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HEiEER (EX) How P vivax parasite maintains multiple infection in areas of low
intensity malaria?
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MR OBEEE (330) @ In P. vivaxpatients, multiple infection is common even in low infection
intensity areas. This study was conducted to understand the paradox. Haplotype diversities and the
number of allele of the Plasmodium vivaxpopulation isolated from Thailand, Turkey and Africa were
analyzed using two antigen coding genes (mspl, sera5) and four microsatellite makers (2.21, 3.35, AT,
GT). All parasite samples showed multiple numbers of alleles and high degree of haplotype diversities
against each locus. The nucleotide diversity of Group IV sera genes of P. vivax were 200 times higher
than those of P. falciparum, implying possible immune pressure from the host. The multiple infection of
P. vivax seemed to be caused by the divergent parasite population and it might be result in the positive
selection.
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Source of samples n
Thailand Mae Sot 13
Turkey Sanliurfa 8
Angola* 1
Sao Tome* 1
Madagascar* 5
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antigen microsatellite
mspl | serasc | 221 [ 3.35 | AT | GA

Thailand

BT6 3 2 2 2 2 |1
BT7 1 3 2 1 1|1
BT8 2 4 3 2 1 |2
BT9 5 6 2 1 2 |1
BT10 2 1 1 3 1 |3
1713 2 1 2 2 3 |3
PvKS826 | 3 1 1 2 1 |2
BT11 4 4 3 3 2 |1
BT13 2 1 1 2 1 |1
BT14 4 2 3 3 2 |1
BT15 4 3 2 2 2 |1
BT16 2 1 2 2 1 ]2
BT17 6 6 2 3 2 |3
Turkey

TT8 1 1 2 3 2 |2
TT9 4 2 3 3 3 |4
TT11 4 1 2 2 2 |1
TT12 2 2 3 4 2 |3
TT13 4 3 3 3 2 |3
TT27 3 1 4 3 2 |1
TT33 1 2 3 3 2 |1
TT72 1 1 2 3 2 |2
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Gene Mean number of alleles
locus Thailand | Turkey | Africa
n=13 n=8 n=7
mspl 3.1 25 2.6
serabc 2.7 1.6 1.8
2.21 2.0 2.7 14
3.35 2.1 3.0 2.3
AT 1.6 2.1 2.3
GA 1.7 2.1 2.4
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Gene Haplotype diversity (h)
locus Thailand | Turkey | Africa
n=13 n=8 n=7
mspl 0.94 0.91 0.96
serasc 0.97 0.92 0.96
221 0.87 0.83 0.89
3.35 0.90 0.78 0.83
AT 0.89 0.79 0.84
GA 0.88 0.76 0.85

ZIUENT OFEFR A K 3~5 TR LT,
WTFNOBLGF~— D220V TH, —AD
B OB S R RERPICFET D%
B OEMN 1 ZBZTCNDZ &%, ZEK
PNELTWNDHZ EEERLTWD, iy
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Allele | Haplotype

number | diversity

mspl 31 0.9646
+0.0075

sera5c 43 0.9852
+0.0063

221 11 0.8736
+0.0272

3.35 13 0.8674
+0.0183

AT 14 0.8686
+0.0288

GA 15 0.9194
+0.0155
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