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[ Abstract] Objective To investigate on the rapid diagnosis method of spontaneous bacterial peritonitis
(SBP). Methods Primers were designed according to the 16S rRNA gene fragment sequence of bacteria. The
DNA templates isolated from the standard strains were amplified using one pair and double pairs primers, then the
PCR-SSCP

diagram of seven common bacterial species in SBP patients was established successfully. Conclusions PCR-

single strand conformation polymorphism of these bacterial was analyzed by PCR-SSCP. Results

SSCP diagram could detect and identify pathogenic bacteria of SBP rapidly and conveniently.
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