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Fig. S1. Single-locus Bayesian inference (BI) and maximum likelihood (ML) phylogenetic 

hypotheses of coral-associated Zanclea. Numbers at nodes represent Bayesian posterior probabilities 

in BI analyses and bootstrap values in ML analyses. Each recovered clade is highlighted with a 

different code, as detailed in the ‘Results’ section.  

 

 



Fig. S2. Multi-locus (16S rRNA, COX1, COX3) maximum likelihood phylogenetic hypothesis of 

coral-associated Zanclea. Numbers at nodes represent maximum likelihood bootstrap values. Each 

recovered clade is highlighted with a different code, as detailed in the ‘Results’ section.  

 

 



Fig. S3. Medium-joining networks of Zanclea clades based on a) COX1 and b) COX3 regions 

 

 
 

 

 

 

 



Fig. S4. PACo results showing the contribution of each Zanclea-coral interaction to the general 

pattern of coevolution. Each bar represents a jackknifed squared residual. Error bars represent the 

upper 95% confidence intervals and the median squared residual value is shown as a dashed. The 

colours refer to clades in Fig. 3. 

 

 

 

 

Fig. S5. Jane output showing the coevolutionary events between scleractinian hosts (black lines) and 

Zanclea clades (blue lines). 

 

 


