Spring 2008
CS297-80 / CS166

Algorithms for Computational Biology

Instructor: Prof. Liliana Florea
Department of Computer Science, GWU
Have you ever wondered how scientists decode the genome sequences? 
The ongoing sequencing of large mammalian genomes is creating a wealth of data that need to be mined to decipher the elements they encode, as well as the relationships among those species. This course will introduce you to the algorithmic techniques for comparing and analyzing DNA sequences, including aligning protein and DNA sequences, identifying genes and their regulatory elements, and comparing the genomes of different species to identify commonalities and differences and to infer evolutionary relationships.
Pre-requisites: CS151/CS212 or equivalent and programming experience in Java or C/C++. Previous enrollment in CS144/177 or instructor approval.
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http://www.seas.gwu.edu/~florea/CS297-166-Sp08.html

