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Results

A total of 33 different haplotypes, including K1, 3D7,
and RO33 allele types, were identified in Myanmar PfMSP-1,,
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Myanmar PfMSP-1,, is under natural selection
M . f in 1 (MSP-1 . :\"':': Fragment K H Hd & SD o sD ds-dn Tajima’s D Fuand Li'sD Fuand Li'sF

erozoite surface protein 1 ( -1) MSP-14, ' Block1s 04705 2 0A71<0062 00021 0:0008 11662 (>1.10) _0.6869 (7-0.10) _ 0.9102 (70,10
1 Block 16 0.6405 4  0.477 +0.134  0.0010 = 0.0004 -1.3474 (P>0.10) - 0.7011 (P>0.10) - 1.0078 (P>0.10)
83 kDa | 30 kDa ‘ 38 kDa I 42 kDa Block17 0.3203 3  0.307+0.132 _0.0009  0.0004 - 1.0963 (P>0.10) - 0.5522 (P>0.10) - 0.7978 (P>0.10)
Full 1.4314 6 0.765+0.080 0.0012+0.0003 0.0012 - 1.0067 (P>0.10) - 0.5129 (P>0.10) - 0.7495 (P>0.10)
;- & > |, Block15 0.6036 4  0.536+0.066 0.0031  0.0005 0.5012 (P>0.10)  0.7802 (P>0.10)  0.8101 (P>0.10)
MSP-135 MSP-1,4 - apy | Plock16 18799 8 07690043 0.0027 +0.0004 - 0.6520 (P>0.10) - 2.0169 (P>0.10) - 1.8602 (P>0.10)
Block17 1.8168 6  0.632+0.072 0.0053 + 0.0006 0.2351 (P>0.10) - 0.2023 (P>0.10) - 0.0785 (P>0.10)
. . Full 4.3003 21  0.902+£0.040 0.0035 +0.0003 -0.0028 -0.1839 (P>0.10)  -1.6252(P>0.10) - 0.9915(P>0.10)
Analyze genetlc pOIVmorphlsm and the effeCt Of natural Block 15 0.1429 2 0.143 +0.119  0.0007 + 0.0006 -1.1552 (P>0.10) - 1.3975 (P>0.10) -1.5239 (P>0.10)
H H H H Block16 0.7912 4  0.571+0.132 0.0012 + 0.0004 - 1.2220 (P>0.10) - 1.4143 (P>0.10) - 1.5541 (P>0.10)
SeIeCtlon in PfMSP 142 among Myanmar P. faICIparum ISOIateS RO32 I plock17  0.5714 3 0.27540.148  0.0017 + 0.0011 - 1.7976 (P>0.10) - 2.2738 (P>0.10) - 2.4488 (P>0.10)
Full 1.5055 6 0.736 + 0.109 0.0012 + 0.0004 -0.0015 -1.7962 (P<0.05) -2.2693 (P<0.05) -2.4505 (P<0.05)
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Conclusions

Myanmar PfMSP-1,, showed similar, but not identical

amino acid changes to global PfMSP-1,, € Myanmar PfMSP-1,, showed similar amino acid

polymorphism patterns compared to those from other
global PfMSP-1,,, but not identical.
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Global PfMSP-1,, showed similar nucleotide diversity across
the gene, but different patterns of natural selection
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