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SKILLS CLASS on Phylogenetic Analysis
DATE: OCTOBER 20 - 2010
SARS as an example of a phylogenetic analysis

This is the SARS-case study of the lecture, and it is available on:   

http://www.computational-genomics.net/case_studies/sars_demo.html 

Carefully follow the instructions of this case study.
Assignment 1: the effect of the Jukes-Cantor correction

As indicated in the course, the observed genetic distance has to be corrected for multiple substitutions (=mutations). 

In the case study above, the phylogenetic of the epidemic was determined with the Kimura model. Now, as an alternative use instead :

a. Apply *no* correction to the distance matrix. 
b. Apply the Jukes-Cantor correction to calculate the distance matrix. 

Starting from a. and b, obtain the alternative phylogenetic trees, and compare and discuss these results with the original K2P-estimate.
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