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Bioinformatics, an interdisciplinary research area (biology, informatics and statistics), is the science of extracting,
organizing, storing, distributing, analyzing, and interpreting biological data. The course will help students to using the
bioinformatics analysis tools.
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2013 : Historical introduction and overview

55025 : Collecting and storing sequences in the Laboratory
F035& : Alignment of pairs sequences

550453 : Introduction to probability and statistical analys
280558 : Multiple sequence alignment/Sequence database sear
5063& : Phylogenetic prediction

2073 : Holiday

20838 : Midterm

55093 : Mapping

281058 : Gene prediction and regulation

1138 : Primer design

251238 : Protein classification and structure prediction

2133 : Protein 3D structure: RasMol

21438 : Protein 3D structure: RasMol

#1558 : Genome analysis

551633 : Bioinformatics programming using Perl and Perl Mod
%173 © Analysis of microarrays

5183 : Final Exam
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