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[ Abstract]
resistance 1 (pfmdrl) gene encoding protein at codon 86 and the genotype of P. falciparum merozoite surface
Methods

extracted by chelex-100 method, then PCR was applied to amplify fragments of pfmdrl gene including N86Y

Objective To identify fragments polymorphism of the Plasmodium falciparum multidrug

protein 1 gene ( pfmspl ) from China-Myanmar border. Genomic DNA of P. falciparum was

mutation and the Blocks 2 and 3 of pfmspl. Results The pfmdrl gene N86Y mutation was not detected in 49
PCR products from the total of 50 samples. All of the PCR products had gene deletion at position 25 and mutant
allele (EYR) at positions 27-30. Moreover, the position 35 of pfmdrl gene was deleted in 9 of 49 samples.
From 48 of 50 blood samples of P. falciparum patients, 70 gene fragments of blocks 2 and 3 of the pfmspl were
amplified, of which the MAD20-type allele was dominant (93. 88% ), followed by Kl-type and RO33-type
alleles. Also, mixed infection phenomena of the different allelic type existed. Conclusion The pfindrl gene
encoding protein at codon 86 has no mutation and three principal allelic types of pfmspl gene (MAD20, KI and
RO33 type) exist in China-Myanmar border, and the MAD20-type is dominant.
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Table 1 PCR amplification of fragments containing pfmdrl and pfmspl gene

S A Gk JPHl(5' -3") SELAE N PCR %4

Genetype Primer® Sequence(5' -3") Allele type PCR condition

pfmdrl MDRI1 -R ATA AAC CTA AAA Agg AAC Tgg PIMDR1/N86Y 30 N F B (94°C/ 30s, 55°C/30s,
MDRI1 - F Tgg TAA CCT CAg TAT CAA AgA A 72°C/1min)

pfmspl MSPI -1 AAT AAg gCT AAT gTA AAA Tg JEE S 30 4~ 1fF B (94°C/ 30s, 49°C/40s,
MSP1 -2 geA TCA ¢TA AAT AAA CTA TA ARpE S 70°C/2min))
MSP1 -3 goT TCA g¢T AAT TCA ACA CgT AC MAD20 % 30 /1 5 (94°C/ 30s, 57°C/40s,
MSP1 -4 TCT TAA ATg AAg AAg AAA TTA CTA CAA A KI %Y 70°C/30S) ,72°C 5min
MSP1 -5 TAA AgC ATg CAg CAA ATA CTC AAg T RO33 #J
MSP1 -6 ACA TAT gAT Tgg TTA AAT CAA AgA g il

a:MSP1-1 i1 MSP1-2 S~ 4h5 |4 ; MSP1-3 . MSP14 Fi1 MSP1-5 435I 5 MSP1-6 2 % 3 T 514
a: MSP1-1 and MSP1-2 are extenal primers, MSP1-3, MSP14 and MSP1-5 combined with MSP1-6 respectively are internal primers
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Fig.1 PCR products of pfmdrl gene fragments
M:DIL2000 marker, 1-10:Samples
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Fig.2 Electrophoresis result of pfmspl gene MAD20 type
M:DI2000 marker, 1-5:Samples
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Fig.3 Electrophoresis result of pfmspl geneRO33 type allele
M:DI2000 marker, 1-13;:Samples
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Table 2 Allele type in pfmspl of P.

Jfalciparum from China-Myanmar border

R SN B [ 7Y PR Bl HR(% )
Type of infection  Allele No. postive cases Percentage( % )
BT MAD20 28 57.15
Single infection K1 3 6.12
TR A MAD20 + K1 7 14.29
Mixed infection MAD20 + RO33 6 12.23
MAD20 + K1 +RO33 5 10.21
it 49 100
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