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Abstract: To investigate variation of porcine reproductive and respiratory syndrome virus
(PRRSV) ORF5 gene, 153 suspected samples of PRRSV were collected from 16 large-scale farms
of Guizhou province. With RT-PCR detecting and ORF5 gene sequencing, results show that
among all these samples the homology of ORF5 gene was up to 98. 7% —100%, and the homolo-
gy of amino acids was up to 98.5%—100% ; compared with VR-2332,CH-1a and LV, the homolo-
gies of gene sequence were up to 89.2%—90%, 94.8%—95.6%, 59.7%—60.2% respectively,
and the deduced amino acid homologies were up to 88.8%—89.3%, 92. 7% —94.2% ., 54.9%—
55. 3% respectively. It is indicates that the epidemic strains are from the same origin and belong
to Northern American genotype. The ORF5 gene from the variant can be separated into three
clusters. The relationship is closed to the highly pathogenic PRRSV that separated at other parts
of China, but alienate from PRRSV strain separated early. Our results indicated that the ORF5
gene of PRRSV existed variation.
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H4E GenBank H11fit 5% ) PRRSV ATCC VR-
2332.PRRSV LV Firp [E 45 fE ¥k CH-1a 1y 3% A 7
G, A B A DN Astar, 803 1 X551 %) ORFS
AP R S S W, 8 7 B ORI Oy 748
bp. 8] % F¢ %] W F, Primer F 5'-GAGACCAT-
GAGGTGGGCAAC-3';Primer R 5'-GCATATAT-
CATCACTGGCGTG-3',
1.4 J%E 5 RNA B3R

BB IR —20 °C URAR DR AT 5 A0 BRI R 10 W
ML 5% 1M 3% 250 p L, #% Invitrogen A F] ) TRIzol
LS® Reagent &5 £ £ 1F U 1 15 42 BUW 3 &L RNA,
TEEY AR 37 "C T4 15~20 min, fIA 2 pL
DTT.7 uL. DEPC 437K .1 xL. RNase inhibitor, 7¢
SRR AT, 65 C WEE 5 min J5. UK 1 min, M
#47 RT-PCR, 0] F — 80 “C {R A7 1 £, {H {- A7 B
[ A KK
1.5 RT-PCR # il

BT RT KB B 5 pL RNAL5X MLV
buffer 2 ;1.,0.1 mol « L' DTT 0.5 pL.10 pmol -
L' ANTP 0. 5 pL. RNase-Inhibitor 0. 25 uL, M-
MLV 0.5 ;L.10 mmol « L' primer R 1. 25 pL,
42 °C 1 h, BI4% cDNA 4z, #5347 PCR A, H
PCR J& Ji & %: 10 X PCR Buffer 5 plL,
10 pmol « L' dNTPs 1 pL, - FH#E5I#4% 2.5 pL.
TagE 1 pL.cDNA 2 uL Ik ZE 50 pl, JR 51
94 “C7A8PE 90 ;94 °C 30 5,52 °C 30 5,72 °C 1 min,
I35 ANMEF ;72 CHEM 10 min, LR . WS pl
PCR #7151 uL 6 X loading buffer &4 . 1203
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2.4 BEHAKDH

R T 53 B RE AR ) AR 38 AR E A O R B R EE BT LR
ABEFE AT 30 BREERR Y ORFS JEH ¥ 5] 5 VR-
2332, CH-1a, RespPRRS, BJ4, PrimePac, HB2sh,
HB1sh HNIVDC, HEB1 #k i %& [ 7 1 4k 47 % He
>k H1 Phylips 8542w (9 N-J 5 v 2 il 35t 1% i 1k
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Fig. 2 Phylogenetic tree analysis of nucleotide and amino acid sequences of PRRSV ORF5

ORF5 &[4 F B #E 47 190 & 5 43t - R WIRAT
FEPR I ORFS it B P 41 4% 1 12 1 A AL Dy 84. 1%
~99. 8%, 5 VR2332 &k i A1 L 1 fy 86. 4% ~
99.5% . X ORFS K& X 77 51 i 17 (¥ 35 1% 1 1L 53 Br
gE LR, SE AL PRRSV R[4 4 AW RE, F6® H
RiAT ) PRRSV 0k T H p 1y 3 A HE, B LA
PRRSV BJ-4 HAER M HER)E T WA 1; ) CH-la,
HB-1(sh) /2002 #1 HB-2(sh)/2002 ¥k HCFE 807
PRJE TWAE 2; UL BJ-13 UK FEARE TR 4.
e i B L BE R 1 LR A5 R 3R W 40 R T A [6] I A
(9 B 9 AS [] s X3 AT B9 PRRSV FE R 7E ORFS kA
i B B 1 PV AE SRR S H (2~4 A4S R X
1 (27 —30aa.38—54aa fl 180—197aa) i1 57 J1 #H
KA EFERR (13 3 aa F1 151 fif aa) S H M HFAEE
ARSI X TR R AL AS S H TR E Y 58
RIFERR I RALA 34,2 AN AEh MR A7 (27 —30aa
1 180—197aa) . 1 ARy AIFE AL (37 —45aa)" ",
WAL AL OC R 20 AT 7R 20062007 4F IR 4R K
BEAT LA A3 Ry 3 A5 SR AE MR B A AT AT — 22 1) b
W25, Horh MJ1 . MJ2 Fil MI3 2y [A]— Hi DX 9

AS1 Fl AS2 g 55— M X (95 kL Z11 F1 QN19 4351
53 A6 WA Ml X R A AT E T IT AR QN9
QN10,QN12,QN13,QN14,QN15 Fl QN18 H[f] —
HiIX A9 9% B, RH1L.RH2 fil RH3 S 55 — Hb X (14 95
B GY3 Ak o — Hb XA R A AT ) 8 T T A%
QN1.QN2.QN3.QN4,QN6.QN7.QN17 fil QN16
o ] — H XA R, GY 1 FL GY4 S 55— Hib X s
B ZI2 0 Iy — b DX B kL AT IR T IV % 11
I IV oy 3% 1 43 5 s B0 M 3 0k L X5 M AR S BR i &
I 17 0 B A — 345 2006 4F 2l 15 93 45 Tl v o0 R e [
P MR AR BT A B E 1 2 A TR T .

K 30 43 5 RH I RE 45 SR L2 k| EOR T R
(HEBI1,HNIVDOC) 5 3¢ 1 b b #E 5 0% . 2 > [ 4h 59
BEJRE T BE R A S FK ) ey 7R 525 I AT 5 i R v [ oA
M K2 A 43 B I s 4 A B AR E AT S AL OC R
GIHT AT DK X SERERR 4 R 4 AN C TR Ry 56 I Bk b
WETE AR 59 B R 1 A R A TR R R Ay s kL I
I ATV 75 3% ] 43 5 15 B0 M B 46k LA B 5 M9 4 43
BIMED o SILER T 5 o & B T FE T bR R At 3
MEGWRZEA 4 A JFERE 2 AR, 9 AL (Gly-
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Cys) .16 fif (Phe-Ser). 35 {3 ( Asn-Ser) F1 184 fif
(Ala-Val) , Hrp 184 v 2 LR 19 28 1k 5 Bk h &
7 B A5 Ak 38 T 5105 B A2 AR 45 A O a5 S b A A
M. BASSBRESE I Lk Wy
VR2332 FEFI 162448 #AH L B B Mk 13 7 aa 4b 1Y
R 45K Q K 151 i aa 4bH) R 450 G B A 1] B
SR AR TR I BOR A G . TER VB TE M R AL AL A
LR A T — T

6 F IR E & B0 PRRSV [ 3k U 7] 551, K [\
2B E B (H R T B A H R) Y 35 1% R R
W RO TR REEZ AEESNT
20062007 4E 1Y 30 A~ lim PRAE &b o 76 4R J Y Biof 1] L
BEARAE ST O R A T 28 5 ] LA AR 3 AN H%
K 2006 AT REMEAL T 1L FE  FEMRAE A SUM G &
AR 2 . FRE EERAT R IR 5
PR O AE B )z 8T L FRE 4 B 0 B4 3 bR A
£ 1 T Mk RespRRS X R % ). BJ4 R 51 8 MRAE S HE
G 4% . 2 3k 38t 4% A8 5 3 A8 8 B0 P 9 HB2sh
Chla %tk . 1% 5 VR 76 56 7K T 1045 22 O 43 2 1
HB1sh B #k  F7 20 & e B AR 70 58 BF o 4 T4 8t f%
WAL R S m BOR PR T T R AL T T
e SR PEFE MR AR 1 HB1sh GPS A 5 o 24 S iR A
EECRHE S -SSR 2B 24
{3 (Tyr-Cys) . 25 fii (Leu-Phe) . 101 {if ( Tyr-Phe) .
102 f (Tyr-VaD) fll 161 i (Val-1le), PRRSV 5 f&
WAL RE S A8 02 — AN B2 2% R 2% [A) B, AS 1 LA s
A T VR 16O 2R L AFLE i 22 07 s 2 5 B 1 ) A
0] ARG RE 7 S R IR IR s AL Ak O R . H
H & E X PRRSV M 7 K #F R B A T2 E
B[] R AN A L U [ i X7 Bk 2 R A B R 25 R
PE . PRRSV [ 53 fe 55 5 fily S 2 X) e 95 3 46 1 411
WAL AE Oy TP AT S A T A T AN — 2
FgEo,

PRRSV #)43  Ji A7 9 27 WF 58 %5 T 38 9% 75 o
RN 3 B AR S A, DA K Fg S g B 2 B AT
43 A BSOS R R S DU B 1 3 R 8 A )
AR A IR T R Y 35 A% AR S RS A B T
B PRRSV 9 I AT W0 S H AR S AR o DT O
17 PRRSV 1 43 F Wi 47 9% 5 0F 58, X F 5505 & H
PRRSV {75 5 B R 95 ) 3 208 5 0P W 25 5 A B
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