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Abstract: Esophageal cancer is one of the most aggressive malignant neoplasms, with low survival
rates and limited treatment options. In this study we analyzed the microbiome composition and
the phenotype of inflammatory tumor infiltrate in squamous cell carcinoma of esophagus (ESCC)
and examined possible relationships between them and their prognostic significance. We found
that the predominant phyla of microorganisms found in both tumors and adjacent normal tissues
were Firmicutes, Proteobacteria, Actinobacteria, Gemmatimonadetes and Bacteroidetes. We established
that only bacteria of the genus Staphylococcus differ between tumors and normal tissues. We found a
significant correlation between bacterial burden and the phenotype of the tumor stroma. Namely,
a group of tumors characterized by a high expression of CD206 (r = −0.3976, p = 0.0056) in the
stroma and iNOS (r = −0.2953, p = 0.0439) in tumor cells is characterized by a higher bacterial
burden. Further, we established that in the group with a high content of CD206+ macrophages,
there is also a predominance of gram-positive bacteria over gram-negative ones. We found that
gram-positive bacterial burden is associated with disease prognosis in ESCC showing high content of
CD206+ macrophages. In conclusion we established that the tumor microbiome, can be prognostically
significant for ESCC when combined with other stromal markers.
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1. Introduction

Esophageal cancer (EC) is one of the most aggressive malignant neoplasms with
low survival rates and limited treatment options in the later stages. According to the
International Agency for Research on Cancer (IARC), 572,000 new cases of EC were reg-
istered in the world in 2018 (3.2% of the total number of malignant neoplasms). In 2018,
508,600 deaths from EC were registered in the world (5.3% of the total number of deaths
from cancer, ranking 6th) [1]. However, in most countries, including the Russian Federation,
the situation remains critical. According to the statistics, the absolute number of newly
diagnosed esophageal cancer cases in Russia increased from 2010 to 2015 by 10.4% in men
and 2.1% in women, which indicates a pronounced gender difference in morbidity. In
Western Europe and the United States, there is an annual 5% increase in esophageal cancer
cases [2]. The most common morphological forms of EC are squamous cell carcinoma (95%)
and adenocarcinoma (3%), whereas carcinosarcoma, small cell carcinoma, and melanoma
are extremely rare.

Difficulties of EC treatment are due to late diagnosis explained by the largely asymp-
tomatic course of the disease, as well as the high aggressiveness of the tumors. Notably,
nearly 50% of patients with EC reveal distant metastases at the time of diagnosis [3]. In
the treatment of EC, surgery, chemotherapy, radiotherapy, and immunotherapy are used.
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Targeted drugs include VEGFR2 antagonists, blocking the VEGF/VEGFR2 pathway and
anti-Her2 antibodies, which suppress the proliferation of tumor cells. As well checkpoint
inhibitors targeting the PD-1/PD-L1 interaction are used.

Investigation of tumor microbiome and its contribution to the development and pro-
gression of neoplasms attracts attention of researchers during the last decade. Considering
the role of Helicobacter pylori in gastric cancer development [4], it can be assumed that
the microbiome has a complex, multifactorial effect on the initiation and development of a
malignant tumor, and its composition may be used as a prognostic factor.

Data on the microbiome of the healthy esophagus demonstrate its affinity to the oral
microbiome [5]. Several studies describe differences in the esophageal microbiome of
healthy individuals and patients with malignant esophageal lesions [6]. In particular, an
increase in the proportion of Enterobacteriaceae, Akkermansia [6], Lactobacillus fermentum [7]
and Fusobacterium nucleatum [8] in the microbiome of esophageal tumors has been noted. It
is interesting to mark that the microbiome of adenocarcinoma of the esophagus has been
studied quite well, while only few studies were done on the microbiome of squamous cell
carcinoma of the esophagus.

In contrast to the microbiome, the phenotype of the stromal cells of esophageal tumors
and its prognostic value have been studied quite well. Tumor-infiltrating CD8+ lympho-
cytes are associated with a favorable prognosis for both squamous cell carcinoma and
esophageal adenocarcinoma [9]. Myeloid-derived suppressor cells (MDSC) and fibroblasts
located in the tumor stroma suppress CD8+ T cells and may reduce the effectiveness of
PD-1 blocking in both types of esophageal cancer, thereby affecting the effectiveness of
immunotherapy [10,11]. The number of FoxP3+ T cells in the stroma of esophageal adeno-
carcinoma correlates with later stage and poor response to therapy [12,13], while a large
amount of FoxP3 in the stroma of ESCC correlates with a good prognosis [14]. For the
analysis of tumor associated macrophages several markers are used. General macrophage
marker CD68 can be used to enumerate the total macrophage amount, while M1-specific
(iNOS, IDO1 or HLA-DR) and M2-specific (CD163, CD204 or CD206) are used to identify
the M2/M1 ratio. The number of CD68+ tumor associated macrophages does not correlate
with the prognosis of patients with EC, while high numbers of CD163+ macrophages in the
tumor stroma may be associated with both low survival, later stage, and the presence of
metastases [15]. At the same time high numbers of CD163+ macrophages can be a favorable
predictive factor [14]. Type 2 macrophages (M2) also correlate with high MMP9 expression
and microvascular density in esophageal squamous cell carcinoma [16]. Cytotoxic M1
macrophages are associated with a favorable prognosis. Cao W. et al. showed that overall
survival of patients with esophageal adenocarcinoma was inversely correlated with the
M2/M1 ratio of macrophages [17]. In general, for tumors of the gastrointestinal tract, the
prognostic significance of various stromal immune cells differs from that for other types of
tumors. This is probably due to the fact that a large number of microorganisms normally
inhabit the organs of the gastrointestinal tract, which can affect the phenotype of cells of
the tumor microenvironment.

In this study we present a comprehensive analysis of the microbiome composition in
squamous cell carcinoma of esophagus and the phenotype of inflammatory tumor infiltrate,
followed by search for possible relationships between them and the prognostic significance
of the identified correlations for patient survival.

2. Materials and Methods
2.1. Ethics Statement

The samples were collected in accordance with the guidelines issued by the Ethics
Committee of the N.N. Blokhin National Medical Research Center of Oncology. All patients
gave written informed consent (available upon request). The study was performed in
accordance with the principles outlined in the Declaration of Helsinki.
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2.2. Study Population

A total of 48 surgically resected and formalin-fixed paraffin-embedded (FFPE) human
ESCC tissues were collected from the Clinical Oncology department of N. N. Blokhin
Russian Cancer Research Centre (Moscow, Russia). The patients consisted of 36 men
and 12 women with age range of 43–79 years old and mean age of 61 years old, all
had been diagnosed with ESCC. Diagnoses were verified by histopathology, and only
samples containing 70–80% or more tumor cells were used in the studies. Matched controls
were histologically confirmed to be normal epithelial cells. The tumor samples were
characterized based on the TNM according to the International System of Classification
of Tumors, according to the staging classification of the Union for International Cancer
Control. All specimens were sectioned into 4 µm sections and subjected to conventional
hematoxylin and eosin staining. A diagnosis of ESCC was confirmed by pathologist
following the World Health Organization histological tumor classification criteria. There
were 10 cases of well-differentiated ESCC, 28 cases of moderately differentiated ESCC, and
10 cases of poorly differentiated ESCC. There were 23 cases with lymph node metastasis,
25 cases in clinical stages I–II, and 23 cases in clinical stages III–IV (Table 1). The survival
status of all patients was followed up by post contact until December 2019. Overall survival
(OS) was defined as the interval between surgery and death or between surgery and the
last follow-up for surviving patients. Among the 42 patients who were recruited, 30 (81.0%)
died, and 12 (19.0%) remained alive during the follow-up period. Patients who lived less
than 2 months from the date of surgery were excluded from the analysis.

Table 1. Study population.

Category All Cases

Age

≤60 26 (54%)

>60 22 (46%)

Gender

male 36 (75%)

female 12 (25%)

Stage

I–II 25 (52%)

III–IV 23 (48%)

Nodal status

N- 25 (52%)

N+ 23 (48%)

Histologic grade

G1/2 38 (79%)

G3 10 (21%)

2.3. Immunohistochemical Study

Four micrometer thick sections were deparaffinized, heated to 110 ◦C for 10 min for
antigen retrieval in ethylenediaminetetraacetic acid (EDTA) buffer pH 9.0. After cooling,
endogenous peroxidase quenching was blocked by 3% hydrogen peroxidase for 5 min in
room temperature (RT). Then the slides were blocked with 5% FBS (RT) for 15 min and in-
cubated for 1 h with primary antibodies: anti-iNOS (SAB5500152; Sigma-Aldrich, St. Louis,
MO, USA, 1:150 dilution), anti-CD206 (Sigma-Aldrich, St. Louis, MO, USA, HPA004114),
anti-CD204 (Sigma-Aldrich, HPA000272), anti-CD68 (Genemed, South San Francisco, CA,
USA, 61–0184), anti-PU.1 (Clone 9G7; Cell Signaling Technology, Danvers, MA, USA),
anti-CD163 (Clone 10D6; BIOCARE Medical, Pacheco, CA, USA), anti-CD8 (Genemed,



Biomedicines 2021, 9, 743 4 of 15

61–0124), anti-CD3 (Genemed, 61–0011), anti-PD-L1 (Clone E1L3N, Cell Signaling) and
anti-FOXP3 (Cell Signaling #98377). Antibody was removed and 100 µL DAB (UltraVision
Quanto Detection System HRP DAB, Thermo Fisher Scientific, Waltham, MA, USA) was
added to each section. We performed counterstaining with hematoxylin and washed the
sections in dH2O two times for 5 min each. After dehydration, the sections were mounted
with coverslips.

To score the immunostaining results for macrophages (CD68, CD163, CD206, CD204,
PU.1) and T-cells (CD3, CD8), we randomly selected five representative high-power micro-
scopic fields (×400 magnification) of the tumor sample per section, counted the numbers
of positively stained cells (Olympus, Tokyo, Japan). Necrotic areas were ignored. The
mean percentages of stained cells were counted as 0 (negative), 1 (≤10%), 2 (11–50%),
and 3 (>50%). FoxP3 expressions were evaluated according to the average number of
positively-stained cells in five randomly and averagely selected 400× high-power fields
(HPF) in each case: 0 (no positive cells), 1 (1–5 positive cells), 2 (6–25 positive cells) and
3 (>25 positive cells) per HPF. Samples with scores 0–1 for CD206, CD204, CD8 and FoxP3
were combined in a group with low expression and samples with scores 2–3 were combined
in a group with high expression. For CD68, CD163, PU.1 and CD3 samples with scores
0, 1 and 2 were combined in a group with low expression and samples with a score of 3
represented a group with high expression [18,19].

For iNOS and PD-L1 immunohistochemical staining was scored in tumor cells. Tumor
staining was classified as positive when clear cytoplasmic staining for iNOS and membrane
staining for PD-L1 was present in≥ 1% of tumor cells. Since there are no clinically accepted
thresholds for iNOS and PD-L1 expression, the following cutoffs were used for this stain
expression: 0–≤ 1%, 1–1–10%, 2–10–50%, 3 > 50% of tumor cells showing cytoplasmic
positivity. For the analysis of survival samples with scores 2 and 3 were combined in
one group.

2.4. Quantitative PCR (qPCR)

Quantitative real-time PCR was performed to assess the abundance of the 16S gene
present in a subset of tumor tissue. Following primers were used: F16S (5′-GACTCCTACGG
GAGGC-3′) as the forward primer and R16S (5′-GCGGCTGCTGGCAC-3′) as the reverse
primer; GP probe [FAM]-CTgAYSSAgCAACgCCgCg-[BHQ1] for gram-positive classi-
fication and GN-probe [JOE]-CCTgAYSCAgCMATgCCgCg-[BHQ1] for gram-negative
classification [PMID: 20702819]. The PCR program was as follows: 95 ◦C for 10 min,
40 cycles of 95 ◦C for 15 s, 60 ◦C for 60 s. A total of 100 ng of extracted DNA and
0.25 µM of each primer, 0.15 µM GN-probe and 0.05 µM GP-probe were added to 4 µL
of the PCR mix-DFMasZGTaqMIX-2025 (with SybrGreen) (Dialat, Moscow, Russia) and
DFMasCFTaqMIX-2025 (without SybrGreen) (Dialat, Moscow, Russia), and DNA-free wa-
ter was added up to 20 µL total volume. All reactions were performed in triplicates. A
negative control containing DNA-free water instead of DNA was used for each PCR run.
The real-time qPCR data analysis was performed with the BioRad software (Bio-Rad Labo-
ratories, Hercules, CA, USA) with manually set threshold. For the purposes of analysis, we
estimated a number of cycles to cross threshold (Ct value) as a measure of 16s rRNA gene
load and hence bacterial burden. A higher bacterial burden resulted in a lower number of
cycles to cross threshold, that is, a lower Ct value [19,20].

2.5. 16S rRNA Gene Library Preparation and MiSeq Sequencing

DNA extraction from tissues was performed using DNA FFPE kit (Qiagen, Hilden,
Germany) according to the manufacturer instruction for capturing bacterial DNA. The
quality of the extracted DNA was assessed with electrophoresis in 1% agarose gel and a
Nanodrop 8000 (Thermo Fisher Scientific, Waltham, MA, USA). The DNA concentration
was quantified using a Qubit 4.0 Fluorometer (Life Technologies, Carlsbad, CA, USA) with
dsDNA High Sensitivity Assay Kit (Life Technologies, Carlsbad, CA, USA).
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Preparation of the DNA libraries was performed according to the Illumina protocol
(Part #15044223, Rev. B.) with primers targeting the V3–V4 regions of the SSU riboso-
mal RNA (rRNA) gene, S-D-Bact-0341-b-S-17 (5′-CCTACGGGNGGCWGCAG-3′) as the
forward primer and S-D-Bact-0785-a-A-21 (5′-GACTACHVGGGTATCTAATCC-3′) as the
reverse primer [21]. The reaction mixture (10 µL) contained both primers, 0.1 µM each;
80 µM dNTPs; 0.2 U Q5 High-Fidelity DNA Polymerase (New England Biolabs, Ipswich,
MA, USA). Following PCR program was used: 95 ◦C for 3 min, 40 cycles 95 ◦C for 30 s,
56 ◦C for 30 s, 72 ◦C for 30 s, final extension 72 ◦C for 5 min. For each reaction three
replicates were amplified. Then the replicates were mixed together and cleaned up using
Agencourt AMPure XP beads (Beckman Coulter, Brea, CA, USA). Paired-end 2 × 300 bp
sequencing was performed on the MiSeq platform (Illumina, San Diego, CA, USA) with
the Reagent Kit v.3 (Illumina, San Diego, CA, USA).

DNA libraries preparing, sequencing and bioinformatics treatment were performed
in the Center of Shared Scientific Equipment “Persistence of microorganisms” of Institute
for Cellular and Intracellular Symbiosis UrB RAS (Orenburg, Russia).

2.6. Bioinformatics Treatment

At the first stage, the raw reads obtained as a result of sequencing were evaluated
with FastQC v. 0.11.7. Evaluation was necessary to determine the parameters of further
processing and included an assessment of quality and length of reads, presence of adapter
sequences. Paired-end reads were merged with a minimum overlap of 40 bp and a p-
value of 0.0001 using PEAR v. 0.9.10 (PEAR. Available online: http://www.exelixis-
lab.org/web/software/pear (accessed on 25 June 2021)) [22]. Adapter sequences were
removed with Trimmomatic v 0.36 (www.usadellab.org/cms/?page=trimmomatic) [23].
After merging and adapters removal, the reads were re-evaluated with FastQC v. 0.11.7.
Subsequent treatment of merged reads was conducted with Usearch v. 9.2.64 (drive5.com/
usearch) [24] and included quality filtering (expected error or maxee less than 1.00) and
amplicon size selection (420-bp minimal size). Evaluation of the filtering quality was
carried out with FastQC v 0.11.7. The next stage included dereplication and clustering of
the filtered reads. As a result of dereplication and clustering, operational taxonomic units
(OTUs) were formed. Chimeric sequences were detected and removed using the UCHIME2
algorithm [25]. Final OTUs were aligned to the initial merged reads using global alignment
(usearch_global tool) at 97% level of similarity. As a result of global alignment, number
of merged reads corresponded to every OTU was estimated. Contaminant OTUs were
identified and removed via the usearch_ublast command by matching the sequences of
trial samples and negative control samples. The taxonomic classification of sequences was
conducted using the RDP reference database (rdp.cme.msu.edu/index.jsp) [26]. For OTUs
with taxonomic position estimated at low level of support (ab_score less than 0.7), taxonomy
was determined using the NCBI database blast.ncbi.nlm.nih.gov. OTUs identified as host
(human) were removed from the dataset.

Availability of Data

Raw sequence data and metadata are available at the NCBI Sequence Read Archive
under accession numbers SRR14184995-14184984, BioProject PRJNA720010, BioSamples
SAMN18630738-18630757.

2.7. Statistical Analyses

Diversity of microbiomes within samples (alpha diversity) was evaluated with the
indices inverse Simpson and Shannon. Similarity of microbiomes between samples (beta di-
versity) was assessed using the Bray-Curtis distance. To visualize similarity of microbiomes
between samples, Principal Coordinates Analysis (PCoA) was performed. Taxa that were
significantly different between ESCC and normal tissues we identified with Microbiome
Analyst [27], developed for microbiome statistics applications. Differences in the overall

http://www.exelixis-lab.org/web/software/pear
http://www.exelixis-lab.org/web/software/pear
www.usadellab.org/cms/?page=trimmomatic
drive5.com/usearch
drive5.com/usearch
rdp.cme.msu.edu/index.jsp
blast.ncbi.nlm.nih.gov
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microbial composition between ESCC and adjacent normal tissues and other groups were
assessed by Wilcoxon rank-sum or Mann-Whitney nonparametric test.

IHC statistical analysis was performed using GraphPad Prism ver. 9 by GraphPad
Software (San Diego, CA, USA). The Spearman rank correlation coefficient was used to
compare between groups to examine the association between immune marker expressions
and clinicopathological characteristics and bacterial burden. Survival length was deter-
mined as a time period from the date of surgery to the date of death or the last clinical
attendance. Survival curves were derived using the Kaplan–Meier method, and differences
between curves were analyzed using the log-rank test. In all analyses, p values ≤ 0.05 were
considered statistically significant.

3. Results
3.1. Clinical Samples

This study included 48 patients operated for ESCC at the N.N. Blokhin National
Medical Research Center of Oncology. All samples were paired, that is, they consisted of
histologically verified tumor tissue and a sample of conditionally normal esophageal tissue
of the same patient located as far as possible from the tumor. In the study we included
esophageal squamous cell cancer only. Other histological types of malignant esophageal
tumors were not included. Clinical characteristics of the 48 patients are presented in Table 1.
The mean age of the patients was 61.3 ± 8.4 years.

3.2. Characterization of Esophageal Bacterial Communities

To analyze the composition of the microbial community, the 16S rRNA gene was
sequenced in 10 pairs of DNA samples from ESCC tumor and corresponding adjacent
normal tissue samples. Information on analyzed samples is presented in Table 2.

Table 2. Clinicomorphololgic characteristics of samples used for sequencing.

# Histology TNM Stage Grade

1 SCC T4N3M0 III G3

2 SCC T4N0M0 III G2

3 SCC T3N0M0 II G2

4 SCC T4NxMx IV G3

5 SCC T3N0M0 II G1

6 SCC T1N0M0 I G2

7 SCC T2N2M0 III G2

8 SCC T3N0M0 II G3

9 SCC T3N1M0 III G2

10 SCC T2N0M0 II G3

Analysis of the taxonomic composition of the microbial community of esophageal
tissues revealed the presence of seven dominant phyla, 164 genera and 393 species. For
further analysis, we took into account the genera of bacteria with an abundance level of
more than 0.1%. There were 71 such dominant genera in normal tissues and 106 in tumors.

The predominant phyla of microorganisms found in both tumors and conventionally
normal tissue samples were Firmicutes, Proteobacteria, Actinobacteria, Gemmatimonadetes and
Bacteroidetes (Figure 1). There were no significant differences in the relative abundance
of the microorganisms at the phylum level between tumor and adjacent normal tissues
(Figure 1B). No significant differences for taxonomic alpha diversity were observed between
tumors and normal adjacent tissues (Shannon and Simpson indices) at the phylum level
(Figure 1C).
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Next, the analysis of the relative abundance of bacteria at the genus levels in the
tumors and adjacent normal tissues was performed.

The most represented genera of microorganisms found in tumor and normal tissue
of the esophagus were the genera Streptococcus, Parvimonas, Gemmatimonas, Ralstonia,
Propionibacterium. No significant differences for taxonomic alpha diversity were observed
between the tumors and the normal adjacent tissues (Shannon and Simpson indices). To
evaluate the similarities between all samples, the distances calculated on the basis of the
unweighted UniFrac metrics, were visualized by PCoA plot. There was no significant
distinct separation between the tumor and normal adjacent tissue groups at the genera
level (Figure 2), with the exception of the genus Staphylococcus. The relative abundance
of bacteria of the genus Staphylococcus in the tumor tissue was higher compared to the
adjacent normal tissue (Supplementary Materials Table S1). Since bacteria of the genus
Staphylococcus appeared to be the only genus that differed in their relative abundance
between the groups of tumor and normal tissue, this genus was analysed at the species
level. Two species of bacteria of this genus were found in the studied samples, namely
Staphylococcus pasteuri and Staphylococcus warneri.

3.3. Gram+ and Gram− Bacteria Relative Abundance

Next, we analyzed the relative abundances of gram-positive and gram-negative bacte-
ria in the tumor and normal tissue of the esophagus according to the sequencing results
(Figure 3). It was found that in normal tissues approximately the same number of gram-
positive and gram-negative bacteria is observed, while in tumors there is a tendency to a
decrease in the content of gram-negative microorganisms.
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Figure 3. The relative content of Gram–positive and Gram–negative bacteria in the conditionally
normal and tumor tissue of the esophagus.
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3.4. Alpha-Diversity Depends on Tumor Stroma Phenotype

Next, we analyzed the alpha diversity of the esophageal microbiome depending
on the phenotype of the tumor stroma (Table 3). We found no statistically significant
differences in the alpha diversity of the microbiome in groups with a high and low content
of macrophages (both M1 and M2), however, in groups of tumors with a high content of
macrophages, in general, there is a tendency towards a decrease in these indicators.

Table 3. Analysis of α-diversity depending on the phenotype of the inflammatory infiltrate.

Shannon Index ± SD Simpson Index ± SD

Low High p Low High p

CD68 2029 ± 0.15 1084 ± 0.35 0.0556 0.7650 ± 0.03 0.4889 ± 0.14 0.1508
CD163 1674 ± 0.30 1282 ± 0.39 0.5167 0.6552 ± 0.11 0.5612 ± 0.10 0.5167
CD206 1493 ± 0.24 1599 ± 0.38 0.4762 0.6690 ± 0.08 0.5990 ± 0.13 0.7619
PU.1 1953 ± 0.14 0.962 ± 0.31 0.1143 0.7643 ± 0.03 0.4210 ± 0.15 0.1143

PD-L1 1717 ± 0.36 1316 ± 0.25 0.2571 0.6731 ± 0.11 0.5195 ± 0.06 0.1167
iNOS 1752 ± 0.24 1101 ± 0.39 0.1833 0.6783 ± 0.06 0.5073 ± 0.21 0.6667
CD3 1874 ± 0.09 1081 ± 0.31 0.2571 0.7434 ± 0.02 0.4524 ± 0.11 0.2571
CD8 1970 ± 0.12 0.593 ± 0.30 0.0167 * 0.7642 ± 0.02 0.3069 ± 0.15 0.0167 *

FOXP3 1584 ± 0.29 1447 ± 0.41 0.8889 0.6244 ± 0.10 0.6374 ± 0.11 0.5333

* Statistically significant.

When analyzing the inflammatory infiltrate from the side of T cells, we showed that
the groups with a high and low content of cytotoxic T cells differ in their alpha diversity,
namely, in the group with a high content of CD8+ cells, a significant decrease in the
diversity index is observed.

The presence of CD8+ T-cells in tumors is inversely correlated with the content of
bacteria of the genus Staphylococcus (r = −0.784, p = 0.011). The relative number of bacteria
of this genus decreases significantly in this group. We hypothesize that this entails a change
in the Shannon index, since a decrease in this index indicates a decrease in diversity and an
increase in the dominance of certain genera. To confirm the increase in the dominance of
individual genera, we also calculated the Simpson index. It was also significantly reduced
in the group of tumors with high CD8+ T-cell infiltration.

3.5. Correlation and Survival Analysis of Bacterial Burden and Stroma

Next, we performed a quantitative analysis of the total bacterial burden, as well as
Gram-positive and Gram-negative microorganisms in tumors, depending on their pheno-
type and clinical and morphological characteristics. The analysis of the bacterial content
was done on the entire sample of 48 specimens by the real-time PCR. For statistical analysis,
Spearman’s rank correlation coefficient was used. No association between the bacterial
burden and the clinical and morphological characteristics of esophageal tumors was found
(Table 4 and Supplementary Materials Tables S2 and S3). Further, a correlation analysis of
the total bacterial burden with the phenotype of the tumor stroma was carried out.

Table 4. Correlation analysis of the total bacterial burden with clinical and morphological characteristics.

Bacterial Burden
vs. Age

Bacterial Burden
vs. Gender

Bacterial Burden
Vs. Grade

Bacterial Burden
vs. Stage

Bacterial
Burden vs. n

Spearman r

r 0.03016 −0.01079 0.1418 0.09904 0.01886

95% confidence interval −0.2674 to 0.3225 −0.3050 to 0.2853 −0.1600 to 0.4194 −0.2020 to 0.3830 −0.2778 to 0.3123

p value

p (two-tailed) 0.8405 0.9426 0.3416 0.5078 0.8998
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As can be seen from the presented results (Table 5), a significant association between
the level of bacterial burden and the phenotype of the tumor stroma is observed for CD206
(r = −0.3976, p = 0.0056) and iNOS (r = −0.2953, p = 0.0439).

Table 5. Correlation analysis of the total bacterial burden with the phenotype of the tumor stroma.

Bacterial Burden
vs. CD68

Bacterial Burden
vs. CD163

Bacterial Burden
vs. CD206

Bacterial Burden
vs. CD204

Bacterial Burden
vs. PU1

Spearman r

r −0.08035 0.003585 −0.3976 −0.1854 −0.1761

95% confidence interval −0.3668 to 0.2200 −0.2919 to 0.2984 −0.6200 to −0.1161 −0.4556 to 0.1162 −0.4480 to 0.1256

p value

p (two-tailed) 0.5914 0.9809 0.0056 * 0.2123 0.2365

Bacterial Burden
vs. PD-L1

Bacterial Burden
vs. iNOS

Bacterial Burden
vs. CD3

Bacterial Burden
vs. CD8

Bacterial Burden
vs. FoxP3

Spearman r

r 0.2535 −0.2953 0.07555 0.09317 −0.08894

95% confidence interval −0.04507 to 0.5104 −0.5431 to
−0.0001028 −0.2246 to 0.3626 −0.2077 to 0.3779 −0.3743 to 0.2118

p value

p (two-tailed) 0.0856 0.0439 * 0.6138 0.5334 0.5522

* p < 0005.

Namely, a group of tumors characterized by a high content of CD206 in the stroma
and iNOS in tumor cells is characterized by a higher bacterial burden in general (Table 5).
Further, we demonstrated that in the group with a high content of CD206 macrophages,
there is a predominance of Gram-positive bacteria over gram-negative ones (Figure 4). The
opposite situation is observed for iNOS. Namely, in the group of tumors with low iNOS
expression, there is a predominance of Gram-positive bacteria over Gram-negative ones.
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Figure 4. Relative abundances of Gram–positive and Gram–negative bacteria depending on the expression of iNOS and
CD206 positive cells in esophageal tumors. * p < 0.05.

3.6. Survival Analysis

Next, we analyzed the survival of the patients depending on the total bacterial burden
in tumors, the content of Gram-positive and Gram-negative bacteria, as well as in combina-
tions with stromal markers using the construction of Kaplan-Meier survival curves. The
results are presented in Figure 5.
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Figure 5. Survival of patients with ESCC versus total bacterial burden (A), Gram-negative bacterial burden (B) and
Gram-positive bacterial burden (C). The differences were not statistically significant.

As can be seen from the graphs presented, the total bacterial burden is not a prognos-
tically significant parameter for ESCC. Next, we analyzed the survival rate depending on
the total bacterial burden and the phenotype of the tumor stroma. We have previously
shown that FoxP3 is a favorable prognostic marker for esophageal cancer [14]. There-
fore, we analyzed FoxP3 together with the bacterial burden and found that FoxP3 is a
marker of a favorable prognosis in the group of tumors with a high bacterial burden
(HR = 0.3534, p = 0.0441) (Supplementary Materials Figure S1). For other analyzed markers,
no correlations were found between survival and the bacterial burden.

Previous analysis revealed a correlation between the CD206 content in tumors and
the total bacterial burden [14]. However, the analysis of survival depending on the CD206
content, and the total bacterial burden did not reveal any patterns. We also showed that
in tumors characterized by a high content of CD206, Gram-positive bacteria predominate,
therefore we analyzed the survival in groups depending on the content of CD206 together
with gram+ or gram- microorganisms (Figure 6).
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Analysis of survival depending on the content of CD206 and gram-positive bacteria
revealed poor prognosis in the case of combination of high CD206 and high Gram+ (HR = 2.651,
p = 0.044) (Figure 6), while the most favorable prognosis was observed in the group with
high CD206/low Gram+ (Figure 6). Median survival in the group bacterial burden (gram+)
low/CD206 high was 53 months, while in bacterial burden (gram+) high/CD206 high it
was 20 months. Obtained data indicate that bacterial burden can be used as a prognostic
factor in the case of certain properties of tumor stromal cells. It has to be mentioned here
that the sample size for this analysis was quite small, since survival data was only available
for 42 patients and five patients were excluded, since they died within 2 months after
surgery. Analysis of larger samples may reveal more correlations.
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4. Discussion

EC is considered to be a quite common malignant neoplastic disease. Most patients
die within a year after the diagnosis is made, as it is often detected at a later stage. There are
two main subtypes of esophageal cancer-esophageal squamous cell carcinoma (ESCC) and
esophageal adenocarcinoma (EAC), each with known risk factors and pathological features.
ESCC accounts for up to 90% of esophageal cancers worldwide. Despite recent advances in
diagnosis and therapy, the prognosis for esophageal cancer remains poor. Despite the fact
that ESCC accounts for 90% of cases of this form of cancer, most of the microbiome research
has mainly been conducted on adenocarcinomas. A very limited number of studies have
been devoted to the microbiome of ESCC.

The microbiome of the esophagus plays an important role both in a healthy organism
and in various pathologies. Previously, it was believed that the esophagus does not have its
own resident microbiome due to its structure and functional load. Forty one genera of six
main phyla have been found in esophagus, mainly Firmicutes, Bacteroidetes, Actinobacteria,
Proteobacteria, Fusobacteria, and TM7. The most common genus was Streptococcus [28].

In a healthy organism, the esophageal microbiome is generally similar in composition
to the oral microbiome and consists of six phyla: Firmicutes; Bacteroidetes; Actinobacteria;
Proteobacteria; Fusobacteria; and TM7 [5]. A distinctive feature of the esophageal microbiome
is the absence of Spirochaetes [29]. It was found that representatives of the genus Strep-
tococcus are the most prevalent in the microbiome of the healthy esophagus [30]. Snider
et al. showed that there was no difference in microbial alpha diversity between the tissues
of the normal esophagus and Barrett’s esophagus, but there was evidence of a decrease
in diversity in EAC samples. They also found an increase in Proteobacteria along with a
decrease in Firmicutes in high grade adenocarcinoma and dysplasia samples, and these
tissues were characterized by an increase in Enterobacteriaceae and Akkermansia along with a
decrease in Veillonella [6]. Elliott et al. found a predominance of Lactobacillus fermentum in
EAC compared with tissue from healthy patients (p = 0.028) [7]. Li et al. demonstrated that
in comparison with the control group, in the samples of ESCC, the number of Fusobacteria
was higher (7.01 versus 1.66%, p = 0.039), and the number of Actinobacteria was lower
(1.61 versus 4.04%). They also concluded that monitoring the microbiota of the esophagus
may be an important method for predicting tumor recurrence after esophagostomy [31].
The role of Fusobacterium nucleatum as a promising prognostic biomarker for esophageal
cancer was discussed by Yamamura et al., who found that higher amount of F. nucleatum in
tumor tissue correlates with a poor prognosis and also activates CCL20, which promotes tu-
mor progression [8]. Similar to Helicobacter pylori, Campylobacter spp. may play a role in the
development of esophageal cancer through toxin-mediated inflammation [32]. However,
at present, the microbiome associated with esophageal cancer is not fully understood.

In this study we analyzed the microbiome composition of ESCC tumors in comparison
with normal tissues. We found that the predominant phyla of microorganisms found
in both tumors and conventionally normal tissue samples were Firmicutes; Proteobacte-
ria; Actinobacteria; Gemmatimonadetes and Bacteroidetes; which is consistent with available
studies [33]. Like Wang et al., we showed no α diversity between the tumor group and
normal esophageal tissue [33]. The lack of differences in alpha diversity between similar
groups was also demonstrated by other researchers [34]. Further, after performing analysis
at the level of genera, we showed that only bacteria of the genus Staphylococcus differ
in the groups of tumors and normal tissues. Species analysis revealed that the bacteria
of the genus Staphylococcus are represented by two species: Staphylococcus warneri and
Staphylococcus pasteuri. The predominance of Staphylococcus warneri in tumors over normal
tissue has been described for gastric cancer [35]. For esophageal cancer, no differences in
the relative abundance of bacteria of these species have been previously described. The
main limitation of this and similar studies is the usage of FFPE tissues for the isolation of
DNA. However, as demonstrated in previous studies [19], this type of clinical material is
suitable for metagenome sequencing.
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Bacteria inhabiting tumors, on the one hand, can affect the tumor cells themselves by
production of certain toxins or through certain oncogenic factors [36,37]. Also, they can
influence the immune cells of the microenvironment [38]. Therefore, at the next stage of
the work, we assessed the relationship between the microbiological and immunological
components of esophageal tumors. We found a significant correlation between the level
of bacterial burden and the phenotype of the tumor stroma. Namely, a group of tumors
characterized by a high expression of CD206 (r = −0.3976, p = 0.0056) in the stroma and
iNOS (r = −0.2953, p = 0.0439) in tumor cells is characterized by a higher bacterial burden
as a whole. An interesting question is what causes such increase of bacterial burden? The
first possible option is that a change in the composition of the tumor microbiome is due
to the dominance of certain genera that leads to changes in the composition of the tumor
microenvironment. It can be also hypothesized that qualitative and quantitative changes in
the tumor microbiome are due to specific phenotype of the tumor stroma.

We have shown here that tumors generally have a greater number of gram-positive bac-
teria. Further, we established that in the group with a high content of CD206+ macrophages,
there is also a predominance of gram-positive bacteria over gram-negative ones. Various
studies show that gram-positive organisms are the leading cause of the invasive bacterial
disease in patients with cancer. Immunosuppression induced by the underlying cancer or
its attendant therapy synergize to make cancer patients particularly susceptible to Gram-
positive infections. A broad range of Gram-positive bacteria cause serious infections in the
cancer patient with the greatest burden of disease being due to staphylococci, streptococci,
and enterococci [39].

Thus, for squamous cell carcinoma of the esophagus, two types of tumors can be
identified, which significantly differ in their prognosis. Both types show high content of
CD206+ macrophages, but differ in the content of Gram-positive bacteria. The first type is
characterized by a high bacterial burden and has a poor prognosis. These tumors are domi-
nated by gram-positive bacteria, which apparently determines their “immunosuppressive”
phenotype. The predominance of gram-positive bacteria occurs due to a decrease in the
relative abundance of Gram-negative microorganisms in this group of tumors (for example,
the genus Gemmatimonas, r = −0.742, p = 0.033). The second type of tumors is characterized
by a low gram-positive bacterial burden and favorable prognosis. This group of tumors is
characterized by an association between the relative abundance of Gram-negative bacteria
(r = −0.83, p = 0.013) and their total number in the tumor (r = −0.76, p = 0.029) and the
amount of iNOS. Namely, the predominance of gram-negative bacteria in this type of
tumor promotes an increase in iNOS expression and an active inflammatory response,
which ultimately may contribute to a favorable prognosis. Thus, a detailed study of the
tumor microenvironment and the composition of the microbiome moves researchers closer
to real personalization in oncological practice.

In conclusion, the presented data indicate that the sole analysis of the tumor micro-
biome is not sufficient to evaluate its prognostic significance. We established that the tumor
microbiome can be prognostically significant, when combined with the phenotype of tumor
associated macrophages. Thus, a detailed study of the tumor microenvironment together
with the composition of the microbiome moves researchers closer to real personalization in
oncological practice.

Supplementary Materials: The following are available online at https://www.mdpi.com/article/
10.3390/biomedicines9070743/s1, Supplementary Table S1: Taxonomic composition by genus (%),
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p-value, Supplementary Figure S1: Prognostic value of bacterial burden/FoxP3 positive cells ratio
in ESCC.

Author Contributions: O.K.—performed experiments, analyzed data, writing—original draft prepa-
ration; P.P., M.R., D.S., A.P. (Anatoly Petrenko), V.M.—performed experiments; V.K.—performed
high throughput sequencing experiments; Y.K.—bioinformatic analysis; A.P. (Andrey Plotnikov)—
supervision of microbiological studies, bioinformatic analysis, writing—review and editing; A.G.—

https://www.mdpi.com/article/10.3390/biomedicines9070743/s1
https://www.mdpi.com/article/10.3390/biomedicines9070743/s1


Biomedicines 2021, 9, 743 14 of 15

supervision, study conceptualization, writing—review and editing. All authors have read and agreed
to the published version of the manuscript.

Funding: This work was supported by the Russian Foundation for Basic Research, grant number
18-29-09069.

Institutional Review Board Statement: The study was conducted according to the guidelines of the
Declaration of Helsinki, and approved by the Institutional Review Board (or Ethics Committee) of
N.N. Blokhin Cancer Research Center (approved on 1 October 2019).

Informed Consent Statement: Informed consent was obtained from all subjects involved in the study.

Data Availability Statement: Unless otherwise stated in Materials and Methods sections data are
available from the lab upon reasonable request.

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

References
1. Bray, F.; Ferlay, J.; Soerjomataram, I.; Siegel, R.L.; Torre, L.A.; Jemal, A. Global cancer statistics 2018: GLOBOCAN estimates of

incidence and mortality worldwide for 36 cancers in 185 countries. CA Cancer J. Clin. 2018, 68, 394–424. [CrossRef]
2. Glenn, T.F. Esophageal cancer. Facts, figures, and screening. Gastroenterol. Nurs. 2001, 24, 271–273; quiz 274–275. [CrossRef]
3. Tang, X.; Zhou, X.; Li, Y.; Tian, X.; Wang, Y.; Huang, M.; Ren, L.; Zhou, L.; Ding, Z.; Zhu, J.; et al. A Novel Nomogram and Risk

Classification System Predicting the Cancer-Specific Survival of Patients with Initially Diagnosed Metastatic Esophageal Cancer:
A SEER-Based Study. Ann. Surg. Oncol. 2019, 26, 321–328. [CrossRef] [PubMed]

4. Wroblewski, L.E.; Peek, R.M., Jr.; Wilson, K.T. Helicobacter pylori and gastric cancer: Factors that modulate disease risk. Clin.
Microbiol. Rev. 2010, 23, 713–739. [CrossRef] [PubMed]

5. Benitez, A.J.; Hoffmann, C.; Muir, A.B.; Dods, K.K.; Spergel, J.M.; Bushman, F.D.; Wang, M.L. Inflammation-associated microbiota
in pediatric eosinophilic esophagitis. Microbiome 2015, 3, 23. [CrossRef]

6. Snider, E.J.; Compres, G.; Freedberg, D.E.; Khiabanian, H.; Nobel, Y.R.; Stump, S.; Uhlemann, A.C.; Lightdale, C.J.; Abrams, J.A.
Alterations to the Esophageal Microbiome Associated with Progression from Barrett’s Esophagus to Esophageal Adenocarcinoma.
Cancer Epidemiol. Biomark. Prev. 2019, 28, 1687–1693. [CrossRef]

7. Elliott, D.R.F.; Walker, A.W.; O’Donovan, M.; Parkhill, J.; Fitzgerald, R.C. A non-endoscopic device to sample the oesophageal
microbiota: A case-control study. Lancet Gastroenterol. Hepatol. 2017, 2, 32–42. [CrossRef]

8. Yamamura, K.; Baba, Y.; Nakagawa, S.; Mima, K.; Miyake, K.; Nakamura, K.; Sawayama, H.; Kinoshita, K.; Ishimoto, T.; Iwatsuki,
M.; et al. Human Microbiome Fusobacterium Nucleatum in Esophageal Cancer Tissue Is Associated with Prognosis. Clin. Cancer
Res. 2016, 22, 5574–5581. [CrossRef]

9. Schumacher, K.; Haensch, W.; Roefzaad, C.; Schlag, P.M. Prognostic significance of activated CD8(+) T cell infiltrations within
esophageal carcinomas. Cancer Res. 2001, 61, 3932–3936.

10. Kato, T.; Noma, K.; Ohara, T.; Kashima, H.; Katsura, Y.; Sato, H.; Komoto, S.; Katsube, R.; Ninomiya, T.; Tazawa, H.; et al.
Cancer-Associated Fibroblasts Affect Intratumoral CD8(+) and FoxP3(+) T Cells Via IL6 in the Tumor Microenvironment. Clin.
Cancer Res. 2018, 24, 4820–4833. [CrossRef]

11. Chen, X.; Wang, L.; Li, P.; Song, M.; Qin, G.; Gao, Q.; Zhang, Z.; Yue, D.; Wang, D.; Nan, S.; et al. Dual TGF-beta and PD-1
blockade synergistically enhances MAGE-A3-specific CD8(+) T cell response in esophageal squamous cell carcinoma. Int. J.
Cancer 2018, 143, 2561–2574. [CrossRef]

12. Ichihara, F.; Kono, K.; Takahashi, A.; Kawaida, H.; Sugai, H.; Fujii, H. Increased populations of regulatory T cells in peripheral
blood and tumor-infiltrating lymphocytes in patients with gastric and esophageal cancers. Clin. Cancer Res. 2003, 9, 4404–4408.
[PubMed]

13. Vacchelli, E.; Semeraro, M.; Enot, D.P.; Chaba, K.; Poirier Colame, V.; Dartigues, P.; Perier, A.; Villa, I.; Rusakiewicz, S.; Gronnier, C.;
et al. Negative prognostic impact of regulatory T cell infiltration in surgically resected esophageal cancer post-radiochemotherapy.
Oncotarget 2015, 6, 20840–20850. [CrossRef] [PubMed]

14. Kovaleva, O.V.; Rashidova, M.A.; Samoilova, D.V.; Podlesnaya, P.A.; Mochalnikova, V.V.; Gratchev, A. Immunosuppressive
Phenotype of Esophagus Tumors Stroma. Anal. Cell Pathol. 2020, 2020, 5424780. [CrossRef]

15. Li, J.; Xie, Y.; Wang, X.; Li, F.; Li, S.; Li, M.; Peng, H.; Yang, L.; Liu, C.; Pang, L.; et al. Prognostic impact of tumor-associated
macrophage infiltration in esophageal cancer: A meta-analysis. Future Oncol. 2019, 15, 2303–2317. [CrossRef]

16. Hu, J.M.; Liu, K.; Liu, J.H.; Jiang, X.L.; Wang, X.L.; Chen, Y.Z.; Li, S.G.; Zou, H.; Pang, L.J.; Liu, C.X.; et al. CD163 as a marker of
M2 macrophage, contribute to predicte aggressiveness and prognosis of Kazakh esophageal squamous cell carcinoma. Oncotarget
2017, 8, 21526–21538. [CrossRef] [PubMed]

17. Cao, W.; Peters, J.H.; Nieman, D.; Sharma, M.; Watson, T.; Yu, J. Macrophage subtype predicts lymph node metastasis in
oesophageal adenocarcinoma and promotes cancer cell invasion in vitro. Br. J. Cancer 2015, 113, 738–746. [CrossRef]

http://doi.org/10.3322/caac.21492
http://doi.org/10.1097/00001610-200111000-00002
http://doi.org/10.1245/s10434-018-6929-0
http://www.ncbi.nlm.nih.gov/pubmed/30357578
http://doi.org/10.1128/CMR.00011-10
http://www.ncbi.nlm.nih.gov/pubmed/20930071
http://doi.org/10.1186/s40168-015-0085-6
http://doi.org/10.1158/1055-9965.EPI-19-0008
http://doi.org/10.1016/S2468-1253(16)30086-3
http://doi.org/10.1158/1078-0432.CCR-16-1786
http://doi.org/10.1158/1078-0432.CCR-18-0205
http://doi.org/10.1002/ijc.31730
http://www.ncbi.nlm.nih.gov/pubmed/14555512
http://doi.org/10.18632/oncotarget.4428
http://www.ncbi.nlm.nih.gov/pubmed/26369701
http://doi.org/10.1155/2020/5424780
http://doi.org/10.2217/fon-2018-0669
http://doi.org/10.18632/oncotarget.15630
http://www.ncbi.nlm.nih.gov/pubmed/28423526
http://doi.org/10.1038/bjc.2015.292


Biomedicines 2021, 9, 743 15 of 15

18. Maniecki, M.B.; Etzerodt, A.; Ulhoi, B.P.; Steiniche, T.; Borre, M.; Dyrskjot, L.; Orntoft, T.F.; Moestrup, S.K.; Moller, H.J. Tumor-
promoting macrophages induce the expression of the macrophage-specific receptor CD163 in malignant cells. Int. J. Cancer 2012,
131, 2320–2331. [CrossRef]

19. Kovaleva, O.; Podlesnaya, P.; Rashidova, M.; Samoilova, D.; Petrenko, A.; Zborovskaya, I.; Mochalnikova, V.; Kataev, V.; Khlopko,
Y.; Plotnikov, A.; et al. Lung Microbiome Differentially Impacts Survival of Patients with Non-Small Cell Lung Cancer Depending
on Tumor Stroma Phenotype. Biomedicines 2020, 8, 349. [CrossRef]

20. Conway Morris, A.; Gadsby, N.; McKenna, J.P.; Hellyer, T.P.; Dark, P.; Singh, S.; Walsh, T.S.; McAuley, D.F.; Templeton, K.;
Simpson, A.J.; et al. 16S pan-bacterial PCR can accurately identify patients with ventilator-associated pneumonia. Thorax 2017, 72,
1046–1048. [CrossRef]

21. Klindworth, A.; Pruesse, E.; Schweer, T.; Peplies, J.; Quast, C.; Horn, M.; Glockner, F.O. Evaluation of general 16S ribosomal RNA
gene PCR primers for classical and next-generation sequencing-based diversity studies. Nucleic Acids Res. 2013, 41, e1. [CrossRef]

22. Zhang, J.; Kobert, K.; Flouri, T.; Stamatakis, A. PEAR: A fast and accurate Illumina Paired-End reAd mergeR. Bioinformatics 2014,
30, 614–620. [CrossRef]

23. Bolger, A.M.; Lohse, M.; Usadel, B. Trimmomatic: A flexible trimmer for Illumina sequence data. Bioinformatics 2014, 30, 2114–2120.
[CrossRef] [PubMed]

24. Edgar, R.C. UPARSE: Highly accurate OTU sequences from microbial amplicon reads. Nat. Methods 2013, 10, 996–998. [CrossRef]
[PubMed]

25. Edgar, R.C. UCHIME2: Improved chimera prediction for amplicon sequencing. BioRxiv 2016, 074252. [CrossRef]
26. Wang, Q.; Garrity, G.M.; Tiedje, J.M.; Cole, J.R. Naive Bayesian classifier for rapid assignment of rRNA sequences into the new

bacterial taxonomy. Appl. Environ. Microbiol. 2007, 73, 5261–5267. [CrossRef] [PubMed]
27. Dhariwal, A.; Chong, J.; Habib, S.; King, I.L.; Agellon, L.B.; Xia, J. MicrobiomeAnalyst: A web-based tool for comprehensive

statistical, visual and meta-analysis of microbiome data. Nucleic Acids Res. 2017, 45, W180–W188. [CrossRef] [PubMed]
28. Pei, Z.; Bini, E.J.; Yang, L.; Zhou, M.; Francois, F.; Blaser, M.J. Bacterial biota in the human distal esophagus. Proc. Natl. Acad. Sci.

USA 2004, 101, 4250–4255. [CrossRef]
29. Fillon, S.A.; Harris, J.K.; Wagner, B.D.; Kelly, C.J.; Stevens, M.J.; Moore, W.; Fang, R.; Schroeder, S.; Masterson, J.C.; Robertson,

C.E.; et al. Novel device to sample the esophageal microbiome—The esophageal string test. PLoS ONE 2012, 7, e42938. [CrossRef]
30. Harris, J.K.; Fang, R.; Wagner, B.D.; Choe, H.N.; Kelly, C.J.; Schroeder, S.; Moore, W.; Stevens, M.J.; Yeckes, A.; Amsden, K.; et al.

Esophageal microbiome in eosinophilic esophagitis. PLoS ONE 2015, 10, e0128346. [CrossRef] [PubMed]
31. Li, D.; He, R.; Hou, G.; Ming, W.; Fan, T.; Chen, L.; Zhang, L.; Jiang, W.; Wang, W.; Lu, Z.; et al. Characterization of the Esophageal

Microbiota and Prediction of the Metabolic Pathways Involved in Esophageal Cancer. Front. Cell. Infect. Microbiol. 2020, 10, 268.
[CrossRef]

32. Lin, E.W.; Karakasheva, T.A.; Hicks, P.D.; Bass, A.J.; Rustgi, A.K. The tumor microenvironment in esophageal cancer. Oncogene
2016, 35, 5337–5349. [CrossRef] [PubMed]

33. Wang, Q.; Rao, Y.; Guo, X.; Liu, N.; Liu, S.; Wen, P.; Li, S.; Li, Y. Oral Microbiome in Patients with Oesophageal Squamous Cell
Carcinoma. Sci. Rep. 2019, 9, 19055. [CrossRef]

34. Nasrollahzadeh, D.; Malekzadeh, R.; Ploner, A.; Shakeri, R.; Sotoudeh, M.; Fahimi, S.; Nasseri-Moghaddam, S.; Kamangar, F.;
Abnet, C.C.; Winckler, B.; et al. Variations of gastric corpus microbiota are associated with early esophageal squamous cell
carcinoma and squamous dysplasia. Sci. Rep. 2015, 5, 8820. [CrossRef] [PubMed]

35. Gunathilake, M.; Lee, J.; Choi, I.J.; Kim, Y.I.; Yoon, J.; Sul, W.J.; Kim, J.F.; Kim, J. Alterations in Gastric Microbial Communities Are
Associated with Risk of Gastric Cancer in a Korean Population: A Case-Control Study. Cancers 2020, 12, 2619. [CrossRef]

36. Buc, E.; Dubois, D.; Sauvanet, P.; Raisch, J.; Delmas, J.; Darfeuille-Michaud, A.; Pezet, D.; Bonnet, R. High prevalence of
mucosa-associated E. coli producing cyclomodulin and genotoxin in colon cancer. PLoS ONE 2013, 8, e56964. [CrossRef]
[PubMed]

37. Rubinstein, M.R.; Wang, X.; Liu, W.; Hao, Y.; Cai, G.; Han, Y.W. Fusobacterium nucleatum promotes colorectal carcinogenesis by
modulating E-cadherin/beta-catenin signaling via its FadA adhesin. Cell Host Microbe 2013, 14, 195–206. [CrossRef]

38. Dalmasso, G.; Cougnoux, A.; Delmas, J.; Darfeuille-Michaud, A.; Bonnet, R. The bacterial genotoxin colibactin promotes colon
tumor growth by modifying the tumor microenvironment. Gut Microbes 2014, 5, 675–680. [CrossRef] [PubMed]

39. Holland, T.; Fowler, V.G., Jr.; Shelburne, S.A., 3rd. Invasive gram-positive bacterial infection in cancer patients. Clin. Infect. Dis.
2014, 59 (Suppl. 5), S331–S334. [CrossRef]

http://doi.org/10.1002/ijc.27506
http://doi.org/10.3390/biomedicines8090349
http://doi.org/10.1136/thoraxjnl-2016-209065
http://doi.org/10.1093/nar/gks808
http://doi.org/10.1093/bioinformatics/btt593
http://doi.org/10.1093/bioinformatics/btu170
http://www.ncbi.nlm.nih.gov/pubmed/24695404
http://doi.org/10.1038/nmeth.2604
http://www.ncbi.nlm.nih.gov/pubmed/23955772
http://doi.org/10.1101/074252
http://doi.org/10.1128/AEM.00062-07
http://www.ncbi.nlm.nih.gov/pubmed/17586664
http://doi.org/10.1093/nar/gkx295
http://www.ncbi.nlm.nih.gov/pubmed/28449106
http://doi.org/10.1073/pnas.0306398101
http://doi.org/10.1371/journal.pone.0042938
http://doi.org/10.1371/journal.pone.0128346
http://www.ncbi.nlm.nih.gov/pubmed/26020633
http://doi.org/10.3389/fcimb.2020.00268
http://doi.org/10.1038/onc.2016.34
http://www.ncbi.nlm.nih.gov/pubmed/26923327
http://doi.org/10.1038/s41598-019-55667-w
http://doi.org/10.1038/srep08820
http://www.ncbi.nlm.nih.gov/pubmed/25743945
http://doi.org/10.3390/cancers12092619
http://doi.org/10.1371/journal.pone.0056964
http://www.ncbi.nlm.nih.gov/pubmed/23457644
http://doi.org/10.1016/j.chom.2013.07.012
http://doi.org/10.4161/19490976.2014.969989
http://www.ncbi.nlm.nih.gov/pubmed/25483338
http://doi.org/10.1093/cid/ciu598

	Introduction 
	Materials and Methods 
	Ethics Statement 
	Study Population 
	Immunohistochemical Study 
	Quantitative PCR (qPCR) 
	16S rRNA Gene Library Preparation and MiSeq Sequencing 
	Bioinformatics Treatment 
	Statistical Analyses 

	Results 
	Clinical Samples 
	Characterization of Esophageal Bacterial Communities 
	Gram+ and Gram- Bacteria Relative Abundance 
	Alpha-Diversity Depends on Tumor Stroma Phenotype 
	Correlation and Survival Analysis of Bacterial Burden and Stroma 
	Survival Analysis 

	Discussion 
	References

