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Abstract

Objective

To establish the composition of bacteria in mice following cecum ligation and puncture
(CLP) through metagenomic analysis and investigate the role of TLRs on the composition of
bacteria.

Methods

Total DNA extraction was done from the ascites, blood, and fecal samples from C57BL/6
mice sactrificed at 0, 4, 8, and 16 h, as well as from TIr27~, Tir4™~, TIr57~, and NF-«B”"mice
sacrificed at 16 h following CLP. Amplification of the V3-V4 regions of the bacterial 16S
rRNA genes by PCR and the lllumina MiSeq sequencer was used for deep sequencing.
Hierarchical clustering of the isolates was performed with Ward’s method using Euclidean
distances. The relative abundance according to operational taxonomic unit (OTU) number
or taxa was used to compare the richness among subgroups in the experiments.

Results

There were 18 taxa that had significantly different abundances among the different samples
of the C57BL/6 mice at 16 h following CLP. Various dynamic changes in the infectious bac-
teria inside the peritoneal cavity after CLP were found. While knockout of TIr5 and NF-kB
impaired the ability of bacterial clearance inside the peritoneal cavity for some kinds of bac-
teria found in the C57BL/6 mice, the knockout of TIr4 enhanced clearance for other kinds of
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bacteria, and they presented excessive abundance in the peritoneal cavity despite their
scarce abundance in the stool.

Conclusion

NF-kB and TLRs are involved in bacterial clearance and in the expression pattern of the bac-
terial abundance inside the peritoneal cavity during polymicrobial infection.

Introduction

The human gastrointestinal tract harbors a complex ecosystem [1, 2] comprised of an esti-
mated 10" microbes [3]. Currently, the mechanisms behind the immune tolerance of such a
large microbial load are far from understood. The translocation of bacteria from the intestinal
lumen into the peritoneal cavity had been proposed to be the basic mechanism for proceeding
sepsis [4]. The bacteria that accumulate inside the peritoneal cavity are picked up by mesen-
teric lymph nodes, travel to the lungs and other organs, then trigger a systemic inflammatory
response via the innate immune response, and eventually lead to the multiple organs dysfunc-
tion [4].

Toll-like receptors (TLRs) are highly conserved receptors of pattern recognition that func-
tion as key components involved in the innate defense against pathogens. Gut bacterial patho-
gens activate TLR signaling via the recognition of conserved microbial structures including
lipopolysaccharide (LPS), lipoteichoic acid (LTA), and flagellin [5]. LPS is an integral part of
gram negative bacterial wall and can be recognized by TLR4; LTA is an integral part of the cell
wall of gram-positive bacteria and can be recognized by TLR2; flagellin can be recognized by
TLR5 [6]. Activation of TLR leads to the massive release of inflammatory mediators into the
bloodstream via the rapid transduction of signaling pathways, such as MAPK, NF-«B, and/or
interferon responsive factors [7, 8]. Inflammatory cytokines such as tumor necrosis factor
(TNF) can induce death receptor signaling with subsequent activation of inflammatory
response [9, 10]. Signaling cascades that are crucial to the clearance of pathogens would be
induced by the death receptors such as TNFR1, FAS, and TRAIL-R, which are also major tar-
gets for inhibition by these pathogens [11].

In the human gut, the order Bacteroidales are the major providers of LPS [12], which is a
key mediator of the microbiome’s influence on host physiology and also one of the most
potent activators of innate immune signaling [12]. Inhibition of TLR4 activation impairs bac-
terial clearance during sepsis [13]. The deletion of TLR4 in the intestinal epithelial cells leads
to increased expression of mucin 2 [14]. The mucin 2 is secreted by goblet cells and is responsi-
ble for forming a mucus barrier that can change the composition and influence the growth of
residual bacteria in the small intestine [15]. In addition, deletion of TLR2 leads to a significant
change in the number and composition of the colonic mucosa-associated microbiome in
TIr2”" mice, with Proteobacteria, Bacteroidetes, and Actinobacteria being more abundant in
the samples [16]. Nonetheless, although TLRs are deemed as major regulators of the host’s
response to infections, it is unknown regarding that how the variability in TLR signaling may
impact the growth or composition of bacteria during sepsis. Metagenomic analysis with next-
generation sequencing has been used in recent years to identify the etiological agents of infec-
tious diseases [17]. This method amplifies bacterial 16S rRNA genes with direct sequencing of
millions of DNA/RNA molecules in a sample [18]; the pathogens can be inferred by matching
the sequences to a database [19, 20]. Metagenomic analysis has also allowed the identification
of previously uncharacterized bacteria that cannot live outside their hosts without symbionts
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[18] or is responsible for infectious diseases in the absence of bacterial cultivation [17, 21, 22].
In this study, we aimed to profile the bacterial composition in the ascites, blood, and fecal sam-
ples of mice following cecum ligation and puncture (CLP) using a metagenomic approach and
investigate the role of TLRs on the composition of bacteria by using Tlr and NF-xB knockout
mice.

Materials and methods
Animal experiment

C57BL/6 mice were purchased from the Taiwan National Laboratory Animal Center. Tlr2™"
(B6.129-T1Ir2"™"/)), Tlr4™~(C57BL/10SeNJ), Tlr5™(B6.129S1-TIr5"™™/]), and NF-xB™~
(B6.Cg-Nfb1tm1Bal/]) mice were purchased from Jackson Laboratory (Bar Harbor, ME). Male
mice aged 10-12 weeks and weighted 25-35 g were used in this study for CLP experiment to
induce mid-grade sepsis according to the established protocol [23]. With the release of bacteria
into the peritoneal space, CLP is considered to be the gold standard for creating a state of sepsis
in animals [24]. Briefly, under the anesthesia with a combination of xylazine and ketamine, a
midline abdominal incision was done. The mobilized cecum was ligated in the middle below
the ileocecal valve and punctured once using a 21-G needle. A small amount of the bowel con-
tents was extruded through the puncture holes to induce the polymicrobial peritonitis. The
abdominal wall was closed in two layers. After surgery, the mice were resuscitated by subcuta-
neous injection of 37°C normal saline at 5 mL per 100 g body weight. Following national and
institutional guidelines, the surgical procedures were performed and all housing conditions
were maintained in an AAALAC-accredited, specific pathogen-free facility. The study was
conducted after the protocol being approved by the Ethics Committee of Chang Gung Memo-
rial Hospital Center for Laboratory Animals, with a project identification code 2016031001.

Sample collection

The C57BL/6 mice were sacrificed at the indicated timepoints (4, 8, and 16 h) after the CLP ex-
periments. Sham-operated mice that underwent the same procedure, including the opening of
peritoneum and exposure of the bowel without ligation and needle perforation of the cecum,
were used as control and were indicated as 0 h for comparison in this study. The Tlr2™",
Tlr4™~, Tlr5”~, and NF-xB” mice were sacrificed at 0 h (sham-control) and 16 h after the CLP
experiments. Three mice were used in each group in the experiments. During the indicated
times, under anesthesia, 1 mL whole blood sample per mouse were drawn from the cardiac
puncture and placed in tubes containing anticoagulant; the abdominal wall of the mice was
open and, after 0.5 mL sterile normal saline was irrigated into the peritoneal cavity, 1 mL of
ascites was drawn and collected; finally, the proximal cecum mucosa was incised and fecal
samples were collected. According to the manufacturer’s protocol, DNA of the blood was
extracted the collected samples using the QIAamp DNA Blood Mini Kit with a catalog no.
51104 (Qiagen, Hilden, Germany). The DNA of the ascites and stool were extracted by
QIAamp DNA Mini Kit (catalog no. 51304) and QIAamp Fast DNA Stool Mini Kit (catalog
no. 51604), respectively. The DNA was eluted with 400 pL of elution buffer and was then was
isolated and purified. DNA concentration was determined using a Qubit 2.0 Fluorometer (Life
Technologies, Invitrogen, CA)

16S metagenomic analysis

The V3-V4 region of the bacterial 16S rRNA gene was amplified by PCR using barcoded prim-
ers and fused with Illumina adapters which were overhang nucleotide sequences [25]. Two
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independent PCR reactions were done for each sample. According to the Illumina’s 16S Meta-
genomic Sequencing Library Preparation protocol (Illumina, San Diego, CA), these products
were pooled and indexed. Sequencing and the processing of extracted data were performed at
the Genomic and Proteomic Core Laboratory, Kaohsiung Chang Gung Memorial Hospital,
where Illumina MiSeq platforms were utilized to sequence the samples. The Microbial Geno-
mics Module of CLC Genomics Workbench 9.5.4 (Qiagen, Stockach, Germany) was used to
analyzed the generated NGS data. The raw NGS reads were first trimmed in quality from the
3’ end, optimal merged with paired reads in fixed length trimming, and operational taxonomic
units (OTUs) were clustered before taxonomic assignment as described [26]. The methods

of trimmed mean of M-values (TMM) [27] was used for normalization of the data. In this
method, the scaling factor is calculated by a weighted trimmed mean over the differences of
the log-transformed gene-count fold-change between the sample and a reference, typically set
as one of the samples in the study. To avoid spurious labelled taxonomic units, bacterial species
with OTU number less than ten were arbitrarily neglected for further analysis [28]. In this
study, the R statistical package version 3.3.3 [27] was used for data analysis. Ward’s method in
Euclidean distances was performed for hierarchical clustering of the isolates. The relative
abundance according to OTU number or taxa was used for comparison of richness among
subgroups of experiments. The normality of the data was ascertained by the Kolmogorov-
Smirnov test. Comparisons of numeric variables were performed using the Kruskal-Wallis test
with Tukey HSD post hoc test to identify significantly different bacterial taxa among different
groups. A two-sided p-values of < 0.05 indicated a statistical significance.

Results
Hierarchical clustering of the bacteria

From the metagenomic analysis, a total of 58 bacterial taxa were identified from the collected
samples of C57BL/6 mice at 16 h after CLP experiment (S1 Table). The microbiota composition
of ascites, blood, and stool was all dominated by three phyla: the Firmicutes, Proteobacteria,
and Bacteroidetes (Fig 1). At the phylum level, the bacteria identified were predominantly
members of Firmicutes (24) and Proteobacteria (23), followed by a much lower abundance of
Bacteriodetes (5) and Actinobacteria (3), and a scarce abundance of Deferribacteres (1), Teneri-
cutes (1), and Verrucomicrobia (1). Of these taxa, 18 had significantly different abundances
across different samples (ascites, blood, or stool) and were subjected to hierarchical clustering
(Fig 2). These bacteria can be divided into four groups according to their abundance pattern
across different samples (Fig 3): Group A, the abundance of the bacterium was similar in ascites
and stool but was much lower in the blood; Group B, the abundance of the bacterium was
much higher in the ascites, regardless of a much lower abundance in the blood and stool; Group
C, the abundance of the bacterium was much higher in the blood, but not in the ascites or stool;
Group D, the abundance of the bacterium was high in the stool, but was lower in the ascites and
blood.

Time-dependent expression of bacterial 16s rRNA in C57BL/6 mice

The abundances of the selected 18 bacteria in the isolated samples of C57BL/6 mice 0, 4, 8, and
16 h after CLP experiment are shown in Fig 4; they reveal the dynamic change in the abun-
dances of these bacteria during the process of polymicrobial infection. In Groups A and B,
most of the bacteria had a time-dependent increase in abundance in the ascites after the CLP
experiment. In contrast, in Groups C and D, following a presence or absence of a temporary
increase at earlier times, a decrease in the abundance most of the bacteria (except Rikenella-
ceae) in ascites was observed at 16 h after CLP experiment. In the blood, a time-dependent
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Fig 1. The microbiota composition of phyla in the samples of ascites, blood, and stool of the sham-operated C57BL/6 mice (0 h) and of the C57BL/6 mice
receiving CLP for 4 h, 8 h, and 16 h.

https://doi.org/10.1371/journal.pone.0220398.9001

decrease in bacterial abundance in Group C and a temporary increase with a following
decrease in bacterial abundance in Group D were found.

Expression of bacterial 16s rRNA in Tlr and NF-xB knockout mice

The microbiota compositions of phyla in the stool samples of the Tlr2”~, Tlr4™"~, Tlr57'~, and
NF-xB”"mice were all dominated by three phyla: the Firmicutes, Proteobacteria, and Bacteroi-
detes (Fig 5A), which were similar with that identified from the stool of C57BL/6 mice. Of
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Fig 2. Hierarchical clustering of 18 bacterial taxa that had significantly different abundances among different samples of ascites, blood, and stool from

the metagenomic analysis in the C57BL/6 mice.

https://doi.org/10.1371/journal.pone.0220398.9002

these four groups of bacteria, Groups B and D piqued our interest. The bacteria in Group B
(Lactobacillaceae, Erysipelotrichaceae, Clostridiaceae, and Enterobacteriaceae) indicated failed
bacterial clearance as there was an excessive abundance of these bacteria in the peritoneal
cavity while they were scarce in abundance in the stool. In contrast, the bacteria in Group D
(Rikenellaceae, Clostridales, S$24-7, Lachnospiraceae, Ruminococcaceae, Oscillospiraceae, Rumi-
nococcaceae, and Anaeroplasmatoaceae) indicated effective bacterial clearance as there was
reduced abundance of these bacteria in the blood and in the peritoneal cavity, while the abun-
dance of the bacteria was high in the stool. CLP experiments were performed in Tlr and NF-xB
knockout mice to assess the null effect of these genes on the bacterial abundance in the isolated
samples. However, the quantity of 16S rRNA in the blood of all Tlr and NF-xB knockout mice
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Fig 3. These bacteria can be divided into four groups according to their pattern of abundance across different samples at 16 h after cecum ligation and
puncture (CLP) in C57BL/6 mice. Group A, the abundance of the bacterium between ascites and stool was similar but was much lower in the blood; Group B,
the abundance of the bacterium in the ascites was much higher, regardless of a much lower abundance in the blood and stool; Group C, the abundance of the
bacterium was much higher in the blood, but not in the ascites or stool; Group D, the abundance of the bacterium in the stool was high, but was lower in the
ascites and blood. * indicated a significant different OUT number than those in the ascites.

https://doi.org/10.1371/journal.pone.0220398.9003

was not enough for metagenomic analysis, indicating that these bacteria were undetectable in
the blood. In addition, expression levels of the 16S rRNA of the Group C and D bacteria in the
ascites and stool of Tlr and NF-xB knockout mice at 16 h after CLP experiment are shown in
Fig 5B. In Tlr5” and NF-xB™ mice, the pattern of bacterial expression in Group B was not
changed, which means that the abundance of bacteria in the ascites was much higher than that
in the stool; however, the bacterial clearance for Group D bacteria was remarkably impaired.
Although the bacterial load in the stool of NF-kB™and TIr5” mice was lower than that in
C57BL/6 mice, the bacterial abundance in the ascites was remarkably increased. This indicated
that, in comparison with C57BL/6 mice, the knockout of Tlr and NF-xB5 impaired the ability
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Fig 4. Time-dependent expression bacterial 16s rRNA from the metagenomic analysis of the isolated ascites, blood, and stool samples of C57BL/6 mice
0, 4, 8, and 16 h after CLP experiment. * indicated a significant different OUT number than those in the same sample (ascites, blood, or stool) from the sham-

control C57BL/6 mice, which were indicated as 0 h.

https://doi.org/10.1371/journal.pone.0220398.9004

of bacterial clearance inside the peritoneal cavity for Group D bacteria. Such inhibition of bac-
terial clearance was not found in Tlr4”~and TIr2” "mice, albeit the bacterial abundance of
Group D in the stool of TIr2” "mice was higher. Notably, the pattern of 165 rRNA expression
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https://doi.org/10.1371/journal.pone.0220398.9005
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in Group B bacteria was changed in the Tlr4”"mice, as there was effective bacterial clearance
in the peritoneal cavity regardless of the abundant amount of these bacteria in the stool.

Discussion

After CLP experiment, various dynamic changes in the abundance of infectious bacteria inside
the peritoneal cavity were found. While knockout of Tlr5 and NF-xB impaired the ability of
bacterial clearance inside the peritoneal cavity for some kinds of bacteria found in the C57BL/
6 mice, the knockout of Tlr4 enhanced the bacterial clearance for other kinds of bacteria,
which presented high abundance in the peritoneal cavity despite their scarce abundance in the
stool.

In this study, Tlr5 and NF-«xB were involved in the clearance of Group D bacteria, which
include members of Rikenellaceae, Clostridales, $24-7, Lachnospiraceae, Ruminococcaceae,
Oscillospira, Ruminococcaceae, and Anaeroplasmatoaceae. TLR5 contributes to antibacterial
activity by targeting the flagellated bacteria of Salmonella [29] and Pseudomonas aeruginosa
[30-32]. Activaiton of TLRS5 initiates a signaling cascade and leads to the activation of NF-xB
and subsequent proinflammatory pathways [29, 33]. Engagement of TLR5 with the resulting
increased IL-1P are crucial for the clearance of bacteria by alveolar macrophages in vitro and
in vivo [34]. TLR5 signaling plays an important role in protecting the lung [35] and liver [36]
against circulating gut bacteria. Hepatocytes that lack TLR5 presented an impairment in the
clearance of flagellated bacteria from the liver [36]. Administration of flagellin, a TLR5 agonist,
restored the neutrophil response towards an N1 phenotype after burn injury and led to an
increased clearance of bacteria inoculated in the woundbed [37]. In contrast, the absence of
flagellin resulted in a slower clearance of the microorganism from the lungs and a delay time
until death [38]. Furthermore, NF-«B plays a key role in the signaling pathways of host anti-
microbial defences [11]. The inhibitor of kappa B (IxB) kinase (IKK) complex contains two
catalytic subunits (IKKo and IKKP), controls the activation of NF-«xB transcription factors,
dissociates NF-xB from IxB [39]. The NF-xB translocates into the nucleus and controls the
transcription of inflammatory genes [39]. This proinflammatory response is followed by a
compensatory immunosuppressive response that combines various functional impairment of
immune cells [40], with the subsequently activation of signals that promote the clearance of
bacterial infections [41]. Inactivation of IKKa in mice enhances inflammation and bacterial
clearance [42]. In addition, the major importance of NF-«B in the pathophysiology of sepsis
has been focused both in animals and in humans [43-45]. Deficiency of either cRel or p50,
the subunits of NF-«B, results in impaired macrophages with impaired phagocytosis and
decreased bacterial clearance, then increased mortality during sepsis [43, 44]. It has been
shown that in the lungs of mice the activation of airway epithelial NF-kB promotes the clear-
ance of Mycoplasma pneumoniae [46]; moreover, the mortality of mice with invasive Strepto-
coccus pneumoniae was reduced via the NF-kB phosphorylation pathway by pretreatment with
macrolides to significantly induce C-C motif chemokine ligand 2 (CCL2) in peritoneal macro-
phages [47].

According to our results, instead of effective bacterial clearance, bacterial infection in the
peritoneal cavity was exaggerated for the bacteria in Group B (Lactobacillaceae, Erysipelotri-
chaceae, Clostridiaceae, and Enterobacteriaceae); however, the knockout of Tlr4 enhanced bac-
terial clearance. Using hepatocytes and macrophages-specific knockout mouse strains to
characterize the function of TLRs, studies demonstrated that one of the main functions of
TLR4 on myeloid cells is to enhance phagocytosis and bacterial clearance [48]. In polymicro-
bial sepsis, the activation of TLR4 in macrophages is important for an effective bacterial phago-
cytosis [48, 49]. Absence of TLR4 on the hepatocytes actually enhanced clearance of bacteria
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during CLP [48]. The magnitude of the inflammatory response and the survival of the animals
relied on the efficiency of bacterial clearance [48]. In addition, expression of TLR4 affects gob-
let cells or lysozyme secretion and alters the composition of microbiota [50]. Moreover, TLR4

expression in the intestinal epithelium coordinates the interaction between the luminal micro-
biota and genes which are important for metabolically pathways in the host [50], thus leads to

changes of metabolic profile of the host [33, 50-53].

In this study, abundance of Group C bacteria (Halomonadaceae and Micrococcaceae) was
found to be higher in the blood than in the ascites or stool. The members of the family Halo-
monadaceae typically occur in saline lakes, solar salt facilities, saline soils, and marine environ-
ments [54]; they have been reported to contaminate the bicarbonate used in preparing dialysis
fluid and persist despite cleaning and flushing procedures [54, 55]. In addition, the family
Micrococcaceae includes bacterial genera of gram-positive cocci that inhabit the skin and air
[56]. A positive detection of bacteria from a sterile site such as blood can be due to either the
translocation of bacteria or sample contamination during phlebotomy or sample handling
[57]. The use of antiseptics to clean the venipuncture site may kill the bacteria, but does not
destroy their DNA, and thus which could still be detected by the sequencing. Furthermore,
commercially available DNA extraction kits may not be free of bacterial DNA [57]. Therefore,
we speculate that the presence of these two bacteria may be attributed to contamination during
the experiment.

In summary, we demonstrated that NF-kB and TLR are involved in bacterial clearance and
correlate with the 16S rRNA expression pattern reflecting bacterial abundance inside the peri-
toneal cavity during the process of polymicrobial infection. However, the generalization of the
results may be limited by the use of relatively few number of mice in this study and thus further
investigation in the experiment with a larger scale of mice may provide more valuable infor-
mation. Furthermore, there would be a bias in the bacterial profile once there was contamina-
tion in the study, albeit our animal center is an AAALAC-accredited specific pathogen-free
facility.

Supporting information

S1 Table. Taxa of the bacteria identified from the collected samples of C57BL/6 mice at 16
h after CLP experiment. Bacterial species with OTU number less than ten were arbitrarily

neglected.
(XLSX)

Acknowledgments

We thanks Genomic and Proteomic Core Laboratory of Kaohsiung Chang Gung Memorial
Hospital for the metagenomic analysis.

Author Contributions

Conceptualization: Shao-Chun Wu, Tsu-Hsiang Lu, Ching-Hua Hsieh, Chun-Ying Huang.
Formal analysis: Peng-Chen Chien.

Methodology: Yi-Chan Wu.

Resources: Chia-Jung Wu, Chia-Wei Lin, Chia-Wen Tsai.

Supervision: Ching-Hua Hsieh.

Validation: Chun-Ying Huang.

PLOS ONE | https://doi.org/10.1371/journal.pone.0220398  July 26, 2019 11/15


http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0220398.s001
https://doi.org/10.1371/journal.pone.0220398

@ PLOS|ONE

Metagenomic and bacterial infection in mice

Writing - original draft: Pao-Jen Kuo.

Writing - review & editing: Cheng-Shyuan Rau.

References

1.

10.

11.

12.

13.

14.

15.

16.

17.

18.

Weinstock GM. Genomic approaches to studying the human microbiota. Nature. 2012; 489(7415):250—
6. Epub 2012/09/14. https://doi.org/10.1038/nature11553 PMID: 22972298; PubMed Central PMCID:
PMC3665339.

Savage DC. Microbial ecology of the gastrointestinal tract. Annu Rev Microbiol. 1977; 31:107-33. Epub
1977/01/01. https://doi.org/10.1146/annurev.mi.31.100177.000543 PMID: 334036.

Ley RE, Peterson DA, Gordon JI. Ecological and evolutionary forces shaping microbial diversity in the
human intestine. Cell. 2006; 124(4):837—-48. Epub 2006/02/25. https://doi.org/10.1016/j.cell.2006.02.
017 PMID: 16497592.

Magnotti LJ, Deitch EA. Burns, bacterial translocation, gut barrier function, and failure. J Burn Care
Rehabil. 2005; 26(5):383—-91. Epub 2005/09/10. PMID: 16151282.

Akira S, Uematsu S, Takeuchi O. Pathogen recognition and innate immunity. Cell. 2006; 124(4):783—
801. Epub 2006/02/25. https://doi.org/10.1016/j.cell.2006.02.015 PMID: 16497588.

He H, Genovese KJ, Nisbet DJ, Kogut MH. Profile of Toll-like receptor expressions and induction of
nitric oxide synthesis by Toll-like receptor agonists in chicken monocytes. Mol Immunol. 2006; 43
(7):783-9. Epub 2005/08/16. https://doi.org/10.1016/j.molimm.2005.07.002 PMID: 16098593.

Brown MA, Jones WK. NF-kappaB action in sepsis: the innate immune system and the heart. Front
Biosci. 2004; 9:1201-17. Epub 2004/02/24. PMID: 14977537.

Cristofaro P, Opal SM. The Toll-like receptors and their role in septic shock. Expert opinion on therapeu-
tic targets. 2003; 7(5):603—12. Epub 2003/09/23. https://doi.org/10.1517/14728222.7.5.603 PMID:
14498823.

Wilson NS, Dixit V, Ashkenazi A. Death receptor signal transducers: nodes of coordination in immune
signaling networks. Nat Immunol. 2009; 10(4):348-55. Epub 2009/03/20. https://doi.org/10.1038/ni.
1714 PMID: 19295631.

Ragib R, Lindberg AA, Wretlind B, Bardhan PK, Andersson U, Andersson J. Persistence of local cyto-
kine production in shigellosis in acute and convalescent stages. Infect Immun. 1995; 63(1):289-96.
Epub 1995/01/01. PMID: 7806368; PubMed Central PMCID: PMC172990.

Giogha C, Lung TW, Pearson JS, Hartland EL. Inhibition of death receptor signaling by bacterial gut
pathogens. Cytokine Growth Factor Rev. 2014; 25(2):235—43. Epub 2014/01/21. https://doi.org/10.
1016/j.cytogfr.2013.12.012 PMID: 24440054.

d’Hennezel E, Abubucker S, Murphy LO, Cullen TW. Total Lipopolysaccharide from the Human Gut
Microbiome Silences Toll-Like Receptor Signaling. mSystems. 2017; 2(6). Epub 2017/11/21. https:/
doi.org/10.1128/mSystems.00046-17 PMID: 29152585; PubMed Central PMCID: PMC5686520.

van Lieshout MH, van der Poll T, van't Veer C. TLR4 inhibition impairs bacterial clearance in a therapeu-
tic setting in murine abdominal sepsis. Inflamm Res. 2014; 63(11):927-33. Epub 2014/08/15. https:/
doi.org/10.1007/s00011-014-0766-9 PMID: 25118783.

Sodhi CP, Neal MD, Siggers R, Sho S, Ma C, Branca MF, et al. Intestinal epithelial Toll-like receptor 4
regulates goblet cell development and is required for necrotizing enterocolitis in mice. Gastroenterology.
2012; 143(3):708-18.e5. Epub 2012/07/17. https:/doi.org/10.1053/j.gastr0.2012.05.053 PMID:
22796522; PubMed Central PMCID: PMC3584415.

Johansson ME, Ambort D, Pelaseyed T, Schutte A, Gustafsson JK, Ermund A, et al. Composition and
functional role of the mucus layers in the intestine. Cell Mol Life Sci. 2011; 68(22):3635—41. Epub 2011/
09/29. https://doi.org/10.1007/s00018-011-0822-3 PMID: 21947475.

Kellermayer R, Dowd SE, Harris RA, Balasa A, Schaible TD, Wolcott RD, et al. Colonic mucosal DNA
methylation, immune response, and microbiome patterns in Toll-like receptor 2-knockout mice. FASEB
J. 2011; 25(5):1449-60. Epub 2011/01/14. https://doi.org/10.1096/f].10-172205 PMID: 21228220;
PubMed Central PMCID: PMC3079304.

Chan JZ, Pallen MJ, Oppenheim B, Constantinidou C. Genome sequencing in clinical microbiology. Nat
Biotechnol. 2012; 30(11):1068-71. Epub 2012/11/10. https://doi.org/10.1038/nbt.2410 PMID:
23138305.

Tringe SG, Rubin EM. Metagenomics: DNA sequencing of environmental samples. Nature reviews
Genetics. 2005; 6(11):805—14. Epub 2005/11/24. https://doi.org/10.1038/nrg1709 PMID: 16304596.

PLOS ONE | https://doi.org/10.1371/journal.pone.0220398  July 26, 2019 12/15


https://doi.org/10.1038/nature11553
http://www.ncbi.nlm.nih.gov/pubmed/22972298
https://doi.org/10.1146/annurev.mi.31.100177.000543
http://www.ncbi.nlm.nih.gov/pubmed/334036
https://doi.org/10.1016/j.cell.2006.02.017
https://doi.org/10.1016/j.cell.2006.02.017
http://www.ncbi.nlm.nih.gov/pubmed/16497592
http://www.ncbi.nlm.nih.gov/pubmed/16151282
https://doi.org/10.1016/j.cell.2006.02.015
http://www.ncbi.nlm.nih.gov/pubmed/16497588
https://doi.org/10.1016/j.molimm.2005.07.002
http://www.ncbi.nlm.nih.gov/pubmed/16098593
http://www.ncbi.nlm.nih.gov/pubmed/14977537
https://doi.org/10.1517/14728222.7.5.603
http://www.ncbi.nlm.nih.gov/pubmed/14498823
https://doi.org/10.1038/ni.1714
https://doi.org/10.1038/ni.1714
http://www.ncbi.nlm.nih.gov/pubmed/19295631
http://www.ncbi.nlm.nih.gov/pubmed/7806368
https://doi.org/10.1016/j.cytogfr.2013.12.012
https://doi.org/10.1016/j.cytogfr.2013.12.012
http://www.ncbi.nlm.nih.gov/pubmed/24440054
https://doi.org/10.1128/mSystems.00046-17
https://doi.org/10.1128/mSystems.00046-17
http://www.ncbi.nlm.nih.gov/pubmed/29152585
https://doi.org/10.1007/s00011-014-0766-9
https://doi.org/10.1007/s00011-014-0766-9
http://www.ncbi.nlm.nih.gov/pubmed/25118783
https://doi.org/10.1053/j.gastro.2012.05.053
http://www.ncbi.nlm.nih.gov/pubmed/22796522
https://doi.org/10.1007/s00018-011-0822-3
http://www.ncbi.nlm.nih.gov/pubmed/21947475
https://doi.org/10.1096/fj.10-172205
http://www.ncbi.nlm.nih.gov/pubmed/21228220
https://doi.org/10.1038/nbt.2410
http://www.ncbi.nlm.nih.gov/pubmed/23138305
https://doi.org/10.1038/nrg1709
http://www.ncbi.nlm.nih.gov/pubmed/16304596
https://doi.org/10.1371/journal.pone.0220398

@ PLOS|ONE

Metagenomic and bacterial infection in mice

19.

20.

21.

22,

23.

24,

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

Takeuchi F, Sekizuka T, Yamashita A, Ogasawara Y, Mizuta K, Kuroda M. MePIC, metagenomic path-
ogen identification for clinical specimens. Japanese journal of infectious diseases. 2014; 67(1):62-5.
Epub 2014/01/24. PMID: 24451106.

Kujiraoka M, Kuroda M, Asai K, Sekizuka T, Kato K, Watanabe M, et al. Comprehensive Diagnosis of
Bacterial Infection Associated with Acute Cholecystitis Using Metagenomic Approach. Frontiers in
microbiology. 2017; 8:685. Epub 2017/05/06. https://doi.org/10.3389/fmicb.2017.00685 PMID:
28473817; PubMed Central PMCID: PMC5397476.

Lavezzo E, Toppo S, Franchin E, Di Camillo B, Finotello F, Falda M, et al. Genomic comparative analy-
sis and gene function prediction in infectious diseases: application to the investigation of a meningitis
outbreak. BMC Infect Dis. 2013; 13:554. Epub 2013/11/21. https://doi.org/10.1186/1471-2334-13-554
PMID: 24252229; PubMed Central PMCID: PMC4225559.

Faria NR, Azevedo R, Kraemer MUG, Souza R, Cunha MS, Hill SC, et al. Zika virus in the Americas:
Early epidemiological and genetic findings. Science. 2016; 352(6283):345-9. Epub 2016/03/26. https://
doi.org/10.1126/science.aaf5036 PMID: 27013429; PubMed Central PMCID: PMC4918795.

Rittirsch D, Huber-Lang MS, Flierl MA, Ward PA. Immunodesign of experimental sepsis by cecal liga-
tion and puncture. Nat Protoc. 2009; 4(1):31-6. https://doi.org/10.1038/nprot.2008.214 PMID:
19131954

Dejager L, Pinheiro I, Dejonckheere E, Libert C. Cecal ligation and puncture: the gold standard model
for polymicrobial sepsis? Trends Microbiol. 2011; 19(4):198—-208. Epub 2011/02/08. https://doi.org/10.
1016/j.tim.2011.01.001 PMID: 21296575.

Klindworth A, Pruesse E, Schweer T, Peplies J, Quast C, Horn M, et al. Evaluation of general 16S ribo-
somal RNA gene PCR primers for classical and next-generation sequencing-based diversity studies.
Nucleic Acids Res. 2013; 41(1):e1. Epub 2012/08/31. https://doi.org/10.1093/nar/gks808 PMID:
22933715; PubMed Central PMCID: PMC3592464.

Lluch J, Servant F, Paisse S, Valle C, Valiere S, Kuchly C, et al. The Characterization of Novel Tissue
Microbiota Using an Optimized 16S Metagenomic Sequencing Pipeline. PLoS One. 2015; 10(11):
e€0142334. Epub 2015/11/07. https://doi.org/10.1371/journal.pone.0142334 PMID: 26544955; PubMed
Central PMCID: PMC4636327.

Robinson MD, Oshlack A. A scaling normalization method for differential expression analysis of RNA-
seq data. Genome Biol. 2010; 11(3):R25. Epub 2010/03/04. https://doi.org/10.1186/gb-2010-11-3-r25
PMID: 20196867; PubMed Central PMCID: PMC2864565.

Decuypere S, Meehan CJ, Van Puyvelde S, De Block T, Maltha J, Palpouguini L, et al. Diagnosis of
Bacterial Bloodstream Infections: A 16S Metagenomics Approach. PLoS neglected tropical diseases.
2016; 10(2):e0004470. Epub 2016/03/02. https://doi.org/10.1371/journal.pntd.0004470 PMID:
26927306; PubMed Central PMCID: PMC4771206.

Akira S, Takeda K. Toll-like receptor signalling. Nat Rev Immunol. 2004; 4(7):499-511. Epub 2004/07/
02. https://doi.org/10.1038/nri1391 PMID: 15229469.

Cendra MDM, Christodoulides M, Hossain P. Signaling Mediated by Toll-Like Receptor 5 Sensing of
Pseudomonas aeruginosa Flagellin Influences IL-1beta and IL-18 Production by Primary Fibroblasts
Derived from the Human Cornea. Frontiers in cellular and infection microbiology. 2017; 7:130. Epub
2017/05/05. https://doi.org/10.3389/fcimb.2017.00130 PMID: 28469996; PubMed Central PMCID:
PMC5395653.

Floyd M, Winn M, Cullen C, Sil P, Chassaing B, Yoo DG, et al. Swimming Motility Mediates the Forma-
tion of Neutrophil Extracellular Traps Induced by Flagellated Pseudomonas aeruginosa. PLoS Pathog.
2016; 12(11):e1005987. Epub 2016/11/18. https://doi.org/10.1371/journal.ppat. 1005987 PMID:
27855208; PubMed Central PMCID: PMC5113990.

Garcia M, Morello E, Garnier J, Barrault C, Garnier M, Burucoa C, et al. Pseudomonas aeruginosa fla-
gellum is critical for invasion, cutaneous persistence and induction of inflammatory response of skin epi-
dermis. Virulence. 2018; 9(1):1163-75. Epub 2018/08/03. https://doi.org/10.1080/21505594.2018.
1480830 PMID: 30070169; PubMed Central PMCID: PMC6086312.

Vijay-Kumar M, Aitken JD, Carvalho FA, Cullender TC, Mwangi S, Srinivasan S, et al. Metabolic syn-
drome and altered gut microbiota in mice lacking Toll-like receptor 5. Science. 2010; 328(5975):228—
31. Epub 2010/03/06. https://doi.org/10.1126/science.1179721 PMID: 20203013; PubMed Central
PMCID: PMC4714868.

Descamps D, Le Gars M, Balloy V, Barbier D, Maschalidi S, Tohme M, et al. Toll-like receptor 5 (TLRS5),
IL-1beta secretion, and asparagine endopeptidase are critical factors for alveolar macrophage phago-
cytosis and bacterial killing. Proc Natl Acad Sci U S A. 2012; 109(5):1619-24. Epub 2012/02/07. https://
doi.org/10.1073/pnas.1108464109 PMID: 22307620; PubMed Central PMCID: PMC3277124.

Anas AA, van Lieshout MH, Claushuis TA, de Vos AF, Florquin S, de Boer OJ, et al. Lung epithelial
MyD88 drives early pulmonary clearance of Pseudomonas aeruginosa by a flagellin dependent

PLOS ONE | https://doi.org/10.1371/journal.pone.0220398  July 26, 2019 13/15


http://www.ncbi.nlm.nih.gov/pubmed/24451106
https://doi.org/10.3389/fmicb.2017.00685
http://www.ncbi.nlm.nih.gov/pubmed/28473817
https://doi.org/10.1186/1471-2334-13-554
http://www.ncbi.nlm.nih.gov/pubmed/24252229
https://doi.org/10.1126/science.aaf5036
https://doi.org/10.1126/science.aaf5036
http://www.ncbi.nlm.nih.gov/pubmed/27013429
https://doi.org/10.1038/nprot.2008.214
http://www.ncbi.nlm.nih.gov/pubmed/19131954
https://doi.org/10.1016/j.tim.2011.01.001
https://doi.org/10.1016/j.tim.2011.01.001
http://www.ncbi.nlm.nih.gov/pubmed/21296575
https://doi.org/10.1093/nar/gks808
http://www.ncbi.nlm.nih.gov/pubmed/22933715
https://doi.org/10.1371/journal.pone.0142334
http://www.ncbi.nlm.nih.gov/pubmed/26544955
https://doi.org/10.1186/gb-2010-11-3-r25
http://www.ncbi.nlm.nih.gov/pubmed/20196867
https://doi.org/10.1371/journal.pntd.0004470
http://www.ncbi.nlm.nih.gov/pubmed/26927306
https://doi.org/10.1038/nri1391
http://www.ncbi.nlm.nih.gov/pubmed/15229469
https://doi.org/10.3389/fcimb.2017.00130
http://www.ncbi.nlm.nih.gov/pubmed/28469996
https://doi.org/10.1371/journal.ppat.1005987
http://www.ncbi.nlm.nih.gov/pubmed/27855208
https://doi.org/10.1080/21505594.2018.1480830
https://doi.org/10.1080/21505594.2018.1480830
http://www.ncbi.nlm.nih.gov/pubmed/30070169
https://doi.org/10.1126/science.1179721
http://www.ncbi.nlm.nih.gov/pubmed/20203013
https://doi.org/10.1073/pnas.1108464109
https://doi.org/10.1073/pnas.1108464109
http://www.ncbi.nlm.nih.gov/pubmed/22307620
https://doi.org/10.1371/journal.pone.0220398

@ PLOS|ONE

Metagenomic and bacterial infection in mice

36.

37.

38.

39.

40.

41.

42,

43.

44,

45.

46.

47.

48.

49.

50.

51.

mechanism. American journal of physiology Lung cellular and molecular physiology. 2016; 311(2):
L219-28. Epub 2016/06/12. https://doi.org/10.1152/ajplung.00078.2016 PMID: 27288486.

Etienne-Mesmin L, Vijay-Kumar M, Gewirtz AT, Chassaing B. Hepatocyte Toll-Like Receptor 5 Pro-
motes Bacterial Clearance and Protects Mice Against High-Fat Diet-Induced Liver Disease. Cellular
and molecular gastroenterology and hepatology. 2016; 2(5):584—604. Epub 2017/01/17. https://doi.org/
10.1016/j.jcmgh.2016.04.007 PMID: 28090564; PubMed Central PMCID: PMC5042709.

Neely CJ, Kartchner LB, Mendoza AE, Linz BM, Frelinger JA, Wolfgang MC, et al. Flagellin treatment

prevents increased susceptibility to systemic bacterial infection after injury by inhibiting anti-inflamma-
tory IL-10+ IL-12- neutrophil polarization. PLoS One. 2014; 9(1):€85623. Epub 2014/01/24. https://doi.
org/10.1371/journal.pone.0085623 PMID: 24454904; PubMed Central PMCID: PMC3893295.

Balloy V, Verma A, Kuravi S, Si-Tahar M, Chignard M, Ramphal R. The role of flagellin versus motility in
acute lung disease caused by Pseudomonas aeruginosa. J Infect Dis. 2007; 196(2):289-96. Epub
2007/06/16. https://doi.org/10.1086/518610 PMID: 17570117.

Nguyen VP, Chen J, Petrus MN, Goldman CK, Kruhlak MJ, Bamford RN, et al. A new domain in the
Toll/IL-1R domain-containing adaptor inducing interferon-beta factor protein amino terminus is impor-
tant for tumor necrosis factor-alpha receptor-associated factor 3 association, protein stabilization and
interferon signaling. J Innate Immun. 2014; 6(3):377-93. Epub 2014/03/01. https://doi.org/10.1159/
000356408 PMID: 24577058; PubMed Central PMCID: PMC4058787.

Hotchkiss RS, Karl IE. The pathophysiology and treatment of sepsis. N Engl J Med. 2003; 348(2):138—
50. Epub 2003/01/10. https://doi.org/10.1056/NEJMra021333 PMID: 12519925.

PeiJ, Ding X, Fan Y, Rice-Ficht A, Ficht TA. Toll-like receptors are critical for clearance of Brucella and
play different roles in development of adaptive immunity following aerosol challenge in mice. Frontiers
in cellular and infection microbiology. 2012; 2:115. Epub 2012/09/14. https://doi.org/10.3389/fcimb.
2012.00115 PMID: 22973560; PubMed Central PMCID: PMC3435510.

Lawrence T, Bebien M, Liu GY, Nizet V, Karin M. IKKalpha limits macrophage NF-kappaB activation
and contributes to the resolution of inflammation. Nature. 2005; 434(7037):1138-43. Epub 2005/04/29.
https://doi.org/10.1038/nature03491 PMID: 15858576.

Courtine E, Pene F, Cagnard N, Toubiana J, Fitting C, Brocheton J, et al. Critical role of cRel subunit of
NF-kappaB in sepsis survival. Infect Immun. 2011; 79(5):1848-54. Epub 2011/02/24. https://doi.org/10.
1128/IA1.00021-11 PMID: 21343350; PubMed Central PMCID: PMC3088128.

Courtine E, Cagnard N, Mazzolini J, Antona M, Pene F, Fitting C, et al. Combined loss of cRel/p50 sub-
units of NF-kappaB leads to impaired innate host response in sepsis. Innate immunity. 2012; 18
(5):753-63. Epub 2012/03/13. https://doi.org/10.1177/1753425912440296 PMID: 22408080.

Bohrer H, Qiu F, Zimmermann T, Zhang Y, Jlimer T, Mannel D, et al. Role of NFkappaB in the mortality
of sepsis. J Clin Invest. 1997; 100(5):972—85. Epub 1997/09/01. https://doi.org/10.1172/JCI119648
PMID: 9276714; PubMed Central PMCID: PMC508272.

Jiang D, Nelson ML, Gally F, Smith S, Wu Q, Minor M, et al. Airway epithelial NF-kappaB activation pro-
motes Mycoplasma pneumoniae clearance in mice. PLoS One. 2012; 7(12):e52969. Epub 2013/01/04.
https://doi.org/10.1371/journal.pone.0052969 PMID: 23285237; PubMed Central PMCID:
PMC3532414.

Iwanaga N, Nakamura S, Oshima K, Kajihara T, Takazono T, Miyazaki T, et al. Macrolides Promote
CCL2-Mediated Macrophage Recruitment and Clearance of Nasopharyngeal Pneumococcal Coloniza-
tion in Mice. J Infect Dis. 2015; 212(7):1150-9. Epub 2015/03/15. https://doi.org/10.1093/infdis/jiv157
PMID: 25767216.

Deng M, Scott MJ, Loughran P, Gibson G, Sodhi C, Watkins S, et al. Lipopolysaccharide clearance,
bacterial clearance, and systemic inflammatory responses are regulated by cell type-specific functions
of TLR4 during sepsis. J Immunol. 2013; 190(10):5152—60. Epub 2013/04/09. https://doi.org/10.4049/
jimmunol.1300496 PMID: 23562812; PubMed Central PMCID: PMC3644895.

Anand RJ, Kohler JW, Cavallo JA, Li J, Dubowski T, Hackam DJ. Toll-like receptor 4 plays a role in mac-
rophage phagocytosis during peritoneal sepsis. J Pediatr Surg. 2007; 42(6):927-32; discussion 33.
Epub 2007/06/15. https://doi.org/10.1016/j.jpedsurg.2007.01.023 PMID: 17560196.

Lu P, Sodhi CP, Yamaguchi Y, Jia H, Prindle T Jr., Fulton WB, et al. Intestinal epithelial Toll-like receptor
4 prevents metabolic syndrome by regulating interactions between microbes and intestinal epithelial
cells in mice. Mucosal immunology. 2018; 11(3):727—40. Epub 2018/01/25. https://doi.org/10.1038/mi.
2017.114 PMID: 29363671.

Chassaing B, Ley RE, Gewirtz AT. Intestinal epithelial cell toll-like receptor 5 regulates the intestinal
microbiota to prevent low-grade inflammation and metabolic syndrome in mice. Gastroenterology.
2014; 147(6):1363—77.e17. Epub 2014/08/31. https://doi.org/10.1053/j.gastro.2014.08.033 PMID:
25172014; PubMed Central PMCID: PMC4253564.

PLOS ONE | https://doi.org/10.1371/journal.pone.0220398  July 26, 2019 14/15


https://doi.org/10.1152/ajplung.00078.2016
http://www.ncbi.nlm.nih.gov/pubmed/27288486
https://doi.org/10.1016/j.jcmgh.2016.04.007
https://doi.org/10.1016/j.jcmgh.2016.04.007
http://www.ncbi.nlm.nih.gov/pubmed/28090564
https://doi.org/10.1371/journal.pone.0085623
https://doi.org/10.1371/journal.pone.0085623
http://www.ncbi.nlm.nih.gov/pubmed/24454904
https://doi.org/10.1086/518610
http://www.ncbi.nlm.nih.gov/pubmed/17570117
https://doi.org/10.1159/000356408
https://doi.org/10.1159/000356408
http://www.ncbi.nlm.nih.gov/pubmed/24577058
https://doi.org/10.1056/NEJMra021333
http://www.ncbi.nlm.nih.gov/pubmed/12519925
https://doi.org/10.3389/fcimb.2012.00115
https://doi.org/10.3389/fcimb.2012.00115
http://www.ncbi.nlm.nih.gov/pubmed/22973560
https://doi.org/10.1038/nature03491
http://www.ncbi.nlm.nih.gov/pubmed/15858576
https://doi.org/10.1128/IAI.00021-11
https://doi.org/10.1128/IAI.00021-11
http://www.ncbi.nlm.nih.gov/pubmed/21343350
https://doi.org/10.1177/1753425912440296
http://www.ncbi.nlm.nih.gov/pubmed/22408080
https://doi.org/10.1172/JCI119648
http://www.ncbi.nlm.nih.gov/pubmed/9276714
https://doi.org/10.1371/journal.pone.0052969
http://www.ncbi.nlm.nih.gov/pubmed/23285237
https://doi.org/10.1093/infdis/jiv157
http://www.ncbi.nlm.nih.gov/pubmed/25767216
https://doi.org/10.4049/jimmunol.1300496
https://doi.org/10.4049/jimmunol.1300496
http://www.ncbi.nlm.nih.gov/pubmed/23562812
https://doi.org/10.1016/j.jpedsurg.2007.01.023
http://www.ncbi.nlm.nih.gov/pubmed/17560196
https://doi.org/10.1038/mi.2017.114
https://doi.org/10.1038/mi.2017.114
http://www.ncbi.nlm.nih.gov/pubmed/29363671
https://doi.org/10.1053/j.gastro.2014.08.033
http://www.ncbi.nlm.nih.gov/pubmed/25172014
https://doi.org/10.1371/journal.pone.0220398

@ PLOS|ONE

Metagenomic and bacterial infection in mice

52.

53.

54.

55.

56.

57.

Hosoi T, Yokoyama S, Matsuo S, Akira S, Ozawa K. Myeloid differentiation factor 88 (MyD88)-defi-
ciency increases risk of diabetes in mice. PLoS One. 2010; 5(9). Epub 2010/09/09. https://doi.org/10.
1371/journal.pone.0012537 PMID: 20824098; PubMed Central PMCID: PMC2932727.

Hutton MJ, Soukhatcheva G, Johnson JD, Verchere CB. Role of the TLR signaling molecule TRIF in
beta-cell function and glucose homeostasis. Islets. 2010; 2(2):104—11. Epub 2010/11/26. https://doi.
org/10.4161/isl.2.2.11209 PMID: 21099302.

Kim KK, Lee KC, Oh HM, Lee JS. Halomonas stevensii sp. nov., Halomonas hamiltonii sp. nov. and
Halomonas johnsoniae sp. nov., isolated from a renal care centre. Int J Syst Evol Microbiol. 2010;60(Pt
2):369-77. Epub 2009/08/05. https://doi.org/10.1099/ijs.0.021105-0 PMID: 19651714.

Stevens DA, Hamilton JR, Johnson N, Kim KK, Lee JS. Halomonas, a newly recognized human patho-
gen causing infections and contamination in a dialysis center: three new species. Medicine (Baltimore).
2009; 88(4):244-9. Epub 2009/07/14. https://doi.org/10.1097/MD.0b013e3181aede29 PMID:
19593230.

Imamura S. The localization and distribution of gram-positive cocci in normal skin and in lesions of acne
vulgaris. J Invest Dermatol. 1975; 65(2):244—7. Epub 1975/08/01. PMID: 239073.

Rutanga JP, Van Puyvelde S, Heroes AS, Muvunyi CM, Jacobs J, Deborggraeve S. 16S metagenomics
for diagnosis of bloodstream infections: opportunities and pitfalls. Expert review of molecular diagnos-
tics. 2018; 18(8):749-59. Epub 2018/07/10. https://doi.org/10.1080/14737159.2018.1498786 PMID:
29985081.

PLOS ONE | https://doi.org/10.1371/journal.pone.0220398  July 26, 2019 15/15


https://doi.org/10.1371/journal.pone.0012537
https://doi.org/10.1371/journal.pone.0012537
http://www.ncbi.nlm.nih.gov/pubmed/20824098
https://doi.org/10.4161/isl.2.2.11209
https://doi.org/10.4161/isl.2.2.11209
http://www.ncbi.nlm.nih.gov/pubmed/21099302
https://doi.org/10.1099/ijs.0.021105-0
http://www.ncbi.nlm.nih.gov/pubmed/19651714
https://doi.org/10.1097/MD.0b013e3181aede29
http://www.ncbi.nlm.nih.gov/pubmed/19593230
http://www.ncbi.nlm.nih.gov/pubmed/239073
https://doi.org/10.1080/14737159.2018.1498786
http://www.ncbi.nlm.nih.gov/pubmed/29985081
https://doi.org/10.1371/journal.pone.0220398

