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1. Supplementary Figures 
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Figure S1. SAP production by C. auris from Clade I and Clade III (Mann–Whitney U test).
[image: ]
Figure S2. The biofilm-forming capacity of C. auris from Clade I and Clade III (Mann–Whitney U test).


2. Supplementary Table 
	Sample ID
	SNP Number
	Transition
	Transversion
	Ts/Tv

	CAG01
	44887
	28348
	16539
	1.71

	CAG02
	44669
	28213
	16456
	1.71

	CAG03
	1063
	563
	500
	1.13

	CAG04
	1076
	574
	502
	1.14

	CAG05
	1059
	562
	497
	1.13

	CAG06
	1070
	565
	505
	1.12

	CAG07
	1069
	566
	503
	1.13

	CAG08
	1065
	563
	502
	1.12

	CAG09
	1070
	568
	502
	1.13

	CAG10
	1082
	575
	507
	1.13

	CAG11
	2056
	1310
	746
	1.76

	CAG12
	44923
	28383
	16541
	1.72

	CAG13
	44770
	28291
	16479
	1.72

	CAG14
	44298
	29305
	16996
	1.72

	CAG15
	1064
	563
	501
	1.12

	CAG16
	44834
	28328
	16507
	1.72

	CAG17
	1084
	575
	509
	1.13

	CAG18
	44712
	28246
	16466
	1.72

	CAG19
	1062
	563
	499
	1.13

	CAG20
	44859
	28340
	16519
	1.72

	CAG21
	25286
	15939
	9349
	1.7

	CAG22
	44877
	28344
	16533
	1.71

	CAG23
	1091
	580
	511
	1.14

	CAG24
	1077
	573
	504
	1.14

	CAG25
	1088
	575
	513
	1.12

	CAG26
	1076
	571
	505
	1.13

	CAG27
	1070
	569
	501
	1.14

	CAG28
	1088
	581
	507
	1.15

	CAG29
	1055
	559
	496
	1.13

	CAG30
	1078
	569
	509
	1.12

	CAG31
	1024
	550
	474
	1.16

	CAG32
	1067
	565
	502
	1.13

	CAG33
	44904
	28361
	16543
	1.71

	CAG34
	1075
	570
	505
	1.13

	CAG35
	1067
	567
	500
	1.13

	CAG36
	1075
	571
	504
	1.13

	CAG37
	1028
	549
	479
	1.15

	CAG38
	1075
	572
	503
	1.14

	CAG39
	1058
	565
	493
	1.15



[bookmark: OLE_LINK92]Table S1. The number of detected SNP sites indicates nucleotide variations from the reference genome.  Transition:  number of Transition SNPs; Transversion:  number of transversion SNPs; Ts/Tv:  the ratio of transition SNPs (Transition) to transversion SNPs (Transversion).
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