Table S1

Oligonucleotide probes used in this study

(* number of reference strains that have had tested)

No Specificity Position Sequence [5'-3'] Length GC Tm * No.
Code (base) (%) (°C) 87
1 Fungi universal B2 AACTTTCAACAACGGATCTCTTGGTTCT 28 393 674
B3 GCATCGATGAAGAACGCAGCGA 22 54.5 66.5
B4 GTGAATCATCGAATCTTTGAACGCACA 27 40.7 66.6
BS ATCTCTTGGTTCTCGCATCGATGAAG 26 46.2  66.7
B6 AATCATCGAGTCTTTGAACGCAGCTT 26 423 672
2 Filamentous fungi universal C2 GTTGACCTCGGATCAGGTAGGGAT 24 542  66.5
3 Trichophyton group C3 TTCGAGCGTCATTTCAACCCCTC 23 522  66.1
universal
4  Candida albicans D2 TCTTTGAAACAAACTTGCTTTGGCGG 26 423 673 4 ATCC 10231
(C. albicans) D3 CCGCCAGAGGTCTAAACTTACAACC 25 52.0 66.7 ATCC 10261
D4 GACGGTAGTGGTAAGGCGGGAT 22 59.1 664 ATCC 20260
D5 GGCGGTAACGTCCACCACGTAT 22 59.1 674 ATCC 18804
5 Candida dubliniensis E2 TGTGTTTTGTTCTGGACAAACTTGCTTTG 29 379 681 3 MYA-179
(C. dubliniensis) E3 CTGCCGCCAGAGGACATAAACTTAC 25 52.0 67.0 MYA-180
E4 TAGTGGTATAAGGCGGAGATGCTTGA 26 46.2 670 MY A-646
E5 TCTGGCGTCGCCCATTTTATTCTTC 25 48.0 672
6 Candida glabrata F2 GGTGTTTTATCACACGACTCGACACT 26 462 669 4 ATCC 60406
(C. glabrata) F3 GGAGTTCTCCCAGTGGATGCAAAC 24 542 668 ATCC 64677
F4 GGCCATATCAGTATGTGGGACACG 24 542 662 ATCC 28226
F5 AGGTTTTACCAACTCGGTGTTGATCTAG 28 429 670 ATCC 2001
7  Candida guilliermondii G2 GCTTAACTGCGCGGCGAAAAAC 22 545 666 4 ATCC 22948
(C. guilliermondii) G3 AGATAGGTTGGGCCAGAGGTTTAACA 26 462 674 ATCC 32542
G4 TCTTAGTCGGACTAGGCGTTTGCTT 25 48.0 674 ATCC 38290
G5 TCGTTGAATGGTGTGGCGGGAT 22 545 674 ATCC 6260
8 Candida intermedia H2 GTGTTGCCTTCCGAAATATCACAGTTG 27 444 669 3 ATCC 12089
(C. intermedia) H3 CAGTTGTCGCAATACGTTACTTCAACTTT 29 379 67.1 ATCC 201070
ATCC 36352
9 Candida kefyr H4 GCGGCCAGTTCTTGATTCTCTGC 23 56.5 672 3 ATCC 8572
(C. kefyr) H5 AGCTCGTCTCTCCAGTGGACATAAAC 26 50.0 67.8 ATCC 8628
H6 TTGAAAGTGGCTAGCCGTTGCC 22 54.5 66.5 ATCC 8654
H7 TCGTGGTAAGCTTGGGTCATAGAGAC 26 50.0 67.6
10 Candida krusei 2 AGCGGAACGAAAACAACAACACCT 24 458 67.1 3 JCM 1608
(C. krusei) 13 ACCTAGTGTGAATTGCAGCCATCG 24 50.0 66.6 JCM 2341
14 GACGTGTAAAGAGCGTCGGAGC 22 59.1 662 JCM 2284
15 GCGAGTGTTGCGAGACAACAAAAAG 25 48.0 67.1
11 Candida lusitaniae 16 CTCGAGGCATTCCTCGAGGCAT 22 59.1 670 3 ATCC 24347
(C. lusitaniae) 17 AGGCGTTGCTCCGAAATATCAACC 24 50.0 669 ATCC 24348
ATCC 96040
12 Candida parapsilosis 2 TGGGGCCTGCCAGAGATTAAACT 23 522 668 4 ATCC 10233
(C. parapsilosis) 3 GTGTTGAGCGATACGCTGGGTTT 23 522 66.6 ATCC 14054
J4 GTTTTTTCCACTCATTGGTACAAACTCCA 29 379 670 ATCC 28473
ATCC 28480
13 Candida tropicalis J5 ACCGCCAGAGGTTATAACTAAACCAAA 27 40.7 665 3 ATCC 46535
(C. tropicalis) J6 GAGCAATACGCTAGGTTTGTTTGAAAGAA 29 379 670 ATCC 38773
17 ACGCTTATTTTGCTAGTGGCCACC 24 50.0 67.1 ATCC 32546
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TGAACGCTGTTCTGAAAGTATGCAGT
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CCCATCCGTGTCTATTGTACCCTGT
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CCTGCCGACGTTTTCCAACCAT
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Figure S1.

Quantification of PCR-amplified fungus-specific DNA by PCR-DM.

Fungal DNA amplified from clinical nail samples were quantified via fluorescence intensity
as measured by PCR-DM. All samples were prepared in KOH and confirmed by microscopy
for fungal elements prior to DNA analysis. KOH+ are samples from patients with
onychomycosis(n=106), and KOH- are from non-onychomycosis individuals(n=50).

U1-3 are independent fungus universal probes designed to detect all fungi.
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