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Abstract: To evaluate the stability of enterobacterial repetitive intergenic consensus-poly merase chain reaction (ERIC-PCR) and Sau-PCR
for typing of Listeria monocytogenes (LM), five isolates of LM from a local vegetable market in Guangzhou and a food processing plant in
Xiamen were aultured. DNA was extracted from the aultures incubated a room temperature after 24, 48, and 72 h. In addition, DNA was
extracted from the 5th, 10th, 15th, and 20th subcultures. ERIC-PCR and Sau-PCR werethen used for typing and changes in fingerprint diagrams
with time and increase in the number of generations in subculture were determined. The results indicated that gpart from some missing bands,
there were no additional bands after room-temperature culture and subculture. However, there were minor changes in the overall band
appearance. The homology of ERIC-PCR and Sau-PCR results was higher than 92% and 94%, respectively, indicating that the two typing
methods were stable and had epidemiological significance for typing of LM cultures incubated for less than 72 h and 20 generations.
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Table 1 The five LM strains used in this study
Ahhms RAeE  BARRR KA bR

LML M EFH— F A 2012-8101/2b. 3

LM2 S MEFH= HE 2012-9-11 1/2a. 3a

LM3 AT — k@ 2012-9-22 1/2c. 3c

LM4  J & F = W4 2012-10-201/2b. 3b

LM5 B &’ 2012-12-171/2a. 3a
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PCR ¥ #{A%& A: 10>PCR buffer 2.5uL ( pH
=8.3) ; dNTP Mixture (2.5 mM) 2.0 uL. | 5[4 (10
uM) % 2.0uL. rTag DNA EATHS UuL) 0.2 ul
DNA 4R 35 ng, SRJE I L/K 2R F N 25 pl.

PCRY $EFEF: 95 CTARMES min; 94 CARM:
30s, 50°C30s, 52 °C 1min, 72°C &1 min, JL7E
IR359%; 572 °C 8min.
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2.5uL, dNTP Mixture(2.5 mM) 2 uL,51#)(10 pM) 2.5
uL, EEYIF=2ul, rTag DNAZK &S U/ul) 0.125 uL,
TNTE R 75K B&ARFH25 uLo
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Fig.1 ERIC-PCR banding patterns of five LM strains
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Fig.2 Individual ERIC-PCR dendrograms of five LM strains
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Fig.4 Individual Sau-PCR dendrograms of five LM strains
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