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Fig. S1 Relative abundances of fungal species based on the culture method.
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Fig. S2. Correlation of relative abundances based on the UNITE and RefSeq databases.
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Fig. S2. (cont.)

[image: ]
Fig. S2. (cont.)
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[bookmark: _GoBack]Fig. S3. Correlation of the results from Culture based method and DNA-based method in the previous database (Left) and Correlation of relative abundances based on the UNITE and RefSeq databases in the previous database (Right).


Table S1. Most abundant fungal genera. Fungal genera with the highest 12 and 40 relative abundance levels in house dust (20–63 μm), based on culture and sequencing methods, in 24 Japanese houses.
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Mean SD Min Max Mean SD Min Max Mean SD Min Max

1Aspergillus** 51% 28% 0.037% 99% 100% 1Aspergillus 33% 26% 3.5% 90% 100% 100% 1Aspergillus 35% 27% 3.5% 90% 100% 100%

2Wallemia 8.1% 18% 0% 80% 79% 2Wallemia 13% 21% 0.038% 71% 100% 96% 2Wallemia 13% 21% 0.038% 71% 100% 96%

3Penicillium 7.3% 13% 0% 54% 92% 3Cladosporium 8.8% 11% 0.33% 51% 100% 100% 3Cladosporium 8.8% 11% 0.33% 51% 100% 100%

4Cladosporium 4.1% 12% 0% 59% 92% 4Verrucocladosporium 2.9% 5.3% 0.061% 20% 100% 92% 4Verrucocladosporium 2.9% 5.3% 0.061% 20% 100% 92%

5Pseudopithomyces 0.031% 0.083% 0% 0.37% 21% 5Rasamsonia 2.9% 9.0% 0% 42% 67% 25% 5Rasamsonia 2.4% 7.4% 0% 34% 75% 21%

6Ｙeast 0.23% 0.97% 0% 4.8% 21% 6Graphiola 2.6% 11% 0.00095% 55% 100% 63% 6Sterigmatomyces 2.4% 5.8% 0.010% 25% 100% 79%

7Mucor 0.028% 0.14% 0% 0.68% 4.2% 7Didymocrea 2.4% 3.5% 0.042% 16% 100% 83% 7Pseudopithomyces 2.4% 3.5% 0.035% 16% 100% 75%

8Aureobasidium 0.023% 0.10% 0% 0.51% 29% 8Sterigmatomyces 2.4% 5.8% 0.010% 25% 100% 79% 8Exobasidium 2.4% 11% 0% 53% 92% 25%

9Alternaria 0.017% 0.041% 0% 0.16% 13% 9Geosmithia 2.3% 11% 0% 52% 75% 29% 9Geosmithia 2.3% 11% 0% 52% 79% 33%

10Fusarium 0.015% 0.073% 0% 0.36% 4.2% 10Corynascella 2.1% 10% 0% 51% 58% 4.2% 10Botryotrichum 2.1% 10% 0% 51% 58% 4.2%

11Trichoderma 0.00052% 0.0025% 0% 0.012% 4.2% 11Toxicocladosporium 1.8% 5.1% 0.012% 25% 100% 91.7% 11Toxicocladosporium 1.8% 5.1% 0.012% 25% 100% 92%

12Chrysosporium 1.7% 7.5% 0% 37% 92% 29% 12Chrysosporium 1.8% 7.5% 0% 37% 88% 21%

13Xerochrysium 1.7% 8.2% 0% 40% 79% 29% 13Blastobotrys 0.92% 1.7% 0% 6.6% 83% 46%

14Epicoccum 1.4% 1.7% 0.015% 7.2% 100% 92% 14Entoloma 0.90% 3.8% 0.0017% 19% 100% 38%

15Blastobotrys 0.93% 1.7% 0% 7% 83% 46% 15Alternaria 0.75% 1.3% 0.0094% 6.4% 100% 75%

16Entoloma 0.89% 3.7% 0.0024% 18% 100% 38% 16Trichoderma 0.70% 2.9% 0.0016% 14% 100% 21%

17Trichomonascus 0.74% 1.2% 0% 4.2% 92% 50% 17Trichomonascus 0.66% 0.98% 0% 3.1% 92% 50%

18Alternaria 0.73% 1.3% 0.0094% 6.3% 100% 75% 18Neodevriesia 0.58% 1.2% 0.0063% 5.3% 100% 71%

19Trichoderma 0.70% 2.9% 0.0016% 14% 100% 21% 19Memnoniella 0.57% 1.9% 0% 9.3% 96% 42%

20Neodevriesia 0.58% 1.2% 0.0063% 5.2% 100% 71% 20Lecanicillium 0.49% 2.1% 0% 10% 83% 25%

21Memnoniella 0.56% 1.9% 0% 9% 96% 42% 21Xeromyces 0.43% 1.4% 0% 6.8% 92% 29%

22Engyodontium 0.48% 2.1% 0% 10% 83% 21% 22Trametes 0.39% 0.54% 0.013% 2.3% 100% 67%

23Xeromyces 0.43% 1.38% 0% 6.8% 92% 29% 23Chaetomium 0.37% 1.2% 0% 5.9% 92% 25%

24Chaetomium 0.42% 1.3% 0% 6.6% 92% 25% 24Nigrospora 0.37% 0.79% 0.0047% 3.5% 100% 50%

25Nigrospora 0.37% 0.79% 0.0047% 3.5% 100% 50% 25Coprinopsis 0.35% 1.4% 0% 7.0% 96% 17%

26Helicogloea 0.36% 1.0% 0% 4.8% 92% 33% 26Xylodon 0.31% 0.50% 0.0087% 2.3% 100% 58%

27Trametes 0.31% 0.47% 0.011% 2.0% 100% 54% 27Periconia 0.28% 0.37% 0.0047% 1.4% 100% 58%

28Periconia 0.29% 0.37% 0.0047% 1.4% 100% 58% 28Eupenidiella 0.26% 1.1% 0% 5.3% 88% 17%

29Coprinus 0.28% 1.3% 0% 6.6% 71% 4.2% 29Emmonsiellopsis 0.26% 1.2% 0% 6.0% 54% 4.2%

30Penicillium 0.28% 0.57% 0% 2.4% 92% 29% 30Aureobasidium 0.26% 0.34% 0.0070% 1.3% 100% 58%

31Emmonsiellopsis 0.26% 1.2% 0% 6.0% 54% 4.2% 31Postia 0.25% 0.39% 0.0076% 1.5% 100% 54%

32Aureobasidium 0.25% 0.34% 0.0070% 1.3% 100% 58% 32Hydnoporia 0.24% 0.49% 0.0044% 2.0% 100% 38%

33Diplomitoporus 0.24% 0.51% 0.0011% 2.0% 100% 38% 33Penicillium 0.24% 0.50% 0.0014% 2.1% 100% 33%

34Eupenidiella 0.24% 1.1% 0% 5.3% 83% 4.2% 34Atractidochium 0.22% 0.94% 0% 4.6% 71% 8.3%

35Peniophora 0.23% 0.31% 0.0047% 1.5% 100% 67% 35Pseudotaeniolina 0.21% 0.52% 0% 2.5% 79% 33%

36Pseudotaeniolina 0.21% 0.52% 0% 2.5% 75% 33% 36Peniophora 0.20% 0.31% 0.0047% 1.5% 100% 54%

37Stachybotrys 0.20% 0.82% 0% 4.0% 79% 8.3% 37Xerochrysium 0.20% 0.74% 0% 3.7% 83% 21%

38Phlebia 0.18% 0.26% 0.0098% 1.2% 100% 42% 38Stachybotrys 0.20% 0.82% 0% 4.0% 83% 8%

39Xeromphalina 0.17% 0.29% 0.0065% 1.2% 100% 33% 39Phallus 0.19% 0.67% 0.000% 3.2% 63% 13%

40Hyphodontia 0.16% 0.29% 0.0065% 1.1% 100% 25% 40Thermoascus 0.18% 0.39% 0% 1.4% 79% 21%

** Including  1.7% ± 4.1% (Max, Min) of Eurotium

>0.1%

detection*

*Percentage of houses in which the relative abundance of the fungal genus was higher than 0.1%
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