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ERIC-PCR and Sau-PCR analysis of food-borne Listeria monocytogenes
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Abstract: To investigate the distribution of serotypes, genetic rela-
tivity and epidemiological characteristic of Listeria monocytogenes ’ i
Seong-Keun Byun [ RAPD

(LM). 22 LM strains isolated from Guangzhou and Xiamen were in-
vestigated by ERIC-PCR and Sau-PCR. Results of ERIC-PCR 54
showed that these strains were distributed in 8 patterns (a-h). The
main pattern was pattern h, and the number of strains was 8. Geno-

typing using Sau-PCR showed that all tested strains were grouped in-

[5] “PC
to 7 clusters (A-G). These results indicated the genetic relativity and ° Sau-PCR AFLP
epidemiological characteristic of different LM food-borne isolates.
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Table 1 The information of 22 LM strains
Tn916
LM1 1/2bC  3b) +
LM?2 1/2aC  3a) +
LM3 1/2aC  3a) +
LM4 1/2aC  3a) +
LM?5 1/2aC  3a) +
LMG6 1/2¢C 30 +
LM7 1/2bC  3b) +
LMS8 1/2bC  3b) +
LM9 1/2aC  3a) +
LM10 1/2aC  3a) +
LMI11 1/2aC  3a) +
LM12 1/2¢C 30) +
LM13 1/2bC  3b) -
LM14 1/2¢C 30 -
LM15 1/2bC  3b) —
LM16 1/2aC  3a) -
LM17 1/2bC  3b) -
LM18 1/2¢C 30) -
LM19 1/2bC  3b) -
LM20 1/2aC  3a) -
LM21 1/2bC  3b) -
LM22 1/2aC  3a) -
t o+ 3

1.2
PCR .T100 , Thermo ;
: SmartSpec Plus Bio-Rad
:GelDocEQ Bio—Rad ;
SAU3AI. 150 U,
(Takara) ;
Taq polymerase: 250 U,
(Takara) ;
DNA : (Magen) ,
1.3
1.3.1 LM DNA —80 C 80%
LM , BHI , 37°C
24 h 3 mL BHI .37
C (ODs4, =0.8), DNA
s DNA,
1.3.2 ERIC-PCR ERIC-PCR 187,

Eric-F: 5 ’-ATGTAAGCTCCTGGGGATTCAG-3’, Eric-R:
5’-AAGTAAGTGACTGGGGTGAGCG-37,

s PAGE
PCR :10 X PCR buffer 2.5 pL(pH=28.3);
dNTP Mixture (2.5 mM) 2.0 pL. (10 uM) 2
.0 pL.rTaq DNA (5 U/pL) 0.2 pL.DNA 35
ng, 25 ul.,
PCR ;95 C 5 min; 94 C 30 5,50
‘C 30,52 °C 1min,72 C 1 min, 35 72
‘C 8 min,4 C .
1.3.3 SauPCR
(1) Sau3Al DNA.: ,
per 200 ng DNA,2 pL 10 X H buffer
»1 L Sau3Al,
20 L, .37 °C 5 h,
DNA s —20 C B
(2 : [13]. 2,
PAGE, o
2

Table 2 Primers used in this study and annealing
temperatures for the high-stringency step of

Sau-PCR amplification

(5-3) /bp /C
SAUT CCGCCGCG-GATC-T 13 44
STG CCGCCGCG-GATC-TG 14 48
SAG CCGCCGCG-GATC-AG 14 48
SGAG CCGCCGCG-GATC-GAG 15 52
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WA RAEHLA ERIC-PCR 4r & if i %Y
LM17 i i — a 1/2b 2% 3b
LM22 it — b 1/2a 8 3a
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LM20 %% — I 1/2a 5% 3a
LM19 i — ¢ 1/2b 8% 3b
LM11 JE1] d 1/2a 8% 3a
LM14 il — e 12¢ 5% 3¢
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The dendrogram of ERIC-PCR patterns and serotype for LM
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Figure 2 The Sau-PCR results of LM generated

by different primers
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