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Development of method for determining indoor fungal concentration using genetic anal
ysis from the viewpoint of occupants® health risk assessment

Kenichi, Hasegawa
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i o In order to collect airborne fungi in indoor, the appication possibility of method
ology usign a impinger was tested. Optimum conditions for collection of airborne fungi such as air samplin
g rate, sampling time and so on were examined. It was revealed that it was not easy to keep the collection

efficiency stable during a measurement period. Therefore it is necessary to develop the methdology sampli
ng by filtration in future.

In determining indoor fungal concentration using genetic analysis, it was found that the more samples of m

icrobial species were collected, the higher analysis precision was. It is important to design a primer for
improvement of amplification efficiency of DNA.
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Moldiness Index
[Vesper, S. etal.:
Development of an Environmental Relative
Moldiness Index for US Homes. JOEM
49(8), August 2007: 829-833. ]
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Al. alternata

As. versicolor

As. fumigatus

ATATGAAGGC
GGGCTGGAAC

Forward

Primer

CGGCGGGAAG
CCCT

CGCGTCCGGT
CCTCG

ATATGAAGGC
GGGCTGGAAC

Reverse

Primer

CCATTGTTGAA
AGTTTTGACTG
ATTTTA

TTAGAAAAATA
AAGTTGGGTGT
CGG

CTCTCGGGGTT
ACAGCCTTGCT
GA

Probe

AGACTGCATC
ACTCTCAGGC
ATGAAGTTCAG

TGTCACCTGCT
CTGTAGGCCC
G
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