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0 Red tape

0.1 Times and places

Lectures:
Mondays 10ct-12h  A301, Sand 1

Wednesdays 11ct-13h  A301, Sand 1

Problem sessions:

Tutors: Tobias Klopper, Robert Krug and Matthias Ziem
tutor day time place
Tobias Klépper  Tuesday 15 ct - 17Th  A302, Sand 1
Matthias Ziehm Wednesday 16 ct - 18h  Seminarr. 1, Sand 6
Robert Krug Thursday 17 ct - 19h A104, Sand 1

0.2 Contact data

Email:
Daniel Huson huson at informatik dot uni-tuebingen dot de

Tobias Dezulian  dezulian at informatik dot uni-tuebingen dot de
Christian Rausch rausch at informatik dot uni-tuebingen dot de
Tobias Klopper kloepper at informatik dot uni-tuebingen dot de
Matthias Ziehm  matthias.ziehm at student dot uni-tuebingen dot de

Robert Krug robert.krug at gmx dot net
Office hours:
Daniel Huson Mon 16-17:30h  C309a, Sand 14

Tobias Dezulian ~ Mon 16-17:30h  C309a, Sand 14
Christian Rausch Mon 16-17:30h  C309a, Sand 14

Website: http://www-ab.informatik.uni-tuebingen.de — Teaching — WS06 — Algorithms in
Bioinformatics

0.3 How to get credit for this course

To get full credits for this course (a “benoteter Schein”)
you must:

e regularly and actively participate in the weekly problem sessions,


http://www-ab.informatik.uni-tuebingen.de
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e obtain at least 60% of all attainable points on the assignment sheets.

e obtain at least 30% of all points of the combined mid-term and final exams.

You may:

e work-on and hand-in assignments in groups of up to two people.

0.4 Course notes and assignments

When possible, course notes (“the script”) will be handed out at the beginning of each lecture. The
lecture notes will also be available (as PDFs) from the course website.

Additional references to books and papers are listed in the respective sections of the course.

Assignment sheets will usually be handed out and published on the course web-site on Monday morn-
ings. Your solutions to the assignments must be turned in before the lecture at 10h at the following
Monday, on paper or in electronic form.
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