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Abstract

methods with 16S rRNA gene sequencing methods.

analyses were compared conventional culture methods.

analysis.

environmental surveys in hospitals.

Background: Nosocomial infection is one of the most common complications within health care facilities. Certain
studies have reported outbreaks resulting from contaminated hospital environments. Although the identification of
bacteria in the environment can readily be achieved using culturing methods, these methods detect live bacteria.
Sequencing of the 16S ribosomal RNA (16S rRNA) gene is recognized to be effective for bacterial identification. In
this study, we surveyed wards where drug-resistant bacteria had been isolated and compared conventional culture

Methods: Samples were collected using sterile swabs from two wards (northern and southern) at Gunma University
Hospital contaminated by Acinetobacter sp.. We extracted DNA directly from the swabs. Following extraction, the
DNA was amplified using polymerase chain reaction (PCR). The PCR products were cloned using the plasmid vector.
The plasmid DNA were sequenced, and identification were performed using database. 165 rRNA gene sequence

Results: In the northern ward, Acinetobacter sp. was detected from only two of 14 samples using the culture
method. In contrast, 16S rRNA gene sequencing analysis detected Acinetobacter sp. from seven of 14 samples.
Drug-resistant Acinetobacter sp. was isolated from bathrooms of the southern ward and was detected from four of
seven samples using the culture method in comparison with six of seven samples by 165 rRNA gene sequencing

Conclusions: Molecular biological analysis showed a higher sensitivity to detect specific bacteria and detected a
greater number of species than the culture method. Our results suggest that 16S rRNA gene sequencing analysis is
useful to identify range of contamination which were not found in conventional culture method. When a
nosocomial outbreak cannot be adequately controlled, molecular biological analysis may serve as a useful tool for

Keywords: 165 ribosomal RNA, Acinetobacter sp, Hospital environment, Infection control, Nosocomial infection

Background

Health care facilities provide an environment conducive
to exposure and transmission of bacteria. Nosocomial
infections represent one of the most common complica-
tions within health care facilities. At least 5-10% of pa-
tients admitted to acute care hospitals acquire an
infection during hospitalization [1]. Drug-resistant
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bacteria cause nosocomial infection in patients who have
received several courses of antibiotics and those with
immune deficiency associated with malignancies or
transplants [2]. Some studies have reported outbreaks
resulting from the contaminated hospital environment
[3, 4]. Although culture methods readily identify envir-
onmental bacteria, they only detect live bacteria. Previ-
ous research showing that <1% of bacterial species
within a given environment are culturable suggests that
true diversity is overlooked by studies relying only on
culturing [5, 6]. The gene target most commonly used
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for bacterial identification is the 16S rRNA gene, which
is an approximately 1500-bp gene encoding a portion of
the 30S ribosomal subunit [7]. 16S rRNA gene sequence
analysis is not only widely used as a taxonomic tool but
also recognized as an effective reference method for bac-
terial identification [8]. Samples for 16S rRNA sequence
analysis have been expanded from the bacteria in envi-
ronments such as the oceans and soils to clinical set-
tings. [9-12]. Studies of microbial diversity in child care
facilities using culture-independent methods have sug-
gested that knowledge of microbial diversity facilitates
better understanding of public health risks in these envi-
ronments [13]. Therefore, to obtain accurate information
regarding contaminated environments within health care
facilities, comprehensive reevaluation of microorganisms
using culture-independent methods is required.

The number of patients testing positive for Acineto-
bacter sp. has increased, suggesting that outbreaks of
Acinetobacter sp. infections have occurred. We surveyed
the wards where Acinetobacter sp. were isolated using
culture and culture-independent methods. We aimed to
compare these methods and obtain useful information
on infection control.

Methods

Environmental survey of a hospital

Samples were collected from environments contami-
nated by Acinetobacter sp. at Gunma University Hospital
(northern and southern wards). Sampling places were
determined from the clinical course of the patients who
isolated Acinetobacter sp. in consideration of estimated
route of infection and range of contamination. As a re-
sult, we surveyed the patient’s rooms of the northern
ward and the bathroom of the southern ward. Environ-
mental samples were collected twice using sterile swabs.
One of the sterile swabs were applied to Sheep blood
agar (Eiken Chemical Co., Tochigi, JP) and chocolate
agar plates (Becton, Dickinson and Company, Franklin
Lakes, NJ), which were incubated of aerobic and anaer-
obic conditions (5% carbon dioxide gas) 48 h at 35 °C.
The following day, grown bacterial colonies were identi-
fied using kits as necessary. Other of sterile swabs were
then soaked in sterile DNase-free 1.5 mL microcentri-
fuge tubes containing 200 pL lysis buffer (25 mM Tris—
HCl p H 8, 2.5 mM ethylenediaminetetraacetic acid
(EDTA), and 1.2% Triton X-100). The swaps were ap-
plied to various environmental surfaces in each ward.

Preparing lysates/purification of genomic DNA

We used a protocol for preparing lysates to lyse gram-

positive bacterial cells using the Invitrogen PureLink

Genomic DNA Kit (Invitrogen™, Carlsbad, CA).
Following centrifugation of the samples at 10,000 x g

for 2 min, the supernatant was discarded and 180 pL
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lysis buffer containing fresh lysozyme was added to ob-
tain a final lysozyme concentration of 20 mg/mL.

The reaction mixtures tubes were incubated at 37 °C
using a heat block for 30 min. Subsequently, 20 pL Pro-
teinase K (PureLink Genomic DNA Kit, InvitrogenTM,
Carlsbad, CA) and 200 pL PureLink Genomic Lysis/
Binding Buffer (PureLink Genomic DNA Kit, Invitro-
gen™, Carlsbad, CA) were added to the tubes and
mixed well by brief vortexing. The tubes were incubated
at 55 °C using a heat block for 30 min. A volume of
200 pL 100% ethyl alcohol (EtOH) was then added to
the tubes and mixed well by vortexing for 5 s to yield
the homogenous solutions.

All reaction mixtures tubes were subjected to a purifi-
cation procedure using the Invitrogen PureLink
Genomic DNA Kit according to the manufacturer’s in-
structions. Purified genomic DNA was eluted in 50 pL
PureLink Genomic Elution Buffer (10 mM Tris—HCI
pH 9.0, 0.1 mM EDTA). Following extraction, the puri-
fied genomic DNA was confirmed using a NanoDrop
ND-1000 spectrophotometer (NanoDrop Technologies,
Wilmington, DE) at 260 nm.

PCR amplification of purified genomic DNA

16S rRNA genes were amplified from purified genomic
DNA using the universal primer 8 F(5-AGAGTTT
GATCCTGGCTCAG-3) and 805R (5-GACTAC
CAGGGTATCTAATCC-3’). The primers react with
highly conserved regions of the bacterial 16S rRNA gene
to provide PCR products of approximately 800 bp. The
PCR products from amplification have been shown to be
particularly useful for database analysis and identifica-
tion of bacterial sequences [14].

A Takara Taq Hot-Start kit (Takara Bio Inc., Shiga, JP)
was used for amplifications. PCR reactions were per-
formed in a total volume of 50 pL, consisting of 0.25 pL
Takara Taq DNA polymerase Hot-Start (5 units/pL),
5 pL 10 x PCR buffer with MgCl,, 4 uL. deoxynucleotide
(ANTP) mixture (2.5 mM each), 1.5 pL each of primer
(20 uM), 5 pL of sample DNA as a template, and steril-
ized distilled water.

Cycling conditions included a initial denaturation at
95 °C for 5 min, followed by 28 cycles of 30 s 95 °C de-
naturation, 30 s annealing at 55 °C, and 1.5 min elong-
ation at 72 °C, followed by a final extension of 10 min at
72 °C. Afterwards, we confirmed bands of the PCR prod-
ucts that corresponded to the 800 bp using 1.5% agarose
gel.

PCR products were subjected to a purification proced-
ure using the QlAquick PCR Purification Kit (QIAGEN,
Valencia, CA) according to the manufacturer’s instruc-
tions. Purified PCR products were eluted in 50 pL steril-
ized distilled water. Following extraction, the purified
PCR products were quantified using a NanoDrop ND-
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1000 Spectrophotometer
Wilmington, DE).

(NanoDrop Technologies,

Cloning reaction and transformation
The purified PCR products were cloned using the TOPO
TA Cloning Kit for Sequencing (Invitrogen™, Carlsbad,
CA) according to the manufacturer’s instructions.
Cloning reactions were performed in a total volume of
6 pL, consisting of 0.5 to 4 uL purified PCR products,
1 pL salt solution (1.2 M NaCl, 0.06 M MgCl,), 1 pL
TOPO vector (10 ng/pL plasmid DNA), and sterilized
distilled water. The cloning reaction mixture tubes were
mixed gently and incubated for 10 min at room
temperature, following which they were placed on ice.
Transformation using Takara Escherichia coli DH5 «
competent cells (Takara Bio Inc., Shiga, JP) was per-
formed according to the One Shot® chemical transform-
ation protocol of the TOPO TA Cloning Kit for
sequencing. The transforming reaction mixture tubes
were then incubated on ice for 5 min. Next, the cells
were heat shocked for 30 s at 42 °C without shaking,
and the tubes were immediately transferred to ice. A vol-
ume of 250 pL S.O.C. medium (2% tryptone, 0.5% yeast
extract, 10 mM NaCl, 2.5 mM KCl, 10 mM MgSOy,,
10 mM MgCl,, and 20 mM glucose) was then added.
The tubes were tightly capped and shaken at 200 rpm
horizontally at 37 °C for 1 h. The suspensions of compe-
tent transformed E. coli were then spread at volumes of
10 and 50 pL on the prewarmed agar plates containing
ampicillin (Invitrogen™', Carlsbad, CA) and were incu-
bated overnight at 37 °C. By the following day, colonies
had grown from the agar plates, and 15 colonies were
randomly selected and cultured overnight at 37 °C in
Falcon 2059 tubes (Becton, Dickinson and Company,
Franklin Lakes, NJ) in 1 mL of lysogeny broth (LB)
medium (Fisher Biotech, Fair Lawn, NJ) containing
100 pg/mL ampicillin.

Isolation of plasmid DNA

LB medium cultured overnight was collected into sterile
DNase-free 1.5 mL microcentrifuge tubes. The tubes
were then centrifuged at 12,000 x g for 2 min, with the
pellets used for further analysis and the supernatant dis-
carded. The plasmid DNA in the pellets was isolated
using the PureLink Quick Plasmid DNA Miniprep Kit
(Invitrogen™, Carlsbad, CA) according to the manufac-
turer’s instructions. Purified plasmid DNA was eluted in
75 pL sterilized distilled water.

Sequencing and identification

The primer T3 (5-ATTAACCCTCACTAAAGGGA-3)
was used for sequencing. Sequencing of purified plasmid
DNA was completed using the Applied Biosystems
3730x] DNA sequencer. Identifications were performed
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using the Basic Local Alignment Search Tool (BLAST),
with a similarity cut-off of 99%.

Results

Environmental survey of the northern ward
Acinetobacter sp. was detected from only two of 14 sam-
ples using the culture method. In contrast, using 16S
rRNA gene sequence analysis, Acinetobacter sp. was de-
tected from seven of 14 samples. Thus, positive results
were obtained for five samples by only the 16S rRNA
gene sequence analysis.

Table 1 shows the results of the environmental survey
of the northern ward comparing the 16S rRNA gene se-
quence analysis and the culture method.

Acinetobacter sp. was not detected using the culture
method in the nurses’ station; however, 16S rRNA gene
sequence analysis provided positive results for three
samples: the personal computer, faucet, and outlet sam-
ples. In patients’ rooms, Acinetobacter sp. was detected
from only two samples using the culture method. These
two samples were obtained from intubation tubes. In
contrast, using 16 s rRNA gene sequence analysis, four
samples containing the different samples from the cul-
ture method were identified as positive: the intubation
tubes, the aspirator, and railings of a bed. Several sam-
ples showed different results between the 16S rRNA
gene sequence analysis and the culture method. The
various bacteria identified by 16S rRNA gene sequence
analysis but not the culture method were collected from
dry environmental surfaces. Six samples presented an-
aerobes by 16S rRNA gene sequence analysis. While 16S
rRNA gene sequence analysis could not detect Aspergil-
lus, these fungi were detected by the culture method.

Environmental survey of the bathroom of the southern
ward

Drug-resistant Acinetobacter sp. were detected from four
of seven samples using the culture method. These four
samples were collected from the faucet, bath chair,
handrail, and the drain outlet of the bathroom. In con-
trast, 16S rRNA gene sequence analysis detected Acine-
tobacter sp. from six of seven samples. These six
samples were collected from the faucets, bath chair, the
bathtub drain, the handrail, and the drain outlet of the
bathroom. In particular, two samples were detected only
by 16S rRNA gene sequence analysis.

Table 2 shows the results of the environmental survey
of the bathroom of the southern ward comparing the
16S rRNA gene sequence analysis and the culture
method. Several samples showed different results be-
tween the 16S rRNA gene sequence analysis and the cul-
ture method. 16S rRNA gene sequence analysis detected
uncultured bacteria from the shower head of the bath-
room. Fungal strains were not detected using the 16S
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Table 1 16S rRNA gene sequencing analysis and culture method results for the environmental survey of the northern ward

The northern ward Samples 16S rRNA analysis Sequence length” %, Identity? Culture method
Nurses’ station System of urinal collection Corynebacterium sp. 880 100 (=)
Propionibacterium sp. 810 99
Neisseria sp. 786 99
Staphylococcus sp. 818 100
Actinomyces sp. 801 99
Personal computer Acinetobacter sp. 810 99 (=)
Staphylococcus sp. 797 99
Corynebacterium sp. 801 99
Propionibacterium sp. 794 100
Faucet Acinetobacter sp. 884 99 (=)
Serratia sp. 790 99
Staphylococcus sp. 806 99
Outlet Acinetobacter sp. 816 99 Enterobacter cloacae
Stenotrophomonas sp. 791 99 Stenotrophomonas maltophilia
Patient's room 1 Fence of the bed Staphylococcus sp. 884 99 CNS
Propionibacterium sp. 802 99
Corynebacterium sp. 817 99
Aspirator Acinetobacter sp. 802 99 (=)
Corynebacterium sp. 794 99
Staphylococcus sp. 793 99
Neisseria sp. 798 100
Bacteroides sp. 819 99
Prevotella sp. 800 99
Actinomyces sp. 786 99
Trash box Staphylococcus sp. 805 99 CNS
Stenotrophomonas sp. 789 99 Klebsiella pneumoniae
Corynebacterium sp. 814 99 Asperugirus sp.
Patient’s room 2 Fence of the bed Acinetobacter sp. 823 99 (=)
Corynebacterium sp. 820 99
Klebsiella sp. 746 99
Enterocococcus sp. 738 99
Fusobacterium sp. 805 99
Lactobacillus sp. 812 99
Prevotella sp. 794 99
Intubation tube Acinetobacter sp. 805 99 Acinetobacter baumannii
Corynebacterium sp. 882 99
Staphylococcus sp. 797 99
Stenotrophomonas sp. 806 99
Fusobacterium sp. 802 99
Lactobacillus sp. 802 99
Patient’s room 3 Fence of the bed Staphylococcus sp. 844 99 CNS
Corynebacterium sp. 889 99
Actinomyces sp. 820 99
Intubation tube Acinetobacter sp. 804 99 Acinetobacter Iwoffii
Staphylococcus sp. 836 99 CNS
Stenotrophomonas sp. 801 99
Patient’s room 4 Outlet Stenotrophomonas sp. 803 99 Aeromonas hydrophia
Stenotrophomonas maltophilia
Curtain Staphylococcus sp. 773 99 (=)
Streptococcus sp. 771 99
Neisseria sp. 801 99
Corynebacterium sp. 798 99
Escherichia sp. 803 99
Fusobacterium sp. 800 99
Dirty utility room Urinal surface Escherichia sp. 823 99 (=)

CNS coagulase-negative staphylococci
DLength of sequence used in the Basic Local Alignment Search Tool (BLAST) search
2Based on BLAST alignment
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Table 2 16S rRNA gene sequencing analysis and culture method results for an environmental survey of the bathroom of the

southern ward

Sequence length”

%, Identity? Culture method

Samples 16S rRNA analysis
Shower head Sphingomonas sp. 826
Methylobacterium sp. 829
Faucet 1 Acinetobacter sp. 721
Faucet 2 Acinetobacter sp. 661
Bath chair Acinetobacter sp. 803
Outlet of the bathtub Acinetobacter sp. 804
Handrail Acinetobacter sp. 760
Outlet of the bathroom Acinetobacter sp. 714
Non Tb Mycobacterium sp. 736

99 =)

100

99 Fungus

99 Acinetobacter baumannii

99 Acinetobacter baumannii
Stenotrophomonas maltophilia

100 Pseudomonas aeruginosa

99 Acinetobacter baumannii

100 Acinetobacter baumannii

99

Tb tuberculosis
YLength of sequence used in Basic Local Alignment Search Tool (BLAST) search
2Based on BLAST alignment

rRNA gene sequence analysis, but were detected by the
culture method.

Discussion

The spectrum of organisms causing nosocomial infec-
tions is under continual flux. From the 1970s through to
2000, the spectrum of nosocomial pathogens shifted
from Gram-negative to Gram-positive organisms, and
Candida spp. emerged as a major problem [15]. More
recently, multidrug-resistant Gram-negative rods have
become increasingly prevalent in many hospitals [1].
Acinetobacter sp. is rapidly emerging as a pathogen in
health care settings, where it results in infections that in-
clude bacteremia, pneumonia, meningitis, urinary tract
infection, and wound infection [16]. Acinetobacter sp. is
able to survive for long periods on dry surfaces, and this
ability to tolerate desiccation may contribute to its per-
sistence in hospitals [17]. Treatment options are severely
limited, and carbapenems are the agents of choice for
treating most drug-resistant infections [18]. Unfortu-
nately however, carbapenem-resistant Acinetobacter iso-
lates are increasingly reported worldwide [18].
Carbapenem-resistant Acinetobacter infections have an
extremely high crude mortality rate and occur most fre-
quently in severely ill patients [18].

In the present study, 16S rRNA gene sequence analysis
showed higher sensitivity to detect specific bacteria than
the usual culture method. In addition, some bacteria
strains that were not detected using the culture method
were detected in the environmental samples.

In the case of an outbreak, environmental surveillance
in a hospital is usually performed using the culture
method [3, 4, 19, 20]. The culture method requires an
appropriate culture media and culture condition that
accept target bacteria. In addition, some bacteria require
an extended time for isolation; thus, a delay may be ex-
perienced in obtaining the preliminary results. In the

present study, the culture method was not able to detect
five of the seven samples that the 16S rRNA gene se-
quencing analysis identified as positive. This is because
the samples did not obtain viable bacteria. On the other
hand, 16S rRNA gene sequence analysis has been used
to identify novel and emerging pathogens and to define
complex microbial communities [21]. This analysis is es-
pecially valuable for detecting bacteria that are slow
growing, biochemically inert or variable, and fastidious.
In addition, 16S rRNA gene sequence analysis has en-
hanced our understanding of previously unrecognized,
often opportunistic pathogens [22]. According to recent
studies, this molecular biology analytical method has
been used in the search of pathogens of infectious dis-
eases, reporting a higher rate of detection than the usual
culture method [9, 23]. Indeed, 16S rRNA gene sequence
analysis provides a comprehensive assessment of micro-
bial diversity compared with culturing alone, and is an
excellent complement to the culturing approaches. In
the present study, anaerobic bacteria were detected in
six samples. The inconsistencies between the 16S rRNA
gene sequence analysis and the culture method observed
in the present study suggest that the culture method
alone may not fully express precise bacterial information
in the contaminated environment of a hospital. To our
knowledge, this is the first report that 16S rRNA gene
sequence analysis is applicable to infection control by
detection of contaminated area undetectable by usual
culture method. This analysis might become a useful
tool for environmental surveys in hospitals in cases of
nosocomial outbreaks.

There are several limitations associated with the
present study. First, closely related species might be dif-
ficult to distinguish using 16S rRNA gene sequence ana-
lysis, and the identification of bacteria to a species level
might be inaccurate. Second, the antimicrobial suscepti-
bility of bacteria is not obtained by 16S rRNA gene
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sequence analysis. Third, fungal strains could not be de-
tected using 16S rRNA gene sequence analysis. Finally,
the number of clones analyzed in the present study was
15 per library, which might be insufficient to detect very
small fractions of the library.

Conclusions

Because 16S rRNA gene sequence analysis is more sensi-
tive to detect in environmental samples, it is possible to
identify range of contamination which were not found in
conventional culture method. This analysis might be-
come a useful tool for environmental surveys in hospi-
tals in cases of nosocomial outbreaks.

Abbreviations

16S rRNA: 16S ribosomal RNA; BLAST: Basic local alignment search tool;
dNTP: Deoxynucleotide; EtOH: Ethyl alcohol;

EDTA: Ethylenediaminetetraacetic acid; LB: Lysogeny broth; PCR: Polymerase
chain reaction

Acknowlegements
Not applicable.

Funding
This work was supported by JSPS KAKENHI Grant Number 21591291.

Availability of data and materials
Please contact author for data requests.

Authors’ contributions

AM carried out the molecular genetic studies, participated in the sequence
alignment and drafted the manuscript. YT participated in the sequence
alignment, and participated in the design of the study and helped to draft
the manuscript. MM participated in its design and coordination and helped
to draft the manuscript. All authors read and approved the final manuscript.

Competing interests
The authors declare that they have no competing interests.

Consent for publication
Not applicable.

Ethics approval and consent to participate
Not applicable.

Author details

'Department of Clinical Laboratory Medicine, Gunma University Graduate
School of Medicine, Maebashi, Gunma, Japan. “Infection Control and
Prevention Center, Gunma University Hospital, 3-39-15 Showa-machi,
Maebashi, Gunma, Japan.

Received: 25 October 2016 Accepted: 6 January 2017
Published online: 19 January 2017

References

1. Daniel JD, Michael AP. Prevention of health care-associated infections. In:
James HJ, Michael AP, Karen CC, Guido F, Marie LL, Sandra SR, David WW,
editors. Manual of clinical microbiology. 11th ed. Washington: American
Society for Microbiology; 2015. p. 106-19.

2. Souza C, Faria YV, Sant’/Anna LO, Viana VG, Seabra SH, Souza MC, Vieira VW,
Hirata JR, Moreira LO, Mattos-Guaraldi AL. Biofilm production by
multiresistant Corynebacterium striatum associated with nosocomial
outbreak. Mem Inst Oswaldo Cruz. 2015;110(2):242-48.

3. Berrouane YF, McNutt LA, Buschelman BJ, Rhomberg PR, Sanford MD, Hollis
RJ, Pfaller MA, Herwaldt LA. Outbreak of severe pseudomonas aeruginosa
infections caused by a contaminated drain in a whirlpool bathtub. Clin
Infect Dis. 2000;31(6):1331-7.

20.

21.

22.

23.

Page 6 of 6

Wilks M, Wilson A, Warwick S, Price E, Kennedy D, Ely A, Millar MR. Control
of an outbreak of multidrug-resistant acinetobacter baumannii-calcoaceticus
colonization and infection in an intensive care unit (ICU) without closing
the ICU or placing patients in isolation. Infect Control Hosp Epidemiol. 2006;
27(7):654-8.

Amann R, Ludwig W, Schleifer KH. Phylogenetic identification and in situ
detection of individual microbial cells without cultivation. Microbiol Rev.
1995;59(1):143-69.

Pace NR. A molecular view of microbial diversity and the biosphere.
Science. 1997,276(5313):734-40.

Karen CC, Robin P. Systems for identification if bacteria and fungi. In: James
HJ, Michael AP, Karen CC, Guido F, Marie LL, Sandra SR, David WW, editors.
Manual of clinical microbiology. 11th ed. Washington: American Society for
Microbiology; 2015. p. 29-43.

Frederick SN. Molecular microbiology. In: James HJ, Michael AP, Karen CC,
Guido F, Marie LL, Sandra SR, David WW, editors. Manual of clinical
microbiology. 11th ed. Washington: American Society for Microbiology;
2015. p. 54-90.

Hugenholts P, Tyson GW. Microbiology: metagenomics. Nature. 2008;
455(7212):481-3.

Yoshimura K, Morotomi N, Fukuda K, Nakano M, Kashimura M, Hachisuga T,
Tanigychi H. Intravaginal microbial flora by the 16S rRNA gene sequencing.
Am J Obstet Gynecol. 2011;205(3):235.

Akiyama T, Miyamoto H, Fukuda K, Sano N, Katagiri N, Shobuike T, Kukita A,
Yamashita Y, Taniguchi H, Goto M. Development of a novel PCR method to
comprehensively analyze salivary bacterial flora and its application to
patients with odontogenic infections. Oral Surg Oral Med Oral Pathol Oral
Radiol Endod. 2010;109(5):669-76.

Morotomi N, Fukuda K, Nakano M, Ichihara S, Oono T, Yamazaki T,
Kobayashi N, Suzuki T, Tanaka Y, Taniguchi H. Evaluation of intestinal
microbiotas of healthy Japanese adults and effect of antibiotics using the
16S ribosomal RNA gene based clone library method. Biol Pharm Bull.
2011,34(7):1011-20.

Lee L, Tin S, Kelley ST. Culture-independent analysis of bacterial diversity in
a child-care facility. BMC Microbiol. 2007;7:27.

Tanner MA, Shoskes D, Shahed A, Pace NR. Prevalence of corynebacterial
165 rRNA sequences in patients with bacterial and “nonbacterial” prostatitis.
J Clin Microbiol. 1999;37(6):1863-70.

Pfaller MA, Diekema DJ. Epidemiology of invasive candidiasis: a persistent
public health problem. Clin Microbiol Rev. 2007,20(1):133-63.

Fournier PE, Richet H. The epidemiology and control of Acinetobacter
baumannii in health care facilities. Clin Infect Dis. 2006;42(5):692-9.

Kramer A, Schwebke |, Kampf G. How long do nosocomial pathogens
persist on inanimate surfaces? a systematic review. BMC Infect Dis.
2006;6:130-7.

Maragakis LL, Perl TM. Acinetobacter baumannii: epidemiology, antimicrobial
resistance, and treatment options. Clin Infect Dis. 2008;46(8):1254-63.

Choi WS, Kim SH, Jeon EG, Son MH, Yoon YK, Kim JY, Kim MJ, Sohn JW, Kim
MJ, Park DW. Nosocomial outbreak of carbapenem-resistant Acinetobacter
baumannii in intensive care units and successful outbreak control program.
J Korean Med Sci. 2010;25(7):999-1004.

Ye D, Shan J, Huang Y, Li J, Li C, Liu X, He W, Li Y, Mao P. A gloves-
associated outbreak of imipenem-resistant acinetobacter baumannii in an
intensive care unit in Guangdong, China. BMC Infect Dis. 2015;15:179-87.
Schlaberg R, Simmon KE, Fisher MA. A systematic approach for discovering
novel, clinically relevant bacteria. Emerg Infect Dis. 2012;18(3):422-30.

Woo PC, Lau SK, Teng JL, Tse H, Yuen KY. Then and now: use of 165
rDNA gene sequencing for bacterial identification and discovery of
novel bacteria in clinical microbiology laboratories. Clin Microbiol Infect.
2008;14(10):908-34.

Kawanami T, Fukuda K, Yatera K, Kido M, Mukae H, Taniguchi H. A higher
significance of anaerobes: the clone library analysis of bacterial pleurisy.
Chest. 2011;139(3):600-8.



	Abstract
	Background
	Methods
	Results
	Conclusions

	Background
	Methods
	Environmental survey of a hospital
	Preparing lysates/purification of genomic DNA
	PCR amplification of purified genomic DNA
	Cloning reaction and transformation
	Isolation of plasmid DNA
	Sequencing and identification

	Results
	Environmental survey of the northern ward
	Environmental survey of the bathroom of the southern ward

	Discussion
	Conclusions
	Abbreviations
	Acknowlegements
	Funding
	Availability of data and materials
	Authors’ contributions
	Competing interests
	Consent for publication
	Ethics approval and consent to participate
	Author details
	References

