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Table 1  Source of V. parahaemolyticus used in the study
Source No. of isolates Total
Cases isolates 98

Anal swabs 98
Environmental isolates 35

Domestic sewage 1

Fresh meat 2

Seawater 3

Seafood 29
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Table 2 Serogroup distribution of V. parahaemolyticus used in the study( No. of isolates)

O serogroup

total

01 02 03 04 05 06 07 08 010 011
Cases isolates 16 1 48 22 3 0 0 3 2 3 98
Environmental isolates 6 6 9 3 1 1 2 5 1 1 35
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.VP027 .011:K36 F +
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.VP114 .03:K6 F +
.VP002 .03:K6 F +
.VP113 .03:K6 F +
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Fig. 1 Clone P1 comprises 40 V. parahaemolyticus isolates from cases of foodborne disease. F,cases of foodborne disease; + ,positive; -,

negative.

3 W
1995 4 Lok, — B R 9 03 K6 il b 51

FEL P9 47 B9 S5 LS B, PFGE Rl GS-PCR (%5 5 i
R R ETY 03:K6 5 1995 4EFT 19 03 : K6 78 K
RS, P T RO a2



B A 2006 2008 45 BT P54 o ) A0 S BRI 10 R 9 A P O ERT - AR (2011)51(4) 521
Dice (Opt:1.50%) (Tol 1.5%-1.5%) (H>0.0% S$>0.0%) [0.0%-100.0%]
PFGE PFGE
3 o S s § Number Serotype Source tdh trh
P I BT R N S | |

97.3

66.9

59.7

80
69.7

6|L. 97.4
54. 909

69 100

75.7
525 67.5

65.9

813
ol B

.VP049  0O5:K30
.VP083  0O4:K42
.VP053  O1:K38
.VP102  03:K37
.VP076 ~ O4:KUT
.VP103  O11:K20
.VP066  03:K58
.VP064  0O8:K22
.VP104  0O10:K24
.VP077  O3:KUT
.VP078  O3:KUT
.VP100  O1:K38
.VP105  0O3:K37
.VP065  O7:K19
.VP068  O7:K19
.VP101 ~ O8:KUT
.VP081  O8:KUT
.VP082  O8:KUT
.VP047  O3:KUT
VP099  03:K31
.VP069  0O8:K41
.VP106  O3:KUT
.VP074  OL:KUT
.VP075  OL:KUT
.VP079  OL:KUT
.VP080  O1:KUT
.VP063  0O4:K12
.VP048  02:K3
.VP084  02:K28
.VP062  O2:KUT

.VP050  02:K3
.VP067  02:K3 +
.VP046  02:K3

oo B oo B oo R v s B o A o> R o N o > M o > B v B oo BN oo AN o> M v A o o A o> I o > N o > B o > BN o~ BN v AN o RN o< A o> A v A o 5 AN v N o > N o > I o > BN o~ BN o< B o> B

.VP107  O3:KUT

2 34 KRINES BRI PFGE BS54 E (E 85N RIE)

Fig.2 PFGE patterns of 34 V. parahaemolyticus isolates from environment. E, environment; + ,positive; — ,negative.
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Abstract : [ Objective | To analyze the serological and genetic divergence in the Vibrio parahaemolyticus from environment
and cases of foodborne disease, and to compare these two groups in terms of virulence and other biological traits.
[ Methods ] Serotyping, multi-PCR, and pulse-field gel electrophoresis ( PFGE) were carried out. [ Results] The main
serotypes of cases isolates were 03;K6 (40.8% ), 01:KUT (7.1% ),04:K8 (7.1% ), and the main serotypes of
environmental isolates were 03 ; KUT (14.2% ), 01:KUT (11.4% ) and 02:K3 (11.4% ). No 03.K6 strain was
isolated from environment. Most cases isolates were tdh positive and irh negative, which account for 83. 7% , while most
environmental isolates were tdh negative and irh negative, which account for 88. 6% . PFGE indicated that Clone P1 was
the dominant clone cluster, including serotype 03:K6 (29 isolates) ,04.K68 (4 isolates),011;K36 (3 isolates),Ol:
K25 (2 isolates) ,and these strains were all obtained from cases of foodborne disease. No dominant clone cluster was found
in environmental isolates. [ Conclusions] V. parahaemolyticus from cases of foodborne disease in Shenzhen mostly were
hemolytic, tdh positive and trh negative ,there were dominant PFGE type in cases isolates,the main serotype was 03 .K6,
while environmental isolates mostly were non-hemolytic,idh negative and irh negative ,no dominant PFGE type was found.

Keywords ; Vibrio parahaemolyticus ,bacterial typing techniques,foodborne disease
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