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ABSTRACT

Chikungunya is the vector-borne disease which cau.ses by RNA virus in the family:
Togaviridae and genus: Alphavirus. In Thailand is found sparsely each year. The virus strain
which found in Thailand is the Asian genotype. There was the big outbreak of Chikungunya in
the world during 2008 — 2009. Many countries in the world were affected by this disease,
including Thailand. The chikunkunya virus that caused the pandemic outbreak was thc Africa
mutant genotype. This 'species had never been found in Thailand, therefore, it was considered to
be an emerging infectious diseasc of Thailand. World Health Organization rcported that the
vectors of these events were Aedes aegypti and Aedes albopictus. Especially, Aedes albopictus
was incriminated to be the main vector in the most outbreaking countries. This study performed
during the outbreak with the objectives of studying; 1) to confirm which species was the primary
vectors involved in the outbreak between Aedes aegypti and Aedes albopictus, 2) to find the other
possible mosquito vectors of this chikungunya virus in Thailand by determination of the viral
infection rate of mosquitoes and risk behavior of these mosquitoes to transmit disease to humans
by comparing of the infection rates of the mosquitoes captured in the house to those outside the

house, and 3) to study their ability to transmit the virus from mother to her offspring via the eggs



(Transbvarial transmission). These will be useful in surveillance, prevention and control of
mosquitoes that carried disease properly according to each type of mosquito. The study focused
on the adult mosquitoes and larvae of all species of male and female which found inside and
outside of the patients’ houses, the houses which had the history of chikungunya patient and
nearby houses that stayed within the range of 100 m from patients’ houses. We detected the virus
by RT-PCR. The study sites were in Chumphon, Trang, Prachuap Khiri Khan, Phuket, Songkhla
and Satun. The results of the study concluded that there are two primary mosqﬁito vectors of the
disease in Southern Thailand. It is Aedes aegypti and Aedes albopictus. The inflection rate of
Aedes aegypti (MIR=112.32, RIR=16.67%) is higher than Aedes albopictus (MIR=23.02,
RIR=14.29%). However, Aedes albopictus is the main vector of African mutant chikungunya in
Southern Thailand as in other countries. Based on behavioral data of Aedes albopictus, it likes to
live and feed outside the houses (Female mosquitoes live and feed in the houses (0.43%) <
outside the houses (99.57%) and MIR in the houses = 0, MIR outside the houses = 23.12).
Therefore, it had more chance to spread the disease to the people who worked outdoor and the
farmers who worked in the forest, orchards and gardens than Aedes aegypti. Other mosquito
species which may be the vectors of this disease are Mansonia uniformis (MIR=1,000,
RIR=100%) = Culex vishnui (MIR=1,000, RIR=100%) > Coquillettidia crassipes (MIR=333.33,
RIR=33.33%) > Culex quinquefasciatus (MIR=15.91, RIR=5.88%) and Armigeres subalbatus
(positive in male) In addition, we found that the African mutant chikungunya virus can be
transfered from mother mosquito to the next generatio;l via eggs (Transovarial transmission). So,
there should be monitoring for these mosquito vectors and chikungunya among the farmers,

continuously.
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