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R W ARERF-PCRAGTHTHHAREREHCV) N HER gp5s ZEMNEERP
HEHIRR B, 34 L T pGEM - T #ikrh, 5 F Sanger WM E LW E T HBHRAF), 3
ST HRAERTA . WNEMXS HCV B Bk #8 5 FEFI (350bp) S B B RIMY HCV JE
RIETHEE, HRRE AN RN B TRIEAIAEEY 04.0%, M EMFEANFEEED 97.4%,
51985~ 19N FRXAHPHI M4 T HERAFAFEVESETHE HCV R &, B ERAEES
BAh97.2%~98.3% 1 94.0% ~54. 9%, SAMBRIES % 98.3% ~99. 1% 01 67 4% ~08.3%,
il 5 S B % HCV #RAE R B HRED A [T By B M OHE {7 2 B Y 83.1% 40 83. 1% , AWM A Bt
PARH90.6%H1.4%,. ARANFHEZIHABEESBAXAPHEG s M HERAFEY
WXE WS5A]

] ﬁu ) i
min/ EER%, WEY, w55 BE, FAZR %ﬁ_%}

EEHORREMARBE SRR —, AN RS NPT, I E B AW
AN, BMAERBTARLHEE G TS THEAEW, B850 0FERNRK LR
7 RRERE RN, FERECRRREERNESN TRERFER, BBEERIER
2, RS A A RN RERE L —.

3500 % (HCV) R — A IR, {8/ B3R Bk (McAb) TTEUR HCV K4 % R B9 %
PR RTEESIERM B R AT R MR AR TR R O, BT K R AT
. SrF McAb T8 SN SR A R S R IRPE ) 10 2 R I A4, 0 238 16 T i
— /MBS, B UERY I McAb RELL 2 T AUSEA 1 BT HE HCV B9 20 9 201y L8,
FMEXED, - ‘

PCR HA SHMAEFINE R RLE, BB E AT WHRF NS BERE, 4
FEAEDERE O RN E S S HREN S TRTMEFN. Lowing ¥ Hofmann
SUIR A EB AL BN B AR AR L B UE SRR TRORETR, SRE
097 SE A KR A HCV BF 285 T LA 53 7 SE 2 T 45 55 — W AU (4395 Weybridge #0
Alfort187 MR, ERN LEBENZR  MERGENER EMEEE S ARHARL
Bl HCV 5 k3R,
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Pl ERE b, HR R T EAFA HOV B8k gpss £RFUFIE K REMFFISHT, F5H
MSME SR HOV FERIRET 7 WiZ, M VA 2R RE S FACF LEFT T 47,

ZREE IR S

1 SEMTRE 1995 £ 7 AA 1996 £ | A REWHELAHEATRE R HEEH S WRRERE, tRER HEH
W R SR, e R R R Sy IR, PR E B Ry PCR 1A H.
2 S5 RNA BIR®  RFE S AN —5 3k DS MR H (R ES) PRILE RNA,
3 MRt SAE IR HCV Alfort #° 5 Brescia BB EHMAFER, b &R EH 3. Hp
2|4 Ped S'#E 5 19 A BEZE I T Brescia #RAY 2428~ 2436, Pa LT Brascia #EH) 29923011,

Pl 5 CATGCGGCTAGCCTGc/tAAGGAAG 3

Pa 5 GTCACTGGY gTCGCCTTTe/taC 3
4 RT—PCR EuiE# HCV RNA, T3 M A Pa. E R BB M .ANTP. RNasin 1 AMV (Promega},
L22CKBE1h. FEERERRZZY, MASIY PO Pa FETRT XL 95T 1min37C 2min.73C 1 min.
1A SR, EEL ST 40751 € 1 min 73 C 1 min, 35 83, MG 73 C EM 10 min, T HM~HT 2%H
BESERE R ik frendk,
5 FHKBOTEAFEASFY BRESFERTESBRELEREETRE pGEM - T R ik (&
Promega B fE i BA%17 ). RIS A Promega Taq M R i A & Pharmacia T7 MM AN 18 Jy BT F
FIME,
6 HEBRSEEZBOSIMLESSH BNANETRAETSESHEZERFEFISHE HCV #ETTRE
# LR, BB HOV #6043 87 71 DNAsis it 8HLAH 73 (4 (Hitachi Software Engineering Co, Ltd)#77 %
. :

5 %
1 E& . FSHRITFRENATRASERES
BB R itk X9, bl Pe0, Pa H 3|4 RT - PCR AN KF . F AP I i R AT
FEHSTRHRELA RNA s # T STit ko (588bp) AT A Be (KB ). H PCR ™4

B FET pGEM - T &k, R AURAEEST %1 HCVARORAR Geback R
TRRIRE. BEREFINTE R 1, higeay e e and Genbak scoesion rumbers

for the hog cholera virus isclates

FERHSHEERFETILA 2, o - GenBenk B% S
2 BERNSERFTILR Lole  Onigion  (prpa)
R HCV KB FRFSETNHg SH  aw  EkA 136164
350bp RAMIE HEHFPI(N B L16a0) SHpyst T ¥ e
EMMEEHCVERAN FI#TAEELE. & 4D #hH L36167
EHEFERFE GenBank PHRIT MR 1L, AFELE  osw #xH 136168
BEMNE2MEI. RERINBES HCV gy  Abn & 104358

Prescia  MKH M31768
U72047
U72048
U35069
D49532

BEFPIM DNAsis i BULK S F T RER T B oo
ERE3, ERFH.- XN TFEHRNEFRFEP R HoLv
HEBEP, 5 19851992 EE KM P WL By 4 4~ Teivm
WEEOAEEEBETRT HCV 85, EI1EF ———
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F—Z£ER. MREH HCV REREATTHYEF H—XHH

CC 1 ACTACAGATA TGOGATATCA TCAATCAATG AGATAGGGIT GCTAGGGGCT

JL 1 saansaaGen envvonnnnn sausCannes nnunanaals netGonnssan {
CC 51 GAAGGTCTCA CCACTACATG GAAAGAATAC AGCCATGGTT TGCAGCTGGA 1
JL° 51 reeonaisns 24sannrnns SUUARARNLE BARARERERR RRRIIRREAN

CC 101 TGACGGGACC GTCAAGGCCA TTTGCATTGC AGGGTCTTTT AAAGTCACAG {
JL 101 ssssammunn eonnpnrban sssunnnbbs snunvasses sp(foonsrnn £
CC 151 CACTTAATGT GGTTAGTAGG AGGTACCTEG CATCATTGCA TAAGAGGGCT f
JL I51 rCorvunrver soampansens punnnsdnlAs 4332222280 BRRERREAER y

€C 201 CTACCCACCT CAGTGACATT TGAACTCTTA TTTGAQGGAA “CCAGCOCAGT

JL 201 ssranasnan sunnpvenna «rssssnnns Crnsnpanfls pansnvnpss '
CC 251 AATTGAGGAG ATGGGAGATG ACTTOGGATT TGOGCTGTGC CCATTOGACA

JL 251 r*avsvanwsn shasnsrannw nnnrTenGas asnpransnnr nesaaTarwn

CC 301 CGAGTCOCGT GGTCAAAGGG AAGTACAATA CCACTTTATT AAATGGCAGT .
JL 301 assanarhns svenunpase asruanneCr snvnpannsn #xeCannwid

CC  35] GCTTTCTATC TAGTCTGOCC AATAGGGTGE ACGGGTGTICA TAGAGTGCAC

JL 351 sovepnpunr wansanpsas BEuRbrsARra AARBRERSESR RAsErRREE

CC 401 TGCTGTGAGC QOCACAACCC TGAGAACAGA GGTGGTAAAG ACTTTCAGGA

JL 401 sseprapnnn vevnnonnaT sasaGroses npsnnanser asnsasTanra

CC 451 GAGABAAGOC TTTCOCATAT AGAGTAGATT GTGTGACCAC CATBGTAGAA

JL

cc

JL

451 wornnnGren asuTosannn EFUnnuEurps S 2a00nbts SRFRaRsRbE
501 AAAGAAGACC TATTCCATTG CAAGBTTGGGO GGTAATTGHA OGTGT.....
501 samasnsanss prnoeTaness avsansssnn sobbeunsbs sl
B SRR OOV (110285 0TI IR it 2 X ) IR AE R
Fig 1 Mudleatide sequenc of gp535 mtigen encoding region of HCV steains Changehun (CCY and Tilin (713 v
e 1 YRYAISSINE IGLLGAEGLT TTWKEYSHGL QLDDGTVKAI CIAGSEKVTA
JL 1 »»amnnuTos sasassasss srurevnnna saNsusEnut vansABRERS
CC 51 LNVVSRRYLA SLHKRALPTS VIFELLFDGT SPVIEEMGDD FGFGLCPFOT
JL 51 sonwennaps snnranrnns snunnalass sosrsvnnan AARRMFEREEY S
- CC 101 SPVVEGKYNT TLLNGSAFYL VCPIGWTGYI ECTAVSPTTL RTEVVETFRR
—JL 101 weeswranzs sanssnuvend aasanernas nevavasaiw LI R R T R
CC 151 EXPFPYRVDC VITMVEEEDL FHCKLGGNYT C. ... .. ...
JL 151 sRuswssuse snasnsssas snwwwnveas o, ... ...
B2 SRS (OO Ao (T gp5s 2105 Fr W A )
Fig2 Amino scid sequence of gp85 sntigen region of HCV strains Changehan{OC) and Jilin{JL} . R
H
}
®2 cCWs L MSXT HOV RTINS RE N L& 5
Table 2 Comparison of homology of the nucleotide sequences of HCV atrains OC and J1. with other ones i l
vy BEMFTIANE (%) ;
Tsolate Nucleotide sequence identity { %) . ﬁ
"ClW (W C3D ©4D C5W  Alfort Bresja Shimen HCLV Taiwan ALD |
cC 98.3 97.2 98.0 97.4 88.9 %}.6 82.0 831 81.7 83.1 83.4 é
JL 94.9 94.3 94.6 94.0 89.1 9.9 B81.7 83.1 8.9 B3.1 84.3 i
|
|
N
R M . S
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AL.DNA — 98.5%
CaW.DNA 1

C1W.DNA 99. 7%

30, DNA :]_ 99.2% 82.3%
C2W.DNA 95.0%

CAD. DNA 7. 8%
OC.DNA 04,2%
JL.DNA B1.0%
ALD.DNA 96.8%

SHIMEN DNA :_—_"__ 95.2%

TAIWAN. DNA 92.4%
HCLV.DNA 89.2%
BR.DNA

fH 3 # HCV #kny Sie ¥ rth
Fig 3  Phylogrnene iree for HOV wolaes

®3 CCHHILESHE HCV £ BEREAR RGN
Table 2 Comparisan of homology of the amino acid sequences of HCY siraina CC and JL with other ones

=5 AERTARTE(Y)
Isolate Amino acid sequence identity (9% )
C1w 2w CiD CiDh | CSW Alfort  Brescia Shimen HCLY Taiwen  ALD
o 991 98.3 98.3 98.3 94.0 94.0 91.4 9.6 86.2 £8.0 90.0
JL 98,3 97.4 97.4 o97.4 23.1 83.1 50.6 91.4 ar.1 BS. B 90.6

12 B A

ERE, HENRENLSERE, ERES TAT L HE 5. NERENREE
REREHRZTR, AR, BALEERBETHEN D TRITHREIR, AT HH BN REE
BRI

EMEFTHEYGFBR HCV TERPHRFREESRE, T ETERFPESR gps5
EHSH—¥, SHEERERRYSHREENIERERN MY ¢p53 ERALMER, ERS
HZMRAR A F RPN IEEDP), Bl il ¥ 5 B FE ), RILFTEL#T HCV 4+ F
RATHIZE BF . W E 7T R4 HOV RN Rt 3T B4 FAK TR HC S M e
FA, \

HIENEECO . ERULHCV BRENBETFRFAREERFY, SERSCHH
HE HCVHEFARTHRE, IR FERMETRAAMREEY 94.9%, EI1250HA
HEE 100 AR ALK ETRE N AT FREUE, a2 pEs, TRETRFAEF
HBMER, IMHERMEEEEEENTRITE, BT R2ERERFTSIE, CCHMIL
5 BHCH T 4 1 E ER(CIW.QW.C3D M C4D) 2 RIM R4 B Sk 97.2% ~98.3%
F94.0%~94.9%, AT R—ERER, B DIERN & HEEJLEMEXH S H 1985
~1992 EREHHERARAFEVM LR, ALEHTEARERR.
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158 T HEH R B F BIR2E

CC B JL % 5REN HCV SR FBHEN A TR ETRE B 5% 83. 1% M
83.1%, AEMEFEEDHN 90.6%Mo1.4%; EHFHBELDF R REAEERLES
B(HCLV) Z E& B TRRE T2 5124 81.7% F1 80.9% , 28 EC R W44 31 86.2% M 87.1%.
X R RE S~ HEA[BEE CC B JL H‘:HEHHB‘HHEJFEE&; B — 77 7T B R
RIlR. HFFEEMEFNNTIERPERBERER, BEIHERBTHESERRERER,
W CC Bf JL BRERR AL B R HN R ERYP, SRAFRZL24EHZT LB RN, B, @
TFTHEERSFEEAITENEERFFZRUESERFHNER. BHEWARAITHRER
Bhiisg s TR RS RS S, ALEFRE £ B R R TR,

BRZ . AMREEAGTKRFRT HCV B By £ E M A5, 4 EFHE CC A
JL B E TR IERESTFRELE-MERTR, I EARREHFANTTRITIRE '
TTTF R RR, FnHE 935 M a8 B 6 s i S B 18, l

Wi FMRBIAELEET HET . EH T ASRER RE X ¥ A, HHEH.
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Sequence Analysis and Comparison of gp55 antigen encoding region of
Hog Cholera Virus isolates of Changchun and Jilin

Li Hongwei Tu Changchun Lu Zongji® Jin Kuoshi  Yin Zhen
{ Changehun University of Agricultural and Animal Sciences, Changchun 130062)

One pair of oligonucleotide primers were designed to amplify the region of hog cholera virus
{HCV )genome, which corresponds to a 588 bp portion encoding the major protective antigen re-
gion, a part of gp55 protein. The product was amplified from two virus isolates (strains CC and
JL)which had been responsible for two hog cholera outbreaks in Jilin province in the northeast of
China. The cDNA products were cloned into pGEM — T vector. Nucleotide sequencing was per-
formed by Sanger’ s method. A part of the obtained two HCV (CC and JL)sequences, 350 bp,
were compared with other HCV strains. This allowed confidently assigning the two virus isolates
and 4 virus isolates from the central regions of Italy to a subgroup. But the Chinese standard viru-
lent strain Shimen was assigned to another subgroup.-

Key words Hog cholera virus, Field isolates, gp55 gene, Sequence analysis

¥  Fushan Veteninary College, Guangdong Province
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