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Supplementary Figure 1. (a) Root-to-tip regression analysis performed using a maximum 

likelihood tree of C. auris genomes from Kenyan isolates clustering to Clade III. R-squared 

value = 0.55. (b) Marginal posterior distributions for the date of the most recent common 

ancestor (TMRCA) of Candida auris Clades I, II, III and IV, analysis performed by BEAST 

under distinct models and mutation rates. 

  



 
Supplementary Figure 2. Population genomic analysis of C. auris. Genome-wide nucleotide 

diversity (π), Tajima’s D (TD), fixation index (FST) and pairwise nucleotide diversity (DXY) were 

calculated per scaffold in 5 kb sliding-window and plotted across the genome. Plots depict the 

ten largest scaffolds of the B8441 reference genome. 

  



 
Supplementary Figure 3. Genome-wide FST analysis of the two most closely related clades 

(Clades I and III). (a, b) Genome-wide FST analyses revealed substantial interspecific divergence 

and reproductive isolation between C. auris Clades I and III and small regions with FST values 

close to zero. (c) Phylogenetic analysis of selected genes revealed that these regions in isolates 

from Clades I and III are intermixed in a monophyletic clade. 

 

  



 
Supplementary Figure 4. Mating-type locus classification in C. auris. Phylogenetic tree of 304 

C. auris isolates. Branches are colored by clade and isolate labels are colored by mating-type locus 

(MTLa: red and MTLα: blue). 

  



 
Supplementary Figure 5. Copy number variation (CNV) of ERG11 in Candida auris. (a) 

Phylogenetic tree detailing clade, country of origin, susceptibility to fluconazole (FCZ resistant or 

susceptible). Isolates that have more than one copy of lanosterol 14-alpha-demethylase (ERG11) 

are denoted with a red circle. (b) Plot shows the frequency of isolates that have 1, 2 or 3 copies or 

ERG11 by clade. (c) Plot depicts fluconazole minimal inhibitory concentration (MIC) results for 

38 isolates from Clade III (35 from Kenya and 3 from Spain) grouped into copy number of ERG11. 

 

  



 
Supplementary Figure 6. Other regions with copy number variation (CNV) in C. auris 

population. 

 

 

 

 

 

 

 

 


