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Supplemental Figure 1. Lineage-specific dN/dS estimates for the local URA1 tree around 

Saccharomyces cerevisiae. Numbers in bold are the dN/dS values for the given branch. 

 

Supplemental Figure 2 Lineage-specific dN/dS estimates for the local URA2 tree around 

Saccharomyces cerevisiae. Numbers in bold are the dN/dS values for the given branch. 

 

Supplemental Figure 3. Lineage-specific dN/dS estimates for the local URA3 tree around 

Saccharomyces cerevisiae. Numbers in bold are the dN/dS values for the given branch. 

 

Supplemental Figure 4. Lineage-specific dN/dS estimates for the local URA4 tree around 

Saccharomyces cerevisiae. Numbers in bold are the dN/dS values for the given branch. 

 

Supplemental Figure 5. Lineage-specific dN/dS estimates for the local URA5 tree around 

Saccharomyces cerevisiae. Numbers in bold are the dN/dS values for the given branch. 

 

Supplemental Figure 6. Lineage-specific dN/dS estimates for the local URA10 tree around 

Saccharomyces cerevisiae. Numbers in bold are the dN/dS values for the given branch. 

 

Supplemental Figure 7. Lineage-specific dN/dS estimates for the local URA6 tree around 

Saccharomyces cerevisiae. Numbers in bold are the dN/dS values for the given branch. 

 



Supplemental Figure 8. Lineage-specific dN/dS estimates for the local URA7 tree around 

Saccharomyces cerevisiae. Numbers in bold are the dN/dS values for the given branch. 

 

Supplemental Figure 9. Lineage-specific dN/dS estimates for the local YNK1 tree around 

Saccharomyces cerevisiae. Numbers in bold are the dN/dS values for the given branch. 

 

Supplemental Figure 10. Lineage-specific dN/dS estimates for the local ATCase tree around 

Saccharomyces cerevisiae. Numbers in bold are the dN/dS values for the given branch. 

 

Supplemental Figure 11. Lineage-specific dN/dS estimates for the local CPSase tree around 

Saccharomyces cerevisiae. Numbers in bold are the dN/dS values for the given branch. 

 

Supplemental Figure 12. Phylogeny of the URA1 gene family. A. Complete phylogeny of 

URA1 gene family.  Taxa used in dN/dS analysis are colored in dark gray. B. Collapsed version 

of the URA1 gene family. Subtree used in the dN/dS analysis is marked in gray. 
 

Supplemental Figure 13. Phylogeny of the URA2 gene family. A. Complete phylogeny of 

URA2 gene family.  Taxa used in dN/dS analysis are colored in dark gray. B. Collapsed version 

of the URA2 gene family. Subtree used in the dN/dS analysis is marked in gray. 
 

Supplemental Figure 14. Phylogeny of the URA3 gene family. A. Complete phylogeny of 

URA3 gene family.  Taxa used in dN/dS analysis are colored in dark gray. B. Collapsed version 

of the URA3 gene family. Subtree used in the dN/dS analysis is marked in gray. 
 

Supplemental Figure 15. Phylogeny of the URA4 gene family. A. Complete phylogeny of 

URA4 gene family.  Taxa used in dN/dS analysis are colored in dark gray. B. Collapsed version 

of the URA4 gene family. Subtree used in the dN/dS analysis is marked in gray. 
 

Supplemental Figure 16. Phylogeny of the URA5 gene family. A. Complete phylogeny of 

URA5 gene family.  Taxa used in dN/dS analysis are colored in dark gray. B. Collapsed version 

of the URA5 gene family. Subtree used in the dN/dS analysis is marked in gray. 
 

Supplemental Figure 17. Phylogeny of the URA10 gene family. A. Complete phylogeny of 

URA10 gene family.  Taxa used in dN/dS analysis are colored in dark gray. B. Collapsed version 

of the URA10 gene family. Subtree used in the dN/dS analysis is marked in gray. 
 

Supplemental Figure 18. Phylogeny of the URA6 gene family. A. Complete phylogeny of the 

URA6 gene family.  Taxa used in dN/dS analysis are colored in dark gray. B. Collapsed version 

of the URA6 gene family. Subtree used in the dN/dS analysis is marked in gray. 
 

Supplemental Figure 19. Phylogeny of the URA7 gene family. A. Complete phylogeny of the 

URA7 gene family.  Taxa used in dN/dS analysis are colored in dark gray. B. Collapsed version 

of the URA7 gene family. Subtree used in the dN/dS analysis is marked in gray. 
 



Supplemental Figure 20. Phylogeny of the YNK1 gene family. A. Complete phylogeny of the 

YNK1 gene family.  Taxa used in dN/dS analysis are colored in dark gray. B. Collapsed version 

of the YNK1 gene family. Subtree used in the dN/dS analysis is marked in gray. 
 

Supplemental Figure 21. Phylogeny of the ATCase domain of the URA2 gene family . A. 

Complete phylogeny of the ATCase domain family.  Taxa used in dN/dS analysis are colored in 

dark gray. B. Collapsed version of the ATCase domain family. Subtree used in the dN/dS 

analysis is marked in gray. 
 

Supplemental Figure 22. Phylogeny of the CPSase domain of the URA2 gene family . A. 

Complete phylogeny of the CPSase domain family.  Taxa used in dN/dS analysis are colored in 

dark gray. B. Collapsed version of the CPSase domain family. Subtree used in the dN/dS 

analysis is marked in gray. 
























