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Abstract
sample of a diseased pig. The bacterial species were determined by 16S rDNA sequencing and PCR amplification of gdh gene. The serotype of

To detect the pathogen of diseased pigs from a pig farm in Yangzhou, bacterial isolation and culture were conducted on the heart

the isolated strain was determined by PCR amplification using the serotype-specific primers. The biological characteristics of the isolated strain
were explored by growth curve analysis, experimental infection of mice and antimicrobial susceptibility testing. The results showed that the iso-
lated strain belonged to Streptococcus suis serotype 2. The isolated strain exhibited similar growth kinetics compared to S. suis 2 strain SC19,
except that the maximum ODsy5 value was lower than that of strain SC19. The isolated strain also displayed high pathogenicity in a mouse infec-
tion model. Moreover, the isolated strain was sensitive to penicillins and cephalosporins. Collectively, the results suggested that S. suis 2 was
likely to be the pathogen of the diseased pigs from the pig farm, and that penicillins and cephalosporins should be the preferred drugs for the

prevention and control of S. suis infections.
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Table 1 Primers used in this study

5l e A g
Gene  Primer aner’ sequiences Size Serotypes
(5'=39) bp

gdh gdh—1 CGTATTCTGTCAAACGAGCG 653 Frf Iy
gdh=2 CAACCGTGGCTACCGTGT

epsll  cpslI-1 GGTTGGCTTTATGAACTATCCT 444 11514
cps1I-2 TAGCCTGAATGACTTCCGAG

eps2l  cps2I-1 CTCATCGCGTTAATGGTCTT 314 2812
cps2I-2  TGTTGCAGATAGGACTACAATGAT

eps7L epsTL-1 GGTGGAGGAAGTATTGGAGAG 590 7
cpsTL-2 GAAGTTGAAGCTGGTGATAAATT

cps9J  ¢ps9J-1 GTTTTAATAGCCCTACTGTCGAT 442 9

cps9J-2 TCCCACCTGAGCTTCGAT
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¥E:M:DL2000 Plus DNA Marker; 1. gdh FERH B =4
Note ;M. DL2000 Plus DNA Marker;1. PCR product of gdh gene
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Fig.1 PCR identification of the isolated strain
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products by using the specific primers of the epsll,eps2l, cpsTL
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B2 SEEKRNLEREE
Fig.2 Serotype identification of the isolated strain
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910, 920, 930, 940, 950, 960

=IO G AT TTAACT T TAGACTATGCTATAAGGGTTAGACGCGTTTTAGGT TGGAATGGAACGCTT
eV GAT T TAACT T TAGACTATGCTATAAGGGTTAGACGCGTTTTAGGTTGGAATGGAACGCTT
Query GATTTAACTTTAGACTATGCTATAAGGGTTAGACGCGTTTTAGGTTGGAATGGAACGCTT
970, 980, 990, 1000, 1010, 1020,

cps2l GAAATGCCCTTACTGAGTATWMATGTTAAAAAATGGTTTTATCGGTCTGGTAGGGTATGGG
IV G A AATGCCCTTACTGAGTAT[MATGTTAAAAAATGGTTTTATCGGTCTGGTAGGGTATGGG
Query GAAATGCCCTTACTGAGTATWATGTTAAAAAATGGTTTTATCGGTCTGGTAGGGTATGGG
1030, 1 040, 1050, 1060, 1070, 1080,

cps21 ATTGTTTTATATAAACTTTATCGTAATGTAAGAATATTAAAAACAGATAATATAAARAACA
o IVl A T TGT T TTATATAARACTTTATCGTAATGTAAGAATATTAAAAACAGATAATATAAAAACA
Query ATTGTTTTATATAAACTTTATCGTAATGTAAGAATATTAAAAACAGATAATATAARAAACA

3 cps2I-1/cps21-2 51¥¥ 18 DNA F B % /7 5 be Xt

Fig.3 Multiple sequence alignment of the DNA fragment amplified by the cps2I-1/cps2I-2 primer pair
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Fig.4 Growth curves of the isolated strain and strain SC19
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Fig.5 Survival curves of mice infected with the isolated strain
and strain SC19
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Table 2 The results of antimicrobial susceptibility test

L N
%Efg iﬁezitive paper Diameter of antibacterial Sus%?fil%lity
circle//mm
AEVEAR Ampicillin 34.0 S
R VEAR Carbenicillin 32.0 S
M PEAR Oxacillin 20.0 S
T2 2 Penicillin 32.0 S
WRHLVGAREN Piperacillin 31.5 S
SLAZTE Cefalexin 28.5 S
SkAtamitk Cefazolin 28.0 S
SkfFisE Cefradine 31.5 S
SLAfWRER Cefoperazone 30.5 S
P!
SkAffE Ceftazidime 21.5 S
LA Ceftriaxone 28.5 S
SLAESE Cefuroxime 27.0 S
TR IR Amikacin 13.5 R
KK ZE Gentamicin 16.5 S
FIREFZE Kanamycin 0 R
Y
B Neomycin 0 R
#2145 % FErythromycin 0 R
PUFRZE Acheomycin 0 R
ZPEHZE Doxycycline 10.0 R
yey
KIEFRZE Minocyline 18.5 I

1S FRHUR, R Ry, 1 Fom i
Note:S. Sensitive ; R. Resistance; 1. Intermediate
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