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Isolation and identification of one Salmonella-like Escherichia coli isolate
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for Disease Prevention and Control Af filiated with Xinjiang Military Command Region , Uru-
muqi 830011, China)

[Abstract] Objective To identify and characterize one Enterobacteriaceae isolate which could cross-agglutinate
with Salmonella diagnostic anti-serum. Methods Phenotype and genotype of the isolate were determined by cul-
ture, metabolic assay, agglutination reaction, and 16S rRNA sequence phylogenetic analysis, respectively. Results

The isolate was consistent with Escherichia coli on culture and biochemical features, but could cross-agglutinate
with multiple types or group-specific Salmonella anti-serum rather than Escherichia coli anti-serum. 16S rRNA se-
quence analysis revealed that the isolate was identical with Escherichia coli, but was obviously different from Sal-

monella spp. Conclusion One Escherichia coli isolate which can cross-agglutinate with Salmonella diagnostic anti-

serum has been obtained in this study.
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FEEARA 43 BRAR 45l B54V,

1.2 BAALXAMN WITEREEESE (Sal-
monella Shigella Agar,SS) .7 FEHLEENE (MacCon-
key Agar, MAC) .41 35 W B )8 (Eosin Methylene
Blue Agar, EMB) | 7 F& MU 2k 25 iE (Kligler Iron
Agar , KIA) , V-P i 4 B 3t 52 i i 24 w6 5 59 Fh
WITEIZWLIE F 4 Fh EPEC i2W7 I35 S T A8 22
AR F G 77 i s APT20E A Al Al 45 o0 125 [
A= Mt L 352\ 7] (BioMerieux Company) =i o

1.3 BHeadhwmyasr  FEARA 5k
LT SS.MAC,EMB B g F4R . 37 C 1555 24 h
SR B VETEAS s PREL 2 A~ DA S50 s ] BE B 7, 42l
KIA F1 V-P 2 [ KB . 37 C 85 3% 24 h J5 g4
.

L4 fFsfRse JHEHHE TESY R B
i1 AL S OB B D S I TR AT 5 1 min N A
AR BT 25 5 L I DA AE BEER IR A X IR

1.5 H% RNA Fh32 IR bR EFP T LB Bi gt
HOPEWRFE 12 h, Uk S5 mL BEE L3 000 r/min
B0 5 min JRAGF R RDINE, AT 3 mL K Tris-
HCl %% (0. 1 mol/L, pH 7.8), T&E B .LE
BRI, FBRBIW] A7 PR TriZOL™ 5]
X R SRR A TR 5 O RRE . AR
FRULIE Y T 40 pl DEPC Ab B 285 17K . 38 3
1% (m/v) B g W I HL Yk 11 7 %6 %2 , I ] Nano-
drop ND-1000(Thermo Fisher) 284356065 1133
FTREIR E T

1.6 16S rRNA #) R %% F J &84 & 5 (PCR)
K A Takara 16S rDNA Bacterial Identification
PCR A G X B A 16S rRNA #E17— 25 1 ) s
PCRY 14, [ SRR 25 pl, Ho A S IR i
W4 pLCEEZ 200 ng) . 50 C 4% 5% 30 min; $4g-
3RO O R R 95 C AR 30 5,59 CiR 4k 30 s,
72°CHEAf 30 s, I 30 NMEH, KT 72°CHEAH 5
min,

1.7 WA Skstadr MY 3B R R
g A 1 N (/NS i o R N5 A 1 P
BLAST 3% fir 3545 15 51 i 47 2 7% 5 L X, i
DNASTAR lasergene 7. 0 Megalign 2% 4T &5
KAEGHT . EEXEREL Clustal-W k. KGR A H
(GI: 213495400, 301344544), £ % & B8 (GIL.
254939254, 152218530) 5 ¥ |1 W & (Gl
310277743,319433526 1 329749719) 16S rRNA J¢
3 £E T GenBank,

2 HR

2.1 WHkIEA AERE B54V £ SS fil MAC B
3 F U IR [F Y BV . fF EMB K573
R E TR A KIA Bl 24 h J54H#
B, K20, 48 h JE A S0, K2 H 0
PG Ho S FAYE, s BRI, V-P AR BR B . A fRAR
e 2 SRR TR I B 2 B2 FUE 1l 06 1k 1t
I MR IS B (R DL 458 B AR ARG IR ARIE
TR R A B K354 TR 1 AR AR RRAE

F 1 U TRER A B 43 B bR A R R
Table 1 Biochemical reaction features of the Salmonella

like Escherichia coli isolate

Biochemical Escherichia Salmonella

reaction coli spp. B54v
ONPG + - +
ADH + /- + /- -
LDC + + /- +
ODC + /- + /- -
CIT - +/ - -
H»S - + /- -
URE - - -
TDA - - -
IND + - +
VP - - -
GEL - - -
GLU + + +
MAN + + +
INO - - -
SOR + + +
RHA + + /-

SuC + /- - -
MEL + /- - +
AMY - - -
ARA + + /- +
OXI - - -

Coincidence rate 99. 80%
Identification level good good good

+ ; Positive; — : Negative

2.2 himBERE SEKRSUTIEZSEING &
ARG AN SR LI 4 B B0 K 5 A T2 W I v
KA N, T 2,

2.3 16S rRNA bt b it B34V dEf7 3L A
TS ] RT-PCR J5 %% K 16S rRNA #£7
FeSetEY . BIR W BE R F Uk 45 R R iR RS
KR 510 bp YRR 16S rDNA J B, 5 it 45
—H(E 1A, JPHIE 53T 16S rRNA R %5
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A RTaE B, B54V 16S rRNA 515 K g ia
FHEE—H(EB, FEE S SN EEE. 52

I TR R 2R R R B (B 10) .

R 2 UTIRERIIR A B 40 B R 04 I35 58 SCBESE AT

Table 2 Serum cross-agglutination profiles of Salmonella-like Escherichia coli

. Salmonella spp. Escherichia coli
Group or type - - ; E——— E—— Ep——
A-F group O antigen H antigen EPEC EIEC ETEC 0157
Agglutination result + + + + - - - - -
+ ; Positive; — : Negative
M 1 2
A

(bp)

750
500
250

E. coli SCDC-1
E. coli 4106

S. sonnei FBD020
B54V —

S. flexneri CCM20B

=" Ssp.CL107

S. sp. Bz21

S sp. SC-S

I I

4 2

Nucleotide substitutions ( x 100)

A Agarose gel electrophoresis map of 16S rRNA amplicon (M: DL2000 molecular marker; Lane 1.2 was B54V16S rRNA amplicon

[510 bp] and negative control respectively); B;Sequencing of B54V 16S rRNA; C:16S rRNA sequence phylogenetic analysis on B54V
B 1 B54V E kR 16S rRNA JF 5 E 5 W IE 5 b
Figure 1 Amplification and phylogenetic analysis of Salmonella-like E. coli 16S rRNA
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BN s PRI RARI O P AT Be 5 V01 W E = B I
Lo O PR PRI Z 1 B BR 20 b 1 SEpE IR
(A% Hh R (1 b 2I L HE B A R A WA 1R O e
Wang S5 W58 R 1P 1TTIE O 5RGIRATE O .
44+ O25 3 O77 L Ong L TE Y ELAT 5 Ay 3T 0L 1Y S0 R 2
(Backbone) 2544, O Ht it i) 335 5 TA 5T I i
— RYNAHCHE R I . A7 E KT TR R Osy
RIS R 1A Ons B O B g it 36 R 72 42 )7 )
HAW B RIEPES . Rk oe 45 Rk, & /0 4E
JE ML BY A K 545 T -5 00 1) o 25 W 3 400 T HAT A
[ AR S . PRI B T 3R U 5 112 W O R A
TERA B2 .

S BT HERA T L A IS8R R S 1 ik
fili B XA BB 16S rRNA JP 5 #4773 #r. 168
rRNA JE 4 A= Yy i A B AR 20 - i 77 510 43 i
RIS TN BEHE 0 22 5 BRI AT BE 3 K 38 A OO T TR
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A B o e DRI 1 5 5 W] A I DR 4 5 R 1) 68 7 4
HEA Ty WA A R B I s E R R e R T 2 E
PCR™ ™" LB s A 4 0 e s ) 32 1 o
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