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[Abstract] Objective To clone and homology analyze the sequences of blood stage 18S rRNA-encoding
gene fragment of two P. vivax isolates from Henan and Hubei provinces in China. Methods The 18S rDNA
fragments were amplified by PCR from the DNA extracted from two P. vivax infection blood samples. After pu-
rification, the gene fragments were ligated with plasmid pGEM-Teasy to construct recombinant plasmids, and
transformed into E. coli JM109. Positive clones were identified by double enzymes digestion methods. The se-
quences of inserted 18S rDNA fragments were finally determined and analyzed with BLAST and MEGA4 bio-
logical software. Results The amplified 18S rDNA fragments of two isolates were about 998 bp in length, and
the 18S rDNA sequence of Henan isolate was same as that of Hubei isolate. As aligned with the corresponding
sequences of twelve P. vivax strains deposited in the GenBank database, the indentity of nucleotides was more
than 99% respectively. Based on the 18S rDNA sequence, phylogenetic analysis with neighbor-joining and
UPGMA methods indicated that two isolates have close association with P. vivax X13926.1 strain. Conclusion
The blood stage 18S rDNA fragments of two P. vivax isolates were cloned, which were relatively conserved a-
mong different P. vivax isolates.
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Fig. 1 Results of 18S rDNA fragment amplified by PCR
M:DNA marker, 1-2:P. vivax infected blood sample from Henan

Province, 3: P.vivax infected blood sample from Hubei Province,

4: Normal blood sample, 5: Blank control
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Fig. 2 Identification of the recombinant plasmids by
EcoR T and Sal I restriction enzymes digestion

M: DNA marker, 1-2: Recombinant plasmids, 3:Plasmid pGEM-Teasy
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Fig. 3 Phylogenetic analysis of the relationship among
different P. vivax isolates based on the 18S rDNA sequence

A: Neighbor-joining, B: Unweighted pair-group method with

arithmetic means
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