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Abstract  Objectives To study the correlation between positive rates of RNA in clinical confirmed severe
acute respiratory syndrome SARS patients and its appearance in relation to the development of the disease in
order to provide scientific basis for early diagnosis effective prevention and treatment of the disease. Methods
One-step reverse transcription-polymerase chain reaction RT-PCR  was used to amplify the SARS RNA in the
clinical specimens from different courses of the disease. The representative amplicons were then sequenced. Chi-
square for trend test was performed to study the correlation between positive rates of RT-PCR and at different
periods after the onset of the disease. Results The fragments amplified from the sputum specimens of SARS
patients were shown to share 100% homology with the published SARS-associated coronavirus. Of the different
clinical specimens positive rate in the stools appeared to be the highest 21.55% . Chi-square for trend test
revealed that the positive rates of stools and sputa of SARS patients decreased with the development of the disease
3 for trend = 12.55 and 16.408 P =0.0004 and P =0.000 05 respectively . Conclusion One-step RT-PCR
proved to be an effective method for the detection of SARS-associated coronavirus from clinical specimens. Data as
indicated that the positive rates of SARS coronavirus were decreasing in SARS patients along with the disease
progression.
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