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Gene-related testing in the field of infectious disease testing

Kazuhiro Shinto

Summary Many tests and diagnostic methods have been established to control infectious
diseases. In infectious disease testing, genetic diagnostic methods are more sensitive than
microscopic and immunological diagnostic methods and can be applied to various pathogens.
Therefore, gene-related tests have a wide range of roles. Currently, among gene-related tests used
for the identification and analysis of pathogenic microorganisms, analysis methods such as 16S
rRNA gene analysis and the POT method are widely used and can greatly contribute to infection
control. However, since gene-related tests are highly sensitive, it is necessary to pay sufficient
attention to the contamination of pathogens and reagents when performing operations. Work area
division, participation in workshops, and acquisition of specialized qualifications are required.
Therefore, it is essential to acquire knowledge and skills, including how to control the spread of
infectious diseases.
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Table 1  Features of major infectious disease tests
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Table 2 Indications for gene-related tests in infectious disease testing
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Fig.1 Differences in the flow of M.tuberculosis test between the

conventional method and the current method at our laboratory
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