a d Y]
ANUSAUATY o Original Article

Y] 7 4 a { o
WugmansilsznnsweinarSeviia Plasmodium vivax N6 100 lnslan
IIMIAMYaNYs : pyainpSaueusene w.a. 2553 uaz w.a.

2556-2557

=< a RL =y o o & 4
AU AN, TAITTTU @q‘]_lq@ , bANTE AL

"argrarunaiianiswme Asdnemansuazmalulat avanedus eI uaAAEINIZET NPUTINe
A0 UINHINYVANAATNNTUNNEMUNT AN ANTFOINTNT NIUNIe

Population Genetics of Plasmodium vivax in Saiyok District,

Kanchanaburi Province : A Comparative Study Case between

the Years 2010 and 2013-2014

Kanungnit Congpuong'’, Ratawan Ubalee’, Ekkachai Khamfan'

'Department of Medical Technology, Faculty of Science and Technology, Bansomdejchaopraya Rajabhat

University, Bangkok

“United States Army Medical Component, Armed Force Research Institute of Medical Sciences, Bangkok

wanmauazinguizadd : Jatiuaniuminiveisia
Wouna3niasnulasly mam@mmaummﬂw
VAT The P. vivax ¥1nninTha P. falciparum
i'mﬂﬁiwaaﬁmaamiﬁnmfﬁﬁ'mﬂ%wLﬂﬂuﬁﬂwmwﬁuﬁmm
v09lizns P. vivax Wdunalnslon 4 Taniannyany3
snal,ﬂuwuwwuhﬂmaﬁnwﬂw usastonnfed] W
2553 Wazll W.4. 2556- 2557

ansane : ndSnadidueveaeismunglales
WIINA LAY PV3.27 wuae PV3.502 2a9 P. vivax @ag
Ujnsongnlawefinais isuifisuauiavas

a o eaA 6 ' ‘V 1l v a 6

NaaA I AT TasUuARz g IEMTIANzEIWA
YDITURIN
HanN1sANEN

- USe NI T AN AT IV IFBITIIIAN

AMNARINAILVBILATDIRNY N L ATUTNING LAV N LT

ATIFININ UAzUANA1INwaLIARD A A YN19aDa
lagdszrnst w.a. 2556-2557 AANURAINAA1DNS
ﬁ'uﬁqﬂﬁumﬂﬂg"]ﬂiwjmﬂ W.¢. 2553 mmw{q
wnalslolngavesaIesnuslalasuanimnalarif
Funid PV3.27 wagtszonstl w.a. 2553 uazll w.e.
2556-2557 LYINNU 0.898 LAz 0.927 LazA1AIaRIILaIne
Islalngavesiaiasnunslulasuonmalarfidunis
PV3.502 va9Uveansl W.¢. 2553 Uzl W.¢. 2556-2557

Background and Objective: In Kanchanaburi province,

malaria caused by Plasmodium (P) vivax has increased
in higher proportion compared to P. falciparum but little
is known about genetic structure of P. vivax in this area.
This study aimed to compare genetic characteristics of
P. vivax isolates collected from malaria patients in Saiyok
district of Kanchanaburi province in year 2010 and years
2013-2014.

Material and Methods: Two microsatellite markers, i.e.
PV3.27 and PV3.502 were amplified by nested
polymerase chain reaction, followed by fragment
analysis of PCR products.

Result: P. vivax population of years 2013-2014 had
statistical significance higher in genetic diversity than
population of year 2010. Expected heterozygosity
values of microsatellite marker, PV3.27 of year 2010 and
2013-2014 were 0.898 and 0.927; those values of
PV3.502 were 0.873 and 0.912, respectively. Polyclonal
infection of P. vivax population in Saiyok district,
Kanchanaburi province was high. The average polyclonal
infections were 52.1%; 54.8% in 2010 and 48.4% in
2013-2014. Mean multiplicity of infection was 2.35, 2.38,
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and 2.45 for microsatellite markers, PV3.27, PV3.502,
and the combination, respectively.

Conclusion: P. vivax population in Saiyok district,
Kanchanaburi province had increase in genetic
diversity when compared between isolates collected in
year 2010 and year 2013-2014. This suggests that there
is still high malaria transmission and parasite evolution
in this area.

Key words: P. vivax, microsatellite marker, PV3.27,
PV3.502
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