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il 2 undnge
mﬂmiu,smL%uaLLamJ'izLﬁuai’wmm%al,mﬂﬁﬁaﬁaiiﬂ Escherichia coli, Salmonella,
Shigella ua Vibrio lushegsemngia 35 fegnafisminglu 9. aymsanas, 9. Uszaauds-
s waw 2. 3w 1 21 fedninuidouuaidudnuuslalaiivuiotudouuaidelu 4 ana
fanam nmslesgiaeiuimiuevendesemeia ERICPCR Fdldlumsduunaneiug
nulFsUiuy ERIC-PCR 40 3Ukuy 3nidieuiqnd 42 lelman (isolate) drduiinadlolnduasdu
165 DNA va1¥0 40 anwiius 51 % mmumileu (% identity) vesBuogszning 98%-99% fulte
Tu 11 dna oA Aeromonas, Citrobacter, Enterobacter, Escherichia, Hafnia
(Obesumbacterium), Klebsiella, Morganella, Proteus, Providencia, Salmonella wag Vibrio
Mnmsszyanavieriinvesdolaeldiedomnemaiugnisy  ananuBu  phoA  dsdumzee
Citrobacter, E. coli way Shigella, 8u fimC Fagunnzsie Salmonella waz SAf | fragment R
Jungsie Salmonella enterica serovar Enteritidis 31nMM3A53amduAIuANnIsialsa wudu
cnf2 wag vtze T E. coli, 8u csgD lu Citrobacter, Enterobacter wag Klebsiella, 8u kfu Tu
Klebsiella, 8w LTI T4 Citrobacter, E. coli way Hafnia (Obesumbacterium), gu ssao Tu
Salmonella, 8u tth Tu Vibrio wazdu uge Tu Enterobacter uay Klebsiella @n1izsnee) lawn
FAUDIDIMNTALNLTD, SeauAMILTuYes NaCl, nnslsenna, Ml WagTEernITaTY KA
AONISUARIDDNUBIEU cseD, kfu Way uge @UBU cnf2, LTI, ssa0 wag vtZe hifinsuansonn
Tuvaueditu th Insuanseenlunnannziiviinmsvaaey nsuanioonvesdu cseD dnaiiuns
duaswdt biofilm  uazaansindeuiiveawad  wansAnwildlideyaifsafunisuszndlddy
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enterobacterial repetitive intergenic consensus-polymerase chain reaction (ERIC-PCR)
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@il 2 Abstract (laiiiiu 250 1)

Pathogenic bacteria including Escherichia coli, Salmonella, Shigella and Vibrio
were targeted for isolation from 35 seafood samples sold in markets in Samutsakhon,
Prachuapkhirikhun and Rayong provinces. Bacteria showing colony morphologies similar to
either genera were present in 21 samples. Based on ERIC-PCR DNA fingerprint analysis
which has been used for strain characterization, 40 ERIC-PCR patterns were derived from
42 pure isolates. The 16S rDNA sequences of 40 strains exhibited 98%-99% identity to
those of bacteria in 11 genera including Aeromonas, Citrobacter, Enterobacter,
Escherichia, Hafnia (Obesumbacterium), Klebsiella, Morganella, Proteus, Providencia,
Salmonella and Vibrio. The genus or species identification was performed using
molecular markers. The detected identification loci included phoA gene specific to
Citrobacter, E. coli and Shigella, fimC gene specific to Salmonella and Sdf | fragment
specific to Salmonella enterica serovar Enteritidis. PCR detection of virulence genes was
positive for cnf2 and vt2e genes in E. coli, csgD gene in Citrobacter, Enterobacter and
Klebsiella, kfu sgene in Klebsiella, LTI gene in Citrobacter, E. coli and Hafnia
(Obesumbacterium), ssaO gene in Salmonella, tlh gene in Vibrio as well as uge gene in

Enterobacter and Klebsiella. Various conditions including type of media, NaCl



