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Table1l The oode, sequence, location and length of the primers
/nt
Primer Sequence L ocation L ength
E1 5'TGTATTA GACCA GACTGG3 2222 2239 18
E1 5'CTGCCAACCGCCGTCTATCTT3 3793 3773 21
E2 5'CGGCTA GCCTGTAA GGAAGA 3 2442 2461 20
Eo' 5 TGGTCGCCGCTCAACAAGACA 3 3540 3560 21
15 E- M | 2 3
E: AV D-18T
) ) PCR
: ¢ )
16 E- gp55 2 000 bp
1 000 bp
750 bp
DNA star Jameson'W olf 500 bp —
gp55 250 bp —
17 E: gp55 100 bp
DNA star KyteDoolittle 1 nPCR PCR
gp55 M. DL2000; 1  Ez E7
18 E: gp55 nPCR P2 ;
3 PCR
DNA star Ganier-Robson Fig 1 nPCR product, PCR and restriction
9p55 analysis of recombinant plasnid
M. DNA marker DL 2000; 1 PCR product anplified
2 w ith primers Ez and E2'; 2 Restriction analysis
of recombinant plasnid; 3 PCR identification
21 E> of recombinant plasnid
E: E? nPCR, nPCR 22 gp55
PGEM -T easy PCR E: gp55
1 1 ,NPCR )
(1 119 bp) , PCR E- gp55 op5S5
(1119 bp) 2
2 gp55
Table 2 Comparisn of the anino-acid sequence gp55 protein of CSFV
Homology of the amino-acid
Strain Alfort Brescia C X7z GXYR HNKF Shimen
A lfort 93 8 94 4 89 5 89 0 87 4 9 8
B rescia 90 3 9a 3 89 9 87 9 92 8
c 86 9 86 3 84 7 93 8
SXZzz 98 4 97 3 88 7
GXYR 95 7 88 2
HNKF 86 3
’
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Abstract: The Ez gene of prevalent virulent strain of classical av ine fever virusw as amplified by the

RT-PCR and PCR. The anplified fragnentsw as cloned into vector and then sequenced, based on the anino
- acid sequences of A Ifort and Brescia strains, amino-acid sequence of gp55 protein were deduced The
results show ed that there was some differences anong recently prevalent virulent strains, C-strain and

virulent strains A ntigenicity, hydrophobicity and secondary structure of E: gene code gp55 protein of
classical svine fever virusw ere analysed using DNA star ©oft ware The prevalent virulent strain and C-
strain antigenicity, hydrophobicity and secondary structure were compared The results showed that
antigenicity and secondary structurew ere different betw een the prevalent virulent strain and C-strain, the
C-temn inal hydrophobicity has little difference betw een the prevalent virulent strain and C-strain

Key words classical svine fever virus Ez gene; gp55 protein; antigenicity; hydrophobicity; secondary

structure



