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[Abstract] Objective To reveal characteristics of molecular typing of clinically isolated Enterococcus faecalis
(E. faecalis) and its relationship with susceptibility to telithromycin. Methods 320 strains of E. faecalis isolated
from different clinical specimens in Nanshan Hospital of Shenzhen City from 2010 to 2016 were collected. genoty-
ping of E. faecalis was performed by multilocus sequence typing (MLST) , minimum inhibitory concentration of
telithromycin to strains was determined by broth microdilution method, and distribution of drug-resistant gene ermB
was detected by polymerase chain reaction (PCR). Results 320 strains of E. faecalis were divided into 48 ST types
and 56 new ST types, mainly ST16 and ST179. 85 strains (26. 6% ) were ST16, 72 (84.7%) of which were posi-
tive for ermB, 29 (34.1%) were susceptible to telithromycin, 10 (11.8%) were intermediate, 46(54. 1%) were
resistant to telithromycin; 80 strains (25. 0% ) were ST179, 71 (88. 8%) of which were positive for ermB,

15(18.8%) were susceptible to telithromycin, 4 (5. 0%) were intermediate, and 61 (76.3%) were resistant to
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telithromycin. Conclusion ST16 and ST179 are dominant strains of E. faecalis in this hospital, they carry ermB

gene in a high proportion and have high resistance rate to telithromycin.
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Table 1 Antimicrobial susceptibility of 320 strains of
E. faecalis to telithromycin and erythromycin
(No. of isolates)
BLHE 254 S I R
TR GE 156 26 138
AEE 14 56 250

S HUR LA R 2y

(65.9%);ST179 B 80 #k, H i 71 #k ermB A,
XF A& A R MU 15 Bk (18 820D, Tt 25 65 %
(81.3%)3ST30 B 13 £k (4. 1%), Hop 8 £k ermB
BRI % 2% ) 8 R BUBE 11 B (84, 620) . it 2 2 #k
(15. 4%); H: 4y ST M 142 k., 56 ¥k # H#F ermB
S ZE M E R 2 41 #£(28.9%) . AR MLST
FEW R X L1 % R N H A R 1 MIC i ) ermB
HE R HE A1 0 DL 2.

F 2 KA MLST €3k T X 2075 R M 28 R85 R 19 MIC {H K ermB F: K #4155 B0
Table 2 MIC values of telithromycin and erythromycin to different MLST of E. faecalis as well as carriage of ermB gene
2145 R (pg/mL) % R (pg/mL) ermB
MLST AL

0.5 1 2 4 =8 MICs,/MICy, <0.5 1 2 4 =8 MICs,/MICyy F =
ST16 85 0 2 4 1 78 >=128/>128 25 4 10 36 10 4/8 72 13
ST179 80 1 6 3 0 70 >=128/>128 15 0 4 48 13 4/8 71 9
ST30 13 1 1 1 0 10 >=128/>128 11 0 1 1 0 <0.5/1 8 5
ST28 7 0 0 0 0 7 =>128/>128 6 0 1 0 0 <<0.5/2 2 5
ST403 4 0 0 0 0 4 >=128/>128 1 0 1 2 0 2/4 3 1
ST480 3 0 1 0 0 2 32/>=128 1 1 0 1 1/4 1 2
STo6 5 0 0 0 1 4 >=128/>=128 1 0 0 3 1 4/8 4 1
ST409 4 0 0 0 1 3 16/>128 4 0 0 0 0 <0.5/<0.5 3 1
ST4 3 0 0 0 0 3 =>128/>128 1 1 1 0 0 1/2 3 0
ST40 3 0 1 1 1 0 2/4 3 0 0 0 0 <0.5/<20.5 0 3
ST44 3 0 0 0 0 3 128/>=128 3 0 0 0 0 <0.5/<<0.5 1 2
ST11 6 3 0 0 0 3 0.5/>128 6 0 0 0 0 <0.5/<0.5 0 6
ST21 4 1 1 1 0 1 1/64 4 0 0 0 0 <C0.5/=0.5 0 4
ST314 2 0 0 2 0 0 2/2 2 0 0 0 0 <0.5/<0.5 0 2
ST41 2 0 0 0 0 2 64/64 2 0 0 0 0 <0.5/<20.5 0 2
ST47 2 0 0 1 0 1 2/64 2 0 0 0 0 <0.5/<0.5 1 1
ST476 2 0 0 0 0 2 >=128/>>128 0 0 0 1 1 4/8 2 0
ST541 3 0 1 1 0 1 2/2>128 2 0 0 1 0 <0.5/4 1 2
ST79 2 0 2 0 0 0 1/1 2 0 0 0 0 <0.5/=0.5 1 1
ST191 2 0 0 2 0 0 2/2 2 0 0 0 0 <0.5/<20.5 0 2
ST387 2 1 0 1 0 0 <0.5/2 2 0 0 0 0 <0.5/<0.5 0 2
NT 56 6 4 8 2 36 128/>>128 39 0 4 11 2 0.06/4 20 36
Hfls 27 1 p) 3 1 20 128/=128 15 1 4 5 2 0.25/4 14 13
At 320 14 21 28 7 250 128/>128 149 7 26 109 29 2/4 207 113
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Table 3 Comparison of erythromycin and telithromycin susceptibility of different MLST types of E. faecalis
AR FNC/ ) % 2R ()
MLST X2 P X2 P

S 1 R S 1 R

ST16 0 7 78 33.900 <20. 001 29 10 46 85.591 <20. 001
ST179 1 9 70 15 4 61
ST30 1 2 10 11 1 1
HoAfth 12 38 92 101 11 30

R4 REEW ermB B FE N BRI 20 % R KA R ML R
Table 4 Comparison of erythromycin and telithromycin susceptibility of E. faecalis with or without ermB gene
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