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Abstract : Two pairs of primers were designed and synthesized according to genome sequences of porcine
reproductive and respiratory syndrome virus ( PRRSV) available. The tissues of swine were detected by a
RT-PCR method. Virus had been isolated and identified from the tissue whose detection turned to be posi-
tive. All the results indicated that the virus isolated was American PRRSV , which was designed GD08-2.
ORF5 and Nsp2 genes of GD-XH,GDO8-1 and the isolated strain GD0O8-2 were amplified , cloned and se-
quenced respectively. The results showed that ORFS gene of GDO8-2 had high similarity with PRRSV pM-
LV,PRRSV VR-2332 and GD-XH strain, but a little low with GD08-1. The discontinuous deletions of 12
amino acids were found at sites 66-74 and 192-194 in the peptide deduced from the Nsp2 gene, The re-
sults showed that the GDO8-2 strain might be the deletion mutant isolate of PRRSV. The ORFS5 gene of
GDO8-1 shared highly similarity with highly pathogenic PRRSV strains. The deletions of 30 amino acids in
GDO8-1 strain was consistent with the highly pathogenic PRRSV JXA1 strain. The results showed that the
GDO8-1 strain might be highly pathogenic PRRSV. The ORF5 gene of GD-XH strain shared highly simi-
larity with PRRSV pMLYV ,and there were some deletions in the Nsp2 gene of GD-XH. Phylogenetic analy-
sis showed that GDO8-1 strain had the closest relationship with highly pathogenic PRRSV strains ;and be-
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longed to the same group, while GD08-2 strain and GD-XH strain were attributed to another group with
PRRSV pMLV and VR-2332.
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2 R

2.1 BESE

A,

BIEZ2ME
RT-PCR #:70] % PRRSV 4% % B 14 |
7 GD08-2.
2.2 ORF5 &
%] E

FEE{L PRRSV {955 40
PR & Y

44

70 78 B Fh Marc-145 4

2. MBI L

R %55 74 i 4

| % Nsp2 Z[X ) RT-PCR §1& K FF

%7 PRRSV GDO08-2 #:.GD-XH #% .GD08-1 #% 1
‘47 RT-PCR ¥ 3.

P18 5 B K /N SR 603

ORFS
4t

bp,Nsp2 4% &
)25 K/NF A XTRIB R R

A

e X F

5 Nsp2 28
ER BN, =& 1) ORFS X%

g X 2

L A 4

j_;.

1Y

P8 BeoR/Ny 800 bp, B 5
B sl 1

T SRR




110

ook W K % % o EmuE

5F 5 &, 35 T PRRSV GD08-2 #,GD-XH #. #k JXAl .HUN4 F1 GD2007 A8l 43 %4 89. 3% .
GDO8-1 ¥iig ORFS JL[HE F Nsp2 A5 5 X FE JFE3). 89. 2% #1 88. 7%
2.3 ORFS5 EEMFIISHH 2.3.2 ORF5 ARA#HEFALBRFIN 5N AU

2.3.1 ORF5 £ A58 55 o4 XF PRRSV i85 #) 3 £& PRRSV ORFS K JF 41 5 ) i) =
GDO8-2 ¥k .GD-XH &k F1 GDOS 1 #: 64 ORFS 44 B8

N._

PO AR R RAE A B (& 1) . GDO8-1 %5

&~ , GD08-1 # ORFS XK F 5|5 GD-XH £  GD-XH #F1 GD08-2 £ 1y A5 Ll 4> 7 7 87. 5% #i
GDO8-2 #EAIARMIE 4758 89. 5% F189. 7% ; S5 EHP  88.0% ; 5E N 43 = 20U PRRSV &% JXAL,

A¢ B8 B & B 5% M PRRSV 3 # JXAl, HUN4 #1
GD2007 BRI E 8B, A58 99.7% .99.8% 1 100% #1 98. 5% ;5 PRRSV i@tk CH-1a HB-1(sh)
99. 0% ; 5 PRRSV 3@ #k CH-1a HB-1 (sh)2002 I
HB-2 (sh) 2002 #8 L ¥ 4> 5 K 95.3% . 96. 8% Fi

HUN4 F1 GD2007 By AR S, 7758 99.5%

™

2002 F1 HB-2 (sh ) 2002 A/ 93. 5% .94. 5% H]
91.5% ; 5 PRRSV £ L3 #k VR-2332 HIARLIHE K

92.5% ; 5 PRRSV £ 4Lk VR2332 AYAEIM S 88.5% , B B4k pMLV [ 48 Ll ¥ K 87. 5% . GD08-2
89.3% , Sy wtk pMLV BAEMIME N 89.2% . GD08-2  #k5 GD-XH #RAYAHLIER R, A 99. 5% , 5 28 HLAR
¥R ORFS 3 H 5 GD-XH tR (9 AH I PE B Er, 4 VR-2332 158 i Bk pMLV i AH LA 43 51 28 97. 5%

99.8% , 54

P, 051k 98. 7% 1 99. 2% ; 5 PRRSV i@ (sh)2002 MHLM:H 91.0% .88.5% F1 89.0% ; 5 E

Bk CH-1a HB-1(sh) 2002 Fil HB-2 (sh)2002 #H{pl¥E 1143 B3 9 & B M PRRSV # #k JXAL, HUN4 A1

2 HLAR VR-2332 HIYZ i Ak pMLV ASAEML  98.5% ; 5 &8 #& CH-la, HB-1 (sh) 2002 #1 HB-2

9 91. 8% .88. 8% F189. 0% ; 5 MBS GD2007 a@arau %53 51K 87. 5% .88. 0% F1 86. 5% -
PRRSV &4k JXAL HUN4 FI GD2007 oA RItESr 5] GD-XH #k 54 bk VR-2332 FIZEHTRE pMLV I 4E1
5 89.3% .89.5% F1 88.8% . GD-XH # 5 Z 8 bk B E, 58K 97.0% F1 98.0% ; 5 1F #k CH-1a.

VR-2332 F % 1 4k pMLV B AEMI B, 7+ 9%  HB-1(sh) 2002 F1 HB-2 ( Ash)2002 #8-
98.5% FI1 99.0% ; 5 PRRSV ¥ 3F #% CH-la_ HB-1  88.0% 1 88.5% ;: 5 E M4 5 0 & 20U T PRRSV &

“y

DI A 90. 5% |

(sh) 2002 F1 HB-2(sh)2002 fH{LIMEST 5 A 91. 7% . ¥E JXAL  HUN4 , GD2007 &) #8 L4 53 7l & 87. 0%

88. 7% F0 88.

VE-2332
pHMLY

CH-1a
HE-1(sh) 2002
HB-2(sh) 2002
HITN 4

JXAL

GD2007
CD08-1
GLOE-2

GD-XH

VE-2332

pHLY

CH-1a
HE-1(sh) 2002
HE-2(3h) 2002
HUNA4

Jxal

CD20G7
CDOG-1
GDOS-2

CD-XH

2.3.3 ORFS thif it 47 BAEHILAATER B, 5 B N4 5 6 & B0% 1 PRRSV 3 % JXA
(E2),GD08-2 # 5 GD-XH # JZE & pMLV 122 HUN4 Fi1 GD2007 % iR1% 2 X4 m. GD08-1 | 5 [E
BLE VR-2332 it f& e R, )& T PRRSV £ W4 B 1 &= BUkE 15 PRRSV & R JXAL1, HUN4 HI

8% ; SEMNTENSEUHEMYE PRRSVE  87.5% F186.0% .

I 1 I T 1 ] I ! I 1

\

lD ED 30 40 SD EU ?U BD 9D lDD

HLEKELTAGECSRLLSLHEI?PFCFE?LAHESNDSSSHLDLI?HLTLEELHGTDHLEHKFDME?ESF?IFPVLTHIHSYGALTTSHFLDTVAL?T?HPAG
MLEKCLTAGCCSQLLELWCIVPFCFAVLANASND 3 SSHLOQLIYNLTLCELNGTDWLANKFDWAVE SFYIFPYVLTHIVIVGALTTSHFLDTVALVTVSTAL
MLGKCLTTGCCSRLLILWCIVPFEFAVLVNANSNSSSHFQLIYNLTLCELNGTDULANEFDWAVE TFY I FPYLTHIVSYGALTTOHFLDTVGLVTYSTAG
MLGECLTAGCCERLLSLUCIVPFY LAVLVNASNN S SSHIQLIVNLTLCELNGTDWLAKNFNRAVETFVIFPYLTHIVAYGALTTSHFLDTVGLYVTYATAG
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Fig. 1 Comparison of the deduced amino acid sequence of ORF5 gene with PRRSV strains
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HE-1(sh)2002 QATSEMMAWAAEQVDLKAWYESYPRUTPPFPPPRYQPRKTESVESLPEDEPVPAPRREVRIGCGSPVLMGDUVPNGSED LTVGGI LNFPTFSEPMTPHSE
HB-2(sh) 2002 QATSEMMALAAEQVDLKAWVKSYPRUIPFFPPPKVUPREMKPVESLPENKPVYPAPRRKVRODPGKSILA----~---———~ VEGPLNFSTPSELVIPLGE
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JXal QATSEMMAWALAE QVD LKAWVESY PRUTPPPPPPRVOFRRTES VRS LPEGEPVPAPRRKVRSD CGS PYLMGDNVPNGSEE-TYGGPLNFPTFSEPHTPMSE
GDZzZ007 QATSEMMAWALE QVD LEAWVESYPRUTPPPPPPRVQPRRTESVEKSLPEGEPVPAPRREVRODC GO PYLMGDNVPNGSEE-TVGGP LNFPTP SEPMTPMSE
GDOB-1 QATSEMMAWAAE OVDLKAWVESYFRUTPPPPPPRYUPRRTRSVESLPGGKPYPAPRREVRIDCGSFVLMGDNVPNGAEE-TYGGPLNFPTPSEPMTPHSE
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