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Abstract . Objective To establish the method of identifying MRSA with Tagman-fluorescence quantitative
PCR based on the detection for mecA ,nuc,endogenous reference gene, which is a three-gene combined detec-
tion in a single tube multiple channel, and compare with the traditional bacterial culture and identification
method to evaluate its clinical application value for the rapid detection of MRSA. Methods A total of 169 clin-
ical samples and 156 SA strains were collected in the study. The SA strains were isolated from clinical samples
and confirmed by VITEK2 Compact microbial analyzer. MecA, nuc, endogenous reference gene PCR primers
and Tagman fluorescent probes were designed by using Primer premier 5. 0 and Beacon Designer 7. 0. FAM,
Cy5 and VIC markers were used to label the fluorescent probe at 5" end,and 3’ end was labeled with MGB,and
the detection was carried out in the fluorescent quantitative PCR instrument, while the 169 cases of clinical
samples were also cultured and tested by the traditional method. Results The traditional method confirmed 48
cases of MRSA ,and the detection rate was 28. 40 %5 , while the multiple fluorescent quantitative PCR detected 53 cases
of MRSA , and the detection rate was 31. 36 %. There was no significant difference between traditional method and Taq-
man-fluorescence quantitative PCR (P>>0. 05). In 156 SA strains, the traditional methord confirmed 106 strains of
MRSA ,and the detection rate was 67. 95% , while the multiple fluorescence quantitative PCR detected 108 strains of
MRSA ,and the detection rate was 69. 23 %. There is also no significant difference between traditional method and Tag-
man-fluorescence quantitative PCR (P >>0. 05). Conclusion Tagman-fluorescence quantitative PCR improved
positive detection rate and reduced the risk of missing detection of MRSA,it is much more time-saving than

tradition method, which can be used in rapid clinical identification of MRSA.
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