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[Abstract] Objective To identifv the genotype of merozoite surface protein 1 ( MSP1) of Plasmodium falciparum isolates from

Hainan Province. Methods Nested PCR was applied to amplify the MSP1 of Blocks 2 and 3 Plesmodium falciparum isolates from Hainan

Province. Two allelic family representitive gene frugments were sequenced. Results  From 36 owt of 39 hlood samples from Plesmodium
falciparum patients, 44 gene fragments of blocks 2 and 3 of the MSP1 were amplified, of which the MAD20-type allele was dominant(75% ),
followed by Kl-type allele. No RO33-type allele was found. The mixed infection rate of the two different allelic type was 19.4% . Sequence
analysis showed that the scquences of MAD20- und K1-type isolates from Hainan Province were highly homologous to that of the MAD20 and K!
allelic prototypes. Conclusion  Two principal allelic types of MSPL gene, MAD20-and Kl-type, exist in malaria endemic ureas in Hainan
Province, the MAD20-tvpe being the dominant.
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Table 1 Sequences of the primers and thelr corresponding PCR products
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Primer Sequence PCR product{ bp) Allele type
T ~3 I~ Blocks T ~ 4 }
PI-F AATAAGGCTAATGTAAAATC (1200) k(e Sy
PI-R GGATCAGTAAATAAACTATA { non-specific)
M2F GGTTCAGGTAATTCAACACGTAC 2 [X Block 2(154) MAD2D
. 2 X DBlock 2 {264 ~
K2F TCTTAAATGAAGAAGAAATTACTACAAA 390) K1
IR2F TAAAGCATGGAGCAAATACTCAAGT 2 X Block 2{270) RO33
C3IR ACATATGATTGGTTAAATCAAACGAG & {universal)

& :PL-F 1 P1-R J35051 45 M2F K2F Al R2F 22 5%] 5 C3R )R 3 X514 .
Note: PI1-F and P1-R are external primers; M2F, K2} and R2F combine with C3R respectively as internal primers .
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Fig. 1  Alignment of MADZI-type MSP1 DNA sequence and
dednced amino acid sequence from P. falciparum isolate HN35m with
MAD20 sequence. Underlines represent the differences hetween Hainan
isolate and MAD20 isolate.
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Fig. 2 Alignment of DNA sequence and deduced amino acid
sequence of K1-type MSP1 fragment from P. falciparum isolate HN35k
with K1 sequence. Dashes represent the deletions of base pairs and
amino acids
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Table 2 Comparison of frequency of allelic type in block 2 of PIMSF1 from different countries
B & Xt 0 {59 ﬁqﬂjgfmﬁ MAD20 (%) K1 #(%) RO33 M (%)
No. cases LT i
Country detected agmionty MAD20-type Kl-ype(%)  RO33-type( %)
(] (¥ B8 45 ) China{ Hainan) 36 44 33(75.0) 11{25 ) 0
{5 ( Z B 4 ) China{ Yunnan) *- 30 38 22(57.9) 14(26.8) 2(5.3)
B Viemam'® 136 186 109(58.6) 51(27.4) 26(14.0)
#H Thailandt® 19 25 16(64.0) 6(24.0) 3(12.0)
F 4 I Colambia 1 31 44 15(34.0) 3(6.8) 26(59.1)
% P} /R Senegal ] 16 26 20 7.7) 9(34.6) 15(57.7)
3 P B SR Senagall 13 59 100 17{17.0) 32{32.0) 51(51.0)
3 3% FE . Tanzania'®’ 18 27 6(22.2) 17(63.0) 4(14.8)
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