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Sau-PCR molecular typing technology and its application
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Abstract: Sau-PCR is a novel amplification technique for tracing the genetic fingerprint of microorganisms. Based on the
digestion of genomic DNA with restriction endonuclease Sau3Al and subsequent amplification with primers whose core
sequence is based on the Sau3 Al recognition site, the reproducibility of the assay was as high as amplified fragment length
polymorphism ( AFLP) and is as quick and easy as random amplified polymorphic DNA (RAPD) .  Nowadays, Sau-
PCR has been gradually used to determine the source of food pathogens and monitor the epidemiology of nosocomial

infection.  The principle, technical characteristics and the application of Sau-PCR were introduced in this paper.
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Figure 1  The flow chart of Sau-PCR ( primer SAUT) amplification
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