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Background. Salmonella enterica serovar Typhi is a predominant cause of bloodstream infections in sub-Saharan Africa (SSA).
Increasing numbers of S. Typhi with resistance to ciprofloxacin have been reported from different parts of the world. However, data
from SSA are limited. In this study, we aimed to measure the ciprofloxacin susceptibility of S. Typhi isolated from patients with
febrile illness in SSA.

Methods. Febrile patients from 9 sites within 6 countries in SSAwith a body temperature of ≥38.0°C were enrolled in this study.
Blood samples were obtained for bacterial culture, and Salmonella isolates were identified biochemically and confirmed by multiplex
polymerase chain reaction (PCR). Antimicrobial susceptibility of all Salmonella isolates was performed by disk diffusion test, and
minimum inhibitory concentrations (MICs) against ciprofloxacin were measured by Etest. All Salmonella isolates with reduced sus-
ceptibility to ciprofloxacin (MIC > 0.06 µg/mL) were screened for mutations in quinolone resistance-determining regions in target
genes, and the presence of plasmid-mediated quinolone resistance (PMQR) genes was assessed by PCR.

Results. A total of 8161 blood cultures were performed, and 100 (1.2%) S. Typhi, 2 (<0.1%) Salmonella enterica serovar Paratyphi A,
and 27 (0.3%) nontyphoid Salmonella (NTS) were isolated. Multidrug-resistant S. Typhi were isolated in Kenya (79% [n = 38]) and Tan-
zania (89% [n = 8]) only. Reduced ciprofloxacin-susceptible (22% [n = 11]) S. Typhi were isolated only in Kenya. Among those 11 iso-
lates, all had a Glu133Gly mutation in the gyrA gene combined with either a gyrA (Ser83Phe) or gyrB mutation (Ser464Phe). One
Salmonella Paratyphi A isolate with reduced susceptibility to ciprofloxacin was found in Senegal, with 1 mutation in gyrA (Ser83Phe)
and a second mutation in parC (Ser57Phe). Mutations in the parE gene and PMQR genes were not detected in any isolate.

Conclusions. Salmonella Typhi with reduced susceptibility to ciprofloxacin was not distributed homogenously throughout SSA. Its
prevalence was very high in Kenya, and was not observed in other study countries. Continuous monitoring of antimicrobial susceptibility
is required to follow the potential spread of antimicrobial-resistant isolates throughout SSA.

Keywords. sub-Saharan Africa; ciprofloxacin; S. Typhi; susceptible.

Globally, there were 22 million cases of Salmonella enterica se-
rovar Typhi in 2000 [1], and a disease burden of 12 million dis-
ability-adjusted life-years was estimated in 2010 [2]. After
Southeast Asia, sub-Saharan Africa is the region that is most

predominantly affected by S. Typhi infections, where the organ-
ism represents one of the leading causes of bloodstream infec-
tions [1, 3]. Treatment of S. Typhi infections can be challenging,
with the increase of resistance to the former first-line drugs am-
picillin, chloramphenicol, and trimethoprim-sulfamethoxazole
(SXT). Resistance against all these 3 antimicrobials has been
spreading since the 1990s in parts of Asia and Africa and is de-
fined as multidrug-resistant (MDR) S. Typhi [4]. The emer-
gence of MDR strains led the World Health Organization in
2003 to change recommendations for the first-line treatment
for MDR strains of S. Typhi to ciprofloxacin or cefixime [4].
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However, recently high proportions of isolates with reduced
susceptibility to ciprofloxacin are increasingly reported in S.
Typhi, particularly from Cambodia (90%), Iraq (81%), Egypt
(36%), and Kenya (13%) [5, 6]. The reported treatment failures
of ciprofloxacin in S. Typhi infections [7, 8] led the Clinical and
Laboratory Standards Institute (CLSI, 2012) and the European
Committee for Antimicrobial Susceptibility Testing (EUCAST,
version 4, 2014) to lower the ciprofloxacin susceptibility
breakpoint to a minimum inhibitory concentration (MIC) of
≤0.06 µg/mL [9].

The aim of this study was to investigate the ciprofloxacin sus-
ceptibility of S. Typhi in Burkina Faso, Guinea-Bissau, Kenya,
Madagascar, Senegal, and Tanzania and to identify chromosomal
mutations and/or plasmid-mediated quinolone resistance genes
(PMQRs) associated with ciprofloxacin susceptibility.

METHODS

Study Design and Study Sites
This study was nested within the multicenter, multicountry Ty-
phoid Fever Surveillance in Africa Program (TSAP) study. This
substudy was conducted at 9 different healthcare facilities [10].
These healthcare facilities were located in Nikoko and Polesgo
in Burkina Faso, Bandim in Guinea-Bissau, Kibera in Kenya,
Imerintsiatosika and Isotry in Madagascar, Pikine in Senegal,
and Moshi in Tanzania. The healthcare facilities in Madagascar
and the Polesgo healthcare center in Burkina Faso had no inpa-
tient facility; thus, recruitment was restricted to the outpatient
department (Table 1). The other health posts enrolled patients
from both inpatient and outpatient departments. Patients with
fever ≥38.0°C who attended those healthcare facilities were el-
igible for study recruitment. The patients were enrolled in this

study if written informed consent was obtained and blood cul-
ture was performed.

Bacterial Isolation and Identification at Site
Blood samples from the patients were obtained via venipunc-
ture, inoculated into blood culture bottles, and incubated in a
continuously monitored blood culture instrument (Bactec
2050, Becton Dickinson, Franklin Lakes, New Jersey; BacTAlert,
bioMérieux, Durham, North Carolina). Broth from positive
blood culture bottles was plated on MacConkey agar, Columbia
agar enriched with 5% sheep blood, and chocolate agar (Oxoid,
Hampshire, United Kingdom). Salmonella enterica was con-
firmed by API 20E biochemical testing (bioMérieux, Marcy
L’Etoile, France) and the Oxoid Salmonella Latex Test. At
the study laboratories, all Salmonella isolates were stored at
−80°C before transportation on dry ice to the reference labora-
tory at the Bernhard Nocht Institute for Tropical Medicine in
Hamburg, Germany (BNITM), where the isolates were again
stored at −80°C until further processing.

Antimicrobial Susceptibility Testing
Identification of the Salmonella and antimicrobial susceptibility
testing was repeated at BNITM. Antimicrobial susceptibility
testing was performed by disk diffusion method according to
the CLSI M100-S23 guidelines (www.clsi.org). All Salmonella
isolates were tested against ampicillin, chloramphenicol, SXT,
ciprofloxacin, and ceftriaxone. Salmonella Typhi that were
resistant to ampicillin, chloramphenicol, and SXT were defined
as MDR [4]. All Salmonella were further screened for ciproflox-
acin resistance by Etest (Oxoid) to determine their MIC. Ac-
cording to CLSI M100-S23 guidelines, invasive Salmonella
isolates were classified as having reduced susceptibility to cipro-
floxacin if they had an MIC between 0.12 and 0.5 µg/mL [9].

Table 1. Demographic and Laboratory Investigation Results From Patients and Isolates, Typhoid Fever Surveillance in Africa Program, September 2011–
December 2013

Country Burkina Faso Guinea Bissau Senegal Madagascar Tanzania Kenya

Demographics

Patients recruited, No. 1674 1021 1058 2477 680 1251

Children aged <15 y, No. (%) 1227 (73) 914 (90) 287 (27) 641 (29) 362 (53) 950 (75)

Median age (25th, 75th percentile) 6 (2, 17) 3 (1, 7) 22 (14, 32) 24 (14, 37) 10 (1, 34) 7 (4, 14)

Female, No. (%) 871 (52) 487 (48) 468 (44) 1567 (63) 360 (53) 624 (50)

Inpatients, No. (%) 66 (4) 224 (22) 241 (23) 0 (0)a 376 (55) 0 (0)a

Blood culture results

Total BCs performed, No. 1674 1021 1058 2477 680 1251

Total pathogen, No. (% of total BCs performed) 58 (3) 30 (3) 30 (3) 26 (1) 25 (4) 107 (9)

BCs positive for S. Typhi, No. (% of pathogens) 15 (26) 3 (10) 7 (23) 8 (31) 9 (36) 54 (50)

BCs positive for S. Paratyphi, No. (% of pathogens) 0 (0) 0 (0) 2 (7) 0 (0) 0 (0) 0 (0)

BCs positive for NTS, No. (% of pathogens) 11 (20) 7 (23) 1 (3) 1 (4) 2 (8) 6 (6)

Antibiotic resistance of S. Typhi

Multidrug resistantb (% of available S. Typhi) 0 (0) 0 (0) 0 (0) 0 (0) 8 (89) 38 (79)

Ciprofloxacin nonsusceptible (% of available S. Typhi) 0 (0) 0 (0) 0 (0) 0 (0) 0 (0) 11 (23)

Abbreviations: BC, blood culture; NTS, nontyphoidal Salmonella.
a Healthcare with outpatient department only.
b Resistant to ampicillin, chloramphenicol, and trimethoprim-sulfamethoxazole.
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DNAwas extracted from all Salmonella isolates using QIAamp
DNAmini kit (Qiagen, Hilden, Germany) according to the man-
ufacturer’s instructions. Extracted DNAwas stored at−20°C until
polymerase chain reaction (PCR) amplification. Salmonella iso-
lates were confirmed by a multiplex PCR assay using primers
to detect S. enterica [11] and S. Typhi [12]. Salmonella enterica
serovar Paratyphi A isolates were confirmed according to the
White–Kauffmann–Le Minor serotyping scheme [13].

All S. Typhi and S. Paratyphi isolates with ciprofloxacin
MIC > 0.06 µg/mL were screened for mutations in the gyrA,
gyrB, parC, and parE genes. DNA was amplified as described
previously [14]. In brief, PCR amplification was performed
using Expand Long Template enzyme (Roche Diagnostics) with
1.75 mM magnesium chloride, 350 mM deoxyribonucleotide tri-
phosphate mix, and 1 µM of each primer. The PCR condition was
30 cycles of denaturation (92°C for 1 minute), annealing (62°C for
1 minute), and extension (68°C for 2 minutes), followed by a final
extension of 10 minutes. The amplified PCR products were sub-
jected to purification and bidirectional sequencing at Eurofins
Genomics, Hamburg, Germany. The sequenced data were ana-
lyzed with SeqScape software version 2.1.1 (Applied Biosystems).

Detection of Plasmid-Mediated Quinolone Resistance Genes
Reduced ciprofloxacin-susceptible S. Typhi isolates were screened
for the presence of PMQR determinants qnrA, qnrB, and qnrS
[15] and the quinolone efflux pump determinant qepA [16].
A multiplex PCR assay was performed following the procedure
described by Liu et al [17].

Statistical Analysis
All descriptive statistical analyses were performed with Stata soft-
ware version 12 (StataCorp LP, College Station, Texas). Age was
described using the median and interquartile range (IQR).

Research Ethics
The study was approved by the ethical review board of BNITM,
the International Vaccine Institute (Seoul, Korea), all collabo-
rating institutions, and the national ethical review bodies of
each participating country.

RESULTS

A total of 8161 patients were enrolled in 9 study sites across 6
sub-Saharan African countries; 4376 (53.6%) were female. The
median age of all patients was 12.5 years (IQR, 4–27 years), and

4381 (53.7%) were <15 years of age. Bacterial pathogens were
identified in 276 (3.5%) blood cultures. Among them, 130
(47.1%) were confirmed to be Salmonella enterica, of which
100 (36.2%) were S. Typhi, 2 (0.7%) were S. Paratyphi A, and
28 (10.1%) were NTS. Salmonella Typhi were more commonly
isolated in Kenya (n = 54), followed by Burkina Faso (n = 18),
Tanzania (n = 9), Madagascar (n = 9), Senegal (n = 7), and Guin-
ea-Bissau (n = 3) (Table 1). Both S. Paratyphi Awere isolated from
Senegal. Ten S. Typhi (6 from Kenya, 3 from Burkina Faso, and 1
from Madagascar) were not available for ciprofloxacin Etest.

Among the 90 available S. Typhi isolates, 38 of 48 (79.2%)
from Kenya and 8 of 9 (88.9%) from Tanzania were MDR. In
Kenya, the proportion of MDR S. Typhi was 78.0% (32 of 41)
in 2012 and 85.7% (6 of 7) in 2013. Reduced ciprofloxacin sus-
ceptibility was detected in 11 S. Typhi isolates from Kenya only;
their MICs were within the range of 0.25–0.5 µg/mL. The pro-
portion of isolates with reduced susceptibility to ciprofloxacin
was 19.5% (8/41) in 2012 and 42.9% (3/7) in 2013 (P = .174,
proportion test). All S. Typhi isolates from other countries
were identified as susceptible to ciprofloxacin. Both S. Paratyphi
A isolates from Senegal were susceptible to ampicillin, chloram-
phenicol, SXT, and ceftriaxone. However, 1 of 2 S. Paratyphi
A isolates was found to have reduced susceptibility to ciproflox-
acin and had an MIC of 0.5 µg/mL.

Sequence analyses of gyrA, gyrB, parC, and parE genes from the
S. Typhi and S. Paratyphi A isolates with reduced susceptibility to
ciprofloxacin showed that all strains had at least 2 mutations as-
sociated with fluoroquinolone resistance. All S. Typhi isolates
with reduced susceptibility to ciprofloxacin had a mutation in
the gyrA gene at codon 133 (glutamic acid to glycine) along
with a second mutation either in the gyrA gene at codon 83 (ser-
ine to phenylalanine) (n = 8) or within the gyrB gene at codon 464
(serine to phenylalanine) (n = 3). The S. Paratyphi A isolate with
reduced susceptibility to ciprofloxacin had 1 mutation in gyrA at
codon 83 (serine to phenylalanine) and an additional mutation in
parC at codon 57 (threonine to serine) (Table 2). No mutations
were identified in parE, and all strains were negative by PCR for
the PMQR genes qnrA, qnrB, qnrS, and qepA.

DISCUSSION

The results of the study demonstrate a high prevalence of
S. Typhi with reduced susceptibility to ciprofloxacin in Kenya;

Table 2. Alteration of Amino Acids in Quinolone Resistance-Determining Regions Among Salmonella Typhi With Reduced Susceptibility to Ciprofloxacin,
Typhoid Fever Surveillance in Africa Program Sites, 2012–2013

Ciprofloxacin MIC, µg/mL Isolate Frequency Position 1 Amino Acid (Codon) Change Position 2 Amino Acid (Codon) Change

0.250 S. Typhi 3 gyrA 133 Glu to Gly (GAA to GGA) gyrB 464 Ser to Phe (TCC to TTC)

0.500 S. Typhi 8 gyrA 133 Glu to Gly (GAA to GGA) gyrA 83 Ser to Phe (TCC to TTC)

0.500 S. Paratyphi A 1 parC 57 Thr to Ser (ACC to AGC) gyrA 83 Ser to Phe (TCC to TTC)

Abbreviations: Glu, glutamic acid; Gly, glycine; MIC, minimum inhibitory concentration; Phe, phenylalanine; Ser, serine; Thr, threonine.
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only ciprofloxacin-susceptible isolates were detected at the other
study sites. In Kenya, the proportion of S. Typhi isolates with
reduced susceptibility to ciprofloxacin was 20% in 2012 and
43% in 2013, and MDR was 79% in 2012 and 86% in 2013. A
previous Kenyan study conducted between 2004 and 2006
found that 13% of S. Typhi isolates had reduced susceptibility
to ciprofloxacin and 70% were MDR [18]. These data suggest
a trend of increasing prevalence of drug-resistant S. Typhi in re-
cent years. This increase in the prevalence of S. Typhi with re-
duced susceptibility to ciprofloxacin has been additionally
reported from other parts of the African continent, including
the Democratic Republic of the Congo (15%) and South Africa
(5%) [19, 20].

This study demonstrates also a high prevalence of MDR
S. Typhi in Tanzania. In Burkina Faso, Guinea-Bissau, Mada-
gascar, and Senegal, only low numbers of S. Typhi were isolated,
and none were MDR. Data on antimicrobial resistance are lim-
ited from these countries. In a study conducted in Burkina Faso,
12 S. Typhi were isolated from 711 febrile patients; none were
MDR or ciprofloxacin resistant [21]. A survey conducted in
Guinea-Bissau in 2010 isolated neither MDR nor ciprofloxa-
cin-resistant isolates among 3 S. Typhi strains [22]. Surveillance
data from Senegal between 1999 and 2009 reported 127 S.
Typhi; again, none were fluoroquinolone resistant or MDR
[23], whereas another Senegalese study of data up to 2002 re-
ported 1 of 232 isolates (0.4%) to be MDR [24]. These data sup-
ported our findings of a very low prevalence of antimicrobial
resistance among S. Typhi in many parts of West Africa.

In this study, all the S. Typhi isolates with reduced suscepti-
bility to ciprofloxacin had >1 mutation in genes associated with
quinolone resistance. All isolates shared a common mutation in
the gyrA gene at codon 133 combined with either a second mu-
tation in the same gene at codon 83 or in the gyrB gene at codon
464. The double gryA mutant, with mutations at codon 83 (ser-
ine to phenylalanine/tyrosine) and codon 133 (glutamic acid to
glycine), has been previously identified in S. Typhi with a cip-
rofloxacin MIC of >0.06 µg/mL in the Democratic Republic of
the Congo [20]. It has been shown in Salmonella enterica sero-
var Typhimurium that triple mutations at codon 83 and 87 of
gyrA and at codon 464 of gyrB confer complete ciprofloxacin
resistance (MIC of 16–32 µg/mL) [25]. The double mutation
in gyrA (codon 133) and gyrB (codon 464) has not been asso-
ciated with complete ciprofloxacin resistance. Only single alter-
ations to phenylalanine in gyrB at codon 464 have been reported
previously from Bangladesh, India, and Vietnam in S. Typhi,
with a ciprofloxacin MIC ranging from 0.12 to 0.5 µg/mL
[26]. Taken together, these data suggest that double mutations
at those positions cause only reduced susceptibility in S. Typhi.

The S. Paratyphi A isolate with reduced susceptibility to cip-
rofloxacin from Senegal, with a gyrA mutation at codon 83 and
a parC mutation at codon 57, had little effect on MIC in this
study. The second mutation, which alters threonine to serine,

has been previously reported in Hong Kong [27] and South
Africa [19], and also has a modest effect on the MIC to cip-
rofloxacin. To our knowledge, there is only 1 report from sub-
Saharan Africa (Burkina Faso) on the identification of an
S. Paratyphi A isolate with reduced susceptibility to ciprofloxacin
with a mutation in the gyrB gene at position 464 [28]. However,
ciprofloxacin-resistant S. Paratyphi A isolates have been reported
since the mid-1990s from the Indian subcontinent [29–31].

In this study, we did not measure the effect of other resistance
mechanisms that may have an effect of ciprofloxacin MIC, such
as increased efflux pump activity. That underlying resistance
mechanism might also play a role in decreasing the susceptibil-
ity of ciprofloxacin among the S. Typhi of this study.

CONCLUSIONS

This study identified a substantial number of S. Typhi isolates
with reduced susceptibility to ciprofloxacin from Kenya and
indicates a rapid increase in the proportion of S. Typhi strains
displaying reduced ciprofloxacin susceptibility in recent years.
A high prevalence of MDR S. Typhi was found in Kenya and
Tanzania, whereas S. Typhi isolates from Burkina Faso, Guinea-
Bissau, Madagascar, and Senegal were susceptible to all anti-
microbial agents tested. In Kenya, physicians should be aware
that empirical antimicrobial therapy with ampicillin, chloram-
phenicol, SXT, and ciprofloxacin for S. Typhi infections might not
be effective. In Burkina Faso, Tanzania, Madagascar, Senegal, and
Guinea-Bissau, continuous monitoring of antimicrobial suscepti-
bility is required to detect the emergence of ciprofloxacin resis-
tance to adjust treatment regimens in a timely manner.

Notes
Acknowledgments. We thank Silvia Herrera León from the National

Centre of Microbiology, Instituto de Salud Carlos III, Madrid, Spain, for
providing us with Salmonella reference strains. We also thank Christa
Ehmen from the Department of Molecular Medicine, Bernhard Nocht
Institute for Tropical Medicine, for analyzing the gene sequencing data of
the study isolates.
Disclaimer. The findings and conclusions contained within are those

of the authors and do not necessarily reflect positions or policies of the
Bill & Melinda Gates Foundation. The funders had no role in study design,
data collection and analysis, decision to publish, or preparation of the
manuscript.
Financial support. This research was funded by the Bill & Melinda

Gates Foundation (OPPGH5231). The International Vaccine Institute
(IVI) acknowledges its donors, including the Republic of Korea and the
Swedish International Development Cooperation Agency. This publication
was made possible through a grant from the Bill & Melinda Gates Founda-
tion (OPP1129380).
Supplement sponsorship. This article appears as part of the supplement

“Typhoid Fever Surveillance in Africa Program (TSAP),” sponsored by the
International Vaccine Institute.
Potential conflicts of interest. J. A. C. has received institutional grant

support from the UK Biotechnology and Biological Sciences Research
Council and the National Institutes of Health. H. R. has received institution-
al grant support and travel support from IVI. A. G. S. has received institu-
tional grant support from Institut Pasteur Dakar. S. E. P. and A. B. S. have
received institutional grant support from IVI. L. P. K. and E. S. have received
equipment for typhoid surveillance from the laboratory of Schiphra private

Ciprofloxacin Susceptibility of S. Typhi • CID 2016:62 (Suppl 1) • S45

 by guest on M
arch 1, 2016

http://cid.oxfordjournals.org/
D

ow
nloaded from

 

http://cid.oxfordjournals.org/


medical centre. All other authors report no potential conflicts. All authors
have submitted the ICMJE Form for Disclosure of Potential Conflicts of
Interest. Conflicts that the editors consider relevant to the content of the
manuscript have been disclosed.

References
1. Crump JA, Luby SP, Mintz ED. The global burden of typhoid fever. Bull World

Health Organ 2004; 82:346–53.
2. Murray CJL, Vos T, Lozano R, et al. Disability-adjusted life years (DALYs) for 291

diseases and injuries in 21 regions, 1990-2010: a systematic analysis for the Global
Burden of Disease Study 2010. Lancet 2012; 380:2197–223.

3. Crump JA, Mintz ED. Global trends in typhoid and paratyphoid fever. Clin Infect
Dis 2011; 11:160.

4. World Health Organization. Background document : the diagnosis, treatment and
prevention of typhoid fever, 2003. Available at: http://www.who.int/rpc/
TFGuideWHO.pdf. Accessed 14 September 2015.

5. Vlieghe ER, Phe T, de Smet B, et al. Azithromycin and ciprofloxacin resistance in
Salmonella bloodstream infections in Cambodian adults. PLoS Negl Trop Dis
2012; 6.

6. Rahman BA, Wasfy MO, Maksoud MA, Hanna N, Dueger E, House B. Multi-drug
resistance and reduced susceptibility to ciprofloxacin among Salmonella enterica
serovar Typhi isolates from the Middle East and Central Asia. New Microbes New
Infect 2014; 2:88–92.

7. Aarestrup FM, Wiuff C, Mølbak K, Threlfall EJ. Is it time to change fluoroquin-
olone breakpoints for Salmonella spp.? Antimicrob Agents Chemother 2003;
47:827–9.

8. Wain J, Hoa NT, Chinh NT, et al. Quinolone-resistant Salmonella Typhi in Viet
Nam: molecular basis of resistance and clinical response to treatment. Clin Infect
Dis 1997; 25:1404–10.

9. Humphries RM, Fang FC, Aarestrup FM, Hindler JA. In vitro susceptibility testing
of fluoroquinolone activity against Salmonella: recent changes to CLSI standards.
Clin Infect Dis 2012; 55:1107–13.

10. von Kalckreuth V, Konings F, Aaby P, et al. The Typhoid Fever Surveillance in
Africa Program (TSAP): clinical, diagnostic, and epidemiological methodologies.
Clin Infect Dis 2016; 62(suppl 1):S9–16.

11. Kim S, Frye JG, Hu J, Fedorka-Cray PJ, Gautom R, Boyle DS. Multiplex PCR-
based method for identification of common clinical serotypes of Salmonella enter-
ica subsp. enterica J Clin Microbiol 2006; 44:3608–15.

12. Park SH, Kim HJ, Cho WH, et al. Identification of Salmonella enterica subspecies I,
Salmonella enterica serovars Typhimurium, Enteritidis and Typhi using multiplex
PCR. FEMS Microbiol Lett 2009; 301:137–46.

13. Grimont P, Weill F-X. Antigenic formulae of the Salmonella servovars. WHO Col-
laborating Centre for reference and research on Salmonella. 9th ed. 2007:1–167.
Available at: https://www.pasteur.fr/ip/portal/action/WebdriveActionEvent/oid/
01s-000036-089. Accessed 7 April 2015.

14. Chau TT, Campbell JI, Galindo CM, et al. Antimicrobial drug resistance of Salmo-
nella enterica serovar Typhi in Asia and molecular mechanism of reduced suscept-
ibility to the fluoroquinolones. Antimicrob Agents Chemother 2007; 51:4315–23.

15. Robicsek A, Strahilevitz J, Sahm DF, Jacoby GA, Hooper DC. qnr prevalence in
ceftazidime-resistant Enterobacteriaceae isolates from the United States. Antimi-
crob Agents Chemother 2006; 50:2872–4.

16. Yamane K, Wachino JI, Suzuki S, et al. New plasmid-mediated fluoroquinolone
efflux pump, QepA, found in an Escherichia coli clinical isolate. Antimicrob
Agents Chemother 2007; 51:3354–60.

17. Liu JH, Deng YT, Zeng ZL, et al. Coprevalence of plasmid-mediated quinolone
resistance determinants QepA, Qnr, and AAC(6)-Ib-cr among 16S rRNA methyl-
ase RmtB-producing Escherichia coli isolates from pigs. Antimicrob Agents Che-
mother 2008; 52:2992–3.

18. Mengo DM, Kariuki S, Muigai AWT, Revathi GN. Trends in Salmonella enterica
serovar Typhi in Nairobi, Kenya from 2004 to 2006. J Infect Dev Ctries 2010;
4:393–6.

19. Smith AM, Govender N, Keddy KH. Quinolone-resistant Salmonella Typhi in
South Africa, 2003–2007. Epidemiol Infect 2010; 138:86–90.

20. Lunguya O, Lejon V, Phoba M-F, et al. Salmonella Typhi in the Democratic Re-
public of the Congo: fluoroquinolone decreased susceptibility on the rise. PLoS
Negl Trop Dis 2012; 6:e1921.

21. Maltha J, Guiraud I, Kaboré B, et al. Frequency of severe malaria and invasive bac-
terial infections among children admitted to a rural hospital in Burkina Faso. PLoS
One 2014; 9:1–8.

22. Isendahl J, Manjuba C, Rodrigues A, et al. Prevalence of community-acquired bac-
teraemia in Guinea-Bissau: an observational study. BMC Infect Dis 2014; 14.

23. Harrois D, Breurec S, Seck A, et al. Prevalence and characterization of extended-
spectrum β-lactamase-producing clinical Salmonella enterica isolates in Dakar,
Senegal, from 1999 to 2009. Clin Microbiol Infect 2014; 20:O109–16.

24. Dromigny J-A, Perrier-Gros-Claude J-D. Antimicrobial resistance of Salmonella
enterica serotype Typhi in Dakar, Senegal. Clin Infect Dis 2003; 37:465–6.

25. Casin I, Breuil J, Darchis JP, Guelpa C, Collatz E. Fluoroquinolone resistance
linked to GyrA, GyrB, and ParC mutations in Salmonella enterica Typhimurium
isolates in humans. Emerg Infect Dis 2003; 9:1455–7.

26. Song Y, Roumagnac P, Weill FX, et al. A multiplex single nucleotide polymor-
phism typing assay for detecting mutations that result in decreased fluoroquino-
lone susceptibility in Salmonella enterica serovars Typhi and Paratyphi A.
J Antimicrob Chemother 2010; 65:1631–41.

27. Ling JM, Chan EW, Lam AW, Cheng AF. Mutations in topoisomerase genes of
fluoroquinolone-resistant salmonellae in Hong Kong. Antimicrob Agents Chemo-
ther 2003; 47:3567–73.

28. Baucheron S, Monchaux I, Le Hello S, Weill FX, Cloeckaert A. Lack of efflux me-
diated quinolone resistance in Salmonella enterica serovars Typhi and Paratyphi A.
Front Microbiol 2014; 5:1–6.

29. Brown NM, Millar MR, Frost JA, Rowe B. Ciprofloxacin resistance in Salmonella
Paratyphi A. J Antimicrob Chemother 1994; 33:1258–9.

30. Chandel DS, Chaudhry R, Dhawan B, Pandey A, Dey AB. Drug-resistant
Salmonella enterica serotype Paratyphi A in India. Emerg Infect Dis 2000; 6:
420–1.

31. Hassing RJ, Menezes GA, Van Pelt W, Petit PL, Van Genderen PJ, Goessens WHF.
Analysis of mechanisms involved in reduced susceptibility to ciprofloxacin in Sal-
monella enterica serotypes Typhi and Paratyphi A isolates from travellers to South-
east Asia. Int J Antimicrob Agents 2011; 37:240–3.

S46 • CID 2016:62 (Suppl 1) • Al-Emran et al

 by guest on M
arch 1, 2016

http://cid.oxfordjournals.org/
D

ow
nloaded from

 

http://www.who.int/rpc/TFGuideWHO.pdf
http://www.who.int/rpc/TFGuideWHO.pdf
https://www.pasteur.fr/ip/portal/action/WebdriveActionEvent/oid/01s-000036-089
https://www.pasteur.fr/ip/portal/action/WebdriveActionEvent/oid/01s-000036-089
http://cid.oxfordjournals.org/


<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /PageByPage
  /Binding /Left
  /CalGrayProfile ()
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.5
  /CompressObjects /Off
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages false
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.1000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 524288
  /LockDistillerParams false
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo false
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments true
  /PreserveOverprintSettings false
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Preserve
  /UCRandBGInfo /Remove
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
    /Courier
    /Courier-Bold
    /Courier-BoldOblique
    /Courier-Oblique
    /Helvetica
    /Helvetica-Bold
    /Helvetica-BoldOblique
    /Helvetica-Oblique
    /Symbol
    /Times-Bold
    /Times-BoldItalic
    /Times-Italic
    /Times-Roman
    /ZapfDingbats
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 150
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 175
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50286
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages false
  /ColorImageAutoFilterStrategy /JPEG2000
  /ColorACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 20
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 150
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 175
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50286
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages false
  /GrayImageAutoFilterStrategy /JPEG2000
  /GrayACSImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 20
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /AntiAliasMonoImages true
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 175
  /MonoImageDepth 4
  /MonoImageDownsampleThreshold 1.50286
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects true
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<
    /ENU ()
  >>
>> setdistillerparams
<<
  /HWResolution [600 600]
  /PageSize [612.000 792.000]
>> setpagedevice


