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ABSTRACT
Although previous studies reported that gut fungal microbiota was associated with
Crohn’s disease (CD), only a few studies have focused on the correlation between gut
fungi and clinical phenotypes of CD. Here, we aimed to analyze the association
between intestinal fungi and the occurrence of CD, disease activity, biological
behaviors, and perianal lesions. Stool samples from subjects meeting the inclusion
and exclusion criteria were collected for running internal transcribed spacer 2 (ITS2)
high-throughput sequencing. Then, correlation analysis was conducted between
intestinal fungi and different clinical groups. There were 45 patients with CD and 17
healthy controls (HCs) enrolled. Results showed that two phyla, Rozellomycota and
Mortierellomycota, were not present in patients with CD compared to HCs. At the
same time, there was a higher abundance of fungal genera and species belonging to
the phylum Ascomycota in patients with CD. SparCC network analysis showed fewer
interactions among the fungal communities in patients with CD compared to HCs.
Exophiala dermatitidis was positively associated with the clinical active stage and
platelet count. The genus Candida was with significantly higher abundance in the
non-B1 CD group based on the Montreal classification. Clonostachys, Humicola, and
Lophiostoma were significantly enriched in patients with CD with perianal lesions.
Our results demonstrated that the composition of the intestinal fungal microbiota in
patients with CD and HCs was markedly different, some of which might play a
pathogenic role in the occurrence of CD and perianal lesions. Exophiala dermatitidis
and genus Candidamight be associated with active disease stage and type non-B1 CD
(CD with intestinal stenosis or penetrating lesions, or both), respectively.

Subjects Allergy and Clinical Immunology, Gastroenterology and Hepatology, Internal Medicine
Keywords Crohn’s disease, Clinical phenotypes, Fecal fungal microbiota

INTRODUCTION
Inflammatory bowel disease (IBD) is a chronic non-self-limited intestinal inflammatory
disease that mainly includes Crohn’s disease (CD) and ulcerative colitis (UC). IBD has
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gradually become a global disease (Ng et al., 2018), so it is of great significance to further
study its pathogenesis, diagnosis, and treatment.

While the pathogenesis of IBD is still unclear, an abnormal immune response triggered
by environmental factors in individuals with genetic susceptibility is probably related to it
(Kostic, Xavier & Gevers, 2014). It is well known that intestinal bacteria are an essential
factor in the occurrence and development of IBD (Sartor & Wu, 2017; Li et al., 2018).
In addition to intestinal bacteria, intestinal fungi are another important microbe to be
studied, especially in patients with CD (Sartor & Wu, 2017).

Human intestinal fungi mainly include Ascomycota, Basidiomycota, and
Chytridiomycota at the phylum level (Li et al., 2018), which may interact with the gut
mucosal immune system and the occurrence and development of CD. The components of
the fungal cell wall mainly include chitin, glucan, and mannan. Among them, the
recognition of β-glucan through Dectin-1, a pattern recognition receptor, and activation of
the downstream inflammatory pathways have attracted widespread attention in intestinal
fungal immunity (Taylor et al., 2007). Furthermore, the anti-Saccharomyces cerevisiae
antibody (ASCA) is a highly specific serological marker of CD. Some studies have reported
that ASCA may predict the occurrence of CD (Torres et al., 2020) and be related to clinical
phenotypes, risk of complications and drug response, etc (Bertha et al., 2017; Duarte-Silva
et al., 2019; Kansal et al., 2019; Zholudev et al., 2004).

CD subtypes based on different clinical phenotypes, according to the biological
behaviors of Montreal classification (Maaser et al., 2019) may also be associated with
diverse intestinal fungi. Although previous studies reported that fungal dysbiosis is related
to the occurrence and development of CD (Liguori et al., 2016;Qiu et al., 2020), few studies
have documented the correlations of intestinal fungi to the clinical phenotypes of CD.
Furthermore, the composition of intestinal fungi was influenced by individual
geographical backgrounds, diet, age, and other factors (Clements & Carding, 2018).
Therefore, more regional studies are needed to observe the relationship between fungi and
clinical manifestations of CD.

Our study aimed to observe the associations between intestinal fungi and disease
occurrence, disease activity, biological behavior, and perianal lesions of CD, which may
provide helpful information for clinical diagnosis and treatment of CD.

MATERIALS AND METHODS
Study population
Patients in West China Hospital were enrolled from December 2018 to October 2019.
Patients with CD were diagnosed by ECCO-ESGAR Guideline for Diagnostic Assessment
in CD (Maaser et al., 2019). Those with infectious diseases were excluded, including
gastrointestinal or extra-gastrointestinal infections based on clinical symptoms and
serological and radiographic results. In addition, patients with cancer, other
gastrointestinal disorders, critical illnesses, or intake of antibiotics and/or probiotics in the
last 2 months were excluded. Healthy controls (HCs) were volunteers without any
suspicious gastrointestinal discomfort, autoimmune diseases, chronic diseases, or history
of any kind of medication within 3 months. All included objects were living in southwest
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China and were in accordance with a spicy dietary habit. One stool sample was collected
from each study participant, keeping at ordinary temperature for less than 10 min before
being transferred to an ultra-low temperature freezer (–80 �C) until being sent to the
Biozeron (China) for DNA extraction and Illumina PE250 sequencing.

Detailed data, including basic information, clinical manifestation, Crohn’s disease
activity index (CDAI), Montreal classification (Satsangi et al., 2006), past history of
abdominal surgery, and medication, were collected for further analysis. According to the
Montreal classification (Satsangi et al., 2006), the biological behaviors of CD were classified
into type B1 (non-stricturing, non-penetrating), type B2 (stricturing), and type B3
(penetrating). As types, B2 and B3 often coexist, the biological behaviors of CD patients
were divided into two subgroups in this study, including type B1 and type non-B1 (B2 and/
or B3). Patients with CDAI score ≥ 150 were enrolled in the group of CD-flare, or else in
the group of CD-remission. Analysis was conducted between intestinal fungi from
different groups as follows: 1. CD vs. HC (n1 = 45, n2 = 17); 2. CD-flare vs. CD-remission
(n1 = 34, n2 = 11); 3. type B1 vs. type non-B1 (n1 = 20, n2 = 25); 4. CD with perianal
lesions vs. CD without perianal lesions (n1 = 25, n2 = 20).

Our ethical approval was obtained from the Biomedical Ethics Committee of West
China, Sichuan University (NO. 2016-298). Patients were required to give written consents
to the study. For full disclosure, the details of the study are published online on the page of
the Biomedical Ethics Committee of West China Hospital, Sichuan University.

DNA extraction and Illumina PE250 sequencing
Microbial DNA was extracted using the HiPure Stool DNA Kits (Magen, Guangzhou,
China) according to the manufacturer’s protocols. The fecal samples were homogenized in
a lysate and further lysed in a high-temperature water bath, releasing DNA into the lysate.
The fecal impurities were removed by centrifugation, and the DNA was further purified
through the column. Finally, the DNA was eluted by Buffer AE. After monitoring the
concentration and purity of extracted DNA on 1% agarose gels, DNA was diluted to 1 ng/
ml using sterile water. The fungal microbiota was identified and analyzed by sequencing the
internal transcribed spacer (ITS) fragment, which was the target region ITS2 amplified
with universal primers: forward primer (5′-GCATCGATGAAGAACGCAGC-3′) and
reverse primer (5′-TCCTCCGCTTATTGATATGC-3′) (Bellemain et al., 2010). We
performed PCR in a 30 ml solution with 0.2 mm forward and reverse primers and 10 ng
template DNA, which contained 15 mL Phusion� High-Fidelity PCR Master Mix (New
England Biolabs, Ipswich, MA, USA). The thermocycling included initial denaturation at
98 �C for 1 min, 30 cycles of denaturation at 98 �C for 10 s, primer annealing at 50 �C
for 30 s, extension at 72 �C for 5 min, and final extension at 72 �C for 5 min. For
qualification and quantification of our PCR products, we mixed PCR products with the
same volume of 1× loading buffer containing SYBR green, performed electrophoresis on
a 2% agarose gel, and picked samples with the main band brightness between 400 and
450 bp for further experiments. Eventually, we mixed all obtained PCR products in an
isopycnic ratio and refined them with the Gene JET gel extraction kit (Thermo Scientific,
Waltham, MA, USA).
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The sequencing library was created by the NEB Next� UltraTM DNA Library Prep Kit
for Illumina (NEB, USA), complying with the manufacturer’s instructions, adding index
codes. The library was estimated on the Qubit@ 2.0 Fluorometer (Thermo Scientific,
Waltham, MA, USA) and Agilent Bioanalyzer 2100 system and sequenced on the Illumina
MiSeq platform, finally generating 250/300 bp paired-end reads.

Fungal ITS2 rDNA sequence analysis
Paired-end reads were merged as raw tags using FLASH (version 1.2.11) (Magoč &
Salzberg, 2011). Paired-end reads were assigned to each sample based on the unique
barcodes. Noisy sequences of raw tags were filtered under specific filtering conditions to
obtain high-quality clean tags (Bokulich et al., 2013). The software package UPARSE
(version 9.2.64) carried out sequence analyses (Edgar, 2013). Conventionally, operational
taxonomic units (OTUs) were defined as sequences with ≥97% similarity. After choosing
typical sequences for each OTU, we footnoted category data for them by the RDP classifier
(version 2.2) (Wang et al., 2007) based on the ITS2 database (version update_2015), with
the confidence threshold value of 0.8 (Ankenbrand et al., 2015).

Statistical analysis
Chao1, ACE, Shannon, Simpson, and Good’s coverage index were calculated in QIIME
(version 1.9.1) (Caporaso et al., 2010). PD-whole tree index was calculated in Picante
(version 1.8.2) (Kembel et al., 2010). All above demonstrate the a diversity between
different groups. Principal coordinate analysis (PCoA) based on weighted and unweighted
UniFrac distances was generated in the R project Vegan package (version 2.5.3)
demonstrating the β diversity between different groups (Oksanen et al., 2010). Adonis (also
called Permanova) and Anosim test was calculated in the R project Vegan package (version
2.5.3) (Oksanen et al., 2010). SparCC network analysis visualized the complex cooperative
and competitive relationships of fungi within different groups (Friedman & Alm, 2012).
Correlation analysis was calculated in the R project psych package (version 1.8.4),
ascertaining the association between intestinal fungi and multiple indicators (Revelle,
2022). Differences with a P-value < 0.05 were considered significant. All authors had access
to the study data and reviewed and approved the final manuscript.

RESULTS
Study information and patient characteristics
The information of the 45 enrolled patients is described in Table 1 and Table S1. A total of
17 HCs were recruited during the same period, with an average age of 27.6 ± 9.7 years and
a male/female ratio of 8/9. There was no significant difference in sex, mean age, Montreal
classification, perianal complications, or surgical history between the CD-flare and
CD-remission groups.
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Altered intestinal fungal microbiota in patients with CD compared to
HCs
At the phylum level, there was no significant difference in the composition of Ascomycota,
Basidiomycota, and Mucoromycota between the CD and HC groups (P > 0.05). The phyla
Rozellomycota and Mortierellomycota were observed in the HC group, while these two
phyla were not present in the CD group (Fig. 1A). The relative abundances of
Saccharomyces, Clonostachys, and Exophiala in CD patients were higher than those in
HCs, while the relative abundance of Candida was approximately half of that in HCs at the
genus level (Fig. 1B). At the species level, the relative abundances of Exophiala
dermatitidis, Candida tropicalis, Humicola grisea and some unclassified fungal species
were higher in CD patients than in HCs, while the relative abundance of Candida albicans
was lower than that in HCs (Fig. 1C) (P < 0.05).

Welch’s t-test was used to analyze the mean relative abundance of fecal fungi between
these two groups (Fig. 1D). The top 15 genera with significant differences depending on
relative abundance were Saccharomyces (P = 0.04), Clonostachys (P < 0.01), Exophiala
(P = 0.02), Humicola (P < 0.01), Thermoascus (P < 0.01), Dipodascus (P < 0.01),
Cutaneotrichosporon (P < 0.01), Tausonia (P < 0.01), Lophiostoma (P < 0.01), Mucor
(P < 0.01), Trichosporon (P < 0.01), Thermomyces (P = 0.04), Cylindrocarpon (P < 0.01),
Vanrija (P < 0.01) and Mortierella (P = 0.01). Among them, the top five fungi, depending
on relative abundance, all belonged to the phylum Ascomycota. Furthermore, the genera
Humicola, Lophiostoma, and Cylindrocarpon only existed in CD patients, all of which were
in the phylum Ascomycota. The genusMortierella was only observed in HC group, with a
significant difference compared to CD (P = 0.01). At the species level, there were higher
relative abundances of Exophiala dermatitidis (P = 0.02), Humicola grisea (P < 0.01),
Thermoascus aurantiacus (P < 0.01), Candida sake, (P < 0.01), Dipodascus australiensis
(P < 0.01), Tausonia pullulans (P < 0.01), Cutaneotrichosporon curvatus, (P < 0.01),Mucor
racemosus (P < 0.01), Aspergillus sydowii (P < 0.03), and Vanrija fragicola (P = 0.01) in CD
patients compared to HCs (Fig. 1E). Among them, the top five fungal species all belonged
to the phylum Ascomycota. Humicola grisea, a species belonging to the phylum

Table 1 Study population.

CD-flare (n = 34) CD-remission (n = 11) P value

Age, Mean ± SD 32.9 ± 11.6 29.4 ± 11.7 0.39

Sex, n (male/female) 25/9 9/2 0.705

Montreal classification, n

A1/A2/A3 1/28/5 1/7/3 0.29

L1/L2/L3/l4 1/8/25/0 1/3/7/0 0.56

B1/B2/B3 13/7#/18# 7/3/1 0.07

Perianal complications, n 20 5 0.50

Past abdomen surgery history, n 26 6 0.16

Note:
CD-flare, CD at the active stage (i.e., CDAI score ≥ 150); CD remission, CD at remission stage (i.e., CDAI score < 150);
and perianal complications, including perianal fistula and abscess.
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Figure 1 Fecal fungal composition and analysis between CD (n = 45) and HC (n = 17). Fecal fungal
composition at the phylum (A), genus (B) and species (C) levels in CD and HC. The mean relative
abundance of fecal fungi from patients with CD and HC at the genus (D, top 15) and species (E, top 10)
levels, respectively. Groups were compared using Welch’s t test (all P < 0.05). (F) Beta diversity of fecal
fungi from patients with CD and HC. Principal coordinate analysis (PCoA) based on unweighted
UniFrac distance with each sample colored according to the disease phenotype. Groups were compared
using the PERMANOVAmethod (Adonis test, P = 0.001). (G) SparCC network analysis showed complex
cooperative or competitive intrafungal interactions in the CD group (right) and HC group (left) (all
P < 0.05). A larger point size indicates a higher relative abundance; darker colors indicate stronger
connectivity; the solid red line indicates a positive correlation; and the broken blue line indicates a
negative correlation. See more detailed data about the SparCC network of the CD group in Table S3.
Abbreviations: PCoA, principal coordinate analysis; HC, healthy subjects.

Full-size DOI: 10.7717/peerj.14260/fig-1
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Ascomycota, was only found in patients with CD. Although two phyla were not present in
the CD group, fungi at the genus and species levels belonging to the phylum Ascomycota
showed higher relative abundance in the CD group compared with the HC group.

Through the analysis of a diversity indexes, including observed species, Chao1,
Shannon, Simpson, and Good’s coverage index, although there was no significant
difference between these two groups, patients with CD featured lower fecal fungal richness
(observed species, P = 0.27) (Table S2). Principal component analysis (PCoA) based on
unweighted UniFrac distance showed the difference in fungal microflora structure between
these two groups, indicating that intestinal fungi in some HCs overlapped with those in
some CD patients, while some of them were significantly different from the overlapping
fungal microflora (Adonis test, P < 0.01) (Fig. 1F). At the genus level, SparCC analysis
showed that the number of inter-fungal cooperative or competitive correlations in the CD
group was notably reduced compared with that in the HC group (Fig 1G, Table S3).
The interacting fungi in the CD group were mainly (7/8) fungi significantly enriched in CD
(Figs. 1D and 1G). Among them, the genera Clonostachys, Lophiostoma, and Mucor were
positively correlated (Figs. 1D and 1G). The genus Tausonia played a linkage role, was
negatively correlated with the above three fungi (absolute value of SparCC correlation >
0.5, P < 0.05), and was positively correlated with the genus Cutaneotrichosporon (SparCC
correlation value = 0.51, P < 0.01) (Figs. 1D and 1G).

Fecal fungi in the CD-flare group differed from those in the
CD-remission group
The phylum Ascomycota dominated fungi in both CD patients in the active stage (CD-
flare, n = 34) and CD patients in the remission stage (CD-remission, n = 11) (Fig. 2A).
At the genus level, Candida was proportionable in both the CD-flare group and the
CD-remission group. At the same time, Exophiala and Saccharomyces were enriched in the
CD-flare group, and Aspergillus and Clonostachys were enriched in the CD-remission
group (Fig. 2B). Species Exophiala dermatitidis was also with higher relative abundance in
the CD-flare group compared to CD-remission group at the taxonomic levels of its order,
family, genus, species, and OTU (P <0.05) (Figs. 2B–2E, Table S4).

Although no significant difference was observed, the observed species richness of the
CD-flare was lower than that of the CD-remission (P = 0.08) (Fig. 2F, Table S5).
The PD-whole tree index in CD-flare was significantly lower than that in CD-remission
(P = 0.03) (Fig. 2G, Table S5). Principal component analysis (PCoA) based on unweighted
UniFrac distance showed a significant difference in β diversity between CD-flare and
CD-remission (Adonism test, P = 0.027) (Fig. 2H). Furthermore, there was an apparent
separation based on weighted UniFrac distance in the fungal community between CD and
a part of HC, while another part of HC overlapped with CD, close to the CD-remission
fungal community (Adonism test, P = 0.001) (Fig. 2I). All of the above results suggested a
progressive change in the fungal community in HC, CD remission, and CD flare.

Correlation analysis between intestinal fungi and laboratory indicators was conducted,
including erythrocyte sedimentation rate (ESR), C-reactive protein (CRP), hematocrit
(HCT), white blood cell count (WBC), neutrophil count (N), lymphocyte count (N),
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Figure 2 Fecal fungal composition and analysis between CD-flare (n = 34) and CD-remission
(n = 11). Fecal fungal composition at the phylum (A), genus (B) and species (C) levels in CD-flare
and CD-remission. The mean relative abundance of fungi from CD-flare and CD-remission at the
species (D) and OTU (E) levels, respectively. Groups were compared using Welch’s t test (all P < 0.05).
The fungal alpha diversity between CD-flare and CD-remission ((F) observed species
(P > 0.05); (G) PD-whole tree (P < 0.05)). (H) Beta diversity, altered fungal microbiota biodiversity and
composition in CD-flare compared to CD-remission (Adonis test, P = 0.027). (I) Beta diversity, altered
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neutrophil-to-lymphocyte ratio (N/L), platelet count (PLT), lymphocyte percentage, the
ratio of PLT to lymphocyte percent, and lymphocyte percent. The results showed that
Exophiala dermatitidis was significantly correlated with increased platelet count at the
taxonomic levels of its order (Chaetothyriales, R = 0.34, P = 0.02), family
(Herpotrichiellace, R = 0.36, P = 0.02), genus (Exophiala, R = 0.38, P = 0.01) and species
(Exophiala dermatitidis, R = 0.37, P = 0.01) (Spearman, all P < 0.05) (Fig. 3A). In addition,
at the genus level, a positive correlation was observed between Nigrospora (Spearman,
R = 0.36, P = 0.02) and ESR. Verticillium was negatively correlated with ESR (Spearman,
R = −0.31, P = 0.04) and CRP (Spearman, R = −0.30, P = 0.04) (Fig. 3A). Lophiostoma,
which was enriched in the CD group, was positively correlated with the N/L ratio
(Spearman, R = 0.32, P = 0.03) (Figs. 1D and 3A). At the species level, Candida albicans,
Verticillium dahliae, Wallemia Canadensis, Aspergillus penicillioides, and Nigrospora
oryzae correlated with laboratory indicators to some extent (Spearman, P < 0.05) (Fig. 3B).
Exophiala dermatitidis was positively correlated with CDAI and laboratory activity index
(platelet count) at multiple taxonomic levels, demonstrating that it may be closely related
to CD activity.

Figure 2 (continued)
fungal microbiota biodiversity and composition in CD-flare, CD-remission, and HC (Adonis test,
P = 0.001). Principal coordinate analysis (PCoA) based on unweighted UniFrac distance with each
sample colored according to the disease phenotype. Groups were compared using the PERMANOVA
method. Abbreviations: PCoA, principal coordinate analysis; HC, healthy subjects; CD-flare, CD at the
active stage (i.e., CDAI score ≥ 150); CD remission, CD at remission stage (i.e., CDAI score < 150).

Full-size DOI: 10.7717/peerj.14260/fig-2

Figure 3 Correlation analysis between intestinal fungi and laboratory activity indicators,
complications, or extraintestinal manifestations at the genus. (A) and species (B) levels in patients
with CD (Spearman, �P ≤ 0.05; ��P ≤ 0.01). Abbreviations: ESR, erythrocyte sedimentation rate; CRP,
C-reactive protein; HCT, hematocrit; WBC, white blood cell count; N, neutrophil count; L, lymphocyte
count; N/L, neutrophil-to-lymphocyte ratio; PLT, platelet count; PLT lymph percent, the ratio of PLT to
lymphocyte percent. Full-size DOI: 10.7717/peerj.14260/fig-3
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Differed fecal fungi relating to concerned biological behaviors in CD
In terms of complications, at the genus level, Clonostachys (R = 0.34, P = 0.02),
Lophiostoma (R = 0.39, P < 0.01), and Fusarium (R = 0.42, P < 0.01) showed positive
correlations with fistula formation, abdominal abscess, and arthritis/arthralgia (Spearman,
all P < 0.05) (Fig. 3A). Aspergillus (R = −0.39, P < 0.01), Tausonia (R = −0.39, P = 0.04),
Trichosporon (R = −0.33, P = 0.02), Wallemia (R = −0.38, P < 0.01), Holtermanniella
(R = −0.30, P = 0.04), and Wickerhamomyces (R = −0.31, P = 0.04) were negatively
correlated with the formation of fistula, while Vanrija (R = −0.30, P = 0.047) was negatively
correlated with the formation of perianal lesions (Spearman, all P < 0.05) (Fig. 3A).
The complex relationships between fungi and complications prompted us to pay more
attention to the relationships between fungi and biological behavior and perianal lesions in
CD.

Notably, type B1 (n = 20) and type non-B1 (B2/B3, n = 25) were concerned biological
behaviors in clinical practice. There was no significant difference in baseline parameters
between these two groups (P > 0.05) (Table S6). No significant difference was observed in
a or β diversity between these two groups. No remarkable difference was found at the
phylum level between these two groups (Fig. 4A). At the genus level, the composition
proportions of Saccharomyces and Clonostachys were similar between these two groups
(Fig. 4B). At the same time, Candida was significantly enriched in type non-B1 CD
compared with type B1 (Welch’s t test, P < 0.05) (Figs. 4B and 4D). At the species level, we
did not observe a significant difference in Candida albicans, Candida glabrica, or Candida
tropicalis in non-B1-type CD (P > 0.05) (Fig. 4C).

Further analysis was performed grouped by CD patients with perianal lesions (n = 25)
and without perianal lesions (n = 20). There was no significant difference in baseline
parameters between these two groups (P > 0.05) (Table S7). Fungi at the phylum level were
in line with each other (Fig. 4E). The proportion of the genus Candida was similar in these
two groups. Clonostachys was enriched in CD patients with perianal lesions, while
Saccharomyces and Dipodascus were enriched in CD patients without perianal lesions
(Fig. 4F). Furthermore, the fungi significantly enriched in CD patients with perianal
lesions at the genus level were Clonostachys (P = 0.02), Humicola (P = 0.02), Lophiostoma
(P = 0.03), Fusarium (P = 0.02), Lecanicillium (P < 0.01), and Gibberella (P < 0.01)
(Fig. 4G). The relative abundances of these top three fungi, including Clonostachys,
Humicola and Lophiostoma, were also significantly higher in CD (Figs. 4G and 1D).
No significant difference was observed in a diversity between these two groups, while
PCoA based on weighted UniFrac distance showed the different fungal microflora
structures between these two groups (Adonism test, P = 0.04) (Fig. 4H).

DISCUSSION
The occurrence of CD involves multiple factors, including different regions with
susceptible genetic backgrounds, changes in intestinal microecology, and disorders of the
intestinal mucosal immune response (Kostic, Xavier & Gevers, 2014). As the intestinal
microbiota is closely related to immunobiology in CD, it has attracted much attention in
recent studies. The intestinal microbiota is mainly composed of viruses, bacteria, and
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fungi. Although the number of fungi is far less than that of bacteria, fungi may play an
essential role in the occurrence of CD (Sartor & Wu, 2017).

In this study, we compared the fecal fungal microbiota in patients with CD with HCs.
Five fungal phyla were observed in HC; however, Rozellomycota and Mortierellomycota
were not present in CD patients. There were some reports of the difference in fecal fungal
microbiota between CD patients and HCs; however, the results were quite different from
each other (Imai et al., 2019; Li et al., 2014; Liguori et al., 2016; Qiu et al., 2020; Sokol et al.,

Figure 4 Fecal fungal composition and analysis related to different manifestations in patients with
CD. Fecal fungal composition at the phylum (A), genus (B) and species (C) levels in type B1 (n = 20) and
type non-B1 (B2+B3, n = 25) based on Montreal classification. (D) The mean relative abundance of fungi
from type B1 and type non-B1 at the genus level. Groups were compared using Welch’s t test (P < 0.05).
Fungal composition at the phylum (E) and genus (F) levels in patients with perianal lesions (n = 25) or
without perianal lesions (n = 20). (G) The mean relative abundance of fungi in patients with or without
perianal lesions. Groups were compared using Welch’s t test (all P < 0.05). (H) Beta diversity, altered
fungal microbiota biodiversity and composition in patients with or without perianal lesions (Adonis test,
P = 0.04). Principal coordinate analysis (PCoA) based on weighted UniFrac distance with each sample
colored according to the disease phenotype. PCo1 and PCo2 represent two principal coordinates that
capture most of the diversity. The fraction of diversity captured by the coordinate was given as a per-
centage. Groups were compared using the PERMANOVA method. Abbreviations: PCoA, principal
coordinate analysis. Full-size DOI: 10.7717/peerj.14260/fig-4
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2017). No research reports that these two fungal phyla were not present in CD patients
compared to HCs before, which may be due to different regional environments or dietary
habits. Our patients or participants were all from Southwest China, with spicy dietary
habit. Bacteria, fungi, and viruses are in dynamic balance in a normal situation. Although
we did not sequence and characterize the fecal bacteria in our participants, the inexistence
of two fungal phyla in CD patients in our findings may be related to the bacteria
alterations, as previous studies suggested the decreased bacterial richness and the increased
bacterial abundance in CD (Yilmaz et al., 2019). PCoA demonstrated the difference in fecal
fungal microflora structure between CD and HC, indicating that the intestinal fungi in
some HCs overlapped with those in some CD patients, while some of them were
significantly different from the overlapping fungal microflora. Similarly, Liguori et al.
(2016) found consistent characteristics in their study. Fecal fungal genera and species
belonging to phylum Ascomycota in CD patients were with significantly higher abundance
compared to HCs in our study. Among them, the top five abundance genera and species
belonging to phylum Ascomycota were only observed in CD patients, suggesting the
phylum Ascomycota may be potentially associated with the occurrence of CD. In our
analysis, Candida and Aspergillus were the two most abundant genera, in line with a
previous study based on the Chinese population (Qiu et al., 2020). In comparison,
Saccharomyces and Debaryomyces are the two most abundant genera based on the western
country population (Sokol et al., 2017). Again, the impact of regional differences in the
process should be noted.

The relative abundance of the genus Trichosporon was significantly higher in the CD
group compared to HC. Previous studies have shown that it is increased in mice with
intestinal inflammation and decreased in the noninflammatory mucosa of patients with
IBD (Lam et al., 2019). In addition, the genus Trichosporon is potentially associated with
other autoimmune diseases. Alonso reported that Trichosporon mucoides was present
and/or enriched in nerve tissues of patients with multiple sclerosis (MS), while it was
absent in healthy subjects (Alonso et al., 2018). SparCC analysis showed that the fungal
interactions at the genus level were reduced in CD patients compared to HCs.
The correlated fungi in CD patients were mainly (7/8) enriched in CD patients compared
to HCs. It is known that the occurrence of CD is related to the increasing abundance of
bacteria with pathogenic effects and the decreasing abundance of bacteria with protective
effects. However, there is still a lack of research to support whether fungi have similar
characteristics as bacteria above.

In terms of disease activity, the Basidiomycota/Ascomycota ratio was lower in the CD
patients compared with HCs, while it increased in the CD-flare compared with
CD-remission. Sokol et al. (2017) indicated an increased Basidiomycota/Ascomycetes ratio
in IBD patients, especially in CD patients at an active stage, and pointed out there was
a higher relative abundance of Basidiomycota in IBD patients. The species Exophiala
dermatitidis was closely associated with CD-flare at the taxonomic levels of its order,
family, genus, species, and OTU. Exophiala dermatitidis was also significantly positively
associated with platelet count, a common important laboratory activity index in clinical
practice, at the taxonomic level of its order, family, genus, and species. A recent study
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reported that Exophiala dermatitidis could be isolated from the oral cavity of HCs
(Toberna et al., 2020). However, Exophiala dermatitidis may have pathogenic effects in
some cases, as it causes cirrhosis (Hong et al., 2009), diffuse thickening of the common bile
duct wall (Oztas et al., 2009), and chronic subcutaneous abscess and granulomatous lesions
(Campos-Takaki & Jardim, 1994) in some previous reports. Lemoinne et al. reported an
increased abundance of genus Exophiala in patients with primary sclerosing cholangitis
(PSC), reminding us that intestinal Exophiala may have some impact on autoimmune
disease (Lemoinne et al., 2020). Previous studies have suggested that intestinal microbiota
have predictive value in disease activity (Braun et al., 2019). Exophiala dermatitidis is
highly associated with the clinical activity and laboratory inflammatory markers of CD.
However, the role it plays in CD activity needs further study.

Relevant studies have proposed the predictive value of serological markers in the
development of CD; however, the role of fungi in the process has been less studied (Amre
et al., 2006; Israeli et al., 2005; Kim et al., 2020). ASCA can potentially predict the
development of stenosis and penetrating lesions in the course of CD (Israeli et al., 2005;
Ryan et al., 2013; Wu et al., 2019). Based on this, our study further supplements the
correlations between fungi and biological behaviors of CD. The genus Candida was
significantly enriched in type non-B1 CD, suggesting that Candida may be potentially
associated with stenosis and penetrating lesions in CD. It is worth noting that Candida
albicans and Saccharomyces cerevisiae have homologous ASCA epitopes, which can be an
antigenic stimulation to produce ASCA in different environments, such as under acidic
conditions related to its severe pathogenicity (Standaert–Vitse et al., 2006). Candida
albicans has attracted attention in many studies of IBD; in addition, some have also
pointed out that Candida glabrata (Liguori et al., 2016) and Candida tropicalis (Hoarau
et al., 2016) may also be associated with CD. Candida was enriched in CD patients with
stenosis and penetrating lesions, which may be related to the predictive value of ASCA to
some extent.

Our study only focuses on the correlation between intestinal fungi and CD clinical
phenotypes. Recent studies have explored the relationship mechanisms between intestinal
fungi and CD. For example, Clostridium innocuum invasion led to intestinal creeping fat
(Ha et al., 2020),Debaryomyces Hansenii delayed ulcer healing through the IFN-1-STAT1-
CCL5 signaling pathway (Jain et al., 2021), and Malassezia restricted inflammation
through the CARD9 pathway (Limon et al., 2019). Further studies are needed to clarify the
mechanism of the fungal microbiota in the occurrence and development of CD.

As we enroll subjects with spicy dietary habit in the region of southwest China,
matching the baseline of sex, age, and biological behaviors in each between-group
comparison, the correlation between intestinal fungi and different CD clinical phenotypes
are analyzed in detail under this diet at the first time. Collected samples have been frozen
immediately, minimizing alteration due to being kept at room temperature. In addition,
there are some limitations to this study. This study is a cross-sectional study that cannot
further evaluate the role of fungi in the process of occurrence and development of CD.
In addition, it is currently believed that fungi from mucosal specimens are also likely to
affect CD, it would be better if we collected mucosal or perianal specimens at the same
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time. Performing qPCR and thereby getting absolute abundances (Jian, Salonen & Korpela,
2021) combined with relative abundances may be more persuasive. Researches on other
kinds of diet are also worthy to be further studied.

CONCLUSION
In conclusion, the composition of the intestinal fungal microbiota in CD patients and HCs
was different, as two fungal phyla were not present in CD patients, and beta diversity
analysis demonstrated that CD and HC belong to two diverse fungal gut microbiota.
Furthermore, there was a higher relative abundance of fungi belonging to Ascomycota
potentially associated with CD compared to HC. There were fewer correlations in fungal
correlations, along with fewer interactive restriction between conditional pathogenic fungi
in patients with CD compared to HC, which may be related to the occurrence of the
disease. Exophiala dermatitidis is positively associated with the clinical active stage and
platelet count in CD patients. Some fungi are significantly associated with the formation of
fistulas and abdominal abscesses; Candida, an intestinal resident fungus, may be related to
intestinal stenosis and penetrating lesions in CD. Fungal genera, including Clonostachys,
Humicola, and Lophiostoma, which are significantly enriched in CD, may also play a
pathogenic role in the occurrence of perianal lesions.

ACKNOWLEDGEMENTS
We are thankful for the bioinformation analysis support from Gene Denovo
Biotechnology Co., Ltd. (Guangzhou, China).

ADDITIONAL INFORMATION AND DECLARATIONS

Funding
This work was supported by the National Natural Science Foundation of China (81270447,
U1702281, 81670551, 81970463), and the Sichuan Regional Innovation Cooperation
Project (2022YFQ0053). The funders had no role in study design, data collection and
analysis, decision to publish, or preparation of the manuscript.

Grant Disclosures
The following grant information was disclosed by the authors:
National Natural Science Foundation of China: 81270447, U1702281, 81670551,
81970463.
Sichuan Regional Innovation Cooperation Project: 2022YFQ0053.

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

Author Contributions
� Li Zeng performed the experiments, prepared figures and/or tables, authored or
reviewed drafts of the article, and approved the final draft.

Zeng et al. (2022), PeerJ, DOI 10.7717/peerj.14260 14/19

http://dx.doi.org/10.7717/peerj.14260
https://peerj.com/


� Zhe Feng performed the experiments, prepared figures and/or tables, authored or
reviewed drafts of the article, and approved the final draft.

� Ma Zhuo performed the experiments, authored or reviewed drafts of the article, and
approved the final draft.

� Zhonghui Wen performed the experiments, authored or reviewed drafts of the article,
and approved the final draft.

� Cairong Zhu analyzed the data, authored or reviewed drafts of the article, and approved
the final draft.

� Chengwei Tang conceived and designed the experiments, authored or reviewed drafts of
the article, and approved the final draft.

� Ling Liu conceived and designed the experiments, authored or reviewed drafts of the
article, and approved the final draft.

� Yufang Wang conceived and designed the experiments, authored or reviewed drafts of
the article, and approved the final draft.

Human Ethics
The following information was supplied relating to ethical approvals (i.e., approving body
and any reference numbers):

The Biomedical Ethics Committee of West China, Sichuan University.

Data Availability
The following information was supplied regarding data availability:

The raw data are available at Sequence Read Archive (SRA) of The National Centre for
Biotechnology Information (NCBI): PRJNA861876.

Supplemental Information
Supplemental information for this article can be found online at http://dx.doi.org/10.7717/
peerj.14260#supplemental-information.

REFERENCES
Alonso R, Fernández-Fernández AM, Pisa D, Carrasco L. 2018. Multiple sclerosis and mixed

microbial infections. Direct identification of fungi and bacteria in nervous tissue.Neurobiology of
Disease 117(3):42–61 DOI 10.1016/j.nbd.2018.05.022.

Amre DK, Lu S-E, Costea F, Seidman EG. 2006. Utility of serological markers in predicting the
early occurrence of complications and surgery in pediatric Crohn’s disease patients. The
American Journal of Gastroenterology 101(3):645–652 DOI 10.1111/j.1572-0241.2006.00468.x.

Ankenbrand MJ, Keller A, Wolf M, Schultz J, Förster F. 2015. ITS2 database V: twice as much.
Molecular Biology and Evolution 32(11):3030–3032 DOI 10.1093/molbev/msv174.

Bellemain E, Carlsen T, Brochmann C, Coissac E, Taberlet P, Kauserud H. 2010. ITS as an
environmental DNA barcode for fungi: an in silico approach reveals potential PCR biases. BMC
Microbiology 10(1):189 DOI 10.1186/1471-2180-10-189.

Bertha M, Vasantharoopan A, Kumar A, Bruce BB, Prince J, Hofmekler T, Okou D, Chopra P,
Wang G, Sauer C, Landers CJ, Hussain SZ, Cross RK, Baldassano RN, Kappelman MD,
Katz J, Alexander JS, Kirschner BS, Moulton DE, Osuntokun BO, Patel A, Saeed S,
Klapproth J-MA, Dhere TA, Dubinsky MC, McGovern D, Kugathasan S. 2017. IBD serology

Zeng et al. (2022), PeerJ, DOI 10.7717/peerj.14260 15/19

http://www.ncbi.nlm.nih.gov/bioproject/?term=PRJNA861876
http://dx.doi.org/10.7717/peerj.14260#supplemental-information
http://dx.doi.org/10.7717/peerj.14260#supplemental-information
http://dx.doi.org/10.1016/j.nbd.2018.05.022
http://dx.doi.org/10.1111/j.1572-0241.2006.00468.x
http://dx.doi.org/10.1093/molbev/msv174
http://dx.doi.org/10.1186/1471-2180-10-189
http://dx.doi.org/10.7717/peerj.14260
https://peerj.com/


and disease outcomes in african americans with crohn’s disease. Inflammatory Bowel Diseases
24(1):209–216 DOI 10.1093/ibd/izx021.

Bokulich NA, Subramanian S, Faith JJ, Gevers D, Gordon JI, Knight R, Mills DA, Caporaso JG.
2013. Quality-filtering vastly improves diversity estimates from Illumina amplicon sequencing.
Nature Methods 10(1):57–59 DOI 10.1038/nmeth.2276.

Braun T, Di Segni A, BenShoshan M, Neuman S, Levhar N, Bubis M, Picard O, Sosnovski K,
Efroni G, Farage Barhom S, Glick Saar E, Lahad A, Weiss B, Yablecovitch D, Lahat A,
Eliakim R, Kopylov U, Ben-Horin S, Haberman Y. 2019. Individualized dynamics in the gut
microbiota precede crohn’s disease flares. American Journal of Gastroenterology
114(7):1142–1151 DOI 10.14309/ajg.0000000000000136.

Campos-Takaki G, Jardim MJM. 1994. Report of chronic subcutaneous abscesses caused by
Exophiala spinifera. Mycopathologia 127(2):73–76 DOI 10.1007/BF01103061.

Caporaso JG, Kuczynski J, Stombaugh J, Bittinger K, Bushman FD, Costello EK, Fierer N,
Peña AG, Goodrich JK, Gordon JI, Huttley GA, Kelley ST, Knights D, Koenig JE, Ley RE,
Lozupone CA, McDonald D, Muegge BD, Pirrung M, Reeder J, Sevinsky JR, Turnbaugh PJ,
Walters WA, Widmann J, Yatsunenko T, Zaneveld J, Knight R. 2010. QIIME allows analysis
of high-throughput community sequencing data. Nature Methods 7(5):335–336
DOI 10.1038/nmeth.f.303.

Clements SJ, Carding SR. 2018. Diet, the intestinal microbiota, and immune health in aging.
Critical Reviews in Food Science and Nutrition 58(4):651–661
DOI 10.1080/10408398.2016.1211086.

Duarte-Silva M, Afonso PC, de Souza PR, Peghini BC, Rodrigues-Júnior V,
de Barros Cardoso CR. 2019. Reappraisal of antibodies against Saccharomyces cerevisiae
(ASCA) as persistent biomarkers in quiescent Crohn’s disease. Autoimmunity 52(1):37–47
DOI 10.1080/08916934.2019.1588889.

Edgar RC. 2013. UPARSE: highly accurate OTU sequences from microbial amplicon reads. Nature
Methods 10(10):996–998 DOI 10.1038/nmeth.2604.

Friedman J, Alm EJ. 2012. Inferring correlation networks from genomic survey data. PLOS
Computational Biology 8(9):e1002687 DOI 10.1371/journal.pcbi.1002687.

Ha CWY, Martin A, Sepich-Poore GD, Shi B, Wang Y, Gouin K, Humphrey G, Sanders K,
Ratnayake Y, Chan KSL, Hendrick G, Caldera JR, Arias C, Moskowitz JE, Ho Sui SJ, Yang S,
Underhill D, BradyMJ, Knott S, Kaihara K, SteinbaughMJ, Li H, McGovern DPB, Knight R,
Fleshner P, Devkota S. 2020. Translocation of viable gut microbiota to mesenteric adipose
drives formation of creeping fat in humans. Cell 183(3):666–683.e617
DOI 10.1016/j.cell.2020.09.009.

Hoarau G, Mukherjee PK, Gower-Rousseau C, Hager C, Chandra J, Retuerto MA, Neut C,
Vermeire S, Clemente J, Colombel JF, Fujioka H, Poulain D, Sendid B, Ghannoum MA,
Bonomo RA. 2016. Bacteriome and mycobiome interactions underscore microbial dysbiosis in
familial crohn’s disease. mBio 7(5):186 DOI 10.1128/mBio.01250-16.

Hong KH, Kim JW, Jang SJ, Yu E, Kim E-C. 2009. Liver cirrhosis caused by Exophiala
dermatitidis. Journal of Medical Microbiology 58(5):674–677 DOI 10.1099/jmm.0.002188-0.

Imai T, Inoue R, Kawada Y, Morita Y, Inatomi O, Nishida A, Bamba S, Kawahara M, Andoh A.
2019. Characterization of fungal dysbiosis in Japanese patients with inflammatory bowel disease.
Journal of Gastroenterology 54(2):149–159 DOI 10.1007/s00535-018-1530-7.

Israeli E, Grotto I, Gilburd B, Balicer RD, Goldin E, Wiik A, Shoenfeld Y. 2005.
Anti-Saccharomyces cerevisiae and antineutrophil cytoplasmic antibodies as predictors of
inflammatory bowel disease. Gut 54(9):1232–1236 DOI 10.1136/gut.2004.060228.

Zeng et al. (2022), PeerJ, DOI 10.7717/peerj.14260 16/19

http://dx.doi.org/10.1093/ibd/izx021
http://dx.doi.org/10.1038/nmeth.2276
http://dx.doi.org/10.14309/ajg.0000000000000136
http://dx.doi.org/10.1007/BF01103061
http://dx.doi.org/10.1038/nmeth.f.303
http://dx.doi.org/10.1080/10408398.2016.1211086
http://dx.doi.org/10.1080/08916934.2019.1588889
http://dx.doi.org/10.1038/nmeth.2604
http://dx.doi.org/10.1371/journal.pcbi.1002687
http://dx.doi.org/10.1016/j.cell.2020.09.009
http://dx.doi.org/10.1128/mBio.01250-16
http://dx.doi.org/10.1099/jmm.0.002188-0
http://dx.doi.org/10.1007/s00535-018-1530-7
http://dx.doi.org/10.1136/gut.2004.060228
http://dx.doi.org/10.7717/peerj.14260
https://peerj.com/


Jain U, Ver Heul AM, Xiong S, Gregory MH, Demers EG, Kern JT, Lai C-W, Muegge BD,
Barisas DAG, Leal-Ekman JS, Deepak P, Ciorba MA, Liu T-C, Hogan DA, Debbas P,
Braun J, McGovern DPB, Underhill DM, Stappenbeck TS. 2021.Debaryomyces is enriched in
Crohn’s disease intestinal tissue and impairs healing in mice. Science (New York)
371(6534):1154–1159 DOI 10.1126/science.abd0919.

Jian C, Salonen A, Korpela K. 2021. Commentary: how to count our microbes? The effect of
different quantitative microbiome profiling approaches. Frontiers in Cellular and Infection
Microbiology 11:627910 DOI 10.3389/fcimb.2021.627910.

Kansal S, Catto-Smith AG, Boniface K, Thomas S, Cameron DJ, Oliver M, Alex G,
Kirkwood CD, Wagner J. 2019. Variation of gut mucosal microbiome with anti-saccharomyces
cerevisiae antibody status in pediatric crohn disease. Journal of Pediatric Gastroenterology &
Nutrition 69(6):696–703 DOI 10.1097/MPG.0000000000002461.

Kembel SW, Cowan PD, Helmus MR, Cornwell WK, Morlon H, Ackerly DD, Blomberg SP,
Webb CO. 2010. Picante: r tools for integrating phylogenies and ecology. Bioinformatics
26(11):1463–1464 DOI 10.1093/bioinformatics/btq166.

Kim MJ, Kim E, Kang B, Lee Y, Kang E-S, Choe YH. 2020. Anti- saccharomyces cerevisiae
antibody in pediatric crohn’s disease patients without mucosal healing is a useful marker of
mucosal damage. Gut and Liver 15(5):763–770 DOI 10.5009/gnl20212.

Kostic AD, Xavier RJ, Gevers D. 2014. The microbiome in inflammatory bowel disease: current
status and the future ahead. Gastroenterology 146(6):1489–1499
DOI 10.1053/j.gastro.2014.02.009.

Lam S, Zuo T, Ho M, Chan FKL, Chan PKS, Ng SC. 2019. Review article: fungal alterations in
inflammatory bowel diseases. Alimentary Pharmacology & Therapeutics 50(11–12):1159–1171
DOI 10.1111/apt.15523.

Lemoinne S, Kemgang A, Ben Belkacem K, Straube M, Jegou S, Corpechot C, Housset C,
Sokol H. 2020. Fungi participate in the dysbiosis of gut microbiota in patients with primary
sclerosing cholangitis. Gut 69(1):92–102 DOI 10.1136/gutjnl-2018-317791.

Li J, Chen D, Yu B, He J, Zheng P, Mao X, Yu J, Luo J, Tian G, Huang Z, Luo Y. 2018. Fungi in
gastrointestinal tracts of human and mice: from community to functions. Microbial Ecology
75(4):821–829 DOI 10.1007/s00248-017-1105-9.

Li Q,Wang C, Tang C, He Q, Li N, Li J. 2014.Dysbiosis of gut fungal microbiota is associated with
mucosal inflammation in Crohn’s disease. Journal of Clinical Gastroenterology 48(6):513–523
DOI 10.1097/MCG.0000000000000035.

Liguori G, Lamas B, Richard ML, Brandi G, da Costa G, Hoffmann TW, Di Simone MP,
Calabrese C, Poggioli G, Langella P, Campieri M, Sokol H. 2016. Fungal dysbiosis in
mucosa-associated microbiota of crohn’s disease patients. Journal of Crohns & Colitis
10(3):296–305 DOI 10.1093/ecco-jcc/jjv209.

Limon JJ, Tang J, Li D, Wolf AJ, Michelsen KS, Funari V, Gargus M, Nguyen C, Sharma P,
Maymi VI, Iliev ID, Skalski JH, Brown J, Landers C, Borneman J, Braun J, Targan SR,
McGovern DPB, Underhill DM. 2019. Malassezia is associated with crohn’s disease and
exacerbates colitis in mouse models. Cell Host & Microbe 25(3):377–388.e376
DOI 10.1016/j.chom.2019.01.007.

Maaser C, Sturm A, Vavricka SR, Kucharzik T, Fiorino G, Annese V, Calabrese E,
Baumgart DC, Bettenworth D, Borralho Nunes P, Burisch J, Castiglione F, Eliakim R,
Ellul P, González-Lama Y, Gordon H, Halligan S, Katsanos K, Kopylov U, Kotze PG,
Krustiņš E, Laghi A, Limdi JK, Rieder F, Rimola J, Taylor SA, Tolan D, van Rheenen P,
Verstockt B, Stoker J, European Crohn’s and Colitis Organisation [ECCO] and the

Zeng et al. (2022), PeerJ, DOI 10.7717/peerj.14260 17/19

http://dx.doi.org/10.1126/science.abd0919
http://dx.doi.org/10.3389/fcimb.2021.627910
http://dx.doi.org/10.1097/MPG.0000000000002461
http://dx.doi.org/10.1093/bioinformatics/btq166
http://dx.doi.org/10.5009/gnl20212
http://dx.doi.org/10.1053/j.gastro.2014.02.009
http://dx.doi.org/10.1111/apt.15523
http://dx.doi.org/10.1136/gutjnl-2018-317791
http://dx.doi.org/10.1007/s00248-017-1105-9
http://dx.doi.org/10.1097/MCG.0000000000000035
http://dx.doi.org/10.1093/ecco-jcc/jjv209
http://dx.doi.org/10.1016/j.chom.2019.01.007
http://dx.doi.org/10.7717/peerj.14260
https://peerj.com/


European Society of Gastrointestinal and Abdominal Radiology [ESGAR]. 2019. ECCO-
ESGAR guideline for diagnostic assessment in IBD Part 1: initial diagnosis, monitoring of
known IBD, detection of complications. Journal of Crohns & Colitis 13(2):144–164
DOI 10.1093/ecco-jcc/jjy113.

Magoč T, Salzberg SL. 2011. FLASH: fast length adjustment of short reads to improve genome
assemblies. Bioinformatics 27(21):2957–2963 DOI 10.1093/bioinformatics/btr507.

Ng SC, Shi HY, Hamidi N, Underwood FE, Tang W, Benchimol EI, Panaccione R, Ghosh S,
Wu JCY, Chan FKL, Sung JJY, Kaplan GG. 2018. Worldwide incidence and prevalence of
inflammatory bowel disease in the 21st century: a systematic review of population-based studies.
Lancet 390(10114):2769–2778 DOI 10.1016/S0140-6736(17)32448-0.

Oksanen J, Blanchet FG, Kindt R, Kindt R, Legendre P. 2010. Vegan: community ecology
package. R package version 1.17-4[J]. Available at http://cran.r-project.org.

Oztas E, Odemis B, Kekilli M, Kurt M, Dinc BM, Parlak E, Kalkanci A, Sasmaz N. 2009.
Systemic phaeohyphomycosis resembling primary sclerosing cholangitis caused by Exophiala
dermatitidis. Journal of Medical Microbiology 58(9):1243–1246 DOI 10.1099/jmm.0.008706-0.

Qiu X, Zhao X, Cui X, Mao X, Tang N, Jiao C, Wang D, Zhang Y, Ye Z, Zhang H. 2020.
Characterization of fungal and bacterial dysbiosis in young adult Chinese patients with Crohn’s
disease. Therapeutic Advances in Gastroenterology 13:175628482097120
DOI 10.1177/1756284820971202.

Revelle W. 2022. Psych: Procedures for Psychological, Psychometric, and Personality Research.
Northwestern University, Evanston, Illinois. The Comprehensive R Archive Network, R package
version 1.8.4. Available at https://cran.r-project.org/src/contrib/Archive/psych/.

Ryan JD, Silverberg MS, Xu W, Graff LA, Targownik LE, Walker JR, Carr R, Clara I, Miller N,
Rogala L, Bernstein CN. 2013. Predicting complicated Crohn’s disease and surgery:
phenotypes, genetics, serology and psychological characteristics of a population-based cohort.
Alimentary Pharmacology & Therapeutics 38(3):274–283 DOI 10.1111/apt.12368.

Sartor R, Wu GJG. 2017. Roles for intestinal bacteria, viruses, and fungi in pathogenesis of
inflammatory bowel diseases and therapeutic approaches. Gastroenterology 152(2):327–339.
e324 DOI 10.1053/j.gastro.2016.10.012.

Satsangi J, Silverberg M, Vermeire S, Colombel J. 2006. The Montreal classification of
inflammatory bowel disease: controversies, consensus, and implications. Gut 55(6):749–753
DOI 10.1136/gut.2005.082909.

Sokol H, Leducq V, Aschard H, Pham H-P, Jegou S, Landman C, Cohen D, Liguori G,
Bourrier A, Nion-Larmurier I, Cosnes J, Seksik P, Langella P, Skurnik D, Richard ML,
Beaugerie L. 2017. Fungal microbiota dysbiosis in IBD. Gut 66(6):1039–1048
DOI 10.1136/gutjnl-2015-310746.

Standaert–Vitse A, Jouault T, Vandewalle P, Mille C, Seddik M, Sendid B, Mallet J–M,
Colombel J–F, Poulain D. 2006. Candida albicans is an immunogen for anti-Saccharomyces
cerevisiae antibody markers of Crohn’s disease. Gastroenterology 130(6):1764–1775
DOI 10.1053/j.gastro.2006.02.009.

Taylor PR, Tsoni SV, Willment JA, Dennehy KM, Rosas M, Findon H, Haynes K, Steele C,
Botto M, Gordon S, Brown GD. 2007. Dectin-1 is required for beta-glucan recognition and
control of fungal infection. Nature Immunology 8(1):31–38 DOI 10.1038/ni1408.

Toberna CP, Kram JJF, Beck ET, Ray S, Gavinski T, Sterkel AK, Baumgardner DJ. 2020.
Attempted isolation of cryptococcus species and incidental isolation of exophiala dermatitidis
from human oral cavities. Mycopathologia 185(6):1051–1055
DOI 10.1007/s11046-020-00490-5.

Zeng et al. (2022), PeerJ, DOI 10.7717/peerj.14260 18/19

http://dx.doi.org/10.1093/ecco-jcc/jjy113
http://dx.doi.org/10.1093/bioinformatics/btr507
http://dx.doi.org/10.1016/S0140-6736(17)32448-0
http://cran.r-project.org
http://dx.doi.org/10.1099/jmm.0.008706-0
http://dx.doi.org/10.1177/1756284820971202
https://cran.r-project.org/src/contrib/Archive/psych/
http://dx.doi.org/10.1111/apt.12368
http://dx.doi.org/10.1053/j.gastro.2016.10.012
http://dx.doi.org/10.1136/gut.2005.082909
http://dx.doi.org/10.1136/gutjnl-2015-310746
http://dx.doi.org/10.1053/j.gastro.2006.02.009
http://dx.doi.org/10.1038/ni1408
http://dx.doi.org/10.1007/s11046-020-00490-5
http://dx.doi.org/10.7717/peerj.14260
https://peerj.com/


Torres J, Petralia F, Sato T, Wang P, Telesco SE, Choung RS, Strauss R, Li X-J, Laird RM,
Gutierrez RL, Porter CK, Plevy S, Princen F, Murray JA, Riddle MS, Colombel J-F. 2020.
Serum biomarkers identify patients who will develop inflammatory bowel diseases up to 5 years
before diagnosis. Gastroenterology 159(1):96–104 DOI 10.1053/j.gastro.2020.03.007.

Wang Q, Garrity GM, Tiedje JM, Cole JR. 2007. Naive Bayesian classifier for rapid assignment of
rRNA sequences into the new bacterial taxonomy. Applied and Environmental Microbiology
73(16):5261–5267 DOI 10.1128/AEM.00062-07.

Wu J, Lubman DM, Kugathasan S, Denson LA, Hyams JS, Dubinsky MC, Griffiths AM,
Baldassano RN, Noe JD, Rabizadeh S, Gulati AS, Rosh JR, Crandall WV, Higgins PDR,
Stidham RW. 2019. Serum protein biomarkers of fibrosis aid in risk stratification of future
stricturing complications in pediatric crohn’s disease. The American Journal of Gastroenterology
114(5):777–785 DOI 10.14309/ajg.0000000000000237.

Yilmaz B, Juillerat P, Øyås O, Ramon C, Bravo FD, Franc Y, Fournier N, Michetti P, Mueller C,
Geuking M, Pittet VEH, Maillard MH, Rogler G, Wiest R, Stelling J, Macpherson AJ. 2019.
Microbial network disturbances in relapsing refractory Crohn’s disease. Nature Medicine
25(2):323–336 DOI 10.1038/s41591-018-0308-z.

Zholudev A, Zurakowski D, Young W, Leichtner A, Bousvaros A. 2004. Serologic testing with
ANCA, ASCA, and anti-OmpC in children and young adults with Crohn’s disease and ulcerative
colitis: diagnostic value and correlation with disease phenotype. American Journal of
Gastroenterology 99(11):2235–2241 DOI 10.1111/j.1572-0241.2004.40369.x.

Zeng et al. (2022), PeerJ, DOI 10.7717/peerj.14260 19/19

http://dx.doi.org/10.1053/j.gastro.2020.03.007
http://dx.doi.org/10.1128/AEM.00062-07
http://dx.doi.org/10.14309/ajg.0000000000000237
http://dx.doi.org/10.1038/s41591-018-0308-z
http://dx.doi.org/10.1111/j.1572-0241.2004.40369.x
http://dx.doi.org/10.7717/peerj.14260
https://peerj.com/

	Fecal fungal microbiota alterations associated with clinical phenotypes in Crohn’s disease in southwest China
	Introduction
	Materials and Methods
	Results
	Discussion
	Conclusion
	flink6
	References



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.4
  /CompressObjects /Off
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile (None)
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages false
  /ColorImageDownsampleType /Average
  /ColorImageResolution 300
  /ColorImageDepth 8
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /FlateEncode
  /AutoFilterColorImages false
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages false
  /GrayImageDownsampleType /Average
  /GrayImageResolution 300
  /GrayImageDepth 8
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /FlateEncode
  /AutoFilterGrayImages false
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages false
  /MonoImageDownsampleType /Average
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000500044004600206587686353ef901a8fc7684c976262535370673a548c002000700072006f006f00660065007200208fdb884c9ad88d2891cf62535370300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef653ef5728684c9762537088686a5f548c002000700072006f006f00660065007200204e0a73725f979ad854c18cea7684521753706548679c300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /DAN <>
    /DEU <>
    /ESP <>
    /FRA <>
    /ITA <>
    /JPN <>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020b370c2a4d06cd0d10020d504b9b0d1300020bc0f0020ad50c815ae30c5d0c11c0020ace0d488c9c8b85c0020c778c1c4d560002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken voor kwaliteitsafdrukken op desktopprinters en proofers. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /PTB <>
    /SUO <>
    /SVE <>
    /ENU (Use these settings to create Adobe PDF documents for quality printing on desktop printers and proofers.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /ConvertColors /NoConversion
      /DestinationProfileName ()
      /DestinationProfileSelector /NA
      /Downsample16BitImages true
      /FlattenerPreset <<
        /PresetSelector /MediumResolution
      >>
      /FormElements false
      /GenerateStructure true
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles true
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /NA
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /LeaveUntagged
      /UseDocumentBleed false
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


