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RESEARCH INTERESTS

Computational Complexity, Discrete Algorithms, Computational Biology and
Bioinformatics with particular interest in phylogenetics.

PROFESSIONAL EXPERIENCE
1. Iowa STATE UNIVERSITY (USA)
2006 — present Associate Professor (tenured), Department of Computer Science.
2000 — 2006 Assistant Professor (tenure track), Department of Computer Science.
2002 — present Faculty member, Multidisciplinary Graduate Education Training.
2000 — present Faculty member, Ph.D. program for Bioinformatics & Computational Biology.
2000 — present Faculty member, L. H. Baker Center for Bioinformatics and Biological Statistic.
2. UNIVERSITY OF CALIFORNIA Davis (USA)
1998 — 2000  Postdoctoral Fellow with Dan Gusfield, Department of Computer Science.
1999 — 2000  Lecturer, Department of Computer Science.
3. UNIVERSITY OF BONN/GMD (GERMANY)

1993 — 1998  Ph.D. Research Assistant with Thomas Lengauer, Department of Computer
Science and the National Research Center for Information Technology (GMD).

4. UNIVERSITY OF PADERBORN (GERMANY)
1992 — 1993  Ph.D. Research Assistant, Computer Aided Design Laboratory (CADLAB).
1989 — 1992  M.S. Research Assistant, Computer Aided Design Laboratory (CADLAB).



EbDucATION

1998 Dr.rer.nat. (Ph.D.) with cum laude in Computer Science, University of Bonn.
Advisor: Thomas Lengauer, Max Plank Institute for Computer Science, Saarbriicken.

1991 Diplom-Informatiker (M. S.) in Computer Science, University of Paderborn.

1987 Vordiplom (B.S.) in Computer Science,University of Paderborn.

ExTRAMURAL FUNDING

2008 — 2011 $800,000, Co-PI, Collaborative Research: Phylogenetic Trees for Compara-
tiwve Brology.

2003 - 2009 $976,520, PI, AToL: Collaborative Research: A Phylogenomic Toolboz for
Assembling the Tree ofLife Molecular Sequence Databases.

2000 — 2004 $370,000, Co-PI1, Algorithms and Software for Phylogenetic Supertrees.

SYNERGISTIC ACTIVITIES

Pawel Goérecki from the University of Warsaw together with Oliver Eulen-
stein organized the first international tree-reconciliation workshop in Germany
(2009), which was supported by the Max-Planck Institute for molecular genetics
in Berlin.

Oliver Eulenstein is a a member of the PhyLoTA project (loco.biosci.arizona.edu/
phylota) that aims to develop powerful computational tools for mining phyloge-
netic databases that support evolutionary biologists in their efforts to construct
the tree of life.

Oliver Fulenstein is involved in the 1KP project (www.onekp.com), a public-
private partnership with the challenging goal of generating large-scale gene se-
quence information for 1000 plant species. His specific task is to provide su-
pertree methods to enable the construction of a robust phylogeny for these
species. One motivation for building this phylogenetic tree is to use it in the
design of novel plant-based drugs.

EssENTIAL COLLABORATORS

Evolutionary biology: Mike Sanderson (University of Arizona), Gordon Burleigh
(University of Florida), Roland Krause (Max-Plack Institute for molecular ge-
netics in Berlin).

Computer science: David Ferndndez-Baca (Iowa State University). Pawel Gérecki
(University of Warsaw, Poland).

SERVICES
CONFERENCE BOARDS

The International Society for Computational Biology (ISMB) in 2008; the Bioin-
formatics and Computational Biology (BICoB) conference in 2010, and 2009.

REFEREE ACTIVITIES



Refereed papers for numerous journals (Bioinformatics, BMC Bioinformatics,
BMC Evolutionary Biology, IEEE Transactions on Computational Biology and
Bioinformatics, Journal of Computational Biology, Mathematical Bioscience,
Statistical Analysis and Data-mining, Systematic Biology,) and several propos-
als for the National Science Foundation.

COMMITTEES

Oliver Eulenstein chaired the BCB admission committee for three years, and
the scholarship and faculty awards committee in the Dept. of Computer Science
for one year. He has also served on various committees at lowa State University.

TEACHING SUMMARY (COURSES TAUGHT)
1. IowA STATE UNIVERSITY (SEMESTER SYSTEM)

Graduate Courses

e Advanced Algorithms for Computational Biology (Com S 549).
Currently teaching.

¢ Bioinformatics I (Fundamentals of Genome Informatics) (Com S 567).
Taught in: Fall 09.

e Algorithms for Phylogenetic Problems (Com S 550).
Taught in: Spring 04, and Fall 07.

e Advanced Algorithms in Computational Biology (Com S 549).
Taught in Spring 06, 03, 01.

e Fundamental Algorithms in Computational Biology (Com S 548).
Taught in Spring 03, 02, and Fall 06, 04.

e Design and Analysis of Algorithms (Com S 511).
Taught in Fall 03.

e Discrete Algorithms in Computational Biology (seminar).
Taught in Fall 00.

Undergraduate Courses

e Design and Analysis of Algorithms (Com S 311).
Taught in Spring 07, 05, 04 (two sections), and Fall 07, 06, 01.

2. UNIVERSITY OF CALIFORNIA DAVIS (QUARTER SYSTEM)

Undergraduate Courses

e Introduction to the Theory of Computation (ECS 120).
Taught in: Spring 00, Winter 01 and 00, Fall 99.

CoURSE CREATION

Com S 548 Fundamental Algorithms for Computational Biology. This course became a
core course of the Bioinformatics and Computational Biology graduate program
(BCB) at lowa State University. Today, the course is taught in turns by different
faculty from the engineering and computer science department.



Com S 550 Algorithms for Phylogenetic Problems.

GRADUATE STUDENTS

Mukul Bansal, Com. Sci. PhD, 2009 (accepted a postdoctoral position in
Ron Shamir’'s Computational Genomics group at Tel Aviv University); André
Wehe, Com. Sci. PhD, Fall 2010 (expected); Wen-Chieh Chang, Com. Sci.
PhD, 2011 (expected), Lee Younsook, BCB PhD, 2012 (expected); Wen-Chieh
Chang, Com. Sci., MS 2005.
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