View metadata, citation and similar papers at core.ac.uk brought to you by fCORE

provided by Xiamen University Institutional Repository

[ ] [ ]

RAL FEE HE IRES ERAL LHEX AT FEeHn

( ) ,
, - (REPCR)
HEV-IgM 34 46 HEV RNA
. HEV RNA (ORF) 2 34
12 .46 2 .
95.3%~ 100%:; 94.0% ~ 100%
\ 95.3%~ 99.3%  94.0%~ 100%:
., Japl , 92. 0%~ 95.3%, 96.0% ~

100. 0%
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Abstract  Objective T o investigate the genotype and gene mutation of hepatitis E virus isola
ted from the serum and stool sam ples of the patients with epidemic outbreak hepatitis E in certain re-
cruit barracks of Guangzhou. Methods  The reverse transcription polymerase chain reaction
(RT-PCR) was performed to am plify the partial ORF2 nucleotide acid sequences of hepatitis E virus
isolated from 34 and 46 inpatients with epidemic outbreak and sporadic hepatitis E respectively. The
PCR products of the positive samples were cloned and sequenced. Results The 14 strains, including
12 epidemic strains and 2 sporadic strains, were isolated from the total 80 inpatients. The homology
of nucleotide acid and amino acid sequences of 12 epidemic outbreak strains is 95.3% ~ 100% and
94.0% ~ 100% . T he homology between epidemic outbreak strains and sporadic strains is 95.3% ~
99.3% and 94. 0% ~ 100% . Compared with the standard different genotypes of HEV, these strains have
the highest homology to the Japl strain which belongs to genotype , with homology of 96. 0% ~ 100%,
respectively. Phylogenetic analysis indicated that these the nucleotide acid sequence homology of 92. 0% ~
95.3% and amino acid sequence stains and Jap1 strain share the same cluster. Condusion Epidemic
outbreak strains isolated from the patients in recruit barracks of Guangzhou belong to the genotype
of HEV and the nudeotide acid sequences had partial mutation.
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HE1 83.2 82.6 85.9 85.9 85.9 84.6 94.0 84.6 86. 6 78.0
100. 0 98.0 100. 0 96.0 100. 0 100. 0 100. 0 96.0 100. 0 96.0
HES8 83.9 83.2 87.2 87.2 87.2 83.9 95.3 83.2 87.2 78.17
100. 0 98.0 100. 0 96.0 100. 0 100. 0 100. 0 96.0 100. 0 96.0
HE11 83.9 83.2 87.2 87.2 87.2 83.9 95.3 83.2 87.2 78.17
100. 0 98.0 100. 0 96.0 100. 0 100. 0 100. 0 96.0 100. 0 96.0
HE12 83.2 82.6 86.6 86. 6 86. 6 83.2 94.7 82.6 86. 6 78.0
98.0 96. 0 98.0 94.0 98.0 98.0 98.0 94.0 98.0 94.0
HE14 82.7 82.0 85.3 88.0 85.3 84.0 93.3 82.7 86.0 77.9
100. 0 98.0 100. 0 96.0 100. 0 100. 0 100. 0 96. 0 100. 0 96. 0
HE15 83.9 83.2 86.6 85.2 86.6 85.2 93.3 84.6 85.9 77.3
100. 0 98.0 100. 0 96.0 100. 0 100. 0 100. 0 96. 0 100. 0 96. 0
HE16 83.2 82.6 85.9 84.6 85.9 84.6 92.7 83.9 85.2 76.7
98.0 96. 0 98.0 94.0 98.0 98.0 98.0 94.0 98.0 94.0
HE18 82.6 81.9 85.2 83.9 85.2 83.9 92.0 83.2 84.6 76.0
96. 0 94.0 96. 0 92.0 96.0 96. 0 96. 0 92.0 96. 0 92.0
HE20 83.9 83.2 87.2 87.2 87.2 83.9 95.3 83.2 87.2 78.7
100. 0 98.0 100. 0 96.0 100. 0 100. 0 100. 0 96. 0 100. 0 96.0
HE30 83.9 83.2 86.6 85.2 86.6 85.2 93.3 84.6 85.9 77.3
100. 0 98.0 100. 0 96.0 100. 0 100. 0 100. 0 96. 0 100. 0 96.0
HE33 83.9 83.2 86.6 85.2 86.6 85.2 93.3 84.6 85.9 77.3
100. 0 98.0 100. 0 96.0 100. 0 100. 0 100. 0 96. 0 100. 0 96. 0
HE46 83.9 83.2 86. 6 85.2 86. 6 85.2 93.3 84.6 85.9 77.3
100. 0 98.0 100. 0 96.0 100. 0 100. 0 100.0 96.0 100. 0 96.0
HEls 81.9 81.2 84.6 86. 6 84.6 83.2 93.3 83.2 85.2 76.7
96. 0 94.0 98.0 94.0 98.0 98.0 98.0 94.0 98.0 94.0
HE21s 83.9 83.2 86. 6 83.9 86. 6 85.2 92.0 84.6 85.9 77.3
98.0 96.0 98.0 94.0 98.0 98.0 98.0 94.0 98.0 94.0




24 2 Chin J Infect Dis, April 2006, Vol. 24, No.2

e 112 ¢ 2006
3.4 HEV
s HEV 4
( ~ )Y
el HEV
, HEV
171
34 5 (14.4%),
9 (26.8%) ;46
2 (4.3%)
HEV RNA ,
HEV RNA PCR
4
Burl

Bur2 Chil Ch#4 Ch+xinjiang Mex0
81. 9% ~ 86. 6%

92.0%~ 100%, Jap1 ,
Japl
, 92.0% ~ 95.3%  96% ~ 100.0%
Chi4
(83.9%~ 88.0%),
Japl
Japl s HEV

[8]

HEV

B B

95.3% ~ 100%  94. 0% ~ 100%,

95.3% ~ 99.3% , 94. 0% ~
100% ,

,2001, 19: 56-62.
Hou J, Wang Z, Cheng J, et al. Prevalence of naturally oe-
curring surface gene variants of hepatitis B virus in nonim mu
nized surface antigen-negative Chinese carriers. Hepatology,
2001, 34: 1027 1034.
Yamamoto T, Suzuki H, Toyota T, et al. Three male patients
with sporadic acute hepatitis E in Sendai, Japan, who were domes-
tically infected with hepatitis E virus of genotype or . JGas
twoenterol, 2004, 39: 292 298.
Kabrane-Lazizi Y, Zhang M, Purcell RH, et al. Acute hepa-
titis caused by a novel strain of hepatitis E virus most closely
related to United States strains. J Gen Virol, 2001, 82:
1687-1693.
Worm HC, van der Poel WH, Brandstatter G. Hepatitis E:
an overview. Mircrobes Infect, 2002, 4: 657 666.
Wang Y, Zhang H, Ling R, et al. The complete sequence of
hepatitis E virus genotype 4 reveals an altemative strategy for
translation of open reading frames 2 and 3. ] Gen Virol,
2000, 81:1675-1686.
Schlauder GG, Mushahwar IK. Genetic heterogeneity of hep-
atitis E virus. J Med Virol, 2001, 65:282-292.
, Peter Walsh, N

, 1998, 18:

92 95.
( : 2005 04-16)

( )



