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Abstract

The double helix structure of DNA (Deoxypentose Nucleic Acids) which is the main part of genetic
information in a nucleus was clarified in 1953. Then, the Sanger method to make a DNA base sequence
decision was developed by British Sanger in 1977. American Mullis developed the genome sequence
amplification method called the PCR (polymerase chain reaction, polymerase chain reaction) method in
1985. By development of the PCR method, related research increased notably. The full arrangement of
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a bacteria genome is determined in 1995. Moreover, by using the next-generation sequencer developed
in 2010, the research on bacterial genome analysis can increase suddenly in recent years, and the huge
information about the bacteria which are not known until now can be acquired now.

This paper describes the results obtained by the investigations about Microbiome in hospital waiting-
room, after introducing the history of microbe DNA analysis and the principle and the present condition
of DNA analysis. A possibility that many pathogenic bacteria existed in the waiting room of the hospital
which is the place in which many and unspecified persons gather in became clear by the next-generation
sequence analysis. Moreover, many bacteria which are not known about pathogenicity yet among the
bacilli detected from the waiting room are also contained, and many detailed information is acquired

more by elucidation pathogenic from now on.

(Jpn J Clin Ecol 25 : 82— 87, 2016)
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This figure iz purely
diagrammatic. The two
ribbons symbolize the
two phosphate—sugar
chains, and the hori-
zontal rods the pairs of
bases holding the chains
together. The vertical
line marks the fibre axis
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