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Abstract: As the development and application of biological technology, many unknown bacteria have been
identified gradually. Meanwhile, with environment changing, some known pathogenic bacteria have evolved new
phenotypes involved in pathopoiesia or resistance. In the face of growing threats, carrying out research in bacteria
evolution and its relationship with classical pathogens and exploring the emerging mechanisms of new pathogen or
new phenotypes would provide a reference for the prevention and controlling of pathogens. Because the genome carries
all the genetic information of a species, the research based on the bacterial genome analysis would present a more
realistic evolutionary process. Especially, the development of the molecular biotechnology, such as sequencing,

will provide powerful tools for understanding the evolutionary process and mechanisms and their genetic traits and
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functional characteristics of bacteria.
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