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2023 £F55 1 v it TR 32 IR 5 o s DU R 5 2R

REFr - BB - FEH - aRE - {EH  REE - BRIN - =B - S8R

WE 1873890 RE®EL2A3 RLiLHS tt%ﬁ;é_ 5 iR E R A
R F ¥ ¥ R R AT LA DRk o HE LR LA BRS IR
HERAEXDE LMo Y 7 & 2023 & & Br ﬁv}fﬂl’? “ﬂg‘ﬁg ’Fﬁ}l’%wjl{ A~
TR AR B 0 & ’%ﬁ%% 42 i% 223 sp s & ~ 860 e H o FEH A Mom RieR e

FOpA BRI R] o PR RIS R BT R S B R L AL S B
),%4 ( porcine reproductlve and respiratory syndrome virus - PRRSV) % 7 % = 4|
%= (porcine circovirustype 2> PCV2) 5 i & s dtpmh > 2 5 17355 43
HREREA iy tgRpE= e o k7T HES (porcine epidemic diarrhea
virus » PEDV ) % g5}k -}}%:Ei (rotavirus > RotaV ) % i & ‘}F‘s:?# (ER R -)]%:?i R
% %557 PRRSV 51+ 14 3 - PEDV B £ 1 3 - PRRSV £ A F] 2R % B M %
Bom % 3 PRRSV-2 2 lineage 3« 72§ S5 % 3 430 B fARI P 7% & F fos 3 128
R 4%”’ié$%?ﬁ£ﬁuiﬁﬁfo

i - N ~ s BT

HB= BiERSEREEEES -1 2013 £&KZ 2014

ElfE 2013 E 2022 FHEEEERELNEE  FU0<S  EXIEE PIDV BEBE - BRFEA
M NEURAEIS (1- 9908 ) B 3,080 BIEE BT B 2014 EEEEEFD 449% - KHDT
1419 5 - (b 3642 %MEE 23.88 % ; 2EHEHK 26 @ [3] BRIBREELMRLLE - AR 2014

YRR EF 684 BRIRA £ 912 88 [2, 4] - 232 FAEBRA 46 35 PEDV 635 - LHRZEER
S BHEEXRZUHATERREL  HRAREEAE HFEIE STEMNERAERFILY - RIREEE
FNTKERERRE - SEZIRBRE A ER - HIPKEIFHESEIEF

BERBFREREHERERHEHZHER BREBEZMNIMLUIRENOER - EEKRGEE
NMEBYHEIENEBAR - EREZSS "IN [7, 16] ; ZEBEMMIEIRZHEBIRE 2012 FPE
EEZOMEIFER NERE OSEREBQ #  1BEH PEDV RSEHRFESIE 99.5 %A [10] -

WIER . WBR - BREERSRENEANBREEZE KA ERBEIRRE D ERRBEAMTERE - R
RO - —ERBEROBFSUHERUERTE N SERTEADMEREIESEATIESN  HEFRER
( porcine epidemic diarrhea virus - PEDV) - REZHBHBYHEHKBEEREENMEERE - UK

BRI IRASAE ( porcine reproductive and  ZEFESIHRIRERIEHE - EILARSIEHS A
respiratory syndrome virus - PRRSV ) M55 & I8 2023 FEARFIE BB ERRAINRELRER
RS ( porcine circovirus type 2 - PCV2) 55 - BERAER - 7 RRRBE M EREES PR EBE AR

* HEDARREUEE
BB BRI TP
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1783 - RHEREEPINERERBRHSEWE - B
REVEURIBLIRIETT

ML A

BEMmIS

2023 £ 1 BZ 12 & BB MR MR A A
ERIBHE - KBBENRRER - RE0IREEE
GERT (ORRIF) - R (HEE - Rk -
IEMAE - 0 BF - 18 IRIBIES ) - 21 R
EIASEAATR - 2023 EEMLRER 42 15 - 223 TR
£ - 860 #1%AE -

Fazs 2L B R

FRaRsRASNN 1 1A A S - MAS5-10 mL
modified eagle medium - DUAR &7 EEH 1T AT AE 24
HRELE - BEEREE R 2B 0 E R 3,000 rpm R
4 °CFEiL 10 D& -

Vot

1. #BkE+ : PK-15 ~ Marc-145 - STY -~ Vero -
MDCK - BHK - EBK ZF#x{C4RAE - i AHRTE R
(seeding ) 6 fL8& - RmERBRKHKREEE -

2. WREERE: WEIE DERE 022 pM K8
BIEERE  BEREN EEREEREWEREK
{E4RRARAY 6 7LB& - 7237 °C - 5% CO, - BfE 1
NG - BHEBERAMBREELER - TRERE
5 REP—REERM 2 ARETRREME
FEIRINRE ZRIE NSRS - HERAIME
AISEHER7H aREUMBSTEEEN—XR -
WHEBHET X -

TR 1%L ZEEY

IREY 250 uL FE=s3LE B5& - I FRERLEE
& 2MHHEEIHNBTERBERAIEE 15 mL
BEBMOLOERN  MASENWAEFLEABE
( Lysis/Binding Buffer - Roche ) - 18 2 E G
& ( TANBead OptiPure Viral kit - TANBead ) B
EZBEZEEE ( Maelstrom 4810 - TANBead ) Z5EY
REZEE - PREEE 2 B AR m 1 BET ORISR E R

-70 °CHEH -
REERARR
1. SIFHREIBEEH : kB WOAH BEEE 2

A EEEFMM ( The Manual of Diagnostic
Tests and Vaccines for Terrestrial Animals of
the World Organization for Animal Health )
KEIRNINERZ TR - 55T 511 % ( primers )
Rt (probes ) KIBHFEMAF -

B SB8iEKFE ( polymerase chain reaction -
PCR) ZEILEH . REARABESTES 25 uL -
2 dNTP KR ElRERZEEESAR 125 L
( KAPA2G Fast HotStart ReadyMix PCR kit -
Kapa Biosystems ) 51F#f (20 yM ) &1 L -
RNase-free H,O 7.5 uL - #%88 3 uL - RFERE
EHIE PCR RIBESTAIGNRE -
RiBix B S HERE ( reverse transcription
polymerase chain reaction - RT-PCR ) Z&
BILERl : REARABISTES 25 uL - 2 ANTP &
el REZEERS AR 12.5 pL ( KAPA2G
Fast HotStart ReadyMix PCR kit - Kapa
Biosystems ) 5|F ¥t (20 yM ) & 1 ulL -
RNase inhibitor 0.1 pL - & & ( 20
U/uL - AMV reverse transcriptase - Promega )
0.2 uL - RNase-free H,O 8.2 uL - 152 2 uL -
[ EREZEHIE PCR R EESEAILHE -

PCR K RT-PCR 5 E£MEY 2TER : 1B1B5TH
ZEY UEEB 01 % (V/V) ZEREREE
( SYBR™ Safe DNA Gel Stain- Thermo Fisher
Scientific) 2 1.5% (W/V ) Xk ( agarose
gel ) & TAE &% - EXEREYMAR/N - K1k
BRNZEXEDER -

Bl R S 885 R E ( real-time polymerase
chain reaction - ReTi-PCR ) Z#EILEH : &
FEBRAREETER 25 uL- 2 ANTP KBS/ 24
BHR&GA®K 125 pL ( LightCycler® 480
Probes Master - Roche ) 5|F%f (20 uM)
% 1L % EH( 10 yM )1 L - RNase-free H,O
6.5 uL - 1352 3 plL - REREZEHIR ReTi-PCR
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[z &S RIg R - BiE D TERAS R B e st W48
SURNRAIAR - BUKISIREARETHIEE -

6. BERBHZFZSHERE (real-time reverse
transcription polymerase chain reaction -
RRT-PCR) Z#HBEILER : REARBIEESR
20 uL - & dNTP Z#EEEEAR 4 pL (5x
First-strand buffer - Thermo Fisher Scientific ) -
RE#EZR (200 U/l -
Reverse Transcriptase -
Scientific) 0.1 pL - 5% (20pM ) F 1 L -
#RET( 10 uM )1 yL - RNase-free H,O 109 L -
Wie 2.5 uL - RIEREIEHIR ReTi-PCR &
SThIBIE - Bk D ATERAS BN B B4t 5T I 48 SL1B 1R
HHAR - BB AR ETHIE -

SuperScript™ 1II
Thermo Fisher

REE RSB R Z ST
BEIRBRERBGUE - EFROME LE NCBI
blast AILLE¥ER 5! - 2% Shi E AR 2010 F3&
F 2% _ 8 PRRSV ( PRRSV-2 ) 7 E#1&# [15] -
#r PRRSV Z ORF5 ERAEAH - it GenBank #du4 T
#HELEDX (lineage ) 1-9 BNXZMERS - #3
44 tmEH - HP a2 BRI FR1TH NADC30 48
AmER - DEREBIAL 1991 & 2013 FAROHE
HmERS [5, 8,12, 17] - fF FA#kEE BioEdit version
7.7.1 2 ClustalW multiple alignment IhgE5E5 =
5l - FEFAEEE MEGA 11 ST RENZERESIRET
( nucleotide substitution model )
likelihood ( ML) 757% - %% Kimura 2- parameter
model & 1000 bootstrap replicates B2 gamma
distributed with invariant sites ( K2+G+1) - &1
TRZRA A -

+ B maximum

=
ZRER D
KIFFR 2023 FEBEHBHENVEHEKEBRAER
RAFREFRGHRNRE  fRBRAOTEERSHR
B2 IRIRIBERAESR - M 42 35 - 223 TRFEE - 860
Rie - MR 15 BERKR2E5 - EFH 15 EL
75 EMH4E REMR2E5 - EEHIE R

REl125 HEMRLS 6ER 1S ER%G6S
KEFIR% 25 - D5 R EmmAEEs (B 1) -
KIESBWAENR - BRFERERRE - RERHEET

BUEASSE - 2 PRRSV ~ PCV2 - PEDV % 16 &%
5 BHRERBURIRETRER - HET5T 3,387 &
ZEIBEBRTE (R 1) - RERBERFRED B
5e(=kfaiR ) /R 1 ntﬁ\ﬂﬁﬂ,ﬁﬂ(l—4ﬁf§%) :
REH (5-12 8K ) - EERIH (13- 188k ) -
BE®E (19 -24 Bk ) kE%E , LREREEER
tEflhERS - H 1835 (%K 2) -

REARRRERS D BMER N

mEZERRBEEHE 32 5 £FERRIN
&= PRRSV K PCV2 - DRI/ 23 5k 2235 - &
RELHPEDVIE 535 (R 3) - HpA 17 SRR
PRRSV K PCV2-fmE Bt ARG M LET 15 35 PRRSV
151435  PEDVIE 135 (R 4) - RIBFEREDBHR
TREIRERASR - PRRSV EFEFAAFHREE oI LR
& - M PEDV £Z2&/R 1 BERRKBHES LRL
(2B -12HE&) (F2) - WKRERKERDBEHR
SRERBRER - WREERNRERRLNAESE
= PRRSV K PCV2 - o =1 w5 ; NAREMRBIRAA
BERLAmEER PEDV - RotaV ~ B4 _1E%wE ;
EIR AT RE R NAERNBEHRRLENRESE
PRRSV ~ PCV2 & PEDV ; It EmRAIERER L %S
B2 PRRSV ~ PCV2 & PCV3 (& 5) -

BEERFFIS

AWFEREER 2 PRRSV £& RT-PCR RERHFIILE
HETER E % PRRSV-2 IMER MK - 1 AFr 2023
FEE 11 #% PRRSV-2 ORF5 F3HEEE - 1 -
BA - 8E - B - =K 1991 - 2013 52
7 EERY PRRSV FEAILE 55 #RETTREM DT AR
517% 9 @ lineage - HE 2 TJAIAMFFE 11 %
PRRSV-2 B2 lineage 3 - PCV2 KF3ILEH &
DIEER PCV2d ( ERKRRARRFZER ) -

=j-tA
MK

RIESRWR  HEEAEEES SRS
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LIREEWAERNREAZIRBEH - R 7 2R
REEWRS - IE - BMERTERIN  TECEREE
aHLER  BERTSSHESEAZMEN -
BLEBERINEERB2EAMERNEE - BERR
PRI D RPREMSMARER - HTEMNRE
BB RN BT RRE R - B2 EW
TF - PREVARAEESRB MR - BEHE
&~ ER2EINSZIE | IEHh - MARMEEENS
RBERBES R KV EAANRER M AR — R HE
YR lin A BANE RS -
KIFFTMEREE 2023 FEZHMBYIEHEEZE

RIRES - BAFTNEBHSE SRS - 85T 42 5 -
223 BRFEE - 860 #HiREE - 5 RIZERBEE

o5 HREAMNWERBHEAE 1255 2EAE
(Bl 1) -2 WESERNRESBHER - 2R EE
BIFRGESIERS - BE_BRIARS  BRTUHT
RRS - EEAMRRS (CMV) ~ BERikiRS - 5
BMIEREHES (PRV ) RFEFE=EIRNRKKS - P
A PRRSV K PCV2 BRERESE - 25K 23 5K
22 Gt BY (R3) - BB 17 SRBEE
It 2 R - mE 0BG RERZMIRA - R
MERAL ASREEESIN - IV mEAE - REE
EAENRBEAE (WREAR - REERFUEN
EIFTROMER ) B ERERBSORE -

B3 1 &% 2 BE/RH PRRSV & PCV2 B2 FE
REERENER  ORARENZE S m - B/
PREKARFEEC R 2 RS - PRRSV K PCV2

O RERRZIRFREEN ~ TH - RIEE - £ERE
FRENBREFERY ; MFRIE PCV3 HURRMEY

RENTEGAFE  ARMEIREEWREENR
MFEERTRITERTZERE - SLiRRERERSE
BRERERNE 5 UHBEEESE  EHEINE
28 B PROE AR FE BN R 3B R B M M7 IR A B 22 BEE

RAES 1992 F78H PRRSV - #EE 3% PRRSV-2 -
ESMEBFEERR - 2018 EEEEROBLE—
B PRRSV ( PRRSV-1) - EGMEEUMNE PRRSV
BEEMRARE [13]- AR AR 23 35 PRRSV
IR RI = 2R PRRSV-2 - ¥E d 11 # ORF5 &
ETON - BIRER lineage 3 - BFABEERM

;u

A

L [5,15]

PRRS K PCV2 HEREEREBE  EHNEEE
RETERRBREERNRECERL R IHESE
M2 EEI - THFMBOREEHE - PRRS &
EHRABESSETARRLR - {(E0][&(E PRRS AEARAYER
BRENZEFFENEA [14]) 2 E2NSHYHE
FFOlRERY PRRS BEEFN N R=TE BRZRHES
B ERARNECRBEEAREMER - MES
BISE Y AZERT O PCV2 BERAIEBANEER
BEEAREMEEMERE (SAEE PCV] HiE
B% PCV2 MIRERER ) - = EHER PRRS &HE
BHRERE - AIIESERREBABESANRER
- BREERSAHIMNEHEANER ;| FELRS

BEIJARRENBENEBEBESEARBITN
ERHNTER) BERERASNRINEGN  BEHFZ
RiFEy B S BILA RESRRES] | REMER
REBMARBER - L2UKRS - BE2R M
AL - BEBERERERENGRES [18] - KiE
WOAH #5% - PRRS EHEEHERIEECER 3 £ 6

 DARE 3 BERL LR REDPER [14] PCV2 &
HO AREE  RIFERERE 3 £ 4 BRI EER
O] - KMEH L AmBEEQEEZR  (DFREBEAEDE
mAEAMARREENRHSREENREE

PEDV T2 fmflTE 2023 F&EFR 4 BE6 B -
BEBRERSE/IR 48R S/)\ERFERS2H
B (3R1-2) - #LE 2014 F=ER R PEDV AR
REE - EREERER 2013 FREZERFEVE

ﬁ‘ﬂ i

folie

[7, 16] - LG4 - 2015 - 2016 F%1EFAE PEDV 1t
RESNZHEEZ (3BESAH) (1] - Ri - A

=)
BEM PEDV RmABRBIEHEEZIVENIR

BERMBEEM PEDV EEZRE - B51E
HBEMUELNFERE [6, 19] - Leopardi EARN
2018 FEFHEAFRILE I SaERE PEDV - 8%
EWRBRAEN - HARIBEDFEEFEE PEDV -
RS HEERBRAKMERER [11] - XARP -
2023 FRXFZEYE (12 BZE 3 B) HBuEREY

NoJ3

PEDV - E—REEERE—BRAZRB T HER
M - NEFERERRAME - B - StO#

WS EE BB AMAHFEERADTNERM -
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BENS  —AERIZXBEERNAR O  KEGRSH  SERORBEREZEEABRESNEY
%~ FEBAGENEBESEMENERNGE - B - ZE2ER - RBEZHHETF  KoEREE @8
SLUER R BIRPESEBRERER T - EREY - EERREFESRIE - TEBRDVERRE 7
515 SRR PRRSV ~ PCV2 K PEDV ta#iAR  BEFNRF AMOGERREED -

WITH - ERRPEZBRABERLRRES  ELH

BRI ORE T EREERERNEE - R e
RIS - BT @ SRS EERETER - M ARZEHE (112 ER-5.1.1-B-HA ) ZEL

AUFFI - EERESNERBESSES MRS - B - MENIMDE BRI - UL -
FRRIETI NMEF R HE—RRETHE - BOA

4 BT
3 2 2
1 EY7s
2 -
B 1 B EY LR
1- 2
1 . . 1 1 1 0 W EHT
14 2H 3H 4H 5H 6H 7H 8H 95  10H

114 12H R
W TR

12023 F2HHERERE (B B) -
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DQ480124.1 PRRSV 03-07053 GP5 gene

EF442776.1 PRRSV strain 17198-6

2 —i AY318773.1 PRRSV B1 envelope glycoprotein gene
AF176438.1 PRRSV 16

67

82 100

86

AF176466.1 PRRSV 44
DQ477856.1 PRRSV 0003855

AF396841.1 PRRSV

EU755263.1 PRRSY

AF066384.1 PRRSV
DQ476903.1 PRRSV 0002684
DQ475774.1 PRRSV 0001263
EU756424.1 PRRSV 0000005446
EU262603.1 PRRSV strain Em2007
EJ950746.1 PRRSV strain BJPG
EU864231.1 PRRSV strain CG
1”” KF698646.1 PRRSV NA/CAM/C204/2012
99 KF698644.1 PRRSV NA/CAM/C064/2013
JQB56305.1 PRRSV K09-13068
DQ473467.1 PRRSV KKW36

KY996363.1 PRRSV KU-N1603

97

“ [ KP998428.1 PRRSV strain TY
KP998429.1 PRRSV strain WSV

85

87

KU512851.1 PRRSV Sel01/2014

75 100 [ DQ474791.1 PRRSV 0000031
3 EU758687.1 PRRSV 0000008659

DQ475821.1 PRRSV 0001326

96
EU756408.1 PRRSV 0000005430
93 AB288356.1 PRRSV strain EDRD-1
95

AB175696.1 PRRSV

AB546113.1 PRRSV Ibaraki08-5
AB546105.1 PRRSV Miyagi08-2

AB546106.1 PRRSV Miyagi08-3

’7 KR706343.1 PRRSV strain JLE80

100

\_|: KP861625.1 PRRSV strain CHsx1401
61 KJ143621.1 PRRSV strain HENAN-HEB
99 | JQ743666.1 PRRSV strain QY2010

100 JQ308798.1 PRRSV strain QYYZ

JN662424.1 PRRSV strain GM2

81

KU978619.1 PRRSV GD-KP

MF124329.1 PRRSV GD1404

———————————— KF287142.1 PRRSV HK15

1120999

121421

1120016

53
E KP998401.1 PRRSV strain 47-2
KP998426.1 PRRSV strain CH8V-J2
88
97
58
36

100
58 1120691
1121602
8 KP998415.1 PRRSYV strain 803
24

1120092
1121620
1121168
1120279

1120453
1121618

54

0.050

2~ 2023 =% PRRSV-2 Z ORF5 #i& ik E - 2Fr 2023 58 &7 11 #8 PRRSV-2 2 ORF5 ERE| XY

I\ |

Lineage 9

Lineage 6

Lineage 7

Lineage 8

Lineage 5

Lineage 2

Lineage 4

Lineage 1

Lineage 3

i

e

fHEEFIRR - B lineage 1 -9 BDERSE - H 44 (RETRGIELEY - SF5Z GenBank SEASINE

FR7S -
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7 1~ 2023 FEE A RFEO P RERES U ER R aRrE ° -

B 1 2 3 4 5 6 7 8 9 10 11 12 &=
RESE &t
FREEEN IR RS IERS 23 20 12 43 155 61 51 65 30 204 52 O 716
e ARINRE 20 0 43 155 61 33 65 30 43 52 0 510
EE—AIRINRE 0 0 0 0 0 18 28 O 0 0 46
BAITU NRRS 6 0 33 35 20 13 18 0 0 125
VL RN ToF== 15 0 0 33 35 20 13 18 0 0 134
ERUBEBX RS 0 0 0 33 35 20 13 18 0 0 119
HIomE 0 0 12 0 0 0 0 18 161 O 0 191
REBMIERERS 0 14 12 43 90 O 18 37 30 166 11 O 421
RRs 0 6 12 33 108 0 20 18 200 15 O 412
RS 0 6 0 10 0 11 0 0 11 0 38
REXRARES 0 6 0 0 0 3 5 9 0 30
5/ \ms 0 0 0 0 0 18 0 161 O 0 179
HAR X mE 0 0 0 0 45 0 18 0 161 O 0 224
AR RE 0 0 0 0 0 0 0 45 0 34 0 0 79
FENFERRS 0 0 12 0 63 0 0 0 0 34 9 0 118
FEIEMBNB RS 0 0 0 0 0 0 0 0 0 0 45 0 45
=1 46 78 60 271 728 182 195 271 183 1,169 204 O 3,387
a: FERIRBILHEE -
2 2023 FEB KRR 2 Fh Bz IR R -
RBEFH Ein¥ ZEBEERER (BHHSE)
fa52 (SLhRER ) 3 PCV3 (1) *neg®(2)

1 B 4 PEDV (3) ~RotaV (1) neg (1)
FELER (1 -4 8K 7 PRRSV (4) ~PCV2(4) ~PEDV(2) ~neg (1)
RBH (5-128# ) 18 PRRSV (15) ~PCV2(11) ~PCV3 (1) CMV (1) -
PRV (1) RotaV(1l) neg(3)

FEERIER (13 - 18 18E ) PRRSV (2) ~PCV2(4) ~CMV (1) ~neg(2)
FEEEHET (19 - 24 i8iR ) PRRSV (3) ~PCV2(3) neg(2)
B 5% PRRSV (1) ~PCV2(2) ~PCV3 (1)

a ! neg w/AAME -
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% 3~ 2023 FEB RN ERH Z ZBRIRRER -

RERE LT BHEE% (RS E/EESE )
REEBET RS ERS 36 63.9 (23/36)

e ARINRE 31 71 (22/31)

BAITH NRRS 9 556 (5/9)

EE—AIRINES 3 100 (3/3)

REXARES 5 40 (2/5)

FmiAmS 9 222 (2/9)

REUEIXNmRS 16 6.3(1/16)

42023 FEMKMRROZHRBOBER

msaE RIS E BEEY (GIESB/ RS )
REEAN RS AERS 31 452 (14/31)

BT N RRS 8 125 (1/8)

(Wb 2 0(0/2)

RE_ARNES 26 0(0/26)

BEUEIANRRS 14 0(0/14)

RBERS 15 0(0/15)

BN % 5 4 0(0/4)

HIhms 4 0(0/4)

% 5 2023 FEBKRANRR O Z B RER B ZRIRRER -

FEERRAEK ESE  ZEEBRER (BHEH)

I 0K 388 fiE AR 18 PRRSV(12) ~PCV2(13) ~PCV3(2) ~CMV(2) ~PRV(1) -
neg® (3)

N 7 PEDV (4) ~RotaV (2) ~PRRSV (2) ~PCV2 (1) “neg(1)

IR 3B RE AR & 4 PRRSV (4) ~PCV2(4) PEDV (1)

IRALE 4 PRRSV (1) ~PCV2(1) ~PCV3 (1) neg(2)

FRASEAR 2 PRRSV (2)

IR 38 R #Hp A E AR 1 neg (1)

BREEL 1 PRRSV (1)

SRR AREMm 1 neg (1)

FEER E£RE& 1 PRRSV (1) ~PCV2 (1)

BENER 1 PRRSV (1) ~PCV2 (1)

O8E% 1 neg (1)

L 1 PCV2 (1)

a : neg w/AAMYE -
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ZE R
MWiEE - 2015 £ 2016 FEEMRER A RS K
BAITH MRS ZHE - Bl RREIRAZEL
BRI - 2018
MEIAADPREES - 2013 EEERFFM -
=it - 2014 -
MEEAFREES 2014 EEERMATFMH -
=i5 - 2015 -
MEIAAFREES 2022 EEBRKTFM -
=3t - 2023 -
BEF - =2 2014 - 2018 FREAFEERATIRE
REERE ZD FRITREB NN - Bl PEAE
EBE LRI - 2019 -
Bertasio C, Giacomini E, Lazzaro M, Perulli S,
Papetti A, Lavazza A, Lelli D, Alborali G,
Boniotti MB. Porcine epidemic diarrhea virus
shedding and antibody response in swine
farms: A longitudinal study. Front Microbiol,
7:2009, 2016.
Deng MC, Chang CY, Huang TS, Kuo ST, Tsai
HJ, Chang C, Huang YL. The outbreak of
porcine epidemic diarrhea in Taiwan. Taiwan
Vet J, 40:115-121, 2014.
Deng MC, Chang CY, Huang TS, Tsai HJ,
Chang C, Wang FI, Huang YL. Molecular
epidemiology of porcine reproductive and
respiratory syndrome viruses isolated from
1991 to 2013 in Taiwan. Arch Virol, 160:
2709-2718, 2015.
Gieger S, Furmaga E. Circoviruses (Infection
with). Technical disease card. WOAH, 2020.
. Huang YW, Dickerman AW, Pineyro P, Li L,
Fang L, Kiehne R, Opriessnig T, Meng XJ. Origin,
evolution, and genotyping of emergent porcine
epidemic diarrhea virus strains in the United
States. Am Soc Microbiol, 4:10-1128, 2013.
. Leopardi S, Terregino C, Paola DB. Silent
circulation of coronaviruses in pigs. Vet Rec,
186:323, 2020.
. Li C, Zhuang J, Wang J, Han L, Sun Z, Xiao Y,
Ji G, LiY, Tan F, Li, X, Tian, K. Outbreak

2

2Bk

2

13.

14.

15.

16.

17.

18.

19.
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investigation of NADC 30-Like PRRSV in
South-East China. Transbound Emerg Dis,
63:474-479, 2016.

Lin WH, Kaewprom K, Wang SY, Lin CF, Yang
CY, Chiou MT, Lin, CN. Outbreak of porcine
reproductive and respiratory syndrome virus
1in Taiwan. Viruses, 12:316, 2020.

Porcine reproductive and respiratory syndrome.
Chapter 3.9.6. Manual of Diagnostic Tests and
Vaccines for Terrestrial Animals. WOAH, 2024.
Shi M, Lam TTY, Hon CC, Hui RKH, Faaberg
KS, Wennblom T, Murtaugh MP, Stadejek T,
Leung FCC. Molecular epidemiology of
PRRSV: a phylogenetic perspective. Virus Res,
154:7-17, 2010.

Tsai KJ, Deng MC, Wang FI, Tsai SH, Chang C,
Chang CY, Huang YL. Deletion in the S1
region of porcine epidemic diarrhea virus
reduces the virulence and influences the
virus-neutralizing activity of the antibody
Induced. Viruses, 12:1378, 2020.

Zhang H, Leng C, Ding Y, Zhai H, Li Z, Xiang
L, Zhang W, Liu C, Li M, Chen J, Bai Y, Kan Y,
Yao L, Peng J, Wang Q, Tang YD, An T, Cai X,
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Pathogen detection results of swine viral disease diagnostic services in
2023

HY Chen*, KJ Tsai, WC Hsu, HP Lu, CH Ni, CY Chi, YF Chen, CM Huang, YL Huang
Veterinary Research Institute, Ministry of Agriculture

Abstract Taiwan's climate is characterized by high temperature and humidity, coupled with
high-density pig farming, leading to multiple diseases and mixed infections among pigs. Infected
pigs with nonspecific or atypical clinical sign, highlighting the importance of pig disease diagnosis
for pig industry. This study analyzed cases sent for examination by local animal disease inspection
authorities, as well as cases visited by our laboratory, totally, 42 farms, 223 pigs, and 860
specimens were examined during 2023. Viral pathogen detection strategies include virus isolation
and nucleic acid testing. The results of nucleic acid testing show that respiratory diseases were
mainly caused by porcine reproductive and respiratory syndrome virus (PRRSV) and porcine
circovirus type 2 (PCV2), with 17 farms presenting as mixed infections. In terms of digestive
diseases, porcine epidemic diarrhea virus (PEDV) and rotavirus (RotaV) were the main viral
pathogens. The virus isolation results show that 14 farms were positive for PRRSV and 1 farm was
positive for PEDV. Genetic sequencing and phylogenetic analysis revealed that the PRRSV isolates
belong to lineage 3 of PRRSV-2. The study results contribute to understanding the types of viral
diseases and mixed infections commonly found in domestic pigs, providing important references for
diagnosis and prevention.
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