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Development of Duplex PCR method for detection of rrn
operon sequence from Chlamydia Psttaci
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Abstract

To set up a method for rapid detection of Chlamydia psittaci. a duplex PCR method was developed accord-

ing to the sequences o the rrn operon sequence of Chlamydia psittaci, that is, 16S ribosomal DNA sequence and 16S-
23S ribosomal DNA spacer sequences. The results of detection from clinical samples (n=100) by duplex PCR were

compared with those by general PCR and immune fluorescence method. It was found that the specificity and sensitivity

o duplex PCR were higher than that of both general PCR and immune fluorescence method. The average positive rate of

duplex PCR was 83. 4 - 97. 2 percent and the lowest detection level was 500fg/ML. Through a single procedure of du-
plex PCR, not only Chlamydia or non- Chlamydia could be distinguished, but Chlamydia psittaci could be identified as

well. The duplex PCRis rapid, reliable and simple and provides an effective method for the epidemiology investigation

and early diagnosis of Chlamydia psittaci.
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Table 1 Resultsof detection from Qos sample by duplex PCR in comparion with generd PCR and immune fluorescence method

PCR PCR
9.07£0.69 8.75+0.56 7.70+0.79
1.93+0.91 3.1+0.88 4.80+1.61
9.00£0.69 8.97+0.73 7.50%0. 14
9.03+0.69 1.93+0.91 8.86+0.65 3.1+0.88 7.60%0.47 4.80+1.61
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