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Table 1  The primers’ sequences for HEV RT-nPCR
Primer Sequence# Site *
E, (lateral upstream primer) CTGTTTAAYCTTGCTGACAC 6260-6279nt
E, (wall upstream primer) GACAGAATTGATTTCGTCG 6298-6316nt
E,, (wall downstream primer) TGTTGGTTRTCATAATCCTG 6486-6467nt
E,, (wall downstream primer) TGCTGGTTATCGTAATCCTG 6486-6467 nt
E, (lateral downstream primer) WGARAGCCAAAGCACATC 6568-6551nt

#Y=C/T, R=A/G, W =A/T. * Sites on the genome of Burma strain ( GenBank accession number; D10330).
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Fig. 1 PCR product of samples. M:DNA MarkerD ;1-4;Sample ;5 : negetive control ;6 :blank control.
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Table 2 Nuclcotide identity of HEV ORF2 partial sequences( % )

Genotype( No of isolates)

1(12)

2(1)

3(8)

4(18)

This study (6)

This study(6)
4(18)

3(8)

2(1)

1(12)

78.67-85.33
78.81-84.77
81.33-84. 67
82. 00-86. 00
88.67-100

81.33-82. 67
80.79-84. 67
79.33-83.33
100

78.67-84.00
76.67-83. 44
86. 67-100

84.67-95. 36
86.09-100

99. 38-100. 00

Isolated from the Japanese source: AB080575, AB161718,AB074915; Isolated from swine in Japan: AB091395; India swine isolates: AY723745.
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Yl
1603102
1866637

Y5
1603101
1866638
1866640
1866636
fj610232
aj272108
ay594199
dq450072
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ab091395
abl61718
ay723745
ab074915
dq279091
nc_001434
m94177
108816
d11093
af444003
ay230202
ay204877
x98292
af185822
m73218
af051830
af459438
ab089824
af082843
af060669
ay115488
ap003430
ab222182
ab189073
ab073912
m74506
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Fig.2  Phylogenetic tree of partial nucleotide sequence(189bp) from HEV ORF2. Detection of strains: Y1,Y2,Y3,Y4,Y5,Y6; Isolated from bovine
sources in Xinjiang: FJ866637, FJ603102, FJ866638, FJ603101, FJ866636, FJ866639, FJ866640, FJ866641 ; Isolated from swine in mainland China:
FJ610232( Gansu) , AY594199 (Xinjiang) , DQ450072 ( Nanjing) , DQ279091 ( Harbin) ; Isolated from human sources in mainland China:AJ272108;
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Detection and sequences analysis of sheep hepatitis E virus
RNA in Xinjiang Autonomous Region

Yongxia Wang, Xun Ma"®
(College of Animal Scienceand Technology, Shihezi University, Shihezi 832003, China)

Abstract: [ Obiective | To understand whether hepatitis E virus (HEV) was infectious in sheep in Xinjiang. [ Methods ]
We used reverse transcription-nested polymerase chain reaction( RT-nPCR) to detect HEVRNA in feces. The feces were
collected from sheep with positive anti-HEV antibodies in a sheep farm in Xinjiang Autonomous Region. [ Results] Six of
54 (11.11% ) sheep were positive for HEV RNA. PCR amplification products were cloned, sequenced and analyzed. The
homology among HEV of the 6 sheep HEV ORF2 189bp nucleotide amplification sequences was 99.38% —100% . They
M and IV
The average homology was 78.67% - 85.33% , 81.33% - 82.67% ,
78.67% —84.00% and 84.67% —95.36% . The maximum homology between 6 nucleotide amplification sequences and

should belong to the same genotype. They were respectively compared with HEV genotype [, 1T,

corresponding 189bp nucleotide sequences.

one sequence of genotype IV was 94.04% —-95.36% . Based on sequence of the nucleic acid fragments, a phylogenetic
tree was constructed. Six sheep HEV ORF2 189bp nucleotide amplification sequences in this study and bovine HEV,
swine HEV and human HEV locate the same evolutionary vine and belong to genotype IV. [ Conclusion] The finding
suggested that infection of HEV probably exists in the sheep group in Xinjiang Autonomous Region and the sheep may be
a new animal host except swine in origins of HEV infection.

Keywords: Hepatitis E virus; Genotype; Reverse transcription nested polymerase chain-reaction; Sheep
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