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Abstract :[Objective] The study was to analyze the EO gene sequence of classical swine fever virus(CS-
FV) in Fujian,China. [Method] A total of 14 DNA fragments of EO gene isolated from 54 pathological tis-
sues,from various regions in Fujian were amplified by RT-PCR.,cloned, sequenced and compared with those
of 10 reference strains Alfort187, ALD, Brescia, GPE, C HVRI, Shimen, GXWZ02, Glentorf, CAP and
HCLV by using DNAstar software. [Result] The nucleotide sequence and the amino acid sequence of the
24 HCV strains shared an 81. 8% —99. 9% and an 86. 8% —99. 6% homology respectively. The 24 HCV
strains were divided into 2 major groups, HCV group || being represented by FJ216,Shimen, HCLV and so
on,and HCV group [l by the other HCV strains of Fujian province and GXWZ02. But the two motifs of
Erns RNase activity, SLHGIWPG (or E) (29— 36 sites) and EWNKHGWC (75— 82 sites) were highly
conserved, there being only one mutation from E to O in the domain EWNKHGWC in the 14 field isolates,
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and no mutation being found in the key amino acid residue H located in the 30 and 79 sites. [Conclusion]

Of the EO0 gene of the 14 field isolates, HCV was found to be complex,diverse and stable.
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Fig. 1 Agrose electrophorsis of nest-PCR
from parts of swine samples

M. DNA Marker DL 2000;1—4. Partly PCR products

1 EBERITEHKSES HCLV. Shimen #k FO ERZEFBRMNEERF IR BEEMN LR
Table 1 Homology analysis of nucleotide and amino acids sequences of EO genes
between HCLV,Shimen strain and Fujian strain
G173
Strain 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16

1 95.0 95.0 84.6 84.2 84.6 83.4 84.3 83.6 84.3 90. 8 84.2 84.6 84.3 84.3 84.2
2 94.3 99. 4 83.1 83.1 83.6 81.8 82.6 82.1 83.3 88.1 83.1 83.3 82.8 83.3 83.1
3 94.3 99.1 83.3 83.1 83.6 81.8 82.6 82.1 83.3 88.1 83.1 83.3 82.8 83.3 83.1
4 89.9 87.3 87.7 99.0 99.4 94.7 95.2 95.2 99.1 93.3 98. 4 99.1 95.7 99.1 98.7
5 89.0 87.3 87.3 97.4 99. 6 94.9 95.3 95.6 99.9 92.8 98.5 99.3 96.2 99.3 98.8
6 90. 4 88.6 88.6 98.7 98.7 95.3 95.7 95.7 99.7 93.3 99.0 99.7 96.3 99.7 99.3
7 89.5 86.8 86.8 96. 1 96. 1 97.4 96. 6 95.2 95.0 89.7 94.3 95.0 95.2 95.0 94. 6
8 89.5 87.7 87.7 97.8 97.8 99.1 96.5 96. 2 95.5 90. 8 95.0 95.5 96.5 95.5 95.0
9 88.6 86.8 86.8 96.9 97.8 98.2 95.6 98.2 95.5 89.9 94.7 95.5 96.5 95.5 95.0
10 89.5 87.7 87.7 97.8 99.6 99.1 96.5 98.2 97.4 93.0 98.7 99. 4 96.3 99. 4 99.0
11 93.9 89.5 89.5 95.2 94.3 95.6 93.4 94.7 93.9 94.7 92.5 93.3 91.1 93.0 92.5
12 88.6 86.8 86.8 96.9 96.9 98.2 95.6 98.2 86.5 97.4 93.9 98.7 95.3 98.7 98.2
13 89.9 88.2 88.2 98.2 98.2 99. 6 96.9 98.7 97.8 98.7 95.2 97.8 96.0 99.7 99.0
14 89.5 87.7 87.7 97.8 98.7 99.1 96.5 99.1 98.2 99.1 94,7 97.4 98.7 96.0 95. 6
15 89.5 87.7 87.7 97.8 97.8 99.1 96.5 98.2 97.4 98.2 94.7 97.4 99. 6 98.2 99.0
16 89.0 87.3 87.3 96. 5 96.9 97.8 95.2 96.9 96.5 96. 9 93.4 96.1 97.4 96.9 96.9

7 :1. HCLV; 2. Shimen; 3. FJ216;4. FJ200;5. FJ202;6. FJ221;7.

FJ237;8. FJ248;9. FJ252;10. FJ260; 11. FJ272;12. F]J279;13. FJ281;

14. FJ288;15. FJ292;16. FJ326, 47 BB AL TF IR LU X &5 5% 22 T 3003 0 A R L X 45 51 .

Note: 1. HCLV;2. Shimen;3. FJ216;4. FJ200;5. FJ202;6. FJ221;7. FJ237;8. F]248:9. FJ252;10. FJ260;11. FJ272

512, FJ279;13. FJ281;

14. FJ288; Right up part is analysis results of nucleotide sequences,left down part is analysis results of amino acids sequences.
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FJ272-E0.seq
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CHVRI
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_______________________ I: CAP.seq
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Fig. 2 Phylogenetic tree of EO gene of Fujian strain and reference strains

2.2.3 EO 2 F RNase FHR B2 85ti ©OF
58 & B, CSFV E0 J: K & A 5 # Ak J8 s Y ¥
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(29~36 1) H EWNKHGWC(75~82 fii) , 3 JF oy
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L * G FJ216-E0.seq
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"""" FJ326-E0.seq
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102 2 R 5 3 B B bk HCLV — 2L 300 GL i
ARTERIS N EsFI279 1255 75 (i & 2R Q. HiAth
HHRIYN E,

EWNEKHG W C Shimen.seq
--------- HCLV.seq

e o o oo . FJ216-E0.seq
......... FJ281-E0.seq
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......... FJ202-E0.seq
......... FJ221-E0.seq
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......... FJ248-E0.seq
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......... FJ260-E0.seq
......... FJ272-E0.seq
Q+ o o« o o o+ FJ279-E0.seq
......... FJ288-E0.seq
......... FJ292-E0.seq
......... FJ326-E0.seq

E0 # K 2 4~ RNase 7 M X 35§ Lt 5%

Fig. 3 Two conserved motifs of EO RNase activity between HCLV,Shimen strain and Fujian strain
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