
Reverse Transcription-Polymerase Chain Reaction based Liquid Hybridization (RT-
PCR-LH) technique which enables rapid and early diagnosis of dengue infection. 
 
RT-PCR products of the NS3 gene of dengue virus prototypes and of 10 dengue positive 
sera identified by culture, were allowed to hybridize in liquid phase with a mixture of 
dengue specific radiolabelled oilgonucleotides. The products were separated by PAGE 
and visualized by autoradiography. Two DNA bands (~ 470 dp and ~ 455 dp) specific to 
dengue virus, were observed. Seventy eight clinically suspected dengue sera were tested 
by RT-PCR-LH method (which takes only 24h), and by IgM-ELISA and HAI tests for 
comparison. 
 
Of the 78 sera tested, 57.8% was positive by RT-PCR-LH, 39.7% was positive by IgM-
ELISA, and 18.4% had a HAI titre f2560. Of 72 cases where duration of fever was know, 
infection was detected by RT-PCR-LH in 50% of cases with <5d fever, and by IgM-
ELISA in 4.5%. In cases with 5-15 d fever, RT-PCR-LH and IgM-ELISHA/HAI titre f2560 
detected infection in 62% and 56%, respectively. The 10 sera which were negative by RT-
PCR-LH, but were positive by either IgM-ELISA or HAI titre f 2560, were all >5d fever 
cases. 
 
RT-PCR-LH assay was significantly better (x2 = 9.28, p <0.01) than the other diagnostic 
technique for early detection of dengue. RT-PCR-LH together with IgM- ELISA were 
capable of detecting dengue infection in 72% of suspected cases. 
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Dengue vector surveillance in localities with reported dengue cases in Kurunegala 
and Gampaha districts  
 
Dengue fever (DF) and dengue haemorrhagic fever (DHF) are now significant problems 
in Sri Lanka. This study was undertaken to monitor the breeding of two Aedes species 
which are vectors of dengue virus in random monitoring stations located through 
identification o clinically/ serologically confirmed DF/DHF/DSS cases in Kurunegala 
and Gampaha districts.   
 
Thirty one random monitoring stations in and around Kurunegala and Ragama were 
checked for the presence of vector species during the period 1999/2001. Adjacent human 
dwellings, commercial sites, building sites, dump yards and other potential breeding 
sources which were situated within a 300 m radius of each random monitoring station 
were surveyed. A total of 135 premises in 31 random stations were checked for the 
presence of vector species using standard larval surveillance and human landing diurnal 
collections for adults. 
 
Ae. Albopictus larvae were found in 19 of the 31 stations. There were no stations where 
only Ae. Aegypti was found. Both species were found in 9 stations. House indices of only  
Ae. Albopictus Ae. Aegypti and both species were 24.40%, 0.74% and 5.18%respectively. 
No larvae were present in 69.62% of the premises. Key breeding sites of Ae. Aegypti were 
artificial while Ae. Albopictus were both natural and artificial. Data regarding human 
landing adult collections revealed that only Ae. Aegypti was present in 03 stations and 
Ae. Albopictus were present in 14 stations. 
 
We conclude that Ae. Albopictus is the main species that was found in some localities 
from which dengue cases were reported. 
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