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STUDIES ON SENSITIVITY AND SPECIFICITY
OF REVERSE TRANSCRIPTION-POLYMERASE
CHAIN REACTION IN DETECTION
OF DENGUE 3 VIRUS

Li Gang Wang Fei

Guo Ribo Ke Weimin

Liao Yuhuang

(Department of Infectious Diseases, the Third Affiliated Hospital)

Reverse transcription-polymerase chain reaction (RT-PCR) was developed for the

detection of dengue virus 3 genome. Two primers bracketed a 333-nucleotide base in the
E gene, corresponding to bases 1139-1471 in the dengue 3 genomic RNA sequence. After
digested with Hind J, the product of the reaction was divided into two fragments, 128bp

and 199bp, respectively. The amplified product and digested fragments were shown in the
ethidium bromide stained 29; agrose gel. This technique can detect dengue viral RNA in
the level of 5 TCID,, virus.
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