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Monitoring and phenotype characteristics study on food-borne Aeromonas species
WANG Wen-qing, SU Jing-hua, FU Hui-qin, ZHENG Ying-jie, ZHU Lin-ying, FU Yi-fei, SUN Qiao
Shanghai 200136, China)

( Shanghai Pudong New Area Center for Disease Control and Prevention,

Abstract; Objective To investigate the distribution and phenotype characteristics of food borne Aeromonas spp. in
Pudong New Area. Methods Aeromonas strains were isolated and identified to species level in 3 types of fresh food
samples collected from 2 markets during May to November in 2011, and the difference of phenotype characteristics among
isolates were analyzed. Results 74 strains of Aeromonas, including 23 strains of A. hydrophila, 35 strains (12.0% ) of
A. wveronii biovar sobia and 16 strains of A. caviae, were isolated from 291 samples. The highest isolation rate was 34. 1%
in meat product, followed by 18.9% in aquatic product and 18.7 % in vegetable. Of all the 74 isolated strains, 51 strains
produced B-hemolysin, 59 strains produced protease, and 48 strains produced both B-hemolysin and protease.
Antimicrobial susceptibility tests to 12 antibiotics showed most strains were highly susceptible to Cefotaxime, Ceftazidime,
Cefepime, Gentamicin, Ciprofloxacin and levoflxacin, while highly resistant to Ampicillin and the antibiotic resistance rate
to Amoxicillin-Clavulanic acid had statistical difference among species. Low level of multi-drug resistance (MDR) existed
in Aeromonas spp. Conclusion Fresh foods in markets were highly contaminated by Aeromonas spp. during prevalent
seasons. Aeromonas strains other than A. hydrophila also carried virulence factors. Though resistance to antibiotics was not

serious, integrated monitoring of food borne disease based on food chain was necessary.

Key words: Aeromonas spp. ; monitoring; phenotype characteristic; virulence factor; food-borne pathogens
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Table 1  Distribution of Aeromonas spp. in fresh food
i Y 2 5 4 R R/ % MR/ %
PR il 34.1(43/126)

e S AR R AE AR 19. 1(24/126) 55.8(24/43)

g 7K AR T 8.7(11/126) 25.6(11/43)

T LA B T 6.3(8/126) 18.6(8/43)
K7t 18.9(17/90)

YR SR AEY LR 8.9(8/90)  47.1(8/17)

g 7K AP 6.7(6/90) 35.3(6/17)

JR B SR 3.3(3/90)  17.6(3/17)
i 18.7(14/75)

AR SN ERAEY LR 4.0(3/75)  21.4(3/14)

g 7K PR T 8.0(6/75) 42.9(6/14)

JR B0 i T 6.7(5/75) 35.7(5/14)
Ait 25.4(74/291)

T :3 KA A AR R ke, P, , <0.05,P,, <0.05,P,, >0.05
2.2 SRR JE R R ) R BRI
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68.9% (51/74) FE R 7 13 5 FH %, 79. 7% (59/74)
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Table 2 Distribution of virulent factors in 3 kinds of

Aeromonas spp.

il /%

25

B I EAW B+ E AR
A SR IR 85.7(30/35) 82.9(29/35)  80.0(28/35)
H W) AE Fh
g K S 82.6(19/23) 82.6(19/23) 78.3(18/23)
I LS R B T 12.5(2/16)  68.8(11/16) 12.5(2/16)
&it 68.9(51/74) 79.7(59/74) 64.9(48/74)
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X B PRI 245 2635 100% 5 % 5 07 8 i B U R R A
AN TR R B2 TR 245, T 245 23 4 331 Ry 209% ~ 34. 8% \43. 5% ~
62.5% o WEK M B AR 1] T it 2 5% = 4
WA B BT AR AR A (x* =3.928, P =0.047) &
KB B (" =5.299,P =0.021 ) , X Ho A Fh 2 4t
ARG R 2R G E B L (P>0.05), K
L P T 24 R EE R L3 3
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Table 3 Antimicrobial susceptibilities of 74 Aeromonas strains to 12 antimicrobial agents

A e YL T O R AR g A A K B JR B T
B & (n=35) (n=23) (n=16)

R I S R I S R I S
i ST N 85.7 2.9 11.4 100. 0 0.0 0.0 100. 0 0.0 0.0
BARTTT 22.9 60.0 17.1 47.8 39.1 13.0 12.5 62.5 25.0
S 015 i 0.0 .0 100. 0 0.0 0.0 100. 0 0.0 6.3 93.8
S 7 b 0.0 .9 97.1 0.0 0.0 100. 0 6.3 0.0 93.8
3k Fa i 5 0.0 .0 100. 0 0.0 0.0 100. 0 0.0 0.0 100.0
TR 0.0 34.3 65.7 0.0 17.4 82.6 0.0 6.3 93.8
KA 0.0 14.3 85.7 0.0 4.3 95.7 0.0 0.0 100. 0
Y IR 57.1 2.9 40.0 43.5 21.7 34.8 62.5 0.0 37.5
BN 0.0 5.7 94.3 8.7 4.3 87.0 0.0 12.5 87.5
ik =N R 0.0 0.0 100. 0 8.7 0.0 91.3 0.0 0.0 100.0
AHEE 2.9 8.6 88.6 13.0 8.7 78.3 18.8 12.5 68.8
5275 i v W 20.0 0.0 80.0 34.8 0.0 65.2 31.3 0.0 68. 8

Ve % 3 R ACHLIAL A LA 1 T 25 R P, , <0.05,P,, >0.05,P,, <0.05.
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Table 4  Distribution of MDR patterns in 74 Aeromonas strains

o e = B B
MDR ifif 245 A 3% LA TR .

A= AR Fh (n=23) M (n=74)

(n=35) (n=16)
Rl AMP-AMC-TE 6 2 1 9
R2  AMP-TE-C 0 0 1 1
R3  AMP-TE-SXT 3 1 2 6
R4  AMP-AMC-C-SXT 0 1 0 1
R5 AMP-AMC-TE-SXT 1 3 0 4
R6  AMP-CAZ-TE-SXT 0 0 1 1
R7  AMP-TE-C-SXT 0 0 2 2
R8  AMP-AMC-TE-C-SXT 1 0 0 1
R9  AMP-CIP-LEV-C-STX 0 1 0 1
R10 AMP-TE-CIP-LEV-C-SXT 0 1 0 1
ait 11 9 7 27
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Serotypes and molecular characteristics of Vibrio parahaemolyticus pandemic strains in Shanghai
CHEN Hong-you, SHENG Yue-ying, SONG Yuan-jun, TU Li-hong, ZHANG Xi, CHEN Min
Shanghai 200336, China)

(Shanghai Center for Disease Control and Prevention,

Abstract: Objective The main purpose of this research was to describe the distribution of V. parahaemolyticus

serotypes isolated from diarrhea cases and food in Shanghai and the molecular characteristics of pandemic strains. Methods

GS-PCR was used to recognize pandemic strains. tdh gene, trh gene and orf8 gene of phage 237 were detected by PCR

after serotyping. PFGE was used to analyze the genetic relationship among isolates. Results 1 136 isolates were divided
into 52 serotypes (groups). 64.5% of all isolates were GS-PCR positivewhich wasthe pandemic strains.
among which 03: K6 (76.8% ), 04: K68 (9.4% ), O1:

01: K36 (4.5% ) were the main serotypes.

11 serotypes were
K25 (6.8% ), and
Pandemic strains with serotypes of 010: K60, 03: K3 and O1: K33 were first

found in pandemic strains in Shanghai,

reported, and their PFGE patterns were closer to the reported pandemic strains. Most pandemic strains only had tdh gene,

and no trh gene positive. Except 5.7% strains, most pandemic strains were positive for orf8gene. PFGE patterns were
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