
A. Statistical analysis of the association of host family and phylogenetic clustering performed on BaTS software. Parsimony Score (PS); Association 

Index (AI); Monophyletic Clade (MC). Values of p ≤ 0.01 were considered significant. 

 

B. Statistical analysis of the association of location and phylogenetic clustering performed on BaTS software. Parsimony Score (PS); Association Index 

(AI); Monophyletic Clade (MC). Values of p ≤ 0.01 were considered significant. 

 


