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Abstract; In order to investigate the epidemic infection of bacterial pathogens of porcine respiratory disease syndrome in large—scale pig
farms in central China (Hubei, Henan, and Hunan provinces). In the period of 2019-2022, 1 895 clinical samples of oral and nasal swabs
and lung, trachea and lymph node tissues from pigs with respiratory symptoms were collected in 45 large—scale pig farms in Hubei, Henan,
Hunan and other provinces. Then, detection, isolation and culture, staining microscopy, serovar identification and drug sensitivity test of re-

spiratory pathogens were performed. The results showed that the total detection rate of positive samples of respiratory pathogens was 39. 68%
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(75271 895), of which Streptococcus suis (SS) was 20. 11% (391/1 895) , Pasteurella muliocida (Pm) was 7.39% (140/1 895) , Glae-
sserella parasuis ( GPS) was 6.65% (126/1 895) , and Actinobacillus pleuropneumoniae ( APP) was 14.35% (272/1 895). In the nurs-
ery pig stage, the detection rate of SS and GPS positive samples was higher; in the growth and fattening stage, the detection rate of APP and
SS was higher. The results of the mixed infection showed that single infection accounted for 75. 66% (569/752) , mainly SS infection. Doub-
le infection accounted for 23. 80% (179/752), mainly SS + GPS and SS + APP infection. The triple infection type accounted for 0. 53%
(4/752) , only the SS + GPS + APP type. A total of 218 respiratory pathogens were isolated and identified, including 157 strains of SS, 15
strains of Pm, 20 strains of GPS and 26 strains of APP. The results of the serotyping showed that SS epidemic serovar was type 2, Pm epi-
demic serovars were types A and D, GPS epidemic serovars were types 5 and 4, and APP epidemic serovar was type 1. The susceptibility re-
sults showed that most respiratory tract isolates were sensitive to ceftiofur and florfenicol, but resistant to streptomycin and gentamicin. The

above results provided reference for the prevention and control of bacterial pathogens of swine respiratory syndrome in the area of central China.
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F: TGGCACTGACGGTGATGA
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8s-2 450 55
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F: GATGATTTATGGCACCCGAGTAAGC
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F: TGCCAAAATCGCAGTCAG
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R: TTGCCATCATTGTCAGTG
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F: CAAGTTCGGATTGGGAGCATATATC

GPS-15 550 59
R: CCTATATCATTTGTTGGATGTACG
F: CTGGAGTAATTACGGCGACTATTCC

APP-1 959 58
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=
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=
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T, IOTLER, FERRIR AT P B B A E1 SSH PCR Ui LR

TR 2400 (O SR M 1 2 3 4 56 7 89 10 11 12

2 #£R

2.1 KRR 4 FHHEESR PCR 4

XF 1 895 Il IRAE S kAT 4 BHIFIL & Y5 ) B PCR
K, EFRAFES PCR P2 HIKE LI 1~ B 4, Kol
GEIL AR, 4 PR W TE G S BH PR AR A SRS R 2000
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JEYL ik 23.80%, FHir SS+GPS Fil SS+APP & f
HOOL B X YL R, = ER YA SS+GPS +
APP, 1 0.53%,
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FHA B8 2l A5 30 0 T8 bR B2 B DNA R 45 Rtk 47
PCR §"3% SS, Pm. GPS il APP fHH &4 PR,
450 RTE 689, 457, 822 Fl 422 bp Ab43 I H B4
SRS, e B AR B bR 218 Bk, FoboSS B Ak
157 #%, Pm EFE 15 ¥k, GPS Hitk 20 ¥k, APP Btk
26 B,

P B/ 157 Bk SS. 15 £k Pm, 20 tk GPS
Fi126 ¥k APP #E4T PCR IfiL % 43 B4 9F k47 48 11 40 #r
RN, SS EERATIIE R A 2 B (A 4

%J’E,Fé—] 7), Pm ﬁﬁ[ﬂlﬁ%ﬁgﬂ? A\ D ﬂ (%Kﬁ*\’ﬁ?ﬂ']% M. DNA Marker; 1~8. WiV EIEbE, 9. BHMEXTIR,
RILE 8); GPS EEWATIMIE R 5 &Y, HK K 7
R GG INSE R ULIE 9) ; APP EE AT IOE AN E7 GPSHEHMMiESNE

1B (ERI RIS 2R DL 10) o PEAngiE W3k 7,

M1 2 3 4 5 6 7 8 9 10 11 12 13

M1 2 3 4 5 6 7 8 9 101112 13 14 15 16 17

2 000

1 000
75

M. DNA Marker; 1~16. WGR/TE B, 17. FHTEXTHE,

8 APP BE#HHIMEFHE

M. DNA Marker; 1~12. iR B E#E; 13. BN E,
R7 AEFEHKkMFESBER

B 5 SSHBEtkpmiEsR i B I 74 WRECE
ss 1 13
2 76
7 29
9 24
R 15
Pm A 8
D 7
GPS 4 7
5 11
12 2
APP 1 13
2 1
3 3
4 1
5 4
M. DNA Marker; 1~7. Wi/RATESER; 12. BIHEX I, 7 :
12 1
Ee6 Pm&BE#EMESSR s 5
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2.5 HEEHYEREST
ORI Bos, EHUW 10 FhprAE R P, SS
SIEHEMEER . IKKRER, BRTEMMIER
2G4 v, T 25 5% 5 60% L by 1 X B 5 g b
Sk A6 E R R AR JE B URRR 70 DL Pm AR B TR AR
Pk fmEnk | Bk R ZVAER | HACH ARG

W B U & 60% DL, XEARRT R WK L2 R
Mi2h, ik 66.67%, GPS J3 B B bk i)k 90 58 kA
PR H RN =R, Wit 2%k 85% L) [, APP
IT B RARS SL AR | KT B AR VD B U
65%VI L (%38),

*8 HHPHABRER

N TF T T 4388 Ak o 24 0 () B0 o L 9%

AN [R5 45 SR A I B LA/ mm

S/ E2)

SS Pm GPS APP it 25 g Uk
HEHR 54. 14 6. 67 15. 00 26.92 <19 20~27 =28
By 55 P4 b 71.34 46. 67 20. 00 19.23 <13 14~17 =18
3k ek 81.53 80. 00 90. 00 76.92 <17 18~20 =21
BERE R 7.01 20. 00 5.00 23.08 <11 12~14 =15
RARTGRR 11.46 6. 67 10. 00 26.92 <12 13~14 =15
Bk A 17.20 60. 00 35.00 80. 77 <14 15~17 =18
EALEISS 11. 46 60. 00 40. 00 57.69 <12 13~15 =16
B H 78.98 66. 67 85. 00 53.85 <17 18~20 =21
Bk R 66. 88 80. 00 45.00 65.38 <16 17~22 =23
AT EER 9.55 13.33 40. 00 30.77 <13 14~17 =18

3 it INZ I FRAE G B i, R NIREE | AR T T

ARG REE T 2019—2022 AFEAEAL 43 Hb X 1Y
45 MR 1 895 M ikt, HEATT 4 FhiEki&
NPT R AUFE SS. Pm, GPS HI APP (RGN, 455
FHH, 4 FhoF I TE 20 DA e R A P M A R GR
39.68% (752/1 895) , H:rbg Ji 1A A6 4 2 py v BIIG
KK A SS. APP. Pm Al GPS, X5 Zhang %[lz]ﬁﬁ?ﬁ
T RS H Ee B AR B TE], 7R SS FI APP L R 4¢
b DX R e DG 3 R B i Y T I 2 PR MR I, AR
Hr APP A HE SRR X B R, 3K AT R R i ol TR b DXOf
FERTILAT IO IR WG S 5 R B R [l A 06, HOk, APP fig
IR AE IR BE R RE R, UL 2~4 HIRRIE B &N
SR ARTFERE L EEOR IR TR E A K F ALY
B R WP A E AR 0 SRR L, X T BB APP £
AR AR = R 2 —

SS. Pm Fll GPS BRGNP GE & A, A THE
)5 BRI S OLE, FEERE R — R
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