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Abstract: Human blood contains low biomass of circulating microbial cell-free DNA (cfmDNA)
that predominantly originates from bacteria. Numerous studies have detected circulating cfmDNA
in patients with infectious and non-infectious diseases, and in healthy individuals. Remarkable
differences were found in the microbial composition of healthy subjects and patients compared
to cohorts with various diseases or even patients with diversified prognoses, implying that these
alterations may be associated with disease development. Although the function of circulating
c¢fmDNA needs to be elucidated (whether it acts as a bystander of dysbiosis or a key player in disease
development), several studies have demonstrated its potential as a non-invasive biomarker that may
improve diagnosis and treatment efficacy. The origin of circulating cfmDNA is still the subject of
much deliberation, but studies have identified members of various microbiome niches, including the
gut, oral cavity, airways, and skin. Further studies investigating the origin and function of circulating
cfmDNA are needed. Moreover, low-biomass microbiome studies are prone to contamination,
therefore stringent negative experimental control reactions and decontamination frameworks are
advised in order to detect genuine circulating cfmDNA.
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1. Introduction

Circulating cell-free DNA (cfDNA) comprises fragments (~160 bp) of double-stranded
deoxyribonucleic acid that are present in the blood plasma or serum and other body fluids,
and are not encapsulated in cells [1]. It was initially discovered by Mandel et al., 1948,
in the blood plasma of healthy subjects [2]. Circulating cfDNA serves as a reservoir of
genetic information from all body cells, and has been found to have potential in clinical
applications [3]. For instance, it was demonstrated that human-derived cfDNA may be
used in tumor diagnosis and monitoring (cell-free tumor DNA, cftDNA) [4], in the prenatal
screening of abnormal chromosomal karyotypes (cell-free fetal DNA, cffDNA) [5], in
the monitoring of transplant rejection (donor-derived cfDNA, dd-cfDNA) [6], and in the
detection of organ dysfunction [7]. Numerous mechanisms of cfDNA release from cells
have been proposed, such as apoptosis, necrosis, neutrophil extracellular trap-(NET-)osis,
or active secretion via exosomes [8,9]. To date, the process of cfDNA fragmentation has not
been fully elucidated, though apoptosis is known to involve nucleases that may contribute
to cfDNA generation. Moreover, nucleases are involved in ¢fDNA clearance from the
bloodstream, and the estimated half-life of cfDNA is 16 min to 2 h [9].

Furthermore, growing evidence suggests that blood samples also harbor circulating
microbial cfDNA (cfmDNA). A large cohort study investigating circulating cfDNA reported
that an average of 0.45% of sequences (reads) did not align with the reference human
genome, suggesting that it is of non-human origin [10], which is in agreement with results
obtained in another study [11]. The research group revealed the presence of hundreds of
novel bacteria and viruses that represented previously unidentified members of the human
microbiota (microbiota as a collective of cells and virus particles), as only approximately
1% of non-human reads could be identified in microbiome databases [10]. Over two-thirds
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of the sequences were bacterial in origin; however, novel phages and anelloviruses were
also identified. Similar findings were presented by Tong et al., 2022, who found that the
cfmDNA predominantly originated from bacteria (more than 95%), but eukaryotic and
viral sequences were also detected [12]. The predominance of anelloviruses in the blood
virome of healthy humans was demonstrated [13]. Numerous studies consistently reported
that the circulating cell-free microbiome (microbiome as a collective of microbial sequences,
representing genetic material of microbiota) was dominated by the Proteobacteria phylum,
followed by phyla Actinobacteria, Firmicutes, and Bacteroidetes that were present to a
lesser extent [10,14,15]. According to these findings, a hypothesis of core circulating cell-free
microbiome existence was stated. Whittle et al., 2019, found that the main members of the
circulating cell-free microbiome that were detected in their study have been also identified
in previous studies, suggesting the existence of a core microbiome [14]. Xiao et al., 2020,
reported that the majority of identified species were found in all study groups, i.e., patients
with colorectal neoplasia and healthy subjects, and only a limited number of species were
unique in particular groups [11]. In contrast, variations in the microbial composition and the
diversity of potential origins of circulating cfmDNA observed in other studies implied that
the definition of core circulating cell-free microbiome might be a challenge [16], or that there
is no so-called core circulating cell-free microbiome [7]. Furthermore, geographical patterns
in the abundance, diversity, and complexity of circulating cell-free microbial profiles, and
coexistence networks between species, were also found [11,12]. Taken together, in light of
recent studies, this aspect seems to be more complex than it was previously thought and
demands further examination.

In this review, we presented findings from recent reports that demonstrated circulat-
ing cfmDNA levels and composition in patients and healthy subjects, and the potential
origin of cfmDNA in the bloodstream. Moreover, we discussed experimental procedures
introduced in various low-biomass microbiome studies to avoid potential environmental
contaminations. Further, we summarized potential applications of circulating cfmDNA as
a non-invasive biomarker in clinical practice.

2. Circulating cfmDNA or Contamination?

Healthy human blood has been considered a sterile environment, and the presence of
microorganisms in the blood was found to be associated with life-threatening bloodstream
infections (BSIs) [17]. Moreover, the blood environment provides unfavorable conditions
for microorganism development [14]. However, microorganisms were detected in the
blood of patients with infectious and non-infectious diseases, and in healthy individuals,
and a hypothesis developed that these bacteria may reside in the blood mostly in the
dormant form [18]. Moreover, the development of molecular techniques, in particular 16S
rRNA gene sequencing and shotgun metagenomics, enabled the detection of microbial
DNA in health and disease [19]. However, it is worth noting that the detection of micro-
bial DNA is not evidence of viable bacteria presence in the blood. Analysis of microbial
DNA extracted from whole blood samples may correspond either to circulating/blood cell-
associated microorganisms, or to circulating cfmDNA potentially released from degradated
microbial cells (throughout phagocytosis, NETosis, and Membrane Attack Complexes)
or actively secreted from microbial cells. Therefore, in this review, we focused only on
studies that selected cell-free components of whole blood, such as plasma and serum
for DNA extraction, especially with techniques dedicated to ¢fDNA isolation (omitting
cell lysis or disintegration step). Paissé et al., 2016, reported that the blood plasma of
healthy donors contained significantly less bacterial DNA than a buffy coat or red blood
cells, and its bacterial diversity was significantly decreased as compared to red blood cell
fraction. Moreover, differences were found in the taxonomic profiles between particular
blood fractions [15]. Results obtained from analysis of samples containing low microbial
biomass, such as blood plasma or serum, are highly prone to environmental contamination;
therefore contaminant-controlled studies are required to detect genuine cfmDNA in those
samples [20]. Firstly, contaminant microbiota may be introduced into the sample during
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blood collection procedures, and any contamination that would occur at this stage may
also affect all downstream procedures. Therefore, in addition to the cleansing of the skin’s
surface, it was recommended that the first volume drawn be transferred to a separate tube
and that the sample fractions be analyzed independently [14]. Secondly, some procedures
to avoid contamination with microorganisms from the laboratory environment were also
recommended. For instance, Qiu et al., 2019, reported that a whole range of experimental
procedures were conducted in a laminar airflow bench that was illuminated with a UV
lamp prior to use [21]. Additionally, Zozaya-Valdés et al., 2021, showed that plasma DNA
extraction was conducted in a biosafety cabinet with disinfected and DNA-cleaned equip-
ment, by limited personnel, who were using disposable surgical gowns and gloves [20].
However, the most challenging is the contaminating DNA that was found to be ubiquitous
in DNA extraction kits, PCR reagents, and water, and remarkable differences were revealed
in the composition of different kits and kit batches [22]. Therefore, it is advised to include
negative experimental control reactions that would mirror the whole range of experimental
procedures in which plasma or serum would be replaced with molecular biology-grade wa-
ter or buffer [7,20]. Furthermore, studies have highlighted the importance of an analytical
decontamination framework that enables the filtering of amplicon sequence variants with
batch-wise abundances and those with a higher prevalence in negative controls, in order
to accurately detect circulating cfmDNA [20]. Overall, it was revealed that there is a low
(but significantly higher than in negative controls) concentration of circulating cfcmDNA
in plasma samples, and significant differences were found in the microbial composition
of plasma samples compared to negative controls [7,20,23]. Taken together, the evidence
favors the idea of cfmDNA existence in blood.

3. The Presence of Circulating cfmDNA in Patients and Healthy Individuals

Numerous reports have demonstrated the presence of circulating cfmDNA in patients
with various communicable and non-communicable diseases [7,9,12,14,15,18,19,21-37].
Moreover, those studies provided information about circulating cfmDNA in healthy hu-
mans, as they mostly included healthy control groups. Recent reports revealed remarkable
differences in the concentration and composition of circulating cell-free microbiome be-
tween patients and healthy individuals, and the alterations in the microbiome profile
appeared to be associated with particular disease development. Overall, elevated levels
of circulating cfmDNA were found in patients with inflammatory bowel disease (IBD),
Kawasaki disease (KD), human immunodeficiency virus (HIV) [16], cardiovascular dis-
eases (CVD) [25], cystic fibrosis (CF) [27], and pneumonia [38] as compared to healthy
individuals. Moreover, circulating cell-free microbiome was characterized by lower diver-
sity in patients with sepsis [7], IBD, KD, HIV [16], gastric cancer (GC) [24], hepatocellular
carcinoma (HCC) [28], and melanoma [20] than in healthy individuals. In KD and HIV
patients, circulating cell-free microbiome was predominated by Proteobacteria phylum,
whereas in IBD patients, the microbiome profile was more complex, and contained mainly
Bacteroidetes phylum, followed by Proteobacteria and Firmicutes phyla [16]. There were
also 173 genera found that were preferentially abundant in healthy or diseased subjects,
and which provided so-called molecular phenotypes of the corresponding diseases. An-
other study demonstrated increased diversity of circulating cfmDNA and enrichment
of Actinobacteria phylum and bacteriophages in CVD patients as compared to healthy
individuals [25]. In contrast, no difference in the diversity and composition of circulating
cfmDNA at the phylum level was found between patients with type 2 diabetes (T2D) and
non-T2D control cohort [21]. However, at the deeper taxonomic level, some variations were
found in the relative abundance of relevant taxa between study groups. In particular, a
lower abundance of genera Aquabacterium, Xanthomonas, and Pseudonocardia, and a higher
abundance of genera Actinotalea, Alishewanella, Sediminibacterium, and Pseudoclavibacter was
observed among T2D patients as compared to those non-T2D controls. Another key finding
of the study was that the circulating cell-free microbiome may act as an etiological factor in
T2D development, as it was found that the Bacteroides genus carrier was associated with
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decreased risk for T2D development, whereas the inverse correlation was found in the case
of the Sediminibacterium genus carrier. Several studies demonstrated that the circulating
cell-free microbiome of cancer patients was significantly different from that of healthy
individuals [11,24,26,28,29]. In GC patients or healthy subjects, seven microbial taxa were
found to be significantly enriched [24]. In particular, genera Haemophilus, Acinetobacter,
Bacteroides, and Haemophilus parainfluenzae species were enriched in the GC group, while
genera Sphingomonas, Comamonas, and Pseudomonas stutzeri species were enriched in the
healthy individuals. Another study revealed that the circulating cell-free microbiome
was more diverse in early-onset breast cancer (EOBC) patients than in healthy females,
and there was a higher abundance of Pseudomonas and Sphingomonas species in EOBC pa-
tients, while in healthy females, most circulating cfmDNA was derived from Acinetobacter
species [26]. In HCC patients, there was an increased abundance of Proteobacteria phylum,
and at the deeper taxonomic level, the abundance of seven bacterial genera—Pseudomonas,
Streptococcus, Bifidobacterium, Staphylococcus, Acinetobacter, Klebsiella, and Trabulsiella—was
significantly different between HCC patients and healthy individuals, among which genus
Staphylococcus showed the strongest association with HCC [28]. Furthermore, it was demon-
strated that differences in the circulating cell-free microbiome profiles enabled distinction
between patients with stage III-IV prostate, lung, or skin cancers from healthy individuals,
and also cancer-versus-cancer distinction between patients with various cancer types [29].
In contrast, another study found no statistically significant differences in the circulating cell-
free microbiome structure between melanoma patients and healthy individuals; however,
the genus Castellaniella was present only in the healthy cohort [20].

Furthermore, studies investigating the circulating cell-free microbiome in healthy
subjects demonstrated several variables that may affect its composition. It was reported
that bacterial DNA was present in the serum, plasma, and blood cells of healthy children
and adults; however, it was not detected in blood samples from newborn babies [16]. This
finding suggests that bacterial DNA potentially originates from microorganisms residing
in other body niches, and as the microbiome is immature in newborn babies, it cannot act
as a reservoir of bacterial DNA in those subjects. The research group also found that the
concentration of circulating cfmDNA in plasma was lower in children than in adults, and
in children the concentration was observed to increase with the age, while in adults the
concentration was stable. These findings imply that circulating cfmDNA may gradually
increase and stabilize with age. Differences were also revealed in the composition of the
circulating cell-free microbiome. Briefly, Bacteroidetes phylum (58%) was predominant in
children, and Firmicutes phylum (46%) in adults. Furthermore, another study indicated
differences in the abundance, diversity, and composition of circulating cell-free microbiomes
between distinct regions that could be associated with diet, geography, and environmental
factors [12].

Taken together, although there were some exceptions, recent studies have consistently
demonstrated the high similarity of circulating cell-free microbiome in healthy and diseased
individuals at the phylum level. In contrast, at the deeper taxonomic level, remarkable
differences were found either between healthy subjects and patients, or between cohorts of
patients with various diseases or even various prognoses. However, the findings presented
are preliminary, and further large-cohort studies are required to understand the circulating
microbial signatures associated with relevant diseases, in order to improve diagnosis and
treatment efficacy. Moreover, it would be valuable if matching data were available for major
microbiota, e.g., gut, mouth, vagina, skin, and cancer tissue, to uncover potential sources
of the cfmDNA. Additionally, it is worth noting that rigorous control for environmental
contaminants are needed to detect genuine cfmDNA, therefore findings from studies
that have not included stringent negative experimental control reactions should be taken
with caution.
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4. The Potential Origin of Circulating cfmDNA

Although circulating cfmDNA was detected in various cohorts of patients with com-
municable and non-communicable diseases, and in healthy individuals (including stud-
ies with stringent negative experimental control reactions and decontamination frame-
works) [7,11,12,14,16,17,20,23-38], the presence of core circulating cell-free microbiome in
humans is still the subject of much deliberation. The potential origin of circulating cfmDNA
is shown in Figure 1.
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Figure 1. Microorganisms colonizing various body niches, including gastrointestinal, respiratory,
and genitourinary tract, oral cavity, and skin, may translocate into the bloodstream through impaired
epithelial barrier, as a consequence of toothbrushing, dental treatment, medical procedures, skin
injuries, and body piercing.

It is known that pathogens can directly invade the bloodstream or disseminate through
the disruption of endothelial and epithelial barriers [27]. The circulating cfmDNA of clini-
cally relevant pathogens was found in patients with BSIs and deep-seated infections, and
its load was reduced during antimicrobial treatment, suggesting that microbial translo-
cation may occur periodically during infections [30-32,34,35]. The circulating cell-free
microbiome could originate from various body localizations, as infections of the abdomen,
lung, genitourinary tract, peripancreatic lymph node, heart, brain, sternum, joint, pancreas,
chorion, and amnion were identified in those patients [23,30-34,37,38]. It is worth noting
that circulating cfmDNA may originate simultaneously from various body sites. In a
study conducted on patients with suspected infected pancreatic necrosis (IPN), four cases
were found of false-positive results of circulating cfmDNA sequencing as compared to the
results of peripancreatic drains culture, and the identified pathogens were associated with
cholecystitis or ventilator-associated pneumonia [32]. However, active infections may not
be the only source of microorganisms. For instance, it was reported that elevated concentra-
tions of total and pathogen-derived circulating cfmDNA, and higher diversity of identified
organisms in COVID-19 non-survivors imply that the circulating cell-free microbiome
could originate either from secondary pneumonia or from respiratory tract microbiota
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translocation due to COVID-19-associated lung injury [33]. Moreover, the presence of the
circulating cfmDNA of respiratory pathogens was revealed in CF patients, and the research
group suggested that several factors, such as extensive lung vascularization, pathogen
expression of invasive functions, and lung epithelium injury induced by inflammation,
could raise the possibility of microbial translocation from the lungs to the bloodstream of
CF patients during chronic infection [27]. Moreover, it was reported that postoperative
patients exhibited significantly elevated levels of 165 rRNA gene copies in the blood; how-
ever, non-surgical procedures, such as catheters, needles, and hemodialysis could also be a
source of microorganisms that may invade the bloodstream [39-41]. Additionally, it was
reported that toothbrushing increased the prevalence of bacteremia in patients with plaque
accumulation and gingival inflammation, and significant compositional differences were
found in the blood microbiome between periodontally healthy and periodontally diseased
cohorts [42]. Therefore, a study investigating the blood microbiome composition of healthy
individuals included a criterion that donors who had undergone dental treatment, surgical
intervention, or body piercing had to wait a defined time interval after the procedure to be
recruited to the study [15]. There is also a hypothesis that the presence of microorganisms
or their parts, e.g., microbial nucleic acids in the bloodstream, may be a consequence of
their translocation from other microbiome niches within the body, such as gastrointestinal;
respiratory and genitourinary tract; oral cavity; and skin [14,15]. There is also a scarcity
of reports exploring the mechanisms of microorganism or cfmDNA entry into circulation;
however, several hypotheses have been proposed, such as entry via micro-fold cells, den-
dritic cells, or a dysfunctional epithelial barrier [18,43]. A recent study supported this
hypothesis by demonstrating the potential role of the paracellular permeability of epithelial
cell layers in bacterial translocation into the bloodstream [44]. A significant association was
found between the concentration of 165 rRNA gene copies in the whole blood samples and
serum zonulin levels, which is known as a marker of intestinal permeability, suggesting
that the bacterial DNA may originate from the gastrointestinal tract. However, zonulin was
also found to be a regulator of intercellular tight junctions in the lungs, and bacteria that
represent dominant members of the lung microbiota were identified, indicating another
possible origin of bacterial DNA in the bloodstream [45,46]. Moreover, Whittle et al., 2019,
performed an in silico comparison of the data from healthy and asthmatic subjects with
the Human Microbiome Project (HMP) data, and found that the plasma microbiome of the
cohort most likely originated from the oral or skin communities rather than from microor-
ganisms that colonize the gastrointestinal tract [14]. Moreover, the Achromobacter genus
was the most abundant in both groups and it is known to be a respiratory pathogen [47],
suggesting that the blood microbiome could also originate from the respiratory tract. How-
ever, the research group also detected viable microorganisms in 80% of plasma samples and
suggested that positive culture could result from venepuncture contamination of the blood
sample with skin bacteria, or that these bacteria were present in the blood in a dormant
state and were revived during culture procedure [14]. Zhao et al., 2020, found that genera
identified in the plasma samples of healthy subjects represented members of airway, stool,
oral, or skin environments (according to the HMP database), whereas in patients with IBD,
KD or HIV the potential origin was less diversified [16]. In KD patients genera mostly
originated from the skin, and in HIV patients it originated from airways, skin, and other
body regions. In contrast, in IBD patients the gut microbiome was found to be the main
source of the circulating cell-free microbiome, and it was suggested that intestinal bacteria
could enter into the bloodstream due to the impaired mucosal barrier integrity that is
commonly found in IBD patients [48]. Several observations supported this hypothesis:
firstly, IBD patients had remarkably increased concentrations of circulating cfmDNA as
compared not only to healthy subjects (~100-fold), but also compared to patients with KD
(~10-fold) or HIV (~8-fold) [16]; secondly, there was a higher abundance of Bacteroidetes
and Firmicutes phyla in those patients as compared to other study groups, and the most
abundant genera were reported to be associated with dysbiosis and obesity; thirdly, differ-
ences were found in bacterial abundance between pre- and post-treatment IBD patients,
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implying that circulating cfmDNA might indicate changes in the gut microbiota and/or
changes in intestinal barrier permeability. Consistent results were presented in another
study demonstrating that the majority of circulating cfmDNA in patients with colorectal
neoplasia and in healthy subjects originated from the gastrointestinal tract, oral tract, and
skin [11]. Moreover, a moderate positive correlation was found between fold changes of
the overlapped fecal and circulating cfmDNA, suggesting that alterations in the circulating
cell-free microbiome profile may reflect the dysregulated gastrointestinal microbiome and
inflammatory status of the gut mucosa.

5. Potential of Circulating cfmDNA in Clinical Applications

As mentioned above, alterations in the circulating cell-free microbiome were reported
in patients with various communicable and non-communicable diseases. Although the
function of circulating cfmDNA remains unclear (whether it acts as a bystander of dysbiosis
or a key player in disease development), its potential as a non-invasive biomarker of
particular diseases has been recently investigated. The major findings of selected studies
demonstrating the potential of circulating cfmDNA in clinical applications are summarized
in Table 1.

Table 1. Potential application of plasma cfmDNA sequencing in clinical practice.

Clinical Context

Major Findings References

Septic shock

Relapsed or refractory
pediatric cancers

BSIs

Sepsis

Infective endocarditis

Periprosthetic joint
infections

82% and 91% of the specificity of NGS, for any bacterial or fungal organism and any

>70% of the positivity rate for NGS-based pathogen identification over the whole
study period.

96% of positive NGS results for acute sepsis time points were plausible. (301

NGS results would have led to a change to a more adequate therapy in 53% of cases.

75% and 80% of predictive sensitivity of NGS for all BSIs and bacterial BSIs,
respectively, in the 3 days before the onset of infection. [17]
common BSI pathogen, respectively.
89.3% and 74.3% of the NGS sensitivity and specificity, respectively.
NGS identified causative pathogens for a significantly longer interval than
conventional blood cultures (median 15 days vs. 2 days; p < 0.0001). [35]

The odds of metastatic infection significantly increased with each additional day of

circulating cfmDNA detection (odds ratio, 2.89; p = 0.0011).
NGS reached the sensitivity and specificity of 0.952 and 1, respectively, for the
identification of bacterial infection, and allowed for the simultaneous detection of
viral pathogens.

NGS revealed differences in the composition of circulating cfmDNA between septic

and non-septic patients and between survivors and non-survivors by
28-day mortality.
Improved performance was achieved in identifying sepsis and the prediction of
clinical outcomes for ICU patients with AUC of 0.992 and 0.802, respectively, by
integrating the information from circulating human and microbial cfDNA into a
machine learning model.
NGS achieved a sensitivity of 87%.
NGS identified causative pathogens for a significantly longer interval than

[7]

conventional blood cultures (median duration of positivity from antibiotic treatment [34]

initiation was 38.1 days vs. 3.7 days; p = 0.02771).
The level of cfmDNA significantly decreased after surgical source control.

NGS identified causative pathogens in 57% of cases, increasing pathogen detection

to 94% (as an adjunct to tissue cultures).NGS improved the time-to-speciation (the

median time was 3 days less than standard-of-care methods).After treatment, NGS

did not detect circulating cfmDNA of the infectious pathogen or there were reduced
levels of circulating cfmDNA.

[31]
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Table 1. Cont.

Clinical Context

Major Findings References

Infected pancreatic
necrosis

Febrile neutropenia

The positivity rate of NGS was 54.55%.
83.33% of NGS-positive cases were consistent with the culture results of infected
pancreatic necrosis drains.

The PPA and NPA of NGS were 80.0% and 89.47%, respectively. [32]
Patients in the NGS positive group had new-onset septic shock significantly more
frequently (12 (50.0%) vs. 4 (20.0%), p = 0.039) than those in the negative group.
The PPA and NPA of NGS were 90% and 31%, respectively.
NGS sensitivity and specificity were 85% and 100%, respectively. [36]

NGS improved the time to diagnosis.
NGS results would have led to a change to a more adequate therapy in 47% of cases.

Next-generation sequencing (NGS); bloodstream infection (BSI); intensive care unit (ICU); area under the curve
(AUCQ); positive percent agreement (PPA); negative percent agreement (NPA).

A growing number of studies have demonstrated that circulating cfmDNA sequenc-
ing may serve as a sensitive and specific assay for accurate diagnosis of BSIs and sep-
sis [7,17,23,30,35]. Conventional blood cultures for the detection of BSIs are limited by
long turnaround time, a limited spectrum of pathogens (the presence of non-culturable
pathogens), dependence on antimicrobial treatment, and decreased sensitivity [7,35,49].
Moreover, the common treatment approach involves the use of empiric and broad-spectrum
antibiotics that may not affect specific pathogens and/or may cause harmful adverse
events [49]. Therefore, novel diagnostic methods are required to accurately identify
pathogenic microorganisms and select adequate treatment strategies. The advantage
of circulating cfmDNA sequencing over conventional blood cultures was revealed in sev-
eral recent studies on BSI and septic patients [7,17,23,30,35]. In contrast to conventional
blood cultures, the method was characterized by a higher positivity rate for pathogen
identification, and the circulating cfmDNA of the causative pathogen was detectable for
significantly longer [30], which is in agreement with another study [35]. Moreover, the vast
majority of the results were assessed as plausible and would have led to a change to a more
adequate antimicrobial therapy in more than half of the cases [30]. Notably, a retrospective
analysis showed that in patients who were treated adequately (according to cfmDNA
sequencing results), higher 28- and 90-day survival rates were observed, together with an
overall reduction in the use of antimicrobials. Another key finding was that the duration
of the circulating pathogen’s cfDNA was associated with an increased risk for metastatic
infection [35]. Moreover, circulating cfmDNA sequencing enabled the identification of
pathogens in the days before the onset of infection in immunocompromised pediatric
patients with relapsed or refractory cancer, who are at high risk of BSIs [17]. A recent study
indicated that integration of both circulating microbial and human cfDNA information
into a machine learning model improved performance in sepsis diagnosis and mortality
prediction as compared to models with any individual parameters [7]. Furthermore, the
clinically relevant pathogens in patients with invasive fungal infections (IFIs) could also be
non-invasively detected by the sequencing of circulating cfmDNA [23]. Current diagnostic
technology is based on carrying out an invasive biopsy, which generates high costs and
is associated with high morbidity. Moreover, available non-invasive biomarkers, such as
Aspergillus galactomannan and beta-D-glucan tests, have limitations in the detection of a
wide range of non-Aspergillus molds. The research group demonstrated that the sequencing
of circulating cfmDNA detected both Aspergillus and non-Aspergillus molds in patients with
proven IFIs. In one case, the sequencing assay enabled the differentiation of the Aspergillus
lentulus from the Aspergillus fumigatus species complex, which could have important clinical
consequences. Briefly, although these microorganisms are morphologically identical and
share 91% of sequence identity, it was reported that A. lentulus showed decreased suscep-
tibility to many azoles [50]. Moreover, it was estimated that the utility of the sequencing
assay in the identification of pathogens in IFI patients was associated with cost savings [51].
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The sequencing of circulating cfmDNA could also be used for the accurate detection
of causative pathogens in other infections [31-34,36,37]. A recent study showed that the
sequencing assay may provide an alternative to conventional cultures and bronchoscopy
for the comprehensive identification of secondary pneumonia in COVID-19 patients, and
may enable better antibiotic stewardship in those patients [33]. Furthermore, circulat-
ing ¢fmDNA sequencing enabled the accurate identification of causative pathogens in
patients with infective endocarditis [34]. Similarly, as in BSI and septic cases [30,35], the
duration of positivity from antibiotic treatment initiation was significantly longer for cir-
culating cfmDNA than for conventional blood cultures. It was therefore suggested that
the sequencing assay also offers a novel method to estimate the burden of infection in
patients and control response to treatment [34]. Comparable findings were presented
in another study [31]. The use of circulating cfmDNA sequencing in addition to tissue
cultures increased the number of cases in which pathogens causing local periprosthetic
joint infections were accurately identified. Additionally, the sequencing assay improved
the time to species identification as compared to standard-of-care methods and could
be utilized to control infection clearance during the treatment. It was also reported that
the circulating cfmDNA of pathogens relevant to chorioamnionitis, neonatal sepsis, and
intra-amniotic infections were significantly increased in the maternal plasma of women
with clinical or histological chorioamnionitis as compared to the control cohort without
chorioamnionitis [37]. Additionally, species Streptococcus mitis, Ureaplasma parvum, and
Muycoplasma hominis significantly correlated between matched maternal and umbilical cord
plasma samples, implying that these microorganisms were causative pathogens. These
findings suggested the potential of circulating cfmDNA sequencing in the non-invasive
detection of perinatal infections, which would enable targeted therapy commencement
and reduction of adverse outcomes in mothers and neonates. Furthermore, there was a
higher positivity rate for ccmDNA-sequencing-based identification of pathogens in patients
with suspected IPN [32]. More bacterial and fungal species were detected using cfmDNA
sequencing than using conventional blood culture, and the sequencing results were con-
sistent with peripancreatic drains cultures. As previously reported, circulating cfmDNA
sequencing also improved the time to pathogen identification and the results were less
affected by antibiotic treatment. Additionally, patients with positive sequencing results had
new-onset septic shock significantly more frequently and needed percutaneous catheter
drainage and surgical intervention. Circulating microbial cfDNA sequencing may also
serve as a sensitive and specific test in the diagnosis and treatment optimization in patients
with febrile neutropenia [36]. The detected pathogens were assessed as a plausible cause of
febrile neutropenia in every case, and polymicrobial infections were revealed in 61% of pos-
itive samples, mostly associated with gastrointestinal syndromes. Moreover, it was shown
that circulating cfmDNA sequencing could enable more timely and appropriate treatment.

Numerous studies have demonstrated the association between the gut microbiome
and cancer development, in particular gastrointestinal and hepatobiliary malignancies, and
its composition and diversity is correlated with the clinical outcomes of immune checkpoint
inhibitor therapy in various cohorts of cancer patients [52,53]. Moreover, growing evidence
suggests that the circulating cell-free microbiome may become a novel biomarker for cancer
diagnosis [54]. Huang et al., 2018, in a study on a small cohort of EOBC patients and healthy
females, indicated that circulating cfmDNA has potential as a prognostic indicator [26].
Briefly, the patient with a circulating cell-free microbiome profile similar to that of healthy
controls had durable disease-free survival, in contrast to those with a more diverse profile
who had short disease-free survival. Moreover, circulating cfmDNA sequencing was
presented as a potential tool for early diagnosis and characterization of GC [24]. The
combination of six microbial biomarkers achieved a high classification power for GC and
healthy individuals. Moreover, fifteen genera and species correlated significantly with
clinical parameters, such as tumor-node-metastasis stage, lymphatic metastasis, tumor
diameter, and invasion depth in GC. Additionally, differences were found in the circulating
cell-free microbiome structure between patients with GC-lymphatic metastasis (LM) and
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non-LM, and two genera Enterococcus and Bacteroides were enriched in GC-LM. Another
study showed a five-genera microbiome signature model that accurately distinguished
HCC from healthy controls [28]. Furthermore, Xiao et al., 2020, identified 28 species that
enabled accurate differentiation of patients with colorectal cancer/colorectal adenoma
from healthy subjects [11]. These findings suggest that the circulating cell-free microbiome
may also become a non-invasive biomarker for screening and early diagnosis of HCC or
colorectal neoplasia [11,28].

Taken together, recent findings suggest that circulating cfmDNA sequencing pro-
vides a valuable non-invasive method for the accurate identification of clinically relevant
pathogens (independently of antimicrobial treatment commencement) and the prediction
of the outcome in patients. Therefore, fmDNA sequencing may support clinicians in the
selection of an adequate treatment strategy, which potentially could reduce broad-spectrum
antimicrobial use, antimicrobial-associated toxicity, and infection-related mortality in pa-
tients. Moreover, the potential of cfmDNA sequencing in oncology has been shown.
However, despite the advantages of circulating cfmDNA detection through the use of
sequencing technology, there are also some limitations to the widespread use of the assay
in diagnostics. Firstly, as plasma cfDNA harbors a remarkably higher number of human-
derived cfDNA fragments than those derived from microorganisms, sample processing
methods for human cfDNA depletion alongside postprocessing bioinformatic removal
are inevitable, making the analysis tedious and costly. Additionally, background human
cfDNA affects the sensitivity of the assay, and due to its presence greater sequencing depth
for microorganism identification is required. Finally, it is worth noting that the detection
of cfmDNA may indicate a clinically relevant pathogen contributing to the development
of particular diseases; microorganisms originating from other active infections; human
microbiota; or environmental contamination, which may affect the diagnostic performance
of plasma cfmDNA sequencing technology [55,56].

6. Conclusions and Future Directions

According to recent studies, mounting evidence suggests the presence of circulating
cfmDNA in patients and healthy subjects, and altered circulating cell-free microbiome
composition is associated with particular diseases. The use of high-throughput sequencing
technologies enabled the detection of numerous previously uncharacterized microorgan-
isms that should be extensively explored to broaden our knowledge of complex human
microbiomes and their role in health and diseases. Firstly, cfDNA is considered a reservoir
of genetic information from all (human and microbial) cells; therefore, its analysis presents
a new approach that would enable the microbiome characterization of inaccessible body
niches. Secondly, among those uncharacterized microorganisms, there may be causative
pathogens of diseases with currently unknown etiology. Thirdly, circulating cfmDNA may
become a valuable non-invasive biomarker for the prediction or early detection of particular
diseases, which may improve the selection of adequate therapy and reduce mortality rates.
However, further large cohort studies are warranted to better understand the potential
of circulating cell-free microbiome as a biomarker in various diseases. Moreover, several
aspects are still the subjects of much deliberation—such as the presence of the so-called core
circulating cell-free microbiome, the origin of circulating cfmDNA, and its function—and
demand further examination. Subsequent analysis of a few samples reflecting various
human microbiomes, such as blood, stool, and saliva samples, from the same group of
participants, could reduce the impact of individual heterogeneity on the results, and en-
able exploration of circulating cfmDNA sources. Moreover, multi-omic studies, including
transcriptome, proteome, and metabolome, could improve understanding of the biological
function of an altered circulating cell-free microbiome in the development and progression
of various diseases.



Int. . Mol. Sci. 2023, 24, 3051 110f13

Author Contributions: Conceptualization, B.P. and M.S.; formal analysis, B.P, LK., A.O.-5.,, M.S,;
investigation, B.P, LK., A.O.-S., M.S.; resources, B.P, LK., A.O.-S., M.S,; data curation, B.P,, LK.,
A.O.-S., M.S,; writing—original draft preparation, B.P.; writing—review and editing, B.P, LK., A.O.-S.,
M.S,; visualization, B.P. and M.S.; supervision, M.S. All authors have read and agreed to the published
version of the manuscript.

Funding: This research received no external funding.
Institutional Review Board Statement: Not applicable.
Informed Consent Statement: Not applicable.

Data Availability Statement: Not applicable.

Acknowledgments: Figure 1 was designed using resources by brgfx from Freepik.com (accessed on
30 December 2022) and Motifolio Inc.

Conflicts of Interest: The authors declare no conflict of interest.

References

1. Ranucci, R. Cell-Free DNA: Applications in Different Diseases. Methods Mol. Biol. 2019, 1909, 3-12. [PubMed]

2. Mandel, P.; Metais, P. Les acides nucléiques du plasma sanguin chez ’homme [Nuclear Acids in Human Blood Plasma]. Comptes
Rendus Des Seances Soc. Biol. Ses Fil. 1948, 142, 241-243.

3. Bronkhorst, A.J.; Ungerer, V.; Oberhofer, A.; Gabriel, S.; Polatoglou, E.; Randeu, H.; Uhlig, C.; Pfister, H.; Mayer, Z,;
Holdenrieder, S. New Perspectives on the Importance of Cell-Free DNA Biology. Diagnostics 2022, 12, 2147. [CrossRef] [PubMed]

4. Wadden, J.; Ravi, K; John, V,; Babila, C.M.; Koschmann, C. Cell-Free Tumor DNA (Cf-TDNA) Liquid Biopsy: Current Methods
and Use in Brain Tumor Immunotherapy. Front. Immunol. 2022, 13, 882452. [CrossRef]

5. Wang, J.-W.; Lyu, Y.-N.; Qiao, B,; Li, Y,; Zhang, Y.; Dhanyamraju, PX.; Bamme, Y.; Yu, M.D.; Yang, D.; Tong, Y.-Q. Cell-Free Fetal
DNA Testing and Its Correlation with Prenatal Indications. BMC Pregnancy Childbirth 2021, 21, 585. [CrossRef]

6.  Martuszewski, A.; Paluszkiewicz, P.; Krél, M.; Banasik, M.; Kepinska, M. Donor-Derived Cell-Free DNA in Kidney Transplantation
as a Potential Rejection Biomarker: A Systematic Literature Review. J. Clin. Med. 2021, 10, 193. [CrossRef]

7. Jing, Q.; Hung, C; Leung, C.; Wu, A.R. Cell-Free DNA as Biomarker for Sepsis by Integration of Microbial and Host Information.
Clin. Chem. 2022, 68, 1184-1195. [CrossRef]

8. Grabuschnig, S.; Bronkhorst, A.J.; Holdenrieder, S.; Rodriguez, I.R.; Schliep, K.P.; Schwendenwein, D.; Ungerer, V.; Sensen, C.W.
Putative Origins of Cell-Free DNA in Humans: A Review of Active and Passive Nucleic Acid Release Mechanisms. Int. ]. Mol.
Sci. 2020, 21, 8062. [CrossRef]

9. Han, D.S,; Lo, Y.D. The Nexus of CfDNA and Nuclease Biology. Trends Genet. 2021, 37, 758-770. [CrossRef]

10. Kowarsky, M.; Camunas-Soler, J.; Kertesz, M.; de Vlaminck, I.; Koh, W.; Pan, W.; Martin, L.; Neff, N.F; Okamoto, J.; Wong,
R.J.; et al. Numerous Uncharacterized and Highly Divergent Microbes Which Colonize Humans Are Revealed by Circulating
Cell-Free DNA. Proc. Natl. Acad. Sci. USA 2017, 114, 9623-9628. [CrossRef]

11.  Xiao, Q.; Lu, W.; Kong, X.; Shao, YYW.; Hu, Y.; Wang, A.; Bao, H.; Cao, R.; Liu, K.; Wang, X,; et al. Alterations of Circulating
Bacterial DNA in Colorectal Cancer and Adenoma: A Proof-of-Concept Study. Cancer Lett. 2021, 499, 201-208. [CrossRef]
[PubMed]

12. Tong, X;; Yu, X,; Du, Y.; Su, E; Liu, Y;; Li, H; Liu, Y;; Mu, K,; Liu, Q.; Li, H.; et al. Peripheral Blood Microbiome Analysis
via Noninvasive Prenatal Testing Reveals the Complexity of Circulating Microbial Cell-Free DNA. Microbiol. Spectr. 2022,
10, €0041422. [CrossRef] [PubMed]

13. Cebrid-Mendoza, M.; Bracho, M.A.; Arbona, C.; Larrea, L.; Diaz, W.; Sanjuan, R.; Cuevas, .M. Exploring the Diversity of the
Human Blood Virome. Viruses 2021, 13, 2322. [CrossRef] [PubMed]

14. Whittle, E.; Leonard, M.O.; Harrison, R.; Gant, T.W. Multi-Method Characterization of the Human Circulating Microbiome.
Front. Microbiol. 2019, 9, 3266. [CrossRef] [PubMed]

15. Paissé, S.; Valle, C.; Servant, F; Courtney, M.; Burcelin, R.; Amar, J.; Lelouvier, B. Comprehensive Description of Blood Microbiome
from Healthy Donors Assessed by 16S Targeted Metagenomic Sequencing. Transfusion 2016, 56, 1138-1147. [CrossRef] [PubMed]

16. Zhao, T.; Zou, S.; Chu, M.,; Chen, J.; Zhong, J.; Chen, Y.; Fan, J.; Qi, J.; Wang, Q. Cell Free Bacterial DNAs in Human Plasma
Provide Fingerprints for Immune-Related Diseases. Med. Microecol. 2020, 5, 100022. [CrossRef]

17.  Goggin, K.P; Gonzalez-Pena, V.; Inaba, Y.; Allison, K.J.; Hong, D.K.; Ahmed, A.A.; Hollemon, D.; Natarajan, S.; Mahmud, O.;
Kuenzinger, W.; et al. Evaluation of Plasma Microbial Cell-Free DNA Sequencing to Predict Bloodstream Infection in Pediatric
Patients with Relapsed or Refractory Cancer. JAMA Oncol. 2020, 6, 552-556. [CrossRef]

18. Potgieter, M.; Bester, ].; Kell, D.B.; Pretorius, E. The Dormant Blood Microbiome in Chronic, Inflammatory Diseases. FEMS
Microbiol. Rev. 2015, 013, 567-591. [CrossRef] [PubMed]

19. Chassaing, B.; Methe, B.; Thompson, K.M.; Potgieter, M.; Castillo, D.J.; Rifkin, R.F.; Cowan, D.A. The Healthy Human Blood

Microbiome: Fact or Fiction? Front. Cell. Infect. Microbiol. 2019, 1, 148. [CrossRef]


http://www.ncbi.nlm.nih.gov/pubmed/30580419
http://doi.org/10.3390/diagnostics12092147
http://www.ncbi.nlm.nih.gov/pubmed/36140548
http://doi.org/10.3389/fimmu.2022.882452
http://doi.org/10.1186/s12884-021-04044-5
http://doi.org/10.3390/jcm10020193
http://doi.org/10.1093/clinchem/hvac097
http://doi.org/10.3390/ijms21218062
http://doi.org/10.1016/j.tig.2021.04.005
http://doi.org/10.1073/pnas.1707009114
http://doi.org/10.1016/j.canlet.2020.11.030
http://www.ncbi.nlm.nih.gov/pubmed/33249197
http://doi.org/10.1128/spectrum.00414-22
http://www.ncbi.nlm.nih.gov/pubmed/35608350
http://doi.org/10.3390/v13112322
http://www.ncbi.nlm.nih.gov/pubmed/34835128
http://doi.org/10.3389/fmicb.2018.03266
http://www.ncbi.nlm.nih.gov/pubmed/30705670
http://doi.org/10.1111/trf.13477
http://www.ncbi.nlm.nih.gov/pubmed/26865079
http://doi.org/10.1016/j.medmic.2020.100022
http://doi.org/10.1001/jamaoncol.2019.4120
http://doi.org/10.1093/femsre/fuv013
http://www.ncbi.nlm.nih.gov/pubmed/25940667
http://doi.org/10.3389/fcimb.2019.00148

Int. . Mol. Sci. 2023, 24, 3051 12 0f13

20.

21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

36.

37.

38.

39.

40.

41.

Zozaya-Valdés, E.; Wong, S.Q.; Raleigh, J.; Hatzimihalis, A.; Ftouni, S.; Papenfuss, A.T.; Sandhu, S.; Dawson, M.A.; Dawson, S.J.
Detection of Cell-Free Microbial DNA Using a Contaminant-Controlled Analysis Framework. Genome Biol. 2021, 22, 187.
[CrossRef] [PubMed]

Qiu, J.; Zhou, H,; Jing, Y.; Dong, C. Association between Blood Microbiome and Type 2 Diabetes Mellitus: A Nested Case-control
Study. J. Clin. Lab. Anal. 2019, 33, €22842. [CrossRef] [PubMed]

Salter, S.J.; Cox, M.].; Turek, E.M.; Calus, S.T.; Cookson, W.O.; Moffatt, M.E,; Turner, P.; Parkhill, J.; Loman, N.J.; Walker, A.W.
Reagent and Laboratory Contamination Can Critically Impact Sequence-Based Microbiome Analyses. BMC Biol. 2014, 12, 87.
[CrossRef] [PubMed]

Hong, D.K.; Blauwkamp, T.A.; Kertesz, M.; Bercovici, S.; Truong, C.; Banaei, N. Liquid Biopsy for Infectious Diseases: Sequencing
of Cell-Free Plasma to Detect Pathogen DNA in Patients with Invasive Fungal Disease. Diagn. Microbiol. Infect. Dis. 2018, 92,
210-213. [CrossRef] [PubMed]

Stein, U.; Barault, L.; Forslund, S.; Zhang, L.; Zhang, Y.; Dong, Z.; Chen, B.; Pan, H.; Wang, D.; Liu, M,; et al. Detection of Microbial
16S RRNA Gene in the Serum of Patients with Gastric Cancer. Front. Oncol. 2019, 9, 608. [CrossRef]

Dinakaran, V.; Rathinavel, A.; Pushpanathan, M.; Sivakumar, R.; Gunasekaran, P. Elevated Levels of Circulating DNA in
Cardiovascular Disease Patients: Metagenomic Profiling of Microbiome in the Circulation. PLoS ONE 2014, 9, 105221. [CrossRef]
Huang, Y.F; Chen, YJ.; Fan, T.C.; Chang, N.C.; Chen, Y].; Midha, M.K.; Chen, T.H.; Yang, H.H.; Wang, Y.T,; Yu, A.L,; et al.
Analysis of Microbial Sequences in Plasma Cell-Free DNA for Early-Onset Breast Cancer Patients and Healthy Females. BMC
Med. Genom. 2018, 11, 33-41. [CrossRef] [PubMed]

Barrett, S.L.R.; Holmes, E.A.; Long, D.R.; Shean, R.C.; Bautista, G.E.; Ravishankar, S.; Peddu, V.; Cookson, B.T.; Singh, PK;
Greninger, A.L.; et al. Cell Free DNA from Respiratory Pathogens Is Detectable in the Blood Plasma of Cystic Fibrosis Patients.
Sci. Rep. 2020, 10, 6903. [CrossRef]

Cho, EJJ.; Leem, S.; Kim, S.A.; Yang, J.; Lee, Y.B.; Kim, S.S.; Cheong, J.Y.; Cho, SW.; Kim, ].W.; Kim, S.M; et al. Circulating
Microbiota-Based Metagenomic Signature for Detection of Hepatocellular Carcinoma. Sci. Rep. 2019, 17, 7536. [CrossRef]
Poore, G.D.; Kopylova, E.; Zhu, Q.; Carpenter, C.; Fraraccio, S.; Wandro, S.; Kosciolek, T.; Janssen, S.; Metcalf, J.; Song, S.J.; et al.
Microbiome Analyses of Blood and Tissues Suggest Cancer Diagnostic Approach. Nature 2020, 579, 567. [CrossRef]

Grumaz, S.; Grumaz, C.; Vainshtein, Y.; Stevens, P; Glanz, K.; Decker, S.0.; Hofer, S.; Weigand, M.A.; Brenner, T.; Sohn, K.
Enhanced Performance of Next-Generation Sequencing Diagnostics Compared With Standard of Care Microbiological Diagnostics
in Patients Suffering From Septic Shock. Crit. Care Med. 2019, 47, e394. [CrossRef]

Echeverria, A.P,; Cohn, 1.S.; Danko, D.C.; Shanaj, S.; Blair, L.; Hollemon, D.; Carli, A.V.; Sculco, PK.; Ho, C.; Meshulam-Simon, G.;
et al. Sequencing of Circulating Microbial Cell-Free DNA Can Identify Pathogens in Periprosthetic Joint Infections. J. Bone Jt.
Surg. 2021, 103, 1705-1712. [CrossRef] [PubMed]

Hong, D.; Wang, P.; Zhang, J.; Li, K.; Ye, B.; Li, G.; Zhou, J.; Tong, Z.; Ke, L.; Shi, S.; et al. Plasma Metagenomic Next-Generation
Sequencing of Microbial Cell-Free DNA Detects Pathogens in Patients with Suspected Infected Pancreatic Necrosis. BMC Infect.
Dis. 2021, 22, 675. [CrossRef]

Kitsios, G.D.; Bain, W.; Al-Yousif, N.; Duttagupta, R.; Ahmed, A.A.; McVerry, B.].; Morris, A. Plasma Microbial Cell-Free DNA
Load Is Associated with Mortality in Patients with COVID-19. Respir. Res. 2021, 22, 24. [CrossRef]

Eichenberger, E.M.; Degner, N.; Scott, E.R.; Ruffin, F; Franzone, J.; Sharma-Kuinkel, B.; Shah, P.; Hong, D.; Dalai, S.C.; Blair, L.;
et al. Microbial Cell-Free DNA Identifies the Causative Pathogen in Infective Endocarditis and Remains Detectable Longer Than
Conventional Blood Culture in Patients with Prior Antibiotic Therapy. Clin. Infect. Dis. 2022, ciac426. [CrossRef] [PubMed]
Eichenberger, E.M.; de Vries, C.R.; Ruffin, F; Sharma-Kuinkel, B.; Park, L.; Hong, D.; Scott, E.R.; Blair, L.; Degner, N.; Hollemon,
D.H.; et al. Microbial Cell-Free DNA Identifies Etiology of Bloodstream Infections, Persists Longer Than Conventional Blood
Cultures, and Its Duration of Detection Is Associated With Metastatic Infection in Patients With Staphylococcus Aureus and
Gram-Negative Bacteremia. Clin. Infect. Dis. 2022, 74, 2020. [CrossRef] [PubMed]

Benamu, E.; Gajurel, K.; Anderson, ].N.; Lieb, T.; Gomez, C.A.; Seng, H.; Aquino, R.; Hollemon, D.; Hong, D.K.; Blauwkamp, T.A.;
et al. Plasma Microbial Cell-Free DNA Next-Generation Sequencing in the Diagnosis and Management of Febrile Neutropenia.
Clin. Infect. Dis. 2022, 74, 1659-1668. [CrossRef]

Witt, R.G.; Blair, L.; Frascoli, M.; Rosen, M.].; Nguyen, Q.-H.; Bercovici, S.; Zompi, S.; Romero, R.; Mackenzie, T.C. Detection
of Microbial Cell-Free DNA in Maternal and Umbilical Cord Plasma in Patients with Chorioamnionitis Using next Generation
Sequencing. PLoS ONE 2020, 15, e0231239. [CrossRef]

Yang, H.; Haidar, G.; Al-Yousif, N.S.; Zia, H.; Kotok, D.; Ahmed, A.A.; Blair, L.; Dalai, S.; Bercovici, S.; Ho, C.; et al. Circulating
Microbial Cell-Free DNA Is Associated with Inflammatory Host-Responses in Severe Pneumonia. Thorax 2021, 76, 1231-1235.
[CrossRef]

Velmurugan, G.; Dinakaran, V.; Rajendhran, J.; Swaminathan, K. Blood Microbiota and Circulating Microbial Metabolites in
Diabetes and Cardiovascular Disease. Trends Endocrinol. Metab. 2020, 31, 835-847. [CrossRef]

Zhang, L.; Morrison, M.; Nimmo, G.R; Sriprakash, K.S.; Mondot, S.; Gowardman, J.R.; George, N.; Marsh, N.; Rickard, C.M.
Molecular Investigation of Bacterial Communities on the Inner and Outer Surfaces of Peripheral Venous Catheters. Eur. |. Clin.
Microbiol. Infect. Dis. 2013, 32, 1083-1090. [CrossRef]

Seby, ].H.; Watt, S K.; Vogelsang, R.P.; Servant, F.; Lelouvier, B.; Raskov, H.; Knop, EK.; Gégenur, I. Alterations in Blood Microbiota
after Colonic Cancer Surgery. BJS Open. 2020, 4, 1227-1237. [CrossRef] [PubMed]


http://doi.org/10.1186/s13059-021-02401-3
http://www.ncbi.nlm.nih.gov/pubmed/34162397
http://doi.org/10.1002/jcla.22842
http://www.ncbi.nlm.nih.gov/pubmed/30714640
http://doi.org/10.1186/s12915-014-0087-z
http://www.ncbi.nlm.nih.gov/pubmed/25387460
http://doi.org/10.1016/j.diagmicrobio.2018.06.009
http://www.ncbi.nlm.nih.gov/pubmed/30017314
http://doi.org/10.3389/fonc.2019.00608
http://doi.org/10.1371/journal.pone.0105221
http://doi.org/10.1186/s12920-018-0329-y
http://www.ncbi.nlm.nih.gov/pubmed/29504912
http://doi.org/10.1038/s41598-020-63970-0
http://doi.org/10.1038/s41598-019-44012-w
http://doi.org/10.1038/s41586-020-2095-1
http://doi.org/10.1097/CCM.0000000000003658
http://doi.org/10.2106/JBJS.20.02229
http://www.ncbi.nlm.nih.gov/pubmed/34293751
http://doi.org/10.1186/s12879-022-07662-2
http://doi.org/10.1186/s12931-021-01623-0
http://doi.org/10.1093/cid/ciac426
http://www.ncbi.nlm.nih.gov/pubmed/35684984
http://doi.org/10.1093/CID/CIAB742
http://www.ncbi.nlm.nih.gov/pubmed/34460909
http://doi.org/10.1093/cid/ciab324
http://doi.org/10.1371/journal.pone.0231239
http://doi.org/10.1136/thoraxjnl-2020-216013
http://doi.org/10.1016/j.tem.2020.01.013
http://doi.org/10.1007/s10096-013-1854-4
http://doi.org/10.1002/bjs5.50357
http://www.ncbi.nlm.nih.gov/pubmed/33022149

Int. . Mol. Sci. 2023, 24, 3051 13 0f 13

42.

43.

44.

45.

46.

47.

48.

49.
50.

51.

52.

53.

54.
55.

56.

Tomas, I.; Diz, P,; Tobias, A.; Scully, C.; Donos, N. Periodontal Health Status and Bacteraemia from Daily Oral Activities:
Systematic Review /Meta-Analysis. J. Clin. Periodontol. 2012, 39, 213-228. [CrossRef] [PubMed]

Wiest, R.; Lawson, M.; Geuking, M. Pathological Bacterial Translocation in Liver Cirrhosis. J. Hepatol. 2014, 60, 197-209. [CrossRef]
[PubMed]

Gargari, G.; Mantegazza, G.; Taverniti, V.; del Bo, C.; Bernardi, S.; Andres-Lacueva, C.; Gonzalez-Dominguez, R.; Kroon, PA;
Winterbone, M.S.; Cherubini, A.; et al. Bacterial DNAemia Is Associated with Serum Zonulin Levels in Older Subjects. Sci. Rep.
2021, 11, 11054. [CrossRef] [PubMed]

Rittirsch, D.; Flierl, M.A.; Nadeau, B.A.; Day, D.E.; Huber-Lang, M.S.; Grailer, ].J.; Zetoune, F.S.; Andjelkovic, A.V.; Fasano, A.;
Ward, P.A. Zonulin as Prehaptoglobin2 Regulates Lung Permeability and Activates the Complement System. Am. J. Physiol. Cell.
Mol. Physiol. 2013, 304, 863-872. [CrossRef] [PubMed]

Beck, ].M.; Young, V.B.; Huffnagle, G.B. The Microbiome of the Lung. Transl. Res. 2012, 160, 258-266. [CrossRef]

Isler, B.; Kidd, T.J.; Stewart, A.G.; Harris, P.; Paterson, D.L. Achromobacter Infections and Treatment Options. Antimicrob. Agents
Chemother. 2020, 64, €01025-20. [CrossRef]

Michielan, A.; D'Inca, R. Intestinal Permeability in Inflammatory Bowel Disease: Pathogenesis, Clinical Evaluation, and Therapy
of Leaky Gut. Mediat. Inflamm. 2015, 2015, 628157. [CrossRef]

Martinez, R.M.; Wolk, D.M. Bloodstream Infections. Microbiol. Spectr. 2016, 4, 653-689. [CrossRef]

Balajee, S.A.; Gribskov, J.L.; Hanley, E.; Nickle, D.; Marr, K.A. Aspergillus lentulus Sp. Nov., a New Sibling Species of A. fumigatus.
Eukaryot Cell 2005, 4, 625-632. [CrossRef]

MacIntyre, A.T,; Hirst, A.; Duttagupta, R.; Hollemon, D.; Hong, D.K.; Blauwkamp, T.A. Budget Impact of Microbial Cell-Free
DNA Testing Using the Karius® Test as an Alternative to Invasive Procedures in Inmunocompromised Patients with Suspected
Invasive Fungal Infections. Appl. Health Econ. Health Policy 2021, 19, 231. [CrossRef] [PubMed]

Liu, X.; Chen, Y.; Zhang, S.; Dong, L. Gut microbiota-mediated immunomodulation in tumor. J. Exp. Clin. Cancer Res. 2021,
40, 221. [CrossRef] [PubMed]

Lee, K.A.; Luong, M.K.; Shaw, H.; Nathan, P; Bataille, V.; Spector, T.D. The Gut Microbiome: What the Oncologist Ought to Know.
Br. J. Cancer 2021, 125, 1197-1209. [CrossRef] [PubMed]

Glyn, T.; Purcell, R. Circulating Bacterial DNA: A New Paradigm for Cancer Diagnostics. Front. Med. 2022, 9, 643. [CrossRef]
Lee, R.A.; al Dhaheri, F; Pollock, N.R.; Sharma, T.S. Assessment of the Clinical Utility of Plasma Metagenomic Next-Generation
Sequencing in a Pediatric Hospital Population. J. Clin. Microbiol. 2020, 58, e00419-20. [CrossRef]

Chiu, K.-P;; Yu, A.L. Application of Cell-Free DNA Sequencing in Characterization of Bloodborne Microbes and the Study of
Microbe-Disease Interactions. Peer] 2019, 7, €7426. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.


http://doi.org/10.1111/j.1600-051X.2011.01784.x
http://www.ncbi.nlm.nih.gov/pubmed/22092606
http://doi.org/10.1016/j.jhep.2013.07.044
http://www.ncbi.nlm.nih.gov/pubmed/23993913
http://doi.org/10.1038/s41598-021-90476-0
http://www.ncbi.nlm.nih.gov/pubmed/34040086
http://doi.org/10.1152/ajplung.00196.2012
http://www.ncbi.nlm.nih.gov/pubmed/23564505
http://doi.org/10.1016/j.trsl.2012.02.005
http://doi.org/10.1128/AAC.01025-20
http://doi.org/10.1155/2015/628157
http://doi.org/10.1128/microbiolspec.DMIH2-0031-2016
http://doi.org/10.1128/EC.4.3.625-632.2005
http://doi.org/10.1007/s40258-020-00611-7
http://www.ncbi.nlm.nih.gov/pubmed/32944831
http://doi.org/10.1186/s13046-021-01983-x
http://www.ncbi.nlm.nih.gov/pubmed/34217349
http://doi.org/10.1038/s41416-021-01467-x
http://www.ncbi.nlm.nih.gov/pubmed/34262150
http://doi.org/10.3389/fmed.2022.831096
http://doi.org/10.1128/JCM.00419-20
http://doi.org/10.7717/peerj.7426

	Introduction 
	Circulating cfmDNA or Contamination? 
	The Presence of Circulating cfmDNA in Patients and Healthy Individuals 
	The Potential Origin of Circulating cfmDNA 
	Potential of Circulating cfmDNA in Clinical Applications 
	Conclusions and Future Directions 
	References

