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Appendix 

Materials and Methods 

DNA Isolation 

Genomic DNA was extracted from 2 day-old cultures of the Iranian C. auris isolate as 

described earlier (1). 

Whole-Genome Sequencing 

Genomic libraries were constructed and sequenced using Illumina technology (Illumina, 

San Diego, USA) and read length of 150 bp at Eurofins Genomics (Ebersberg, Germany). 

Seventy-four C. auris WGS sequences from NCBI were added to the analysis. FastQC and 

PRINSEQ was used to assess quality of read data and perform read filtering. Read data were 

aligned against a publically available genome sequenced on PacBio RS II using BWA. SNP 

variants were identified using SAMtools and filtered using the publically available SNP analysis 

pipeline NASP to remove positions that had less than 10x coverage, less than 90% variant allele 

calls, or that were identified by Nucmer as being within duplicated regions in the reference. 

Phylogenetic analysis and bootstrapping with 1000 iterations was performed on SNP matrices 

using RAxML. 

Data Availability 

Raw sequence read files were uploaded to the NCBI Sequence Read Archive and are 

publicly available under BioProject ID: PRJNA541007 (Submission ID: SUB5576192). 
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