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AedesaegyptiandAedesalbopictusarethetwomainvectorsofthe denguevirus. 

Knowledgeofvectorgeneticdiversitywouldbeusefulinvectorcontrol,asitreflectsthe 

evolutionarypotentialofvectors. Similarly, 

vectorpopulationdynamicswouldbeusefulinestimatingeffectivenessinvectorcontrolstrategies. 

Therefore, 

thisstudywasundertakentoestimatethegeneticdiversityandpopulationdynamicsamongselectedpopula

tionsofAedesaegyptiandAedesalbopictusinSriLanka, usingExonPrimedIntronCrossing(EPIC) markers. 

Larvalsamplesofeachspecieswerecollectedfromtwodengueendemicareas,Colombo (N=32) andGalle 

(N=30) forAe. aegyptiandGampaha (N=20) andKalutara (N=30) forAe. albopictus. 

DNAwasextractedandPCRamplifiedforRpS20bandRpL30amarkersfollowedby 6% PAGE. 

PCRampliconsweresequencedandanalyzedwithClustalWinMega 7.0.14. DnaSP 5.10 

wasusedtoinferthenucleotidediversity (Piandθ), InDeldiversity (pi(i)), haplotypediversity (Hd), 

averagenumberofnucleotidedifferences (k) andFuandLi’sD* andF* statistics. Anaverageof 480 and 

464 bpDNAfragmentswereanalyzedforthetwomarkersforAe. aegyptiandAe. albopictus, respectively. 

ThevaluesobtainedforPi, Pi(i) andkwereslightlyhigherforAe. albopictuscomparedtoAe. 

aegypti,butwerenotsignificantly(P>0.05) different (Pialb:Piaeg=0.0333:0.0165; θalb:θaeg=0.0508:0.0149; 

Pi(i)albo:Pi(i)aeg=1.2733:1.049; kalb:kaeg=8.801:3.544). However, 

asignificantlyhigherHdwasobservedforAe. albopictus (0.913) incomparisontoAe. aegypti (0.675). 

TheobtainedPivaluesforthetwospecieswerecomparablewithpreviousstudiesconductedinotherregions

oftheworld,i.e.,Ae. albopictusfromIndonesia (0.03878), Ae. aegyptifromAustralia (0.0202) andBrazil 

(0.0102).  Nevertheless, Pi(i)observedinthepresentstudyforAe. 

aegyptiissignificantlyhighercomparedtothereportsfromAustralianpopulations (0.0052) (P<0.05). 

Further, Ae. albopictuspopulationatImbulgodashowedsignificantlynegativeFLD* (-2.558) andFLF* (-

2.716) valueswithrespecttothe RpS20bmarker (P<0.05) 

indicatingpossiblepopulationexpansionevents. 

ThepopulationstestedindicateahighandcomparablelevelsofgeneticdiversityamongAe. aegyptiandAe. 

albopictusfoundinSriLankareflectingtheirsubstantialevolutionarypotential. 

ThesuggestedpopulationexpansioninAe. 

albopictusisfurtherevidentwiththehighhaplotypediversity,andmayrequirecautionwithrespecttocontro

llingdenguetransmission. 
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