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DArTseqTM 1.0 genotyping 
 

(107 individuals of P. margaritifera, P. mazatlanica, P. maxima, P. imbricata and Pt. penguin) 
 

Dataset #1: 
 

8,308 genome-wide SNPs 
 

Dataset #2: 
 

10,000 in-silico PAVs 
 (dominant markers) 

 

Genetic distance analysis: 
Nei's minimum genetic distance 

calculations (Dm, 1973) with Genetix v4.05 
 

Genetic distance analysis: 
Nei's unbiased genetic distance calculations 

(D, 1972) with AFLP-SURV v1.0 
 

 SNP NJ analysis: 
• MEGA6 used to draw consensus tree 
• Genetix v4.05 used to calculate Nei's 

(1972) genetic distance matrix 

SNP ML analysis: 
• SNPhylo used for primary analysis 
• RAxML v8.2 used for comparison with 

PAV consensus tree 

 

PAV ML analysis: 
• RAxML v8.2 used for primary analysis 
• Consensus tree compared to SNP ML tree 

 

PAV Bayesian analysis: 
• Mr. Bayes v3.2 used for primary analysis 
• Convergence assessed with Tracer v1.6 
• Consensus tree compared to SNP ML tree 

 


