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Abstract: Objective To grasp the genotypic characteristics of Japanese encephalitis virus (JEV) in Shanghai, China. Methods
Mosquito samples were collected from two pig farms in Fengxian county in Shanghai from 2002 to 2005. Viruses were isolated
from ground samples and then identified by cytological, zoological, serological, and molecular biological methods. The whole
genomes of viruses were sequenced. Sequence splicing, sequence alignment, nucleotide and amino acid homology analysis, and
phylogenetic analysis were performed with biological softwares, such as ATGC, Clustal X (1.83), MegAlign, GeneDoc 3.2, and
Mega 5.0. Results A total of 38 347 mosquitoes were collected and the main species was Culex tritaentorhynchus. Thirteen JEV
strains were isolated and identified. The whole genomes of the 13 strains were sequenced. Phylogenetic analysis based on the
whole genome sequences of other 5 genotypes of JEV and those JEV strains found in other years revealed that the JEV strains
isolated in 2001, 2003, 2005, and 2007 belonged to genotype I and those isolated in 2004 and 2006 belonged to genotype III'.
Conclusion Two genotypes of JEV (I and Ill) were co-prevalent in Shanghai, China.
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Table 1 Pathological observation of BHK-21 and C6/36 cells

and sucking mice inoculated with newly isolated virus strains
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¥ TSR 2 (h) T4 (h) WEE (h)

A 248 340 1fR 28 38 148 248 34K
1 SHO3-103 96 84 60 - - 96 48 72 72
2 SHO3-105 96 84 60 120 72 72 144 72 72
3 SH03-109 72 72 60 120 72 72 120 72 72
4 SHO3-115 - 72 60 - - 72 144 72 72
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6 SHO03-127 - 120 96 - 120 72 168 72 72
7 SHO3-128 - 72 60 - - 120 144 72 72
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9 SH03-130 96 96 96 - - 6 9 712 72
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Fig. 1 Phylogenetic analysis of 30 JEV strains of five genotypes
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