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Distribution and Characterization of Vibrio p arahaemolyticus in Shellfish
from Eastern Coast of China
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Abstract: To investigate the distribution, serological and molecular characterization of vibrio
parahaemolyticus of shellfish, a total of 288 samples were collected and analyzed in this
manuscript. T he levels of V. p arahaemolyiicus were estimated by MPN-PCR and isolated strains
were clustered by RAPD analysis. The tdh and trh genes were detected by PCR. The results
showed that the distribution of V. parahaemolyticus was disparity in season, the level of V.
parahaemolyticus in summer were different from other seasons ( P< Q 05). Altogether 172
strains were isolated and identified, of which 157 strains were typed by G-grouping serum and 42
strains were typed by K-typing serum, the group of 03 (19 1%) was the most frequently
involved in shellfish. RAPD analysis showed that there were 73 different patterns which were
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clustered into 18 groups. T wo isolates showed positive of tdh gene and 5 isolates showed positive

of trh gene, there was no strain with tdh and irh genes simultaneously. The serovars of two

isolates with tdh gene were O3: K6 and 04 K68 and two isolates were grouped into the same

cluster by RA PD analysis.
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Fig.1 Detectable rate and Mean value of V. parahae-

molyticus in different seasons
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Tab.1 Results of LSD analysis between Yantai and other cities
95%
(1) ) (I-))
- 7.08662003753 0.22718909 0.002 - 1.1556564413 - 2.6166756617
2434FE- 1 6261409 ’ 2951E0 6975E- 1
- 4.11074578935 0.20399632 0.045 - 8.1243725401 - 9.7119038532
8163E- I” 6933075 ’ 8404E- 1 2884E- 3
- 4.03836428025 0.23355416 0.085 - 8.6335414125 5. 56812852030
6572E- 1 8035321 ’ 4375E- 1 606E- 2
- 5.39344406015 0.23646590 0.023 - 1.0045909673 - 7.4097844689
5534E- 17 8568407 ’ 4206E0 0507E- 2
- 7.31550184858 0.21819780 0.001 -1.1608542619 - 3.0224610774
4418E- 17 5391870 ’ 7529E0 1592E- 1
2 172 RAPD
Tab.2 Serotype and RAPD dusters of 172 V. p arahaemolyticus from shellfish samples

0 K ( ) RAPD

01 ba  K25(1), K32 (4), K38 (1), KUT A (3, B(4), C(1), D(2), E(4), F(I), G(1), H(1), I
(18) (D, J(2), M (1), MS (3)

02 14 K3(1), K28 (3), KUT (10) A(3), B(]), C(2), E(D), G (1), I(4, K(I, P (1)
03 33 K6(D .KI7(1), K29(2), K33 (7), A (6), B(3), C(3), D(7), F(2, H(1), (), K(2, L
K57(1), KUT (21) (). M (2, MS (1), N (1), 0(1). Q (2)

04 26 K34(3), K4 (3), K42(2), KS3 (1), A (7)., B(5, C(2), D(), E(2, F(2), H(D,J(, L

K63 (1), K68 (1), K&(1), KUT (14) (2, N (1), R(1)
05 10 K15 (1), K17(2), KUT (7) A(2), B(2),C(2), D(2), L(1), MS(1)
06 1 KUT (1) 0 (1)
08 3 K41 (1), KUT (2) C(hH, F(1), G(D
A (5), B(1D), C(5), D(3), E(4, F (1), G(1), H (3),
010 26 K24 (2), KUT (24) M (1), 0 (1), R(1)
(D, N (1), I(1)
UTa 17 A(2).B(3).C().D(Y.E().F().G(D.I(D.K
(D, L (1), M (1), MS (1), P (1)
3 RAPD
Tab.3 Characteristics of V. parahaemolyticus isolated from dif ferent provinces
RAPD tdh trh
RAPD RAPD
A, B, C D, E F, G, LJ K, . 02:KUT K
N, O, P, Q, MSI1, MS5, M S6 ! 03:K6 N 2 010: KUT C
A, B, C, D, E F, H LJ M, .
P MS2, MS4 0 1 04:K42 C
A, B, C, D, E, H, K, N, M, .
P. MS3 1 04: K68 N 1 uT B
A, B, C, D, E, H, ], K, L, .
M. P 0 1 010: KUT C
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