MATTHEW A. HIBBS
297 Franklin Ave. ¢ Princeton, NJ 08540¢ (609933-7646 ¢ mhibbs@cs.princeton.edu

EDUCATION

Princeton University
Ph.D., Computer Science Dec 2007
Research interests: bioinformatics and computationd biology,
paticularly microaray andysis, fundiond genomics, systems biology,
experimental/computationd interaction, and daa visudization
Advisors: OlgaTroyanskaya, Kai Li

University of Texas at Austin

B.S. in Computer Science 2002
B.A. in Plan II (interdisciplinary honors major)

Honors: Summacum laude Special honossin Plan |1

GPA: 3.98/4.0

HONORS AND AWARDS

Princeton University Teaching Award for Excellence in Ingruction 2005
University-wide award given to four mog outstanding teaching assistants
per year, received for work on CHM/COS/MOL/PHY 233-234

Program in Integrative Information, Computer and Application Sciences 20042006
(PICASs0) Fellowship, Princeton University
Dean@List, University of Texas at Auin 1997-2002
Endowed Presidential Scholarship, University of Texas at Audin 20012002
Nationd Merit Scholarship, University of Texasat Augin 19972001
RESEARCH EXPERIENCE
Post-Doctoral Research Assistant, Princeton University 2008 present
Graduate Research Assistant, Princeton University 20042007

Department of Computer Science, Lewis-Sigler Institute for Integrative Genomics
Advisors: OlgaTroyanskaya, Kai Li

* Developad methodsand systems to search and andyze large compendia of gene expression
microaray daafor geneprotein fundion prediction and assessment of thefundiond
coveaageof available daa

* Developd, implemented, and evaluaed techniques for efficiently directing laboratory
experiments usng computationd techniquesto greatly accelerate time to discover novd
biology.

* Investigaed novd exploratory visudization-based andysis techniques for multiple genomc
datasets, induding theuse of large-scale, collaborative display devices, that allow for more
comprehengve daa andysis.

* Collaborated with several biologists exploring mitochondia processes, the effects of actin
haploinaufficiency, and therole of aneuploidy.
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Software Design Engineer Internship, Microsoft 5-8/00,5-8/01
Windows Updae Group

* Developdl software to automate thetesting process for networking components

* Designad and developed software suite to automatically ingall and configure Windows

TEACHING EXPERIENCE

Invited Lecturer, Cold Spring Harbor Labs Intro to Microarray Anadysis 10/06, 10/07
Programming for Biology (A course designed for graduate students,

researchers, and faculty membersto develop skills necessary to exploit

complex information sources in thar own work.)

Invited Guest Lecturer, Princeton University, COS 116 4/07
The Computational Universe

Lecturer, Princeton University, Intro to Scientific Visudization 11/06

Program in Integrative Information, Computer and Application Sciences
(PICASso) Mini-course

Teaching Assistant, Princeton University, CHM/COS/MOL/PHY 233234 1-5/05
An Integrated Quantitative Introduction to the Natural Sciences I1
Instructors: David Botstein, Bernard Chazelle, Olga Troyanskaya, Daniel
Marlowe, and William Biaek
Developdal lecture material and lectured once per week. Participaed in
curriculum development for thefirst offering of this unique
interdisciplinary course. Co-developed and graded exams and
homework assignments.
Awards: Princeton University Teaching Award for Excellence in
Ingruction

Teaching Assistant, Princeton University, COS 302 8/03-1/04
An Introduction to Artificial Intelligence
Instructor: Robat Schepire
Co-developad assignments and suppot structure for thefirst offering of
this course. Responsble for grading assignments and exams.

Tutor, University of Texas at Audin, UT Learning Center 8/00-5/02
Provided one-on-onetutoring for Freshman and Sophonore level
Computer Science, Math, and Physcs courses.

ADDITIONAL ACADEMIC EXPERIENCE

Referee, Bioinformatics 2006-present
Referee, Workshop on Algorithms in Bioinformatics (WABI) 2007 present
Referee, Eurographics 2007-present
Co-organizer, Computation and Data Andysis in Biology and Information 20052006

Sciences Semina Series, Program in Integrative Information, Computer
and Application Sciences (PICASso), Princeton University

Member, Genetics Society of America (GSA) 2006-present
Member, Internaiond Sodety for Computationd Biology (ISCB) 2005 present
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PUBLICATIONS

Hibbs MA*, Myers CL*, Huttenhower C*, Hess DC, Caudy AA, Li K, Troyankaya OG. On the
Use of Computationd Fundiond Genomicsto Discover Novd Biology. In preparation,
2008. *A uthors contributed equdly

Hess DC, Myers CL*, Huttenhower C*, Hibbs MA*, Hayes A, Paw J, Clore J, Mendoa R, San
Luis B, Coganzo M, BooneC, Caudy AA, Troyanskaya OG. Integrating computation and
experimentation to discover novd mitochondial biology. In preparation, 2008.*A uthors
contributed equdly

Huttenhower C*, Myers CL*, Hibbs MA*, HessDC, Caudy AA, Troyanskaya OG. Theimpact
of incomplete knowedgeon genefundion prediction. In preparation, 2008.*A uthors
contributed equdly

Hibbs MA, Dunhan M, Wallace G, Li K, Troyankaya OG. A Platform for Integrated,
Scalable Andysis and Visudization of Gene Expression Microarray Data Compendia. In
preparation, 2008.

Hibbs MA, Hess DC, Myers CL, Huttenhower C, Li K, Troyanskaya OG. Exploringthe
fundiond landscape of geneexpression: directed search of large microarray compendia
Bioinformatics, 2007.

Huttenhower C, Flamhadz A, Landis J, Sahi S, Myers CL, Olszewski K, Hibbs MA, Siemers
NO, Troyanskaya OG, Coller HA. Nearest Neighlor Networks. Clugering Expression Data
Based on Gene Neighbothoods BMC Bioinformatics, 2007.

Hibbs MA, Wallace G, Dunhan M, Li K, Troyankaya OG. ViewingtheLarger Context of
Genomic DatathroughHorizonta Integration. Proceedings of IEEE-CS 11th Int. Conf. on
Information Visualization (I1V°07), 2007,

Wallace G, Hibbs MA, Dunhan M, Sealfon RSG, Troyanskaya OG, Li K. Scalable, Dynamic
Andysisand Visudization for Genomc Datasets. Proceedings of IPDPS 2007 Workshop on
Next Generation Software, 2007 .

Haarer B, Viggiano S, Hibbs MA, Troyanskaya OG, Amberg DC. Modding Complex Genetic
Interactionsin a Simple Eukaryotic Genome: Actin Displays a Rich Spectrum of Complex
Haploinaufficiendes. Genes & Development 21,2006.

Sealfon RSG, Hibbs MA, Huttenhower C, Myers CL, Troyankaya OG. GOLEM: an interactive
graph-based gene ontology navigaion and anaysistool. BMC Bioinformatics 2006,7:443

Myers CL, Barrett D, Hibbs MA, Huttenhower C, Troyanskaya OG. Finding fundion:
evauaion methodsfor fundiond genomc daa. BMC Genomics 2006,7:187.

Huttenhower C, Hibbs MA, Myers C, Troyanskaya OG. A scalable methodfor integration and
fundiond andysis of multiple microaray daa sets. Bioinformatics 22:289Q 2006

Myers CL, Robon D, Wible A, Hibbs MA, Chiriac C, Theesfeld CL, Dolinki K, Troyanskaya
OG. Discovery of biological neworks from diverse fundiond genomc daa Genome
Biology. 6(13):R114,2005

Hibbs MA, Dirksen NC, Li K, Troyankaya OG. Visudization Methodsfor Statistical Andysis
of Microarray Clugers. BMC Bioinformatics, 6:115, 2005
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Wallace G, Chen H, Chen Y, Liu Z, Samanta R, Bi P, Gupta A, Hibbs MA, Li K, Finkdstein A,
Funkhousr T, Cook P, Sukthankar R, and Troyanskaya OG. Tools and Applicationsfor
Large Scale Display Walls. Special Issueon Large Format Displays, IEEE Computer
Graphics and Applications, July/Augug 2005

Li K, Hibbs MA, Wallace G, Troyanskaya OG. Dynamic Scalable Visudizationfor
Collaborative Scientific Applications Proceedings of IPDPS 2005 Workshop on Next

Generation Software, 2005.

INVITED PRESENTATIONS

Viewing the Larger Context of Genomic Data through Horizontal Integration. |EEE-CS 11th
Int. Conf. onInformation Visudization (IV@7). Zurich, Switzerland. July 2007.

Fishing for Function in a Sea of Expression Data. Gendics Sodety of AmericaY east Genetics
and Molecular Biology Meeting, Workshop on Bioinformatics. Princeton, NJ. July 2006

How Computers Can Cure Cancer. Arkansas Governor@ School. Conway, AR. July 2006.

Query-driven search methods for large microarray databases. PICASso Computation and Data
Andysisin Biology and Information Sciences Series. Princeton, NJ. April 2006

CONFERENCE POSTERS AND ABSTRACTS

Targeting Mitochondrial Experiments Based on Computational Predictions. Intelligent Systems
for Molecular Biology (ISMB). Vienng Audria July 2007.

Fishing for Function in a Sea of Expression Data. Nationd Science Founddion Integrative
Graduae Education and Research Traineeship (IGERT) Meeting. Washington, DC. May
2007.

Query-driven Search Through Large Microarray Collections. Intelligent Systems for Molecular
Biology (ISMB). Fortaleza, Brazil. Augug 2006.

Fishing for Function in a Sea of Expression Data. Gendics Sodety of America Y east Genetics
and Molecular Biology Meeting. Princeton, NJ. July 2006.

Visual Methods for Statistical Analysis of Microarray Clusters. Intelligent Systemsfor
Molecular Biology (ISMB). Detroit, Ml. Augug 2005.
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