
Supplementary Methods

DNA quality inspection 
DNA concentrations were determined using the Qubit dsDNA HS (high sensitivity) Assay Kit (Thermo Fisher Scientific, USA). Qualified DNA templates were aliquoted into two 1.5 ml Eppendorf tubes.
Whole-genome sequencing
[bookmark: _Hlk110097372]Genomic DNA libraries were prepared according to the requirements of both the Illumina and the Oxford Nanopore systems. A combination of the long-read Nanopore MinION and short-read Illumina NovaSeq 6000 platforms was used to generate the complete genome sequence of the Candida auris strain BJCA003. 
In Illumina sequencing, one aliquot of genomic DNA was fragmented by sonication using the Covaris ultrasonicator (Covaris, Woburn, USA). The quality of the DNA template was assessed using an Agilent 2100 Bioanalyzer (Agilent Technologies, Santa Clara, California) combined with quantitative PCR to measure the adapters before sequencing. Paired-end DNA library was prepared with the NEBNext Ultra II DNA Library Prep Kit for Illumina (NEB, USA) and sequenced using the NovaSeq 6000 platform (PE150, Illumina, USA). The quality of the raw sequence reads was assessed using FastQC v0.11.8, and reads with quality score ≤ 7 and length < 50bp as well as the sequencing adapters were trimmed using the Trimmomatic trimming tool v0.39. 
In Nanopore sequencing, one aliquot of genomic DNA was purified using Agencourt Ampure XP beads (Beckman Coulter, Brea, CA). DNA library was prepared using the ligation library preparation kit SQK-LSK109 (Oxford Nanopore Technologies, Oxford, UK) according to the manufacturer’s protocols, which incorporates steps for DNA repair, end-prep, and sequencing adapter attachment. Next, the library was loaded to the R9.4.1 flow cell (FLO-MIN106, Oxford Nanopore Technologies, Oxford, UK) and sequenced with the PromethION platform for 48-72h. FAST5 files were base-called and converted to the FASTQ format in real-time using Guppy v3.3.0. After that, barcode and adapter sequences were trimmed using ont-Guppy v6.0.1, and Filtlong v0.2.0 was used to remove sequences shorter than 3000bp to facilitate assembly.
Genome assembly
Genome assembly was performed using Unicycler v0.4.7, which allows for both Illumina and Nanopore reads to be used in the conservative mode1. The highly accurate Illumina reads were aligned, and the Nanopore reads served as a reference to correct random sequencing errors and to finally generate a genome assembly of high quality. The assembled sequences were polished by aligning the Illumina paired-end reads with the BWA-MEM algorithm using Pilon v1.2.3 (for several rounds) to improve the quality of genome assembly. Multiple rounds of error correction were performed until no more errors could be fixed.
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