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Fig 2 Nucleotide sequence of Ez gene coding region and comparison w ith them



40 ( ) 30

2 C- 3
Table 2 Homology comparion of nucleotide and AA sequence of virus E2 genes
of C-strain and 3 other prevalent virulent strains %

Sequence N uclen® c-sT HN XX HN KF HN ZZ

C-SsT 83 33 83 14 83 14

N ucleotide HN XX 99 74 99 83

HNKF 99 57

C-ST 88 68 88 41 88 14

AA HN XX 99 73 99 46

HNKF 99 19

Subgroup2.1
Group2 Group3
P37
cp OV
Subgroup2.2
5D
S'D N!w N.W
Subgroupl.1
0.1
Groupl
3
Fig 3 Relationship of HCV molecular relationship
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yA 3 B,C , 766 813 , 3 C- E:
; ;B 690 773
C 690 800 , 3
;D 766 800 , '
[10,11]
3 3 C- E:

Table 3 V ariable nunbersof anino acid of antigenic domain c and three prevalent of HCV E:

A ntigenic C/HNXX C/HNKF C/HNZzz HNXX/HNKF  HNKFHNZZ  HNXX/HNZzz
domain
177AA (690 866) A nti-
genic domain 177AA 21 21 21 0 0 0
(690 866)
A 101AA (766 866)
A domain 10IAA (766 10 10 10 0 0 0
866)

AlA2 57AA (795
851) AIJA2 domain 2 2 2 0 0 0
57AA (795 851)

A3  48AA (766 813)

A 3 domain 48AA (766 6 6 6 0 0 0
813)
B 83AA (690 773) B
domain 83AA (690 11 11 11 0 0 0
773)
C 110MA (690 800)
C domain 110AA (690 17 17 17 0 0 0
800)
D 35AA (766 800) D
domain 3%AA (766 2 2 2 0 0 0
800)
33 HCV E2 ) 83 14%
, 83 23%, 88 14% 88 68%
] HC\/ ]
,  HCV C-
BVDV ( ),
gp53 ’ . (
(12] HCV ) :
314
C- E-:
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Sequence analysis and grouping of E2 gene of prevalent virulent
strains of hog cholera virus in Henan Province

XUE Qing-hong"?,L IU Xiang-tao’,DU Shou-shang’, ZHANG Y ong-guo’, HAN Xue-qing’,
ZHANG Y an-m ing’, HE Xue-bin®, ZHUANG Shu-zhen’, X IE Qing-Ge"

(1L anzhou V eterinary Research Institute, L anzhou, Gansu 730046, China; 2N orthw est Sci-Tech U niversity o A griculture Forestry, Yangling,
Shaanxi 712100, China 3 A nimal Quarantine Station & Zhoukou D istrict, Zhoukou, H enan 466000, China)

Abstract: The E2 gene of three prevalent virulent strains of Hog CholeraV irus (HCV ) from Henan,
Chinaw ere anplified by reverse transcription (RT) and the nested Polymerase Chain Reaction (nPCR).
The anplifed Ezfragnentsof threeHCV strainswere all 1 169 bp in length by agarose gel electrophoresis
Three Ez2 fragnentswere cloned regpectively into PMD-18T vector. 1 169 bp dNA fragments of three
prevalent virulent E2 genew ere sequenced and 384 residues amino acid sequences of E>w ere deduced The
nucleotide homology anong three prevalents virulentsw ere over 99%; and that of anino acid w ere al
99%. T he nucleotide identity of C-strain from gleen tissue of rabbit with that of three Chinese prevalent
virulent strainswere from 83 14% to 83 33%, and that of anino acid were from 88 14% to 88 68%.
T here revealed some differences in gp55 of C-strain and the 3 prevalent virulent strains

Key words hog cholera virus E2 gene; glycoprotein; sequence analysis



