Supplementary Figures
Figure S1: Panseq core snp RAxML tree of 202 C. auris genomes with highlighted seed, clade representatives, and query genomes chosen for scheme design.

Figure S2: (A) cgMLST core loci vs presence count in 3,133 genome set (B) each of the 3,583 cgMLST allele libraries by variant number colored by clade

Figure S3: Minimum-spanning Tree of 3,133 genomes against C. auris 3,538 locus cgMLST scheme showing inter-clade allelic distances.

Figure S4: 6 clade-specific gene targets; cgMLST loci whose allelic variants are unique to a single clade.

Figure S5: Violin plots comparing pairwise cgMLST distances (orange) and pairwise SNP distances (turquoise) within and between isolates from facilities and outbreaks. Comparisons between facilities (Fac) are only for facilities within outbreaks (Ob). Stars shown when only one pairwise distance (two isolates) is present.

Supplementary Tables
Table S1 - Initial 202 Candida Genomes for Scheme Creation
Table S2 - Chosen Genomes for Scheme Creation
Table S3 - Final Validation Set (3165 genomes)
Table S4 - 3538 cgMLST target gene information
Table S5 - SNP Mapping References and Sample Sets
Table S6 - Summary statistics for CDC Welsh et al benchmark dataset.

Supplementary Data Files
File.S1.Candida_auris_cgMLST_3538_targets_ref-seqs.fasta.gz
File.S2.Candida_auris_cgMLST_allele_library_export.tar.gz

