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Identification of the genotype @hepatitis E virus from swine herds in Chima LU Yihan!, ZHENG
Ying jie', ZHU Jiarfu?, WANG Fadi*, XIA Ning-shao’, JIANG Qingwu'. 1 Key Laboratory of
Public Health Safety, Ministry of Education-Department of Epidemiology, School of Public Health,
Fudan University, Shanghai 200032, China; 2. Center for Disease Control and Prevention, De-
qing County, Deging 313200, China; 3. Research Center on Medical Molecular Virology in Fujian,
Xiamen Unwersity, Xiamen 361005, China
[ Abstract]l Objective T o determine the phylogenetic reconstruction of two genotype- 111 HEV strains
isolated in Eastern China and investigate the molecular ancestor and source for transmission. Methods
A total of 133 swine fecal specimens w as collected randomly from 13 local swine farms in Eastern China.
The fragments in O pen Reading Frame 2 ( ORF2) and RNA-dependent RNA polymerase ( RdRp) de-
main in ORF1 of hepatitis E virus genome were amplified with nested RT-PCR. Phylogenetic recon-
struction of partial sequences was then performed based on them. Results HEV RNA was detected
from 43. 61% ( 58/ 133) of fecal specimens. In one swine farm, 2 HEV isolates were close to the 23 ref
erence genotype III HEV fulklength strains available from GenBank, with 77. 10% ~ 92.64% and
77.49% ~ 91.14% identities in ORF2 and RdRp domain at nucleotide level, respectively. These two
isolates were both grouped into genotype @) The rest 56 HEV strains isolated from the other 12 farms
were all classified into genotype 1V. The wb]Y G1 strain, which was isolated from the liver specimen of
a wild-caught boar in Japan in 2005, had always the highest similarity with the swCNZJB2 and swG-
NZJBI10 isolates both at nucleotide and amino acid levels ( except for the secondary highest in amino acid
analysis in ORF1). These three strains constitute a distinct cluster wit h bootstrapping support values of
> 90% . Condusions Tt is the first time that genotype GHEV has been identified in China. The iden-
tification of genotype @and IV HEV in the same region may imply feasible concurrent circulations in a
restricted colony.
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Table 1 Identity between pairwise comparisons based on the three amplified fragments

156-nt( corresponding to 6317
-6466nt of D10330)

Identity with
isolates( % )

304 nt( corresponding to 5994~
6297nt of D10330)

82F nt( corresponding to 396+
4781nt of M73218)

Nt AA AA Nt AA
Genotype @) 82.57~ 95.83 97.98~ 100. 00 77. 10~ 2. 64 99. 00~ 100. 00 77.49~ 91. 14 94. 66~ 99. 26
wb]YG1 95.83 100. 00 100. 00 91. 14 97.39
Some strains” 87.24~ 92.07 100. 00 85.29~ 9. 26 100. 00 86. 16~ 90. 58 97.39~ 99.26
swJ&5 82.57 97.98 99. 00 77.49 94. 66
Genotype iv 78. 11~ 79.91 93. 81~ 95.92 68. 09~ 73. 86 93. 88~ 95.96 69.24~ 71.74 84.09~ 86.65
Genotype @ 73.06 95.92 93.75 67. 80 83. 66
Genotype @ 78.20~ 81.59 95.92 67.89~ 75.35 93. 88~ 96. 98 67.83~ 72.83 87.48~ 88.31

Note: Nt, nucleotide sequence identity; AA, amino acid sequence identity. Boldface used to indicate that wbJYG 1 and sw J85 shared the highest iden-
tities and lowest ones with the sw CNZJB2 06 and sw CNZJB16-06 respectively within genotype @ * Some strains include 13 isolates with high phyle-
genetic identity to the sw CNZJBZ 06 and sw CNZ]JB16-06 with in genotype @ Figl)
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Figure 2 A phylogenetic tree produced with

a 304-nt fragment in ORF2
The swCNZJB2, swCNZJB10 and wbhJYG 1 isolates constitute a distinct
cluster within genotype @)( marked with black dot), with bootstrap vak-
ueof > 90% . There are other 11 strains in genotype @) (taxon names
in boldface) in genotype @) indicatedby a black bar, with ahigh gen et
ic identity to this cluster. In contrast to Fig. 1, the JM NG-0ki02C and
wb]TSI strains are excluded for their low er identities to the cluster.
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Epidemiology characteristics of measles in the status of high coverage of MV and discussion on the ne-
cessity of immunization strategy adjustment CHENG Zhowxiang, NI Jir-dong, WANG Styin.
Wuhu Center for Disease Control and Prevention, Wuhu 241000, China
[ Abstracl Objective To further discussion on strategies and measures of measles control. Methods
We analyzed the measles incidence, outbreak, coverage rate and supplementary immunization of MV
from 1996 to 2005 in Wuhu city. Results Between 1996 and 2005, annually reported coverage of MV
was 98. 47% , andseroprevalence of children post vaccine was 95. 77% . Total 697 measles cases were +
dentified during this time, annual incidence being 3. 19/100 000 of w hich 11 outbreaks occurred. Sim#
lar situation occurred in other territories, where the incidence under age of 8 months and above 15 years
old was higher than that of other age groups. From 1990 to 2003, vaccination history of 13 992 measles
cases was described by published data, of which 4 753 (34. 0% ) were identified as having received no
measles vaccine, 3 921 (28.0%) as having received at least one dose, and the status of the remaining
5318 (38.0%) cases remains unknown. Condusions In order to attain the goal of elimination of
measles, strategic plan of inmunization and the current measles vaccinat ion schedule should be adjusted.
In addition, more effective strain of vaccine virus should be discovered.
[ Key wordsdl Measles; Disease outbreaks; Communicable disease control
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