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Table S1 MrModelTest results 

 

 

Data matrix 
model selected by 

MrModelTest 
Data matrix 

model selected by  

MrModelTest 

ACO SYM+G matK GTR+G 

DEF4 HKY+I rbcL F81  

XDH HKY+G ycf1 GTR+I+G  

LFY GTR+I+G atpI-atpH GTR+I  

RAD51 GTR+I trnS-trnfM HKY  

PHYC HKY+G atpF-atpH GTR+I  

XDH_2 HKY+G rpoC2 GTR+I  

LFY_2 GTR+I accD GTR+I  

RAD51_2 GTR+I   

 

 

 

 

 

 

 

 

 

 



Table S2. Sources of materials and GenBank accession numbers of taxa used in this study 

 
 

 

 

 

 

 

 

 

 
 

Figure S1. Time-calibrated tree of Paphiopedilum genus (maximum clade credibility tree) resulting from the 

BEAST analysis of the nuclear low copy gene XDH. Posterior Probability (PP) values are indicate above branches. 

Numbers at nodes are divergence times based on a strict clock analysis. Bars represent the 95% highest posterior 

credibility intervals of divergence times. Classification to clades follows Cribb (1998). 
 

 



 
 

Figure S2. Time-calibrated tree of Paphiopedilum genus (maximum clade credibility tree) resulting from the 

BEAST analysis of the nuclear low copy gene PHYC. Posterior Probability (PP) values are indicate above 

branches. Numbers at nodes are divergence times based on a strict clock analysis. Bars represent the 95% highest 

posterior credibility intervals of divergence times. Classification to clades follows Cribb (1998). 
 

 

 

 

 
 

Figure S3. Time-calibrated tree of Paphiopedilum genus (maximum clade credibility tree) resulting from the 

BEAST analysis of the matK gene. Posterior Probability (PP) values are indicate above branches. Numbers at 

nodes are divergence times based on a strict clock analysis. Bars represent the 95% highest posterior credibility 

intervals of divergence times. Classification to clades follows Cribb (1998). 

 

 



 
 

Figure S4. Time-calibrated tree of Paphiopedilum genus (maximum clade credibility tree) resulting from the 

BEAST analysis of the combined nuclear low copy gene XDH, PHYC and plastid matK gene. Posterior Probability 

(PP) values are indicate above branches. Numbers at nodes are divergence times based on a strict clock analysis. 

Bars represent the 95% highest posterior credibility intervals of divergence times. Classification to clades follows 

Cribb (1998). 
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