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Step 1
Method for collecting bacterial cells and extracting DNA without i
producing a difference between bacterial species

!

Step 2
Performing nested PCR enabling highly sensitive and accurate quantification by
using eukaryote-made Taq polymerase free from contamination with bacterial
DNA

4 hours

Step 4 :
Step 3 Method for determining i’
Rapid identification of pathogenic bacterium pathogenic bacterium without i
by Tm mapping method producing a difference between
bacterial species

Step 5
Correction of number of bacterial cells based on 16S rRNA operon copy
number and using the results of rapid identification of pathogenic bacterium Q-"
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[Figure 2]
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[Figure 3]
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[Figure 4]
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[Figure 6]
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[Figure 7]
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[Figure 9]
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[Figure 10]
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[Figure 11]
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[Figure 12]
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[Figure 13]

45000

40000
35000

30000

pretreatment after 24hrs after 72hrs

9/9



