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The enterobacterial repetitive intergenic consensus (ERIC)-PCR is a recently described DNA fingerprinting
technique based on amplification of repetitive element distributed in bacteria. We applied of ERIC-PCR to
clinical isolates of Vibrio parahaemolyticus and other bacteria associated diarrhea. Twenty isolates of V.
parahaemolyticus were used for intragenic genotyping, which were isolated from 2001 to 2002 in Chungbuk
National University hospital. For interspecies genotyping, V. vulnificus, V. alginolyticus, V. parahaemolyticus,
Escherichia coli, Salmonella and Shigella spp. were used. The genotyping were analyzed by ERIC-PCR. The
genotyping of V. parahaemolyticus were grouped two major pattern (A, B) and were subdivided into 10
subtypes (Al, A2, B1-B8) by ERIC-PCR. These method distinctly differentiated bacterial species associated
diarrhea. Those results show that ERIC-PCR can be reliable and efficient method for genotyping of V.
parahaemolyticus and bacteria associated diarrhea.
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Table 1. Data summary for 20 V. parahaemolyticus and 12 isolates associated diarrhea

Case No. Microorganism isolated Day Antibiogram Pattern of
(Y-M-D) (A/T/SXTICIP)* ERIC-PCR
1 V. parahaemolyticus 01-09-09 R/S/SIS Al
2 V. parahaemolyticus 01-09-10 R/S/SIS A2
3 V. paraheamolyticus 01-09-10 R/S/SIS Al
4 V. paraheamolyticus 01-09-10 R/S/SIS Al
5 V. paraheamolyticus 02-08-20 R/S/SIS Bl
6 V. paraheamolyticus 02-08-25 R/S/SIS Bl
7 V. paraheamolyticus 02-08-27 R/S/SIS Bl
8 V. paraheamolyticus 02-09-01 R/S/SIS B2
9 V. paraheamolyticus 02-09-02 R/S/SIS B3
10 V. paraheamolyticus 02-09-02 R/S/SIS B3
11 V. paraheamolyticus 02-09-02 R/S/SIS B3
12 V. paraheamolyticus 02-09-06 R/S/SIS B4
13 V. paraheamolyticus 02-09-11 R/S/SIS B5
14 V. paraheamolyticus 02-09-12 R/S/SIS B6
15 V. paraheamolyticus 02-09-13 R/S/SIS B7
16 V. paraheamolyticus 02-09-14 R/S/SIS B8
17 V. paraheamolyticus 02-09-19 R/S/SIS B5
18 V. paraheamolyticus 02-09-23 R/S/SIS B6
19 V. paraheamolyticus 02-09-25 R/S/SIS B7
20 V. paraheamolyticus 02-10-07 R/S/SIS B5
21 V. wvulnificus Clinical isolate c
22 V. wvulnificus Clinical isolate D
23 V. alginolyticus ATCC 11749 E
24 V. paraheamolyticus ATCC 17802 B9
25 E. coli 0157 ATCC 43890 F
26 E. coli 0157 ATCC 43889 F
27 E. coli 0157 ATCC 51435 G
28 Salmonella typhi Clinical isolate H
29 Salmonella group D Clinical isolate |
30 Salmonella group B Clinical isolate |
31 Shigella dysenterie Clinical isolate |
32 Shigella sonnei Clinical isolate I

*A, ampicillin; T, tetracycline; SXT, trimethoprim-sulfamethoxazole; CIP, ciprofloxacin; R, resistant, S, susceptible
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Fig. 1. ERIC-PCR based DNA fingerprinting for 20 strains of V. parahaemolyticus and 12 strains of bacteria
associated diarrhea. Lanes 1-8, clinical isolates of V. parahaemolyticus; lanes 9-10, V. vulnificus (clinical
isolates); lane 11, V. alginolyticus ATCC 11749; lane 12, V. parahaemolyticus ATCC 17802; lane 13, E. coli
0157 ATCC 43890; lane 14, E. coli 0157 ATCC 43889; lane 15, E. coli 0157 ATCC 51435; lane 16, S.
typhi, lane 17, Salmonella group D; lane 18, Salmonella group B; lane 19, S. dysenteriae; lane 20, S. sonnei.
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