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	Being able to test, to a certain degree, the phylogenetic tools at our disposal using a known phylogeny is very exciting. The authors found through the use of the test that some of the tests that are commonly used in research are in fact accurate. All five tests accurately predicted the correct phylogeny of the known viral lineages, which was very impressive. However, they did not assess how the accuracy of a more “ancient” phylogeny might be predicted when compared to a less “ancient” phylogeny. If an older linage were tested then more variation in how the tests predicted the actual branch lengths would be found. For example, the authors found that the maximum parsimony test was the most accurate in finding branch lengths; however, because that test makes the smallest number of assumptions then an older phylogeny might not be predicted as correctly. Also, the accuracy of UPGMA might significantly lower as the time increased. The parsimony test was very good at inferring the ancestral traits, it was only incorrect 1.3% of the time. The authors mention that some of the incorrect guesses were from traits that were only found in the ancestor. When looking at an unknown phylogeny, how might one guess the number of ancestral traits that are shown only in the ancestor? Another interesting question is when the experiment was being conducted, how many viral variations did not survive mutation long enough to be tested, but still had time to multiply? This might be possible due to varying generation times caused by mutation.
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