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•  The tree of life 

•  The tree, an abstract object 

•  Building an array of distances 

•  The UPGMA algorithm 

•  Differences are not always what they look like 

•  The diversity of bioinformatics algorithms 

•  The application domains in microbiology 
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Multiple classes of problems 

•  Read assembly 
•  Sequence mapping and comparison 
•  Detection of repeated sequences 
•  Gene prediction 
•  Simple and multiple sequence alignments 
•  Phylogenetic tree reconstruction 
•  Structure prediction of 

!  RNA 
!  Proteins 

•  Network analysis and simulation 
• … 
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