finding Genes: Computational Analysis of DNA Sequences, Cold Spring Harbor, NY.
March.

1996

“VC dimension, covering numbers and worst-case prediction of individual sequences,” ICMS Workshop on the Vapnik-
Chervonenkis Dimension, Edinburgh, Scotland. September.

“Using hidden Markov models for biosequence analysis,” keynote lecture, 4th International Conference on Intelligent Systems
in Molecular Biology, St. Louis, MO. June.

1995

“Using hidden Markov models to search biosequence databases,” Workshop on Knowledge, Discovery and Database Mining,
Montreal, Canada. August.

“Hidden Markov and related statistical models: how they have been applied to biosequence analysis,” Workshop on
Uncertainty in Artificial Intelligence, Montreal, Canada. August.

“Hidden Markov models in biosequence analysis,” Workshop on Biosequence Analysis, Aspen Center for Physics, Aspen, CO.
June.

“Prediction, data compression and metric dimension,” 11th ACM Symposium on Computational Geometry, Vancouver,
Canada. June.

“Hidden Markov models for proteins,” DIMACS Workshop on Sequence Based Methods for Protein Folding, Rutgers, NJ.
March.

“Bounds on the mutual information between a parameter and a sequence of conditionally independent observations,”
Workshop on Theory of Neural Networks, Pohang, Korea. February.

1994

“Hidden Markov models for multiple alignments and database search for proteins,” Meeting on Critical Assessment of
Techniques for Protein Structure Prediction, Asilomar Conference Center, Pacific Grove, CA. December.

“Using stochastic context-free grammars to fold, align and model homologous RNA sequences,” Workshop on the Fusion of
Molecular Biology and Knowledge Information Processing, Tokyo, Japan. December.
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1993

“Hidden Markov models and beyond,” Macromolecules, Genes and Computers: Chapter Three, Waterville, NH. August.

“On-line prediction: models from computational learning theory and statistics,” Learning Days in Jerusalem Conference,
Jerusalem, Israel. May.

1992

“How to use expert advice,” 6th Conference on Neural Information Processing Systems, post-meeting workshop on Bayesian
Methods, Valil, CO.

“Hidden Markov models for protein families,” 6th Conference on Neural Information Processing Systems, post-meeting
workshop on hidden Markov Models, Vail, CO.

“Hidden Markov models for protein families” and “Bayes Methods for Prediction,” Workshop on Supervised Learning, Santa
Fe, NM.

“How well do Bayes Methods work for on-line prediction of +1,-1 values?” 3rd NEC Symposium on Computation and
Cognition, Princeton, NJ.

1991

“‘How well do Bayes methods work?” 5th Conference on Neural Information Processing Systems, post-meeting workshop on
Bayesian methods, Vail, CO.

“Uniting the VC and TLS theories of generalization,” Neural Networks for Computing, Snowbird, UT. April.
“Computational learning theory,” 3rd Woodward Conference on Modeling Complex Phenomena, San Jose, CA. April.

1990

“Learnability and the metric dimension: decision theoretic generalizations of the PAC learning model,” 1st International
Workshop on Algorithmic Theory, Tokyo, Japan. October.

“Probably approximately correct learning,” National Conference, Association for the Advancement of Artificial Intelligence,
Boston, MA. July.

1989

“Complexity issues in learning from random examples,” Annual Meeting of the Society for Industrial and Applied Mathematics,
Mini-symposium on Neural Computing, San Diego, CA. July.

“Bounds on sufficient training set size when learning from random examples,” Neural Networks for Computing, Snowbird, UT.
April.

“Probably approximately correct learning,” Discovery and Learning: Philosophical and Computational Perspectives, Pittsburgh,
PA. April.

“Generalization in neural networks: a computational learning theory perspective,” Annual Meeting of the American Association
for the Advancement of Science, San Francisco, CA. January.

1988

“Theoretical results in machine learning,” 5th International Conference on Machine Learning, Ann Arbor, MI. June.

Talks and Presentations at Colleges and Universities, Invited speaker
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2018

“Genomics at UCSC,” invited speaker, UC's Council for Vice Chancellors for Research (COVCR), University of California,
Santa Cruz, CA. March

2017
“Genome evolution: battling transposons,” invited speaker, Fall BME 280, University of California, Santa Cruz, CA. November

“Genomics at UCSC,” invited speaker, Bioethics BME 80G, University of California, Santa Cruz, CA. October

“Data Driven Solutions for Silicon Valley: A Conversation with Distinguished Leaders,” invited panelist, UCSC/Silicon Valley
Regional Data Trust, San Jose, CA. January

2016

“Can we find the genetic changes that make us human?,” invited speaker, Original Thinkers Series, University of California,
Santa Cruz, Washington DC. November

“Genomes and cancer,” invited speaker, UCSC Faculty Research Seminar, University of California, Santa Cruz, CA.
November

“Can we find the genetic changes that make us human?, ” invited speaker, UCSC BME 280B Seminar Series, University of
California, Santa Cruz, CA. November

“Genomes and cancer,” invited speaker, The Pebble Beach & Tennis Club, University of California, Santa Cruz, Pebble
Beach, CA. November

“Genomes,” invited speaker, UCSC Emeriti Association, University of California, Santa Cruz, CA. October
“Cancer Genomics,” invited speaker, Bioethics guest lecture, University of California, Santa Cruz, CA. October

“Can we decode cancer?” invited speaker, UCSC Silicon Valley Open House, University of California, Santa Cruz, Santa
Clara, CA. September

“California Kids Cancer Comparison project,” invited keynote speaker, University of California Computing Services Meeting,
University of California, Santa Cruz, CA. July

“Global Alliance for Genomics and Health,” invited speaker, 17th Bioengineering Institute of California Symposium, University
of California, San Francisco, CA. June

“California Kids Cancer Comparison project,” invited speaker, Treehouse Event, University of California, Santa Cruz, Santa
Cruz, CA. June

“Odyssey,” invited speaker, Silicon Valley Original Thinkers, University of California, Santa Cruz, Palo Alto, CA. May

“Molecular characterization for diagnoses and treatment,” invited speaker, Computational Cancer Biology workshop, Simons
Institute, UC Berkeley. February

2015

“Elementary mathematics behind phenomena like the evolution of life,” invited speaker, Mathematics Colloquium, University of
California Santa Cruz. October.

“Genomics and Cancer,” invited speaker, BME280B seminar, University of California Santa Cruz. October.
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“Odyssey Into the Human Genome,” invited speaker, UCSC - Santa Cruz County Estate Planning Council breakfast,
University of California, Santa Cruz. October

“Harnessing Global Genomic Data,” invited speaker, UCSC BioEngineering Symposium, University of California, Santa Cruz.
June

“Global Alliance for Genomics and Health,” invited speaker, UCSC Dean’s club dinner, University of California, Santa Cruz,
Los Gatos. April

2014
“Cancer Genomics,” invited speaker, BME280B seminar, University of California Santa Cruz. November.

“New hypothesis about the evolution of human brain size,” invited speaker, Computational Approaches to Evolution, The
Simons Institute for the Theory of Computing, University of California, Berkeley. March

“Creating (and Mapping to) a Universal Reference Genome,” invited speaker, Computation-Intensive Probabilistic and
Statistical Methods for Large-Scale Population Genomic, The Simons Institute for the Theory of Computing, University of
California, Berkeley. February

“Large-scale Cancer Genomics,” invited speaker, Cancer Genomics Symposium, Berkeley Training Program: Genomics and
Computational Biology, University of California, Berkeley. January.

2013

“The quest to conquer cancer: Computer geeks to the rescue,” invited speaker, 21st Century Club members annual lunch,
University of California Santa Cruz. November.

“Genome evolution and cancer genomics,” invited speaker, BME280B seminar, University of California Santa Cruz. October.

“The quest to conquer cancer: Computer geeks to the rescue!” invited speaker, Local Roots, Global Impact, University of
California Santa Cruz. October.

“Cancer Genomics,” invited keynote address, Chemical and Systems Biology Department, Stanford, Santa Cruz, CA.
September.

“Big data and new models needed to study DNA variation in cancer,” invited speaker, Oxford Big Data in Biomedicine
Conference, Stanford University, Palo Alto, CA. May.

“Big data and new models needed to study DNA variation in evolution and cancer,” invited speaker, Frontiers in
Interdisciplinary Biosciences, Stanford University, Palo Alto, CA. May.

“Big data and new models needed to study DNA variation in evolution and cancer,” invited speaker, Simons institute: Visions
of Computing, Simons institute, UC Berkeley, CA. April.

“Cancer Genomics,” invited plenary speaker, 2013 Information Theory and applications Workshop, University of California San
Diego, San Diego CA. February.

“Cancer Genomics,” invited speaker, Nanobiotechnology Seminar Series, Stanford University, Palo Alto, CA. January.

2012

“Genomics” invited speaker, Bioethics class lecture, University of California Santa Cruz. November.

“The UCSC Cancer Genomics Hub,” invited keynote speaker, 2012 Nature/Institute of Genomic Medicine Annual 2012
Symposium, UCSD Institute of Genomic Medicine, University of California, San Diego. November.
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“Genomics gets personal,” invited keynote speaker, Genomics Gets Personal: Property, Persons, Privacy, University of
California Santa Cruz and California Institute for Quantitative Biosciences (QB3), San Francisco, CA. September.

“The UCSC Cancer Genomics Hub,” invited speaker, Research Review Day, University of California Santa Cruz. September.

“Cancer Genomics,” invited speaker, The 80th Birthday Symposium for Andrzej Ehrenfeucht, Distinguished Professor of
Computer Science, University of Colorado, Boulder. September.

“Cancer Genomics,” invited speaker, Simons Institute for the Theory of Computing, University of California, Berkeley. July.
“Analysis of cancer genomics,” Machine Learning Summer School, University of California, Santa Cruz. July.
“Cancer genomics,” invited speaker, Human Genomics, Upper Division, Stanford University, Palo Alto, CA. May.

“Cancer Genomics,” invited keynote speaker, 30 Years of Computational Biology at USC, University of Southern California,
Los Angeles, CA. March.

“Cancer Genomics,” invited speaker, Santa Cruz Philosophical Society’s Dinner and a Lecture series, Santa Cruz
Philosophical Society, Santa Cruz. March.

2011
“Cancer Genomics,” invited speaker, Caltech General Biology Seminar Series, Pasadena, CA. December.

“The evolution of non-coding functional elements in our genome,” invited speaker, Evolutionary Genomics, Institute for Pure
and Applied Mathematics (IPAM), University of California, Los Angeles. November.

“Cancer Genomics in the TCGA TARGET and ICGC projects,” invited speaker, Sanford Statistics Seminar, Stanford
University, Palo Alto, CA. November.

“Cancer Genomics,” invited speaker, Wellcome Trust Sanger Institute, Cambridge, UK. October.
“Cancer Genomics,” invited speaker and honoree, Weldon Memorial Prize, Oxford University, Oxford, UK. October.

“At the dawn of personalized medicine," invited speaker, Santa Cruz Foundation Forum, University of California, Santa Cruz.
October.

“Cancer Genomics in the TCGA, TARGET, and ICGC projects,” plenary speaker, Research review Day, University of
California, Santa Cruz. October.

“Cancer and evolutionary genomics,” invited speaker, Next-generation Sequencing Technology & Algorithms for Primary Data
Analysis, Institute for Pure and Applied Mathematics (IPAM), University of California, Los Angeles. October.

“Cancer genomics and the TCGA project,” invited speaker, Evolution and Cancer Conference, University of California, San
Francisco. June.

“Cancer Genomics,” invited speaker, AMP Lab Summer Retreat, University of California, Berkeley, Santa Cruz, CA May.

“Cancer Genomics,” plenary speaker, Theory of Computation as a Lens on the Sciences, Computer Science Division,
University of California, Berkeley. May.

“Cancer Genomics in the TCGA project,” invited speaker, Integrative Cancer Biology Program, Center for Cancer Systems
Biology, Stanford University, Palo Alto, CA. April.

2010
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“Cancer Genomics data analysis,” invited speaker, Moore’s UCSD Cancer Center, Translational Onocology Symposium, San
Diego, CA. August

“Cactus graphs for genome comparisons,” invited speaker, CASB-16, University of California, San Diego. May.
"Rearranging genomes,” invited speaker, RECOMB be 2010, University of California, San Diego. May.

“The Genome 10K Project: a genetic map of 10,000 species,” invited speaker, UCSC Women's Club, University of California,
Santa Cruz. March.

2009

“Cancer Genomics: the informatics of discovery from billions of measurements,” featured speaker, Biomedical Sciences
Seminar Series, University of California, San Francisco. October.

“Molecular evolution and cancer genetics,” invited speaker, Bioethics class lecture, University of California, Santa Cruz.
October.

“Molecular evolution and cancer genetics,” invited speaker, Cancer Genetics Program Meeting, University of California, San
Francisco. September.

“Molecular evolution and cancer genetics,” keynote speaker, 8th Annual International Conference on Computational Systems
Bioinformatics, Stanford University, Palo Alto, CA. August.

“100 million years of evolutionary history of the human genome,” invited speaker, Jon Postel Distinguished Lecture, University
of California, Los Angeles. January.

2008

“The Human Genome Project: 100 years of Human Evolution,” invited speaker, Bioethics class lecture, University of California,
Santa Cruz. October.

“A rapidly evolved RNA gene may have played a role in the evolution of cerebral cortex,” invited speaker, Anatomy,
Development, and Evolution of the Brain, University of California, Santa Barbara. April.

2007
“The Human Genome Project,” invited speaker, Bioethics class lecture, University of California, Santa Cruz. October.

“Reconstructing the evolutionary history of the human genome,” Frontiers in Biology seminar series, Stanford University, Palo
Alto, CA. May.

“A rapidly evolved RNA gene may have played a role in the evolution of the cerebral cortex,” honored speaker, UCSD Project
for Explaining the Origin of Humans Symposium, La Jolla, CA. March.

2006

“Reconstructing the evolutionary history of the human genome,” 3rd University of California, Santa Cruz/QB3 Symposium of
Bioinformatics, Santa Cruz, CA. December.

“Reconstructing 100 million years of human evolutionary history,” Center for Algorithmic and System Biology Algorithmic
Biology Meeting, University of California, San Diego, La Jolla, CA. November.

“Reconstructing 100 million years of human evolutionary history,” invited speaker, Beckman Center for Molecular and Genetic
Medicine at Stanford, Palo Alto, CA. October.
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“Exploring the evolutionary history of the human genome over the last 100 million years,” Human Evolution Symposium,
University of California, San Francisco, CA. May.

“Ultraconserved elements, living fossil transposons, distal enhancers, and mysterious RNA genes: reconstructing the detailed
evolutionary history of the human genome,” Institute for Pure and Applied Mathematics, University of California, Los Angeles.
January.

“Exploration of the Human Genome,” invited speaker, Bioethics class lecture, University of California, Santa Cruz. January.

2005

“Using evolution to explore the human genome,” invited speaker, Computational and Genomic Biology Seminar Series,
University of California, Berkeley. November.

“Using evolution to explore the human genome,” honored speaker, UC System-Wide Bioengineering Symposium, University of
California, Santa Cruz. June.

2004

“Using evolution to explore the human genome,” National Academy of Science Sackler Colloquium, Stanford University, Palo
Alto, CA. October.

“Comparing the human, chimp, mouse and rat genomes: using evolution to predict functional elements in the human genome,”
Chemistry and Genomics Seminar, Stanford University, Palo Alto, CA. March.

“Comparing the human, chimp, mouse and rat genomes: using evolution to predict functional elements in the human genome,”
Sali Labs, University of California, San Francisco, CA. January.

2002

“Initial computational analysis of the public working drafts of the human and mouse genomes, and the long road ahead,”
Workshop on Theory of Computation and the Sciences, Berkeley, CA. May.

2000

“A working draft of the human genome,” Biomedical Computation at Stanford, Stanford University, Palo Alto, CA. October.

1998

“Using hidden Markov models for biosequence analysis: recent tests and new methods,” Understanding the Genome:
Technological and Mathematical Challenges, Mathematical Sciences Research Institute, Berkeley, CA. May.

1996

“Hidden Markov Models for Biosequence Analysis,” Workshop on Theoretical and Computational Biology, Lawrence Berkeley
National Laboratory, Berkeley, CA. August.

1991

“Information theory, VC dimension and the Bayesian approach to machine learning,” Workshop on Computational Learning
Theory and Natural Learning Systems, Berkeley, CA. September.

UNIVERSITY SERVICE

Service to the University

05/2010 Chair, review committee, Biomedical Informatics Degree Program, University of California, San Francisco
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2006 Panel member, Life Sciences Division Review Committee, Lawrence Berkeley National Laboratory
2000- Scientific co-director, California Institute for Quantitative Biosciences (QB3)

1998- Member, UC System-Wide Life Science Informatics Working Group

Other Service to the Campus

2011-2016 Director, Cancer Genomics Hub, UC Santa Cruz

2008-2012 Director, Institute for the Biology of Stem Cells, UC Santa Cruz

2005- Director, Training Program in the Systems Biology of Stem Cells, UC Santa Cruz
1999- Director, UCSC Center for Biomolecular Science and Engineering

RESEARCH INTERESTS

Bioinformatics, genomics, computational genomic data analysis, molecular evolution and comparative genomics, genomic and
clinical data sharing and standards, cancer genomics, neurodevelopment, stem cell research, immunogenomics, information
theory, pattern recognition, machine learning, artificial intelligence, information theory, theoretical computer science

RECENT TEACHING INTERESTS

Computational genomics, comparative genomics, cancer genomics
COURSES TAUGHT

Current courses:

Cancer Genomics Seminar

Comparative Genomics Seminar

Computational Genomics

Previous courses:

Bioinformatics and Genomics Seminar

Bioinformatics

The Nature of Computation: Introduction to Computer Science Introduction to Programming
Abstract Data Types

Discrete Mathematics

Data Structures and Algorithms

Probabilistic Algorithms and Average Case Complexity

Theory of Automata and Formal Languages

Theory of Computation

Artificial Intelligence
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Machine Learning

Neural Computation
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