
 

 

Table S16: Quasibinomial logistic regression results for all genes from both amino acid and nucleotide 
datasets, including all predictors, both ignoring and considering BS ≥ 70% support. Parameters are not 
transformed i.e. they represent the estimated ceteris paribus effect of the predictor on log odds. 
Quantities in brackets are standard errors. Dispersion gives the estimated quasibinomial dispersion 
parameter.  

 


