








The critical point in a PCM-based analysis is to use the correct 
correlation structure among observations. The more distant the 
assumed correlation structure from the real one, the more biased 
the analysis will be. This property explains the statement that ‘‘in a 
comparative analysis a wrong phylogeny is better than no 
phylogeny at all’’ (Losos 1994; Martins 1996). Indeed, if the traits 
evolved on a phylogeny and another phylogeny is used for data 
analysis, the latter will result in a correlation structure closer to the 
correct one than assuming no correlation at all (i.e., independence 
of observations).



From the point of view of data analysis, one problem often 
encountered in published studies is that the phylogenetic 
correlation structure of the data is usually not assessed. This 
certainly comes from the view traditionally defended by most 
authors that only the phylogenetically controlled analyses are 
relevant. We now know that this can lead to wrong inference. 
This seems relatively easy to fix with tests of phylogenetic 
signal and model selection with information criteria such as 
the AIC (see Chap. 5). 




