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Analysis of polymorphism in merozvite surface protein 1 (MSP1) merozite surface
protein 2 (MSP2), circumsporozoite protein (CSP) and thrombospondin-related
anonymous protein (TRAP) of Plasmodium falciparam Thai isolates,

Molecular epidemiological study on potential malaria vaceine candidates is crucial for
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parasites expressing different variant epitopes. To i igate the extent of sequence variations
in the major vacine candidates for Plasmodium falciparum, the merozoite surface protein 1
(MSF1), the merozoite surface protein 2 (MSP2), ite protein (CSF) and
thrombospondin-related anonymous protein blood samples were collected from
malaria patients at Mae Sot District in Tak Province during 1988-1989, 1992 and 1995,
Sequence analysis of the MSPL gene has shown that polymorphism is confined to the 5
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has revealed stable patterns of allelic diversity and predominance of certain alleles among
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epitopes (ThZR and ThAR) in the CSP gene exhibits extensive sequence variation. It is of note
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TRAP gene contains microheterogeneity of without extensive sequence changes.
Therefore, polymorphism occurs in these major ia vaccine candidates among Thai
isolates. However, the exient of sequence variation is confined to certain domains of these
malaria genes. ldentification of protective cpitopes in the conserved regions of these proteins
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