
 

 

Table S5: Quasibinomial logistic regression results for a range of datasets, excluding highly influential 
genes based on studentized residuals, leverage and Cook’s distance and 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. The genes ycf1 and ycf2 were 
uniformly removed due to their long tree and alignment length. Other genes removed are as follows: 
FSA AA cln, FSA AA cln BS ≥ 70: rpl32, high tree length. FSA nuc cln: clpP, poor concordance 
relative to length; rps15, relatively high tree length. FSA nuc cln BS ≥ 70: as not considering support, 
but clpP is included. MAFFT AA: ndhJ, high concordance relative to length; rpl22, high tree length; 
rpl32, high tree length. MAFFT AA BS ≥ 70: rpoB, highly concordant relative to length and tree 
length. MAFFT nuc: clpP, poor concordance relative to alignment and tree length. MAFFT nuc BS ≥ 
70: rps15, poor performance relative to tree length. WAG: rpl32, high tree length; rpoC2, very high 
concordance. WAG BS ≥ 70: rpoC2, very high concordance. 
 

 


