
 

Fig. S1 Maximum Likelihood phylogeny of barbels based on GH-1, with assignment 

of haplotypes to species found in Italy (colored bars). Values above and below 

branches refer to approximate Bayes and likelihood ratio test support, respectively.



 

Fig. S2 Maximum Likelihood phylogeny of barbels based on GH-2, with assignment 

of haplotypes to species found in Italy (colored bars). Values above and below 

branches refer to approximate Bayes and likelihood ratio test support, respectively.



 

Fig. S3 Maximum Likelihood phylogeny of barbels based on S7-1, with assignment 

of haplotypes to species found in Italy (colored bars). Values above and below 

branches refer to approximate Bayes and likelihood ratio test support, respectively.



 

Fig. S4 Maximum Likelihood phylogeny of barbels based on S7-2, with assignment 

of haplotypes to species found in Italy (colored bars). Values above and below 

branches refer to approximate Bayes and likelihood ratio test support, respectively.



 

Fig. S5 Structure Harvester output for the entire data set. Best K-value following 

Evanno et al. (2005) is K=5. 

 

 

Fig. S6 Structure Harvester output for B. plebejus. Best K-value following Evanno et 

al. (2005) is K=1. 

 

 

Fig. S7 Structure Harvester output for B. caninus. Best K-value following Evanno et 

al. (2005) is K=4.



 

Fig. S8 Structure Harvester output for B. tyberinus. Best K-value following Evanno et 

al. (2005) is K=2. 

 

 

Fig. S9 Structure Harvester output for B. balcanicus. Best K-value following model 

log-likelihood is K=1. 


