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Abstract: Although macrophage depletion is a possible emerging therapeutic strategy for osteoporo-
sis and melanoma, the lack of macrophage functions can lead to inappropriate microbial control,
especially the regulation of intestinal microbiota. Cecal ligation and puncture (CLP) sepsis was
performed in regular mice and in mice with clodronate-induced macrophage depletion. Macrophage
depletion significantly increased the mortality and severity of sepsis-CLP mice, partly through
the increased fecal Ascomycota, especially Kazachstania pintolopesii, with polymicrobialbacteremia
(Klebsiella pneumoniae, Enterococcus faecalis, and Acinetobacter radioresistens). Indeed, macrophage de-
pletion with sepsis facilitated gut dysbiosis that directly affected gut permeability as yeast cells were
located and hidden in the colon crypts. To determine the interactions of fungal molecules on bacterial
abundance, the heat-kill lysate of fungi (K. pintolopesii and C. albicans) and purified (1→3)-β-D-glucan
(BG; a major component of the fungal cell wall) were incubated with bacteria that were isolated from
the blood of macrophage-depleted mice. There was enhanced cytokine production of enterocytes
(Caco-2) after the incubation of the lysate of K. pintolopesii (isolated from sepsis mice), the lysate of
C. albicans (extracted from sepsis patients), and BG, together with bacterial lysate. These data support
a possible influence of fungi in worsening sepsis severity. In conclusion, macrophage depletion
enhanced K. pintolopesii in feces, causing the overgrowth of fecal pathogenic bacteria and inducing a
gut permeability defect that additively worsened sepsis severity. Hence, the fecal fungus could be
spontaneously elevated and altered in response to macrophage-depleted therapy, which might be
associated with sepsis severity.

Keywords: macrophage depletion; gut dysbiosis; fungi; cecal ligation and puncture; Kazachstania
pintolopesii; sepsis

1. Introduction

Sepsis is an abnormal response to severe infection due to the imbalance of immune
responses [1,2]. Gut dysbiosis is an imbalance in microorganisms in the gastrointestinal (GI)
tract [3] that partly consists of the overgrowth of Gram-negative bacteria and fungi [4,5].
Dysbiosis in the gastrointestinal tract leads to the enhanced transfer of microbial molecules
from the gut into the blood circulation (leaky gut), causing hyper-inflammatory sepsis [6].
While broad-spectrum antibiotics are important for sepsis treatment, antibiotic-induced
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gut dysbiosis (an increase in high-virulence organisms) might cause a more severe leaky
gut that leads to gut-derived secondary infection [7], for example, antibiotic-induced
candidemia [8]. Indeed, monocytes (macrophages) are important immune cells that control
infections that are caused by all organisms, including fungi and bacteria [9]. Macrophages
have broad-spectrum responses that can be roughly classified as classical (proinflammatory)
M1 polarization and alternative (anti-inflammatory) M2 polarization [10,11]. Treatment
with macrophage depletion, including bisphosphonate in osteoporosis, osteoarthritis (OA),
cancer bone pain (metastases), and bone edema syndrome [12,13], is well-known with
some adverse effects [14], such as nausea, vomiting, diarrhea, tiredness, confusion, and
irritability [15]. Although there is no infection in the list of complications, the interference
of gut microbiota and infection during treatments that cause macrophage depletion or
dysfunctions are also possible. Unfortunately, data on the role of macrophages in gut
microbe patterns during sepsis are still very limited.

Liposomal clodronate (dichloromethylenebisphosphonate) is a selective inhibitor of
adenine nucleotide translocator (ANT; an ADP/ATP translocase enzyme) in mitochon-
dria that induces apoptotic cell death. Liposomal clodronate, the targeted delivery of
clodronate to phagocytes, is used for macrophage depletion in several models [16]. For
macrophage phagocytosis, the liposome characteristics, especially the size (85 nm in diam-
eter) and the negative electrical charge, are crucial factors for achieving a specific target
within the mononuclear phagocytic system (MPS) compared with dendritic cells, neu-
trophils, and other lymphocytes [17,18]. Similarly, between humans and mice, liposomal
clodronate inhibits the activities of osteoclasts and macrophages by suppressing cell pro-
liferation [19,20]. Recently, Clasteon® has been used in humans who have breast cancer
with hypercalcemia [14]. Regarding microbial control, there might be different suscepti-
bilities to macrophages among various organisms, for example, Escherichia coli, Salmonella,
and Candida albicans, partly due to the resistance against macrophage phagocytosis and
microbicidal activities [21]. In a previous study, macrophage-depleted mice demonstrated
more severe sepsis than sepsis performed in regular mice, partly due to the enhanced
leaky gut caused by gut dysbiosis from bacteria that selectively increased after macrophage
depletion [22]. However, the data on (i) sepsis in conditions with macrophage depletion
or hypofunction are still very low, (ii) impacts of fungemia in sepsis are still in question,
and (iii) the protocol for macrophage depletion can be improved [22]. Then, we further
explored the impacts of macrophage depletion on fungi during sepsis using a modified
macrophage depletion protocol (daily clodronate–liposome administration) with sepsis by
cecal ligation and puncture (CLP) surgery, together with several in vitro experiments.

2. Materials and Methods
2.1. Animal and Animal Model

Two-month-old C57BL/6 mice weighing 20–25 g were purchased from Nomura Siam
International (Pathumwan, Bangkok, Thailand) and were used in accordance with the ap-
proved animal care and use procedures of the Institutional Animal Care and Use Committee
of the Faculty of Medicine, Chulalongkorn University (035/2565), following the guidelines
set by the National Institutes of Health (NIH). All mice were housed in a temperature-
controlled environment (24 ± 2 ◦C) with 50% relative humidity and a 12 h light–dark cycle
(light from 7:00 a.m. to 7:00 p.m.). Mice were maintained with a standard diet and water
during the experiment. As mouse sex is associated with sepsis severity [23], only male
mice were used to control this possible difference.

2.2. Macrophage Depletion and Sepsis Mouse Model

For macrophage depletion, clodronate–liposome (Encapsula NanoSciences LLC, Brent-
wood, TN, USA) with a concentration of 5 mg/mL (200 µL/mouse) was intravenously
(i.v.) administered daily through the tail veins for one week, modifying from a previous
report [24]. The control group was injected with liposome control. One week after injection,
cecal ligation puncture (CLP) or sham surgery were performed according to an established
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protocol [25–27]. Briefly, the cecum was ligated at 1 cm from the cecal tip, punctured twice
with a 21-gauge needle, and gently squeezed to release a small amount of fecal material in
the peritoneum. Then, tramadol (25 mg/kg/dose) in 0.25 mL prewarmed normal saline
solution (NSS) was subcutaneously administered in abdominal areas at 6 h and 18 h after
surgery. In sham-operated mice, the cecum was isolated and the abdominal wall was closed
by suturing without ligation or puncture. Mice were sacrificed with sample collection by
cardiac puncture under isoflurane anesthesia. Blood samples were centrifuged to remove
the cells and serum before being kept at −80 ◦C until analysis. Organs were fixed with
10% paraformaldehyde or Cryogel (Leica Biosystems, Richmond, IL, USA) for histological
analysis and immunofluorescent staining, respectively.

2.3. Detection of Bacteremia and Fungemia

To investigate microorganism translocations, both bacteremia and fungemia in macrophage-
depleted mice and fresh blood (100 µL) with serial dilutions were plated onto both blood
agar (HiMedia; Mumbai, Maharashtra, India) and Sabouraud dextrose agar (SDA; Oxoid,
Hampshire, UK). All plates were incubated at 35 ◦C overnight before performing colony
enumerations. The colonies from culture plates were extracted for DNA using phe-
nol:chloroform as previously described [28]. The amplification of 16S rRNA and internal
transcribed spacer (ITS) genes was used to identify bacterial species and fungal species,
respectively. The BLAST-based tool was used (https://blast.ncbi.nlm.nih.gov (accessed on
4 April 2023) [28].

2.4. Histological Analysis

To determine macrophages in the tissue, immunohistochemistry staining using anti-
bodies against F4/80 (ab6640, Abcam, Cambridge, UK) and arginase-1 (Arg1) (GeneTex,
GTX113131, Irvine, CA, USA) was used with a goat anti-rabbit IgG secondary antibody
(Alexa Fluor® 488, ab150077) before visualization using a ZEISS LSM 800 confocal micro-
scope (Zeiss, Jena, Germany). In parallel, the internal organs (livers, kidneys, and colons)
were preserved in 10% paraformaldehyde, embedded in paraffin, and sectioned at 5 µM
thickness before staining with Hematoxylin and eosin color (H&E; Sigma-Aldrich, St. Louis,
Missouri, USA) according to the standard protocol [29,30]. Then, the slides were analyzed
in 10 randomly selected areas. Kidney injury scores were determined by tubular cell dam-
age with the scores as previously published [31,32], including, 0; no damage, 1; 0–25%
tubular damage, 2; 25–50% tubular damage, 3; 50–75% tubular damage, and 4; 75–100%
tubular damage. Liver damage was determined based on inflammation and hepatocyte
necrosis with the following scores, including 0 (no finding); 1 (mild); 2 (moderate); and
3 (severe) [25,33–35]. Colon damage scores were evaluated using the Geboes Score (GS)
based on the erosions or ulcerations, mononuclear cell infiltration, and structural alterations
with scores ranging from 0–5 [36]. Additionally, Gomeri Methenamine Silver (GMS) color
(Sigma-Aldrich) was used to identify fungi in the colon. Moreover, the fungi in the colon
were also identified by culture and polymerase chain reaction.

For tissue cytokines, the organs (kidneys and livers) were homogenized in ice-cold
phosphate buffer solution (1xPBS, pH 7.4) with 45 s sonication using pulse-on and pulse-off
for 20 and 5 s, respectively, (Sonics Vibra Cell, VCX 750, Sonics & Materials Inc., Newtown,
CT, USA) before the separation of the supernatant with centrifugation [37]. Then, cytokines
(IL-6, TNF-α, and IL-10) were measured using the Enzyme-linked immunosorbent assay
(ELISA) (Invitrogen, Waltham, MA, USA).

2.5. Mouse Serum Analysis and Intestinal Permeability Test (Leaky Gut)

QuantiChrom Creatinine and EnzyChrom ALT assays (BioAssay, Hayward, CA, USA)
were used to determine creatinine and alanine transaminase (ALT) in serum, respectively.
Serum cytokines were evaluated by ELISA (Invitrogen). To detect leaky gut, fluorescein
isothiocyanate-dextran (FitC-dextran) (25 mg/mL) was orally administered to mice, and
mouse blood was collected 3 h later by tail vein nicking before quantification of the blood
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FitC-dextran levels. The serially diluted FitC-dextran was used as the standard curve to
determine FitC-dextran values using a fluorospectrometric machine with excitation and
emission wavelengths at 485 and 528 nm, respectively. Owing to the possible sustaining of
FitC-dextran in the gut for a few days after an oral administration [38–41], different mice
were used for the time-point experiments.

2.6. The Fungal Burden in Colon Tissue

Colon samples (0.1 g) were gently ground and homogenized in 1xPBS (pH 7.4). Sub-
sequently, 100 µL of each homogenized sample was spread onto SDA supplemented
with chloramphenicol, and the plates were incubated at 35 ◦C for 48 h before colony
enumerations. Furthermore, fungal abundance within the colon tissue was determined
through the quantitative polymerase chain reaction (qPCR) using 0.1 g of the colon to
extract DNA with phenol:chloroform methods. The fungal-specific primers ITS1 (forward:
5′-TTCGTAGGTGAACCTGCGG-3′ and ITS4 reverse; 5′-TCCTCCGCTTATTGATATGC-
3′) [42,43] were used to identify species using the BLAST-based tool within the NCBI
GenBank database (https://blast.ncbi.nlm.nih.gov (accessed on 4 April 2023)) [28].

2.7. Gut Mycobiome Analysis

An amount of 0.3 g of mouse feces was collected for gut microbiome analysis following
a previous report [44]. In brief, fecal DNA was extracted with the phenol:chloroform method.
The purified metagenomic DNA was used as the template for the ITS region and ITS genes
were sequenced using the Illumina Miseq sequencing platform (Illumina, San Diego, CA, USA)
with the fungal-specific primers ITS1 (forward: 5′-TTCGTAGGTGAACCTGCGG-3′ and ITS4
reverse; 5′-TCCTCCGCTTATTGATATGC-3′) for gut mycobiome identification [42,43]. The
raw sequences and operational taxonomic units (OTUs) of the DNA library were sequenced
using the Miseq system (Illumina) at Omics Sciences and Bioinformatics Center, Chula-
longkorn University. Forward and reverse primers were removed from raw sequences
using cutadapt v 1.18. and trimmomatic v 0.39 with the sliding window option to trim indi-
vidual sequences where the average quality scores were less than 15 across 4 base pairs. The
amplicon sequence variants (ASVs) were analyzed by the QIIME2 plugin DADA2 pipeline
software for the identification of the composition of fungi in fecal samples without unclas-
sified phylum or higher fungal classification. The fungal classification was analyzed using
the BLAST-based tool (https://blast.ncbi.nlm.nih.gov/, (accessed on 29 April 2023)) [44].

2.8. The In Vitro Experiments

The impacts of the molecular components of fungi and bacteria were explored. As such,
the organisms that were isolated from the blood of clodronate-administered mice, including
bacteria (K. pneumoniae, E. faecalis, and A. radioresistens) and a fungus (K. pintolopesii), were
inoculated into Tryptic Soy Broth (TSB; HiMedia, Mumbai, Maharashtra, India) at 37 ◦C and
Sabouraud dextrose broth (SDB; Oxoid) at 35 ◦C overnight, respectively. The organisms
were heat-killed at 60 ◦C for 1 h with sonication for fungal lysate and bacterial lysate.
To explore the possible impact of fungal molecular components on bacterial growth, the
isolated bacteria (listed above) at 1 × 109 cells/ mL were incubated with the heat-killed
fungal lysate (0.1 mL) using a multiplicity of infection (MOI) of fungi versus bacteria at
1, 0.1, and 0.01 on Tryptic Soy Agar (TSA) plates for 24 h before colony enumeration. In
parallel, (1,3)-β-D-glucans (BG) (Pachyman; megazyme, Ireland) was also incubated with
bacteria to test the possible influence of BG, a major cell wall component of fungi, on
bacterial growth. As such, the isolated bacteria (listed above) at 1 × 109 cells/mL were
incubated with BG (1 mg) on TSA plates for 24 h before colony enumeration. Additionally,
to test the microbial impact on enterocytes, the colorectal cell line (Caco-2) (ATCC HTB-37,
USA) was cultured in Dulbecco’s Modified Eagle Medium (DMEM) supplemented with
20% heat-inactivated fetal bovine serum (FBS; Gibco, Carlsbad, CA, USA) and 1% PenStrep
at 37 ◦C in a 5% CO2 incubator. Then, Caco-2 (1 × 106 cells/ well) was incubated with
fungi lysate (MOI 0.1), bacteria lysate (MOI 0.01), the mixed lysate (fungi and bacteria),
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or BG (1 mg) for 24 h at 37 ◦C with 5% CO2 before measuring supernatant IL-8 using
ELISA (Invitrogen).

2.9. Statistical Analysis

Data were presented as the mean± standard error (SE) using SPSS 11.5 and GraphPad
Prism version 7.0 for statistical analysis. One-way analysis of variance (ANOVA) followed
by Tukey’s analysis and Student’s t-test was used for multiple-group and two-group com-
parisons, respectively. A p-value of less than 0.05 was considered statistically significant.

3. Results
3.1. Spontaneous Bacteremia and Fungemia after Macrophage Depletion without Sepsis, the Leaky
Gut-Induced Systemic Inflammation from the Loss of Macrophage Microbial Control

The clodronate–liposome (Clod) protocol (Figure 1A) effectively depleted macrophages
as indicated by the absence of the F4/80-positive cells and arginase 1 (Arg-1)-positive cells
when compared with the blank liposome (Lipo) control mice (Figure 1B–F).

In comparison with Lipo control, one week of macrophage depletion (without CLP
surgery) induced a more severe condition as indicated by mortality, weight loss, leaky
gut, serum cytokines (TNF-α and IL-10, but not IL-6), and organ injury (histological scores
and organ cytokines of liver, kidney, and colon), but neither serum creatinine nor alanine
transaminase (Figure 2A–H and Figure 3A–L).

Indeed, enhanced neutrophil infiltration into the organs of Clod-administered mice
(liver, kidney, and colon) compared with the control was also demonstrated (Figure 4A–F).

Surprisingly, spontaneous bacteremia and fungemia in macrophage-depleted mice
without sepsis induction were identified from the microbial colonies in the culture plates as
Kazachstania pintolopesii and Acinetobacter radioresistens, respectively, by mass spectrometry
analysis (see Section 2) (Figure 5A–C).

Additionally, enhanced fungi in the feces of macrophage-depleted mice were also
demonstrated by fecal mycobiome analysis. The ITS sequence reads were processed using
the DADA2 pipeline software, indicating a comprehensive total frequency of 766,274 reads,
with an average of 63,857 reads per sample. The mycobiome analysis demonstrated an
increased abundance of Ascomycota (the phylum of Kazachstania spp.) with increased
evenness estimation (Shannon score) (Figure 6A–L). Moreover, the non-metric multidimen-
sional scaling function (the difference among experimental groups) based on the J class
index (community membership) indicated possible differences in the fecal fungi among
macrophage-depleted mice and other experimental groups (Figure 6J–L).

However, the fungal abundance of macrophage-depleted mice in colon tissue was
not high enough to detect the fungi by Gomeri Methenamine Silver (GMS) color staining
(Figure 7A–D).
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Figure 1. The schema of experiment (A) using liposomal clodronate (Clod) or liposomal control (Lipo)
injection and the determination of leaky gut (FitC-dextran assay) are shown. The representative
immunohistochemistry pictures (anti-F4/80 and anti-arginase 1) in the liver with the scoring analysis
(B–D) are presented (the white bars in (D) represent 40 µm) (n = 5/group). The immunofluorescent
pictures of anti-F4/80 in the colon with the score (E,F) are also provided (n = 5/group). The data are
shown as the mean ± SE, *; p < 0.05 vs. Lipo using Student’s t-test analysis. White arrows indicate
F4/80-positive cells in the colon and the brown color-stained cells represent F4/80 and/or arginase
1-positive cells in the liver.
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Figure 2. Characteristics of mice with sham surgery and liposome control (Lipo-sham) or clodronate–
liposome (Clod-sham) or cecal ligation and puncture (CLP) sepsis surgery with liposome con-
trol (Lipo-CLP) or clodronate–liposome (Clod-CLP) as indicated by survival analysis (A) with
the time-point parameters of body weight (B) and FitC-dextran levels (C), together with several
parameters at 24 h post-surgery, including serum cytokines (TNF-α, IL-6, and IL-10) (D–F) and
kidney damage (serum creatinine) (G), and liver injury (serum alanine transaminase) (H) are
demonstrated, (n = 10/group for (A) and n = 5–7/group for (B–H)). The data are shown as the
mean ± SE, *; p < 0.05 vs. Lipo-sham, and #; p < 0.05 between the indicated groups using ANOVA
with Tukey’s analysis.
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Figure 3. Characteristics of mice with sham surgery and liposome control (Lipo-sham) or clodronate–
liposome (Clod-sham) or cecal ligation and puncture (CLP) sepsis with liposome control (Lipo-CLP)
.
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or clodronate–liposome (Clod-CLP) as indicated by organ injury scores (liver, kidney, and
colon) (A–C), cytokines (TNF-α, IL-6, and IL-10) in liver and kidneys (D–I), and the representa-
tive histological pictures (H&E staining) of these organs (liver, kidney, and colon (J–L) (n = 5/group).
The data are shown as the mean ± SE, *; p < 0.05 vs. Lipo-sham, $; p < 0.05 vs. Clod-sham and #;
p < 0.05 between the indicated groups using ANOVA with Tukey’s analysis
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Figure 4. Characteristics of mice with sham surgery and liposome control (Lipo-sham) or clodronate–
liposome (Clod-sham) or cecal ligation and puncture (CLP) sepsis with liposome control (Lipo-CLP)
or clodronate–liposome (Clod-CLP) as indicated by neutrophil infiltration, determined by cell mor-
phology in the H&E staining, especially polymorphonuclear cells, in several organs (liver, kidney, and
colon) with the score analysis (A–C) and the representative histological pictures (D–F) (n = 5/group).
The data are shown as the mean ± SE, *; p < 0.05 vs. Lipo-sham, $; p < 0.05 vs. Clod-sham, and
#; p < 0.05 between the indicated groups using ANOVA with Tukey’s analysis. The yellow star
indicates neutrophils in the organs.
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Figure 5. Characteristics of mice with sham surgery and liposome control (Lipo-sham) or clodronate–
liposome (Clod-sham) or cecal ligation and puncture (CLP) sepsis with liposome control (Lipo-
CLP) or clodronate–liposome (Clod-CLP) as indicated by the enumeration of bacteria and fungi
in blood (A,B) with the representative colonies from the culture plates, Sabouraud dextrose agar
(SDA) (C) (n = 5/group). The data are shown as the mean ± SE; *, p < 0.05 vs. Lipo-sham;
$, p < 0.05 vs. Clod-sham; and &, p < 0.05 vs. Lipo+CLP group using ANOVA with Tukey’s analysis.
The colonies were identified by mass spectrometry analysis (see method) as Kazachstania pintolopesii
(navy triangle), Klebsiella pneumoniae (pink triangle), Enterococcus faecalis (black triangle), and
Acinetobacter radioresistens (green triangle).
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(CLP) sepsis with liposome control (Lipo-CLP) or clodronate–liposome (Clod-CLP) as indicated by
the relative abundance at the phylum, order, family, and genus levels (A–D), graph presentation of
the relative abundance of some fungal groups (E–I), alpha diversity (Shannon and Chao-1) (J,K), and
beta diversity (Bray-Curtis) (L). The data are shown as the mean ± SE, $; p < 0.05 vs. Clod-sham
group and #; p < 0.05 between the indicated groups using ANOVA with Tukey’s analysis.
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Figure 7. Identification of fungi from colon tissue of mice with sham surgery and liposome con-
trol (Lipo-sham) or clodronate–liposome (Clod-sham) or cecal ligation and puncture (CLP) sepsis
with liposome control (Lipo-CLP) or clodronate–liposome (Clod-CLP) as indicated by culture (A),
polymerase chain reaction (PCR) (B), and Gomeri Methenamine Silver (GMS)-stained slides with rep-
resentative pictures (C,D) (n = 5/group). The data are shown as the mean ± SE, #; p < 0.05 between
the indicated groups using ANOVA with Tukey’s analysis.
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3.2. More Severe Sepsis in Macrophage-Depleted Mice with Cecal Ligation and Puncture Surgery,
a Possible Impact of Leaky Gut and Fungi in the Intestinal Tissue

Cecal ligation and puncture (CLP) surgery was performed seven days after the ad-
ministration of clodronate (Clod) or liposomal control (Lipo) (Figure 1A). As such, there
was an enhanced severity of sepsis in macrophage-depleted mice with CLP compared with
CLP in the Lipo group, as indicated by the survival analysis, leaky gut, serum cytokines
(TNF-α and IL-10, but not IL-6), serum creatinine, and alanine transaminase (Figure 2A–H).
In parallel, the histological score of colons (neither liver nor kidney), cytokines from the
liver tissue (TNF-α and IL-6, but not IL-10), and cytokines from kidney samples (TNF-α,
IL-6, and IL-10), inflammatory cell infiltration of the internal organs (livers, kidneys, and
colons), and fungemia (but not bacteremia) in macrophage-depleted CLP mice were also
higher than those in Liposome-CLP mice (Figure 3A–L, Figure 4A–F and Figure 5A–C).
Hence, there was a two-hit injury in macrophage-depleted mice with CLP as clodronate
administration firstly induced systemic inflammation and CLP surgery secondly wors-
ened the injury later. Surprisingly, some of the parameters of macrophage-depleted mice
(Clod-sham) were as severe as those of the macrophage-depleted CLP group (Clod-CLP),
including kidney injury scores (Figure 3B), neutrophil infiltrations in kidneys and colons
(Figure 4B,C), and fungemia (Figure 5B). Most injury parameters in Clod-CLP mice were
more prominent than those in Clod-sham mice. Notably, the levels of bacteremia, but not
fungemia, in Clod-CLP mice were higher than those in the Lipo-CLP group (Figure 5A,C).
In parallel, the identified bacteria from the colonies in culture plates were K. pneumoniae, E.
faecalis, and A. radioresistens, whereas fungi from the plates were K. pintolopesii (Figure 5B,C).
Macrophage depletion may interfere with the microbial control mechanisms in the gut
and lead to increased fungal abundance, which escalates leaky gut (the translocation of
microbial molecules from the gut into the blood circulation).

There was a subtle change in fecal mycobiome analysis among the experimental groups
(Figure 6A–D). As such, the fecal fungi were mostly in the phylum Ascomycota, especially
in macrophage-depleted mice without sepsis (Clod-sham) and the intact macrophages
with sepsis (Lipo-CLP), while macrophage-depleted sepsis (Clod-CLP) and control mice
(Lipo-sham) demonstrated lower abundance (Figure 6E). Only a few fungi in genus level
were different among these groups (Figure 4D), including Debaryomyces spp., which was
lowest in Clod-CLP, while Myrothecium spp. and Cladosporium spp. were not different
among groups (Figure 6F–H). The alpha diversity, as indicated by Shannon evenness
estimation in Clod-sham, was higher than those in Clod-CLP and Lipo-sham (Figure 6I).
Meanwhile, the beta diversity using Bray–Curtis analysis (determining the difference
among groups by distances from the axis) of only Clod-sham seemed to be different from
that of the other groups (Figure 6J). Notably, the abundance of fecal fungi as determined
by fecal operational taxonomic units (OTUs; clusters of the microorganisms grouped by
their DNA sequence similarity) was similar among all groups (Figure 6K). Here, over
90% of reads in 8 of the 12 samples were classified as ‘unidentified fungi’, indicating
the limitation of fungal identification tools; thus, further studies might be essential to
address this limitation comprehensively with more effective fungal analysis methodologies.
Interestingly, the subtle difference in the fecal mycobiome might partly be due to the
adherence of the fungi to the intestinal wall [45,46]. Indeed, the Gomeri Methenamine Silver
(GMS) staining was able to identify fungal cells attached to the colon tissue (Figure 7A–D).
Although the black color of GMS was detectable in the colon cell wall of all groups, the
GMS-stained fungi, as indicated by the yeast-like structural morphology, were detectable
only in macrophage-depleted mice with sepsis (Figure 7A–D). These data also supported
the vulnerability of the macrophage-depleted intestine during sepsis to enhanced fungal
adherence onto the intestinal tissue.
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3.3. The Overgrowth of Bacteria due to the Fungi and the Mixed Microbial Activation of
Enterocytes, the Possible Influence of Gut Fungi on Sepsis Severity

Due to (i) the co-identification of bacteria (K. pneumoniae, E. faecalis, and A. radioresistens)
and fungi (K. pintolopesii) in macrophage-depleted mice (Figure 5B,C) and (ii) the selection
of bacteria by some fungi [22], the correlation or interactions among these organisms was
possible. Although there are several possible hypotheses on bacterial–fungal interactions,
fungal molecules in the cell wall components of K. pintolopesii might induce the overgrowth
of these specific bacteria. To demonstrate the possible impacts, the heat-kill lysate of
K. pintolopesii (K. pin) isolated from our mice and the heat-kill lysate of C. albicans (C. al)
isolated from the blood of sepsis patients were incubated with these isolated bacteria,
including K. pneumoniae (Kleb), E. faecalis (Entero), and A. radioresistens (Acineto). Inter-
estingly, the lysate of both isolated yeast cells (C. albicans and K. pintolopesii) significantly
increased bacterial overgrowth in a dose-dependent manner, especially the co-incubation at
the multiplicity of infection (MOI) at 0.01 of bacteria with the lysate of both isolated yeast
cells when compared with the non-fungal lysate (Figure 8A–L).

As β-D-glucan (BG) is a major component of the fungal cell wall that could promote
the growth of some bacteria species [22,47], BG from the gut fungi that are elevated after
macrophage depletion might be responsible for the enhanced growth of some bacteria,
especially the bacteria isolated from macrophage-depleted mice. Indeed, the purified BG
in different doses (0.1 mg and 1 mg) facilitated the growth of these bacteria, isolated from
macrophage-depleted mice, in a dose-dependent manner when compared with the non-BG
groups (Figure 9A–C). As the fungi (K. pintolopesii in mice or Candida spp. From humans)
and purified BG might not only enhance bacterial abundance, but also activate enterocytes,
Caco-2 cells (enterocytes) were incubated with the lysate of fungi (K. pin or C. al) or purified
BG with or without bacterial lysate (Kleb, Entero or Acineto). Supernatant IL-8, a cytokine
highly produced by Caco-2, was used as an indicator of enterocytic responses [48]. As
such, the additive effect on supernatant IL-8 between the lysate of bacteria or fungi alone
versus the bacteria plus fungi was demonstrated only with the use of Acineto and Kleb
plus fungal lysate (K. pin or C. al), but not the Entero with fungi (Figure 9A,B). These effects
were partly explained through the additive enterocyte responses against bacteria and BG of
fungi as Acineto plus fungi induced higher supernatant IL-8 than Acineto alone (Figure 9C).
However, there was no additive effect by BG together with Kleb or Entero (Figure 9C),
perhaps due to the necessity of a proper ratio between BG and bacterial molecules. More
studies would be interesting.
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Figure 8. Bacterial abundance after the 24 h incubation of the isolated bacteria, including Klebsiella
pneumoniae (Kleb), Enterococcus faecalis (Entero), and Acinetobacter radioresistens (Acineto) with the
lysate from Kazachstania pintolopesii (K. pin) (A–C), the lysate from Candida albicans (C. al) (D–F), and
purified (1→3)-β-D-glucan (BG) (G–I) with the representative pictures of the culture plates (J–L). The
data are shown as the mean ± SE; *, p < 0.05 between the indicated groups and #, p < 0.05 between
the indicated groups using ANOVA with Tukey’s analysis. Triplicate experiments were performed.



J. Fungi 2023, 9, 1164 16 of 23J. Fungi 2023, 9, x FOR PEER REVIEW  16  of  23 
 

 

 

Figure 9. Supernatant IL-8 from enterocytes (Caco-2 cells) after 24 h incubation with the heat-kill 

lysate of the isolated bacteria, including Klebsiella pneumoniae (Kleb), Enterococcus faecalis (Entero), 

and Acinetobacter radioresistens (Acineto) with the lysate from Kazachstania pintolopesii (K. pin) (A), 

the  lysate  from Candida  albicans  (C.  al)  (B),  and purified  (1→3)-β-D-glucan  (BG)  (C)  are demon-

strated. The data are shown as the mean ± SE; *, p < 0.05 vs. K. pin+Kleb; &, p < 0.05 vs. K. pin+Aci-
neto; #, p < 0.05 vs. C. al human+Kleb; @, p < 0.05 vs. C. al human+Acineto; and $, p < 0.05 vs. BG+Aci-

neto using ANOVA with Tukey’s analysis. Triplicated experiments were performed. 

4. Discussion 

4.1. Macrophage Depletion Facilitated the Growth of Gut Fungi 

Macrophages,  the well-known  sentinel  immune  cells  in all organs, are peripheral 

blood monocytes that migrate into several organs [49–51]. With daily clodronate admin-

istration [52,53], the depletion of macrophages was supported by the immunofluorescent 

pictures of the livers and colons. Although macrophage depletion [54] was achieved by 

approximately 80–90% within 24–48 h after a single intravenous (i.v.) or intraperitoneal 

(i.p.) injection in a previous report [55], the repeated doses of clodronate would increase 

the effectiveness of macrophage depletion [24]. Despite the possible more complete mac-

rophage depletion in our current model, the increased severity in the CLP sepsis model 

was similar to our previous model with the less frequent clodronate injection [22]. Here, 

macrophage depletion alone caused gut permeability defect (gut leakage) and gut myco-

biome  imbalance  (increased  fecal  fungi). Accordingly, Candida pintolopesii, scientifically 

Figure 9. Supernatant IL-8 from enterocytes (Caco-2 cells) after 24 h incubation with the heat-kill
lysate of the isolated bacteria, including Klebsiella pneumoniae (Kleb), Enterococcus faecalis (Entero),
and Acinetobacter radioresistens (Acineto) with the lysate from Kazachstania pintolopesii (K. pin) (A), the
lysate from Candida albicans (C. al) (B), and purified (1→3)-β-D-glucan (BG) (C) are demonstrated.
The data are shown as the mean ± SE; *, p < 0.05 vs. K. pin+Kleb; &, p < 0.05 vs. K. pin+Acineto;
#, p < 0.05 vs. C. al human+Kleb; @, p < 0.05 vs. C. al human+Acineto; and $, p < 0.05 vs. BG+Acineto
using ANOVA with Tukey’s analysis. Triplicated experiments were performed.

4. Discussion
4.1. Macrophage Depletion Facilitated the Growth of Gut Fungi

Macrophages, the well-known sentinel immune cells in all organs, are peripheral
blood monocytes that migrate into several organs [49–51]. With daily clodronate admin-
istration [52,53], the depletion of macrophages was supported by the immunofluorescent
pictures of the livers and colons. Although macrophage depletion [54] was achieved by ap-
proximately 80–90% within 24–48 h after a single intravenous (i.v.) or intraperitoneal (i.p.)
injection in a previous report [55], the repeated doses of clodronate would increase the ef-
fectiveness of macrophage depletion [24]. Despite the possible more complete macrophage
depletion in our current model, the increased severity in the CLP sepsis model was similar
to our previous model with the less frequent clodronate injection [22]. Here, macrophage
depletion alone caused gut permeability defect (gut leakage) and gut mycobiome imbal-
ance (increased fecal fungi). Accordingly, Candida pintolopesii, scientifically designated as
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Kazachstania pintolopesii, is an integral constituent of the genus Kazachstania and forms an
essential part of the Kazachstania telluris species complex, which comprises a total of five
distinct yeast species. This specific microorganism holds significant scientific relevance
within the field of microbiology and contributes to the broader understanding of fungal
diversity and classification [56]. Indeed, K. pintolopesiis is a fungus frequently found in
the mouse intestinal mucosa [57] and is associated with the upregulation of IL-17 receptor
A (IL-17RA) and IL-23, resulting in a severe inflammatory reaction in mouse colons [58].
In this study, K. pintolopesiis was identified from the blood of sepsis mice with or without
clodronate (more profound in the clodronate group), supporting the translocation of the
fungi from the gut of macrophage-depleted mice as previously mentioned [22]. While
it is well-known that sepsis causes enterocyte damage and leaky gut through several
mechanisms (hypoperfusion and inflammatory responses) [2,59], data on enhanced fungal
translocation from the gut during bacterial sepsis are still lacking [60]. Despite the lack of
information on fungi in the gut during bacterial sepsis, increased fecal fungi in chronic
intestinal inflammation from inflammatory bowel disease (IBD) is well-established [61]. In
IBD, increased fungal abundance in the gut is partly explained by inflammation-induced
intestinal barrier defects, resulting in the reduction of bacteria that possess fungal control
activities and/or the facilitation of fungal attachment onto gut mucosa [28,61]. In our study,
macrophage depletion increased fungal overgrowth in sepsis, as indicated by detecting
fungi in colon tissue using PCR, culture, and GMS staining (Figure 7). Hence, the discor-
dance of fungal abundance from the samples of feces alone versus feces with intestinal
walls due to fungal adherence to the intestinal mucosa is possible. While C. albicans is
common in the human gut [62–64] and C. tropicalis is associated with IBD in patients [61],
the isolated K. pintolopesii, the common fungi in laboratory mice [57,65] might be associated
with mouse sepsis severity. As macrophages play a crucial role in the maintenance of
intestinal homeostasis, especially gut fungi [22], the fungal overgrowth in the condition
without macrophages is not surprising. Although Cladosporium spp., an environmental
saprobic fungus causing infections in some conditions [66,67], was also increased in Clod-
CLP mouse feces, the culture could not identify the fungus. Hence, we further evaluated
the possible impact of K. pintolopesii, but not the Cladosporium group.

4.2. K. pintolopesii as a Source of Fungal Molecules Influenced Intestinal Bacteria and Enterocytes

The interaction between fungi and bacteria is well-known through several mechanisms.
For example, the fermentation of (1→3)-β-D-Glucan (BG) on the fungal cell wall by bacterial
endo-β-glucanase enzyme [68] causes an overgrowth of pathogenic bacteria [47], resulting
in dysbiosis in several conditions [69,70].

As BG is the major component of K. pintolopesii isolated from our models, BG from these
fungi might, at least in part, induce the growth of the co-existing bacteria (Klebsiella spp.,
Enterobacter spp., and Acinetobacter spp.), leading to the positive culture of these organisms
in our model (Figure 10). Indeed, the lysate of K. pintolopesii facilitated the growth of these
isolated bacteria, similar to the use of C. albicans lysate and purified BG, supporting that
BG in the fungal cell wall is partly responsible for the overgrowth of pathogenic bacteria
and possibly leading to gut dysbiosis. Likewise, gut dysbiosis and leaky gut in mice orally
administered with heat-killed C. albicans have previously been mentioned [31,71,72]. The
additive pro-inflammation of BG upon LPS responses has been demonstrated in many
mouse models [6,73] partly because of the co-presence of Dectin-1 and TLR-4, the receptors
for BG and LPS, respectively [31,71], that synergistically elevate cytokine production [74].
Hence, macrophage dysfunction possibly enhances gut fungi, especially K. pintolopesii,
causing the overgrowth of pathogenic bacteria, leading to a more severe leaky gut that
worsens sepsis severity. It is well-known that enterocytes have resistance against LPS, as
a high dose of LPS is necessary for inducing enterocytic inflammatory responses [75,76].
However, the combination of heat-killed lysate of Gram-negative bacteria (Acinetobacter spp.
and Klebsiella spp.) and the fungal lysate elevated enterocyte IL-8 production (Caco-2 cells)
(Figure 9A–C) supported an additive inflammatory effect with the co-presence of fungi
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together with bacteria. Nevertheless, there was no additive pro-inflammatory effect on
fungi plus Enterobacter spp., and only BG plus Acinetobacter lysate (not the lysate from other
bacteria) enhanced enterocyte IL-8 production (Figure 9A–C). These data imply a possible
ratio of LPS and BG for maximizing the enhanced inflammatory activation on enterocytes.
More studies would be interesting.
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Figure 10. Scheme of the relationship between the normal gut microbiome and macrophage-depleted
together with cecal ligation and puncture (CLP) enhancing the increases in K. pintolopesii and
pathogenic bacteria (gut dysbiosis) and severe sepsis in a mouse model, which was generated
using BioRender (https://app.biorender.com/ (accessed on 14 June 2023)).

4.3. The Discrepancy between Fecal Mycobiome Analysis versus Fecal Fungi from Polymerase
Chain Reaction (PCR), a Possible Role of the Internal Transcribed Spacer (ITS) Primers

Here, there was a fundamental discrepancy between the mycobiome results (Figure 6)
that neither Saccharomycetaceae (Family) nor Kazachstania (Genus) were detectable, while
the fecal K. pintolopesii could be detected by PCR. This might be a result of the use of the
entire ITS region (ITS1 and ITS4) for the high-throughput profiling of the fungal mycobiome
in our study. ITS is the spacer DNA between the small-subunit ribosomal RNA (rRNA)
and large-subunit rRNA or the corresponding transcribed region in the polycistronic rRNA
precursor transcript [77]. There is only a single ITS between the 16S and 23S rRNA genes
in bacteria and archaea, while there are several ITSs in eukaryotes, including fungi. For
instance, ITS1 is located between the 18S and 5.8S rRNA genes, while ITS2 is between
the 5.8S and 28S (or 25S in plants) rRNA genes. Interestingly, the utilization of differ-
ent ITS primers provides different results in mycobiome analysis [78]. For example, the
primers ITS1-F and ITS1 are biased towards the amplification of basidiomycetes, whereas
ITS2, ITS3, and ITS4 are biased towards the positive results on ascomycetes. Meanwhile,
the basidiomycete-specific primer (ITS4-B) can only amplify a minor proportion of basid-
iomycete ITS sequences [79]. The entire ITS region might be suitable for performing species
identification by colony PCR (using conventional Sanger sequencing), but it might not be
compatible with the high-throughput Illumina MiSeq sequencing due to the read length
limitation of the MiSeq Illumina sequencing (150–300 base pairs). Hence, either the ITS1
or ITS sub-region might be more suitable to select for fungal community profiling [80].
Indeed, the high throughput using ITS1 MiSeq sequencing can identify K. pintolopesii as a
key member of the captive cynomolgus macaque intestinal mycobiota [65]. Despite these
technical limitations, our data demonstrated some possible impacts of macrophages on
the fecal fungal population through the difference between clodronate-administered mice
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versus the control intact macrophage group. Although the technical limitations might
have influenced the accuracy of the lists of the discovered fungi, a difference in fecal fungi
between the macrophage-depleted group and intact macrophage mice was demonstrated.
Further studies on the mycobiome with the proper use of ITS primers would be interesting.

5. Conclusions

In conclusion, macrophage depletion alone (using daily liposomal clodronate) with-
out sepsis altered the fungal component in mouse feces (mycobiome analysis) without
fungal detection in the intestinal wall (Figure 7). However, sepsis induction using CLP
in macrophage-depleted mice induced the presence of fungi in the intestinal wall with a
subtle change in fecal mycobiome analysis when compared with macrophage-depleted
mice without sepsis. The increased fungi facilitated the growth of some bacteria, causing
gut dysbiosis through enhanced gut inflammation by molecules from fungi plus bacteria
that worsened leaky gut, bacteremia, and fungemia, leading to more severe sepsis. Hence,
sepsis during some treatments that deplete macrophages should be monitored. More
studies are warranted.

Author Contributions: Conceptualization, A.L. and P.H.; data curation, validation, formal analysis,
and investigation, P.H.; writing—original draft preparation, A.L. and P.H.; writing—review and
editing, A.L., P.H. and A.C.; visualization, A.L. and A.C.; supervision and funding acquisition, A.L.
and A.C. All authors have read and agreed to the published version of the manuscript.

Funding: This research was supported by the Program Management Unit for Human Resources & In-
stitutional Development, Research and Innovation (B16F640175 and B48G660112) with Rachadapisek
Sompote Matching Fund (RA-MF-22/65, RA-MF-13/66, RA-MF-48/64, RA-MF-30/64, RA-MF-37/64,
and RA-MF-23/64), TSRI Fund (CU_FRB640001_01_30_3) and HSRI 61-052, and Rachadapisek Som-
pote Endowment Fund (RA66/008 and RA66/009), as well as the National Research Council of
Thailand (NRCT-N41A640076 and NRCT-N34A660583).

Institutional Review Board Statement: This study was conducted according to the approved animal
study protocol by The Institutional Animal Care and Use Committee of the Faculty of Medicine,
Chulalongkorn University (approval number 035/2565).

Informed Consent Statement: Not applicable.

Data Availability Statement: The datasets presented in this study can be found in online repositories.
Mouse fecal-detected ITS1/4 sequences were deposited in the NCBI database with accession number
PRJNA765503 (https://www.ncbi.nlm.nih.gov/sra/PRJNA765503 (accessed on 15 March 2023)).

Acknowledgments: A.L. and P.H. are under the Center of Excellence on Translational Research in
Inflammation and Immunology (CETRII), Department of Microbiology, Chulalongkorn University,
Bangkok 10330, Thailand. P.H. is supported by the Research and Diagnostic Center for Emerging
Infectious Diseases (RCEID), Faculty of Medicine, Khon Kaen University.

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

References
1. Sae-khow, K.; Charoensappakit, A.; Chiewchengchol, D.; Leelahavanichkul, A. High-Dose Intravenous Ascorbate in Sepsis,

a Pro-Oxidant Enhanced Microbicidal Activity and the Effect on Neutrophil Functions. Biomedicines 2023, 11, 51. [CrossRef]
[PubMed]

2. Charoensappakit, A.; Sae-Khow, K.; Leelahavanichkul, A. Gut Barrier Damage and Gut Translocation of Pathogen Molecules in
Lupus, an Impact of Innate Immunity (Macrophages and Neutrophils) in Autoimmune Disease. Int. J. Mol. Sci. 2022, 23, 8223.
[CrossRef] [PubMed]

3. Boulange, C.L.; Neves, A.L.; Chilloux, J.; Nicholson, J.K.; Dumas, M.E. Impact of the gut microbiota on inflammation, obesity, and
metabolic disease. Genome Med. 2016, 8, 42. [CrossRef] [PubMed]

4. Gyawali, B.; Ramakrishna, K.; Dhamoon, A.S. Sepsis: The evolution in definition, pathophysiology, and management. SAGE
Open Med. 2019, 7, 2050312119835043. [CrossRef] [PubMed]

5. Dolin, H.H.; Papadimos, T.J.; Chen, X.; Pan, Z.K. Characterization of Pathogenic Sepsis Etiologies and Patient Profiles: A Novel
Approach to Triage and Treatment. Microbiol. Insights 2019, 12, 1178636118825081. [CrossRef]

https://www.ncbi.nlm.nih.gov/sra/PRJNA765503
https://doi.org/10.3390/biomedicines11010051
https://www.ncbi.nlm.nih.gov/pubmed/36672559
https://doi.org/10.3390/ijms23158223
https://www.ncbi.nlm.nih.gov/pubmed/35897790
https://doi.org/10.1186/s13073-016-0303-2
https://www.ncbi.nlm.nih.gov/pubmed/27098727
https://doi.org/10.1177/2050312119835043
https://www.ncbi.nlm.nih.gov/pubmed/30915218
https://doi.org/10.1177/1178636118825081


J. Fungi 2023, 9, 1164 20 of 23

6. Panpetch, W.; Somboonna, N.; Bulan, D.E.; Issara-Amphorn, J.; Worasilchai, N.; Finkelman, M.; Chindamporn, A.; Palaga, T.;
Tumwasorn, S.; Leelahavanichkul, A. Gastrointestinal Colonization of Candida Albicans Increases Serum (1→3)-β-D-Glucan,
without Candidemia, and Worsens Cecal Ligation and Puncture Sepsis in Murine Model. Shock 2018, 49, 62–70. [CrossRef]

7. Lu, R.; Zhang, Y.G.; Xia, Y.; Sun, J. Imbalance of autophagy and apoptosis in intestinal epithelium lacking the vitamin D receptor.
FASEB J. 2019, 33, 11845–11856. [CrossRef]

8. Lin, M.Y.; Carmeli, Y.; Zumsteg, J.; Flores, E.L.; Tolentino, J.; Sreeramoju, P.; Weber, S.G. Prior antimicrobial therapy and risk for
hospital-acquired Candida glabrata and Candida krusei fungemia: A case-case-control study. Antimicrob. Agents Chemother. 2005,
49, 4555–4560. [CrossRef]

9. Lavin, Y.; Mortha, A.; Rahman, A.; Merad, M. Regulation of macrophage development and function in peripheral tissues. Nat.
Rev. Immunol. 2015, 15, 731–744. [CrossRef]

10. Li, X.; Mu, G.; Song, C.; Zhou, L.; He, L.; Jin, Q.; Lu, Z. Role of M2 Macrophages in Sepsis-Induced Acute Kidney Injury. Shock
2018, 50, 233–239. [CrossRef]

11. McWhorter, F.Y.; Wang, T.; Nguyen, P.; Chung, T.; Liu, W.F. Modulation of macrophage phenotype by cell shape. Proc. Natl. Acad.
Sci. USA 2013, 110, 17253–17258. [CrossRef] [PubMed]

12. Xing, R.L.; Zhao, L.R.; Wang, P.M. Bisphosphonates therapy for osteoarthritis: A meta-analysis of randomized controlled trials.
Springerplus 2016, 5, 1704. [CrossRef] [PubMed]

13. Saviola, G.; Abdi-Ali, L.; Povino, M.R.; Campostrini, L.; Sacco, S.; Dalle Carbonare, L.; Carbonare, L.D. Intramuscular clodronate
in erosive osteoarthritis of the hand is effective on pain and reduces serum COMP: A randomized pilot trial-The ER.O.D.E. study
(ERosive Osteoarthritis and Disodium-clodronate Evaluation). Clin. Rheumatol. 2017, 36, 2343–2350. [CrossRef] [PubMed]

14. Hurst, M.; Noble, S. Clodronate: A review of its use in breast cancer. Drugs Aging 1999, 15, 143–167. [CrossRef] [PubMed]
15. Zeisberger, S.M.; Odermatt, B.; Marty, C.; Zehnder-Fjällman, A.H.M.; Ballmer-Hofer, K.; Schwendener, R.A. Clodronate-liposome-

mediated depletion of tumour-associated macrophages: A new and highly effective antiangiogenic therapy approach. Br. J.
Cancer 2006, 95, 272–281. [CrossRef] [PubMed]

16. Surawut, S.; Ondee, T.; Taratummarat, S.; Palaga, T.; Pisitkun, P.; Chindamporn, A.; Leelahavanichkul, A. The role of macrophages
in the susceptibility of Fc gamma receptor IIb deficient mice to Cryptococcus neoformans. Sci. Rep. 2017, 7, 40006. [CrossRef]
[PubMed]

17. Epstein-Barash, H.; Gutman, D.; Markovsky, E.; Mishan-Eisenberg, G.; Koroukhov, N.; Szebeni, J.; Golomb, G. Physicochemical
parameters affecting liposomal bisphosphonates bioactivity for restenosis therapy: Internalization, cell inhibition, activation of
cytokines and complement, and mechanism of cell death. J. Control Release 2010, 146, 182–195. [CrossRef] [PubMed]

18. Chono, S.; Tanino, T.; Seki, T.; Morimoto, K. Influence of particle size on drug delivery to rat alveolar macrophages following
pulmonary administration of ciprofloxacin incorporated into liposomes. J. Drug Target. 2006, 14, 557–566. [CrossRef]

19. Recenti, R.; Leone, G.; Simi, L.; Orfei, M.; Pinzani, P.; Pieraccini, G.; Moneti, G.; Carossino, A.M.; Franchi, A.; Bartolucci, G.; et al.
Clodronate acts on human osteoclastic cell proliferation, differentiation and function in a bioreversible manner. Clin. Cases Miner.
Bone Metab. 2007, 4, 146–155.

20. Ravichandran, S.; Manickam, N.; Kandasamy, M. Liposome encapsulated clodronate mediated elimination of pathogenic
macrophages and microglia: A promising pharmacological regime to defuse cytokine storm in COVID-19. Med. Drug Discov.
2022, 15, 100136. [CrossRef]

21. Smith, P.D.; Smythies, L.E.; Shen, R.; Greenwell-Wild, T.; Gliozzi, M.; Wahl, S.M. Intestinal macrophages and response to microbial
encroachment. Mucosal Immunol. 2011, 4, 31–42. [CrossRef] [PubMed]

22. Hiengrach, P.; Panpetch, W.; Chindamporn, A.; Leelahavanichkul, A. Macrophage depletion alters bacterial gut microbiota partly
through fungal overgrowth in feces that worsens cecal ligation and puncture sepsis mice. Sci. Rep. 2022, 12, 9345. [CrossRef]
[PubMed]

23. Angele, M.K.; Pratschke, S.; Hubbard, W.J.; Chaudry, I.H. Gender differences in sepsis: Cardiovascular and immunological
aspects. Virulence 2014, 5, 12–19. [CrossRef] [PubMed]

24. Weisser, S.B.; van Rooijen, N.; Sly, L.M. Depletion and reconstitution of macrophages in mice. J. Vis. Exp. 2012, 66, e4105.
[CrossRef]

25. Phuengmaung, P.; Khiewkamrop, P.; Makjaroen, J.; Issara-Amphorn, J.; Boonmee, A.; Benjaskulluecha, S.; Ritprajak, P.;
Nita-Lazar, A.; Palaga, T.; Hirankarn, N.; et al. Less Severe Sepsis in Cecal Ligation and Puncture Models with and with-
out Lipopolysaccharide in Mice with Conditional Ezh2-Deleted Macrophages (LysM-Cre System). Int. J. Mol. Sci. 2023, 24, 8517.
[CrossRef]

26. Hiengrach, P.; Visitchanakun, P.; Tongchairawewat, P.; Tangsirisatian, P.; Jungteerapanich, T.; Ritprajak, P.; Wannigama, D.L.;
Tangtanatakul, P.; Leelahavanichkul, A. Sepsis Encephalopathy Is Partly Mediated by miR370-3p-Induced Mitochondrial Injury
but Attenuated by BAM15 in Cecal Ligation and Puncture Sepsis Male Mice. Int. J. Mol. Sci. 2022, 23, 5445. [CrossRef]

27. Makjaroen, J.; Thim-Uam, A.; Dang, C.P.; Pisitkun, T.; Somparn, P.; Leelahavanichkul, A. A Comparison Between 1 Day versus 7
Days of Sepsis in Mice with the Experiments on LPS-Activated Macrophages Support the Use of Intravenous Immunoglobulin
for Sepsis Attenuation. J. Inflamm. Res. 2021, 14, 7243–7263. [CrossRef]

28. Sambrook, J.; Russell, D.W. Purification of nucleic acids by extraction with phenol:chloroform. CSH Protoc. 2006, 2006, pdb-prot4455.
[CrossRef]

https://doi.org/10.1097/SHK.0000000000000896
https://doi.org/10.1096/fj.201900727R
https://doi.org/10.1128/AAC.49.11.4555-4560.2005
https://doi.org/10.1038/nri3920
https://doi.org/10.1097/SHK.0000000000001006
https://doi.org/10.1073/pnas.1308887110
https://www.ncbi.nlm.nih.gov/pubmed/24101477
https://doi.org/10.1186/s40064-016-3359-y
https://www.ncbi.nlm.nih.gov/pubmed/27757376
https://doi.org/10.1007/s10067-017-3681-y
https://www.ncbi.nlm.nih.gov/pubmed/28536825
https://doi.org/10.2165/00002512-199915020-00007
https://www.ncbi.nlm.nih.gov/pubmed/10495073
https://doi.org/10.1038/sj.bjc.6603240
https://www.ncbi.nlm.nih.gov/pubmed/16832418
https://doi.org/10.1038/srep40006
https://www.ncbi.nlm.nih.gov/pubmed/28074867
https://doi.org/10.1016/j.jconrel.2010.03.011
https://www.ncbi.nlm.nih.gov/pubmed/20359513
https://doi.org/10.1080/10611860600834375
https://doi.org/10.1016/j.medidd.2022.100136
https://doi.org/10.1038/mi.2010.66
https://www.ncbi.nlm.nih.gov/pubmed/20962772
https://doi.org/10.1038/s41598-022-13098-0
https://www.ncbi.nlm.nih.gov/pubmed/35661720
https://doi.org/10.4161/viru.26982
https://www.ncbi.nlm.nih.gov/pubmed/24193307
https://doi.org/10.3791/4105
https://doi.org/10.3390/ijms24108517
https://doi.org/10.3390/ijms23105445
https://doi.org/10.2147/JIR.S338383
https://doi.org/10.1101/pdb.prot4455


J. Fungi 2023, 9, 1164 21 of 23

29. Taratummarat, S.; Sangphech, N.; Vu, C.T.B.; Palaga, T.; Ondee, T.; Surawut, S.; Sereemaspun, A.; Ritprajak, P.; Leelahavanichkul, A.
Gold nanoparticles attenuates bacterial sepsis in cecal ligation and puncture mouse model through the induction of M2
macrophage polarization. BMC Microbiol. 2018, 18, 85. [CrossRef]

30. Leelahavanichkul, A.; Somparn, P.; Panich, T.; Chancharoenthana, W.; Wongphom, J.; Pisitkun, T.; Hirankarn, N.; Eiam-Ong, S.
Serum miRNA-122 in acute liver injury induced by kidney injury and sepsis in CD-1 mouse models. Hepatol. Res. 2015,
45, 1341–1352. [CrossRef]

31. Saithong, S.; Saisorn, W.; Visitchanakun, P.; Sae-Khow, K.; Chiewchengchol, D.; Leelahavanichkul, A. A Synergy Between
Endotoxin and (1→3)-Beta-D-Glucan Enhanced Neutrophil Extracellular Traps in Candida Administered Dextran Sulfate
Solution Induced Colitis in FcGRIIB-/- Lupus Mice, an Impact of Intestinal Fungi in Lupus. J. Inflamm. Res. 2021, 14, 2333–2352.
[CrossRef] [PubMed]

32. Saejong, S.; Townamchai, N.; Somparn, P.; Tangtanatakul, P.; Ondee, T.; Hirankarn, N.; Leelahavanichkul, A. MicroRNA-21 in
plasma exosome, but not from whole plasma, as a biomarker for the severe interstitial fibrosis and tubular atrophy (IF/TA) in
post-renal transplantation. Asian Pac. J. Allergy Immunol. 2022, 40, 94–102. [PubMed]

33. Liu, Z.; Li, N.; Fang, H.; Chen, X.; Guo, Y.; Gong, S.; Niu, M.; Zhou, H.; Jiang, Y.; Chang, P.; et al. Enteric dysbiosis is associated
with sepsis in patients. FASEB J. 2019, 33, 12299–12310. [CrossRef] [PubMed]

34. Tungsanga, S.; Udompornpitak, K.; Worasilchai, J.; Ratana-aneckchai, T.; Wannigama, D.L.; Katavetin, P.; Leelahavanichkul, A.
Candida Administration in 5/6 Nephrectomized Mice Enhanced Fibrosis in Internal Organs: An Impact of Lipopolysaccharide
and (1→3)-β-D-Glucan from Leaky Gut. Int. J. Mol. Sci. 2022, 23, 15987. [CrossRef]

35. Tongthong, T.; Kaewduangduen, W.; Phuengmaung, P.; Chancharoenthana, W.; Leelahavanichkul, A. Lacticaseibacillus rhamno-
sus dfa1 Attenuate Cecal Ligation-Induced Systemic Inflammation through the Interference in Gut Dysbiosis, Leaky Gut, and
Enterocytic Cell Energy. Int. J. Mol. Sci. 2023, 24, 3756. [CrossRef]

36. Lobatón, T.; Bessissow, T.; De Hertogh, G.; Lemmens, B.; Maedler, C.; Van Assche, G.; Vermeire, S.; Bisschops, R.; Rutgeerts, P.;
Bitton, A.; et al. The Modified Mayo Endoscopic Score (MMES): A New Index for the Assessment of Extension and Severity of
Endoscopic Activity in Ulcerative Colitis Patients. J. Crohns Colitis 2015, 9, 846–852. [CrossRef]

37. Panpetch, W.; Hiengrach, P.; Nilgate, S.; Tumwasorn, S.; Somboonna, N.; Wilantho, A.; Chatthanathon, P.; Prueksapanich, P.;
Leelahavanichkul, A. Additional Candida albicans administration enhances the severity of dextran sulfate solution induced
colitis mouse model through leaky gut-enhanced systemic inflammation and gut-dysbiosis but attenuated by Lactobacillus
rhamnosus L34. Gut Microbes 2020, 11, 465–480. [CrossRef]

38. Panpetch, W.; Chancharoenthana, W.; Bootdee, K.; Nilgate, S.; Finkelman, M.; Tumwasorn, S.; Leelahavanichkul, A. Lactobacillus
rhamnosus L34 Attenuates Gut Translocation-Induced Bacterial Sepsis in Murine Models of Leaky Gut. Infect. Immun. 2018,
86, 10–1128. [CrossRef]

39. Thim-Uam, A.; Surawut, S.; Issara-Amphorn, J.; Jaroonwitchawan, T.; Hiengrach, P.; Chatthanathon, P.; Wilantho, A.;
Somboonna, N.; Palaga, T.; Pisitkun, P.; et al. Leaky-gut enhanced lupus progression in the Fc gamma receptor-IIb deficient and
pristane-induced mouse models of lupus. Sci. Rep. 2020, 10, 777. [CrossRef]

40. Sae-Khow, K.; Charoensappakit, A.; Visitchanakun, P.; Saisorn, W.; Svasti, S.; Fucharoen, S.; Leelahavanichkul, A. Pathogen-
Associated Molecules from Gut Translocation Enhance Severity of Cecal Ligation and Puncture Sepsis in Iron-Overload β-
Thalassemia Mice. J. Inflamm. Res. 2020, 13, 719–735. [CrossRef]

41. Saithong, S.; Worasilchai, N.; Saisorn, W.; Udompornpitak, K.; Bhunyakarnjanarat, T.; Chindamporn, A.; Tovichayathamrong,
P.; Torvorapanit, P.; Chiewchengchol, D.; Chancharoenthana, W.; et al. Neutrophil Extracellular Traps in Severe SARS-CoV-2
Infection: A Possible Impact of LPS and (1→3)-β-D-glucan in Blood from Gut Translocation. Cells 2022, 11, 1103. [CrossRef]

42. Gardes, M.; Bruns, T.D. ITS primers with enhanced specificity for basidiomycetes--application to the identification of mycorrhizae
and rusts. Mol. Ecol. 1993, 2, 113–118. [CrossRef] [PubMed]

43. White, T.; Bruns, T.; Lee, S.; Taylor, J.; Innis, M.; Gelfand, D.; Sninsky, J. Amplification and Direct Sequencing of Fungal Ribosomal
RNA Genes for Phylogenetics. PCR Protoc. A Guide Methods Appl. 1990, 31, 315–322.

44. Arfken, A.M.; Frey, J.F.; Summers, K.L. Temporal Dynamics of the Gut Bacteriome and Mycobiome in the Weanling Pig.
Microorganisms 2020, 8, 868. [CrossRef] [PubMed]

45. Wu, X.; Xia, Y.; He, F.; Zhu, C.; Ren, W. Intestinal mycobiota in health and diseases: From a disrupted equilibrium to clinical
opportunities. Microbiome 2021, 9, 60. [CrossRef] [PubMed]

46. Vallianou, N.; Kounatidis, D.; Christodoulatos, G.S.; Panagopoulos, F.; Karampela, I.; Dalamaga, M. Mycobiome and Cancer:
What Is the Evidence? Cancers 2021, 13, 3149. [CrossRef]

47. Hughes, S.A.; Shewry, P.R.; Gibson, G.R.; McCleary, B.V.; Rastall, R.A. In vitro fermentation of oat and barley derived beta-glucans
by human faecal microbiota. FEMS Microbiol. Ecol. 2008, 64, 482–493. [CrossRef]

48. Ren, D.; Li, C.; Qin, Y.-Q.; Yin, R.-L.; Du, S.-W.; Ye, F.; Liu, H.-F.; Wang, M.; Sun, Y.; Li, X.; et al. Lactobacilli Reduce Chemokine
IL-8 Production in Response to TNF- α and Salmonella Challenge of Caco-2 Cells. BioMed Res. Int. 2013, 2013, 925219. [CrossRef]

49. Gilbert, A.S.; Wheeler, R.T.; May, R.C. Fungal Pathogens: Survival and Replication within Macrophages. Cold Spring Harb. Perspect.
Med. 2014, 5, a019661. [CrossRef]

50. Heung, L.J. Monocytes and the Host Response to Fungal Pathogens. Front. Cell Infect. Microbiol. 2020, 10, 34. [CrossRef]
51. Austermeier, S.; Kasper, L.; Westman, J.; Gresnigt, M.S. I want to break free—Macrophage strategies to recognize and kill Candida

albicans, and fungal counter-strategies to escape. Curr. Opin. Microbiol. 2020, 58, 15–23. [CrossRef] [PubMed]

https://doi.org/10.1186/s12866-018-1227-3
https://doi.org/10.1111/hepr.12501
https://doi.org/10.2147/JIR.S305225
https://www.ncbi.nlm.nih.gov/pubmed/34103965
https://www.ncbi.nlm.nih.gov/pubmed/32563236
https://doi.org/10.1096/fj.201900398RR
https://www.ncbi.nlm.nih.gov/pubmed/31465241
https://doi.org/10.3390/ijms232415987
https://doi.org/10.3390/ijms24043756
https://doi.org/10.1093/ecco-jcc/jjv111
https://doi.org/10.1080/19490976.2019.1662712
https://doi.org/10.1128/IAI.00700-17
https://doi.org/10.1038/s41598-019-57275-0
https://doi.org/10.2147/JIR.S273329
https://doi.org/10.3390/cells11071103
https://doi.org/10.1111/j.1365-294X.1993.tb00005.x
https://www.ncbi.nlm.nih.gov/pubmed/8180733
https://doi.org/10.3390/microorganisms8060868
https://www.ncbi.nlm.nih.gov/pubmed/32526857
https://doi.org/10.1186/s40168-021-01024-x
https://www.ncbi.nlm.nih.gov/pubmed/33715629
https://doi.org/10.3390/cancers13133149
https://doi.org/10.1111/j.1574-6941.2008.00478.x
https://doi.org/10.1155/2013/925219
https://doi.org/10.1101/cshperspect.a019661
https://doi.org/10.3389/fcimb.2020.00034
https://doi.org/10.1016/j.mib.2020.05.007
https://www.ncbi.nlm.nih.gov/pubmed/32599492


J. Fungi 2023, 9, 1164 22 of 23

52. Hu, Z.; Zhan, J.; Pei, G.; Zeng, R. Depletion of macrophages with clodronate liposomes partially attenuates renal fibrosis on
AKI-CKD transition. Ren. Fail. 2023, 45, 2149412. [CrossRef] [PubMed]

53. Ponzoni, M.; Pastorino, F.; Di Paolo, D.; Perri, P.; Brignole, C. Targeting Macrophages as a Potential Therapeutic Intervention:
Impact on Inflammatory Diseases and Cancer. Int. J. Mol. Sci. 2018, 19, 1953. [CrossRef] [PubMed]

54. Moreno, S.G. Depleting Macrophages In Vivo with Clodronate-Liposomes. Methods Mol. Biol. 2018, 1784, 259–262. [CrossRef]
[PubMed]

55. Kameka, A.M.; Haddadi, S.; Jamaldeen, F.J.; Moinul, P.; He, X.T.; Nawazdeen, F.H.; Bonfield, S.; Sharif, S.; van Rooijen, N.;
Abdul-Careem, M.F. Clodronate treatment significantly depletes macrophages in chickens. Can. J. Vet. Res. 2014, 78, 274–282.
[PubMed]

56. Kurtzman, C.; Fell, J.W.; Boekhout, T. The Yeasts: A Taxonomic Study; Elsevier: Amsterdam, The Netherlands, 2011.
57. Kurtzman, C.P.; Robnett, C.J.; Ward, J.M.; Brayton, C.; Gorelick, P.; Walsh, T.J. Multigene phylogenetic analysis of pathogenic

candida species in the Kazachstania (Arxiozyma) telluris complex and description of their ascosporic states as Kazachstania
bovina sp. nov., K. heterogenica sp. nov., K. pintolopesii sp. nov., and K. slooffiae sp. nov. J. Clin. Microbiol. 2005, 43, 101–111.
[CrossRef] [PubMed]

58. Zhang, H.; Wei, Y.; Jia, H.; Chen, D.; Tang, X.; Wang, J.; Chen, M.; Guo, Y. Immune activation of characteristic gut mycobiota
Kazachstania pintolopesii on IL-23/IL-17R signaling in ankylosing spondylitis. Front. Cell Infect. Microbiol. 2022, 12, 1035366.
[CrossRef]

59. Amornphimoltham, P.; Yuen, P.S.T.; Star, R.A.; Leelahavanichkul, A. Gut Leakage of Fungal-Derived Inflammatory Mediators:
Part of a Gut-Liver-Kidney Axis in Bacterial Sepsis. Dig. Dis. Sci. 2019, 64, 2416–2428. [CrossRef]

60. Chancharoenthana, W.; Sutnu, N.; Visitchanakun, P.; Sawaswong, V.; Chitcharoen, S.; Payungporn, S.; Schuetz, A.; Schultz, M.J.;
Leelahavanichkul, A. Critical roles of sepsis-reshaped fecal virota in attenuating sepsis severity. Front. Immunol. 2022, 13, 940935.
[CrossRef]

61. Underhill, D.M.; Braun, J. Fungal microbiome in inflammatory bowel disease: A critical assessment. J. Clin. Investig. 2022,
132, e155786. [CrossRef]

62. Mason, K.L.; Erb Downward, J.R.; Mason, K.D.; Falkowski, N.R.; Eaton, K.A.; Kao, J.Y.; Young, V.B.; Huffnagle, G.B. Candida
albicans and bacterial microbiota interactions in the cecum during recolonization following broad-spectrum antibiotic therapy.
Infect. Immun. 2012, 80, 3371–3380. [CrossRef] [PubMed]

63. Pérez, J.C. The interplay between gut bacteria and the yeast Candida albicans. Gut Microbes 2021, 13, 1979877. [CrossRef]
[PubMed]

64. Musumeci, S.; Coen, M.; Leidi, A.; Schrenzel, J. The human gut mycobiome and the specific role of Candida albicans: Where do
we stand, as clinicians? Clin. Microbiol. Infect. 2022, 28, 58–63. [CrossRef] [PubMed]

65. James, S.A.; Parker, A.; Purse, C.; Telatin, A.; Baker, D.; Holmes, S.; Durham, J.; Funnell, S.G.P.; Carding, S.R. The Cynomolgus
Macaque Intestinal Mycobiome Is Dominated by the Kazachstania Genus and K. pintolopesii Species. J. Fungi 2022, 8, 1054.
[CrossRef] [PubMed]

66. van Esse, H.P.; Van’t Klooster, J.W.; Bolton, M.D.; Yadeta, K.A.; van Baarlen, P.; Boeren, S.; Vervoort, J.; de Wit, P.J.; Thomma, B.P.
The Cladosporium fulvum virulence protein Avr2 inhibits host proteases required for basal defense. Plant Cell 2008, 20, 1948–1963.
[CrossRef]

67. van Esse, H.P.; Bolton, M.D.; Stergiopoulos, I.; de Wit, P.J.; Thomma, B.P. The chitin-binding Cladosporium fulvum effector
protein Avr4 is a virulence factor. Mol. Plant Microbe Interact. 2007, 20, 1092–1101. [CrossRef]

68. Garcia-Rubio, R.; de Oliveira, H.C.; Rivera, J.; Trevijano-Contador, N. The Fungal Cell Wall: Candida, Cryptococcus, and
Aspergillus Species. Front. Microbiol. 2019, 10, 2993. [CrossRef]

69. Lobionda, S.; Sittipo, P.; Kwon, H.Y.; Lee, Y.K. The Role of Gut Microbiota in Intestinal Inflammation with Respect to Diet and
Extrinsic Stressors. Microorganisms 2019, 7, 271. [CrossRef]

70. de Oliveira, G.L.V.; Cardoso, C.R.B.; Taneja, V.; Fasano, A. Editorial: Intestinal Dysbiosis in Inflammatory Diseases. Front.
Immunol. 2021, 12, 727485. [CrossRef]

71. Issara-Amphorn, J.; Surawut, S.; Worasilchai, N.; Thim-Uam, A.; Finkelman, M.; Chindamporn, A.; Palaga, T.; Hirankarn, N.;
Pisitkun, P.; Leelahavanichkul, A. The Synergy of Endotoxin and (1→3)-β-D-Glucan, from Gut Translocation, Worsens Sepsis
Severity in a Lupus Model of Fc Gamma Receptor IIb-Deficient Mice. J. Innate Immun. 2018, 10, 189–201. [CrossRef]

72. Panpetch, W.; Somboonna, N.; Bulan, D.E.; Issara-Amphorn, J.; Finkelman, M.; Worasilchai, N.; Chindamporn, A.; Palaga, T.;
Tumwasorn, S.; Leelahavanichkul, A. Oral administration of live- or heat-killed Candida albicans worsened cecal ligation
and puncture sepsis in a murine model possibly due to an increased serum (1→3)-β-D-glucan. PLoS ONE 2017, 12, e0181439.
[CrossRef] [PubMed]

73. Hiengrach, P.; Visitchanakun, P.; Finkelman, M.A.; Chancharoenthana, W.; Leelahavanichkul, A. More Prominent Inflammatory
Response to Pachyman than to Whole-Glucan Particle and Oat-β-Glucans in Dextran Sulfate-Induced Mucositis Mice and Mouse
Injection through Proinflammatory Macrophages. Int. J. Mol. Sci. 2022, 23, 4027. [CrossRef] [PubMed]

74. Leelahavanichkul, A.; Worasilchai, N.; Wannalerdsakun, S.; Jutivorakool, K.; Somparn, P.; Issara-Amphorn, J.; Tachaboon, S.;
Srisawat, N.; Finkelman, M.; Chindamporn, A. Gastrointestinal Leakage Detected by Serum (1→3)-β-D-Glucan in Mouse Models
and a Pilot Study in Patients with Sepsis. Shock 2016, 46, 506–518. [CrossRef] [PubMed]

https://doi.org/10.1080/0886022X.2022.2149412
https://www.ncbi.nlm.nih.gov/pubmed/36636989
https://doi.org/10.3390/ijms19071953
https://www.ncbi.nlm.nih.gov/pubmed/29973487
https://doi.org/10.1007/978-1-4939-7837-3_23
https://www.ncbi.nlm.nih.gov/pubmed/29761405
https://www.ncbi.nlm.nih.gov/pubmed/25355996
https://doi.org/10.1128/jcm.43.1.101-111.2005
https://www.ncbi.nlm.nih.gov/pubmed/15634957
https://doi.org/10.3389/fcimb.2022.1035366
https://doi.org/10.1007/s10620-019-05581-y
https://doi.org/10.3389/fimmu.2022.940935
https://doi.org/10.1172/JCI155786
https://doi.org/10.1128/IAI.00449-12
https://www.ncbi.nlm.nih.gov/pubmed/22778094
https://doi.org/10.1080/19490976.2021.1979877
https://www.ncbi.nlm.nih.gov/pubmed/34586038
https://doi.org/10.1016/j.cmi.2021.07.034
https://www.ncbi.nlm.nih.gov/pubmed/34363944
https://doi.org/10.3390/jof8101054
https://www.ncbi.nlm.nih.gov/pubmed/36294619
https://doi.org/10.1105/tpc.108.059394
https://doi.org/10.1094/MPMI-20-9-1092
https://doi.org/10.3389/fmicb.2019.02993
https://doi.org/10.3390/microorganisms7080271
https://doi.org/10.3389/fimmu.2021.727485
https://doi.org/10.1159/000486321
https://doi.org/10.1371/journal.pone.0181439
https://www.ncbi.nlm.nih.gov/pubmed/28750040
https://doi.org/10.3390/ijms23074026
https://www.ncbi.nlm.nih.gov/pubmed/35409384
https://doi.org/10.1097/SHK.0000000000000645
https://www.ncbi.nlm.nih.gov/pubmed/27172153


J. Fungi 2023, 9, 1164 23 of 23

75. Savidge, T.C.; Newman, P.G.; Pan, W.H.; Weng, M.Q.; Shi, H.N.; McCormick, B.A.; Quaroni, A.; Walker, W.A. Lipopolysaccharide-
induced human enterocyte tolerance to cytokine-mediated interleukin-8 production may occur independently of TLR-4/MD-2
signaling. Pediatr. Res. 2006, 59, 89–95. [CrossRef] [PubMed]

76. Wells, C.L.; Jechorek, R.P.; Olmsted, S.B.; Erlandsen, S.L. Effect of LPS on epithelial integrity and bacterial uptake in the polarized
human enterocyte-like cell line Caco-2. Circ. Shock 1993, 40, 276–288. [PubMed]

77. Lafontaine, D.L.; Tollervey, D. The function and synthesis of ribosomes. Nat. Rev. Mol. Cell Biol. 2001, 2, 514–520. [CrossRef]
78. Lai, S.; Yan, Y.; Pu, Y.; Lin, S.; Qiu, J.G.; Jiang, B.H.; Keller, M.I.; Wang, M.; Bork, P.; Chen, W.H.; et al. Enterotypes of the human

gut mycobiome. Microbiome 2023, 11, 179. [CrossRef]
79. Bellemain, E.; Carlsen, T.; Brochmann, C.; Coissac, E.; Taberlet, P.; Kauserud, H. ITS as an environmental DNA barcode for fungi:

An in silico approach reveals potential PCR biases. BMC Microbiol. 2010, 10, 189. [CrossRef]
80. Op De Beeck, M.; Lievens, B.; Busschaert, P.; Declerck, S.; Vangronsveld, J.; Colpaert, J.V. Comparison and validation of some ITS

primer pairs useful for fungal metabarcoding studies. PLoS ONE 2014, 9, e97629. [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.

https://doi.org/10.1203/01.pdr.0000195101.74184.e3
https://www.ncbi.nlm.nih.gov/pubmed/16326999
https://www.ncbi.nlm.nih.gov/pubmed/8375030
https://doi.org/10.1038/35080045
https://doi.org/10.1186/s40168-023-01586-y
https://doi.org/10.1186/1471-2180-10-189
https://doi.org/10.1371/journal.pone.0097629

	Introduction 
	Materials and Methods 
	Animal and Animal Model 
	Macrophage Depletion and Sepsis Mouse Model 
	Detection of Bacteremia and Fungemia 
	Histological Analysis 
	Mouse Serum Analysis and Intestinal Permeability Test (Leaky Gut) 
	The Fungal Burden in Colon Tissue 
	Gut Mycobiome Analysis 
	The In Vitro Experiments 
	Statistical Analysis 

	Results 
	Spontaneous Bacteremia and Fungemia after Macrophage Depletion without Sepsis, the Leaky Gut-Induced Systemic Inflammation from the Loss of Macrophage Microbial Control 
	More Severe Sepsis in Macrophage-Depleted Mice with Cecal Ligation and Puncture Surgery, a Possible Impact of Leaky Gut and Fungi in the Intestinal Tissue 
	The Overgrowth of Bacteria due to the Fungi and the Mixed Microbial Activation of Enterocytes, the Possible Influence of Gut Fungi on Sepsis Severity 

	Discussion 
	Macrophage Depletion Facilitated the Growth of Gut Fungi 
	K. pintolopesii as a Source of Fungal Molecules Influenced Intestinal Bacteria and Enterocytes 
	The Discrepancy between Fecal Mycobiome Analysis versus Fecal Fungi from Polymerase Chain Reaction (PCR), a Possible Role of the Internal Transcribed Spacer (ITS) Primers 

	Conclusions 
	References

