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Abstract: [ Objective] To analyze the difference in esophageal microbiome between the patients with esophageal squa-
mous cell carcinoma (ESCC group) and the healthy controls (HC group) , and to screen out the characteristic bacteria in
tumor tissues of patients with esophageal squamous cell carcinoma.[Methods] Esophageal tissues were collected from 105
patients with esophageal squamous cell carcinoma and 54 healthy controls. The total DNA of the samples was extracted
and the 16S rDNA V4 region was amplified by PCR, followed by high—throughput sequencing. The data were subjected to
OTU clustering and diversity analysis to screen the characteristic bacteria in the ESCC group. Finally, the screening re-
sults were to be verified by Q—PCR amplification.[ Results] Diversity analysis showed that there were differences in diversi-

ty and composition between the ESCC group and the HC group. Species analysis showed that the main components of micro-
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biome in the ESCC group were Fusobacterium, Gemella, Neisseria, Porphyromonas and Streptococcus. While in the HC

group the main components of microbiome were Fusobacterium, Actinobacillus, Streptococcus and Prevotella. The LEfSe

analysis showed that the expression of porphyrin and Fusobacteria in the ESCC group increased and the difference is statis-

tically significant (P<0.05). The results of Q—PCR showed that the presence of Porphyromonas gingivalis and Fusobacteri-

um nucleatum in the ESCC group significantly increased. [ Conclusions] Esophageal cancer has its characteristic flora com-

position. Porphyromonas gingivalis and Fusobacterium nucleatum in esophageal squamous cell carcinoma tumor tissue are

the characteristic bacteria.
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Table 1 Comparison of alpha diversity parameters between ESCC group and HC group

Groups PD_whole_tree Chaol Observed_species Shannon Simpson
EC 76.37+33.93 1348.41+528.52 1 074.40+521.92 5.45+0.85 0.91+0.05
HC 100.00+3.99 1 857+521.00 1 562.36+667.47 6.37+3.07 0.94+9.48
P >0.05 >0.05 >0.05 >0.05 >0.05

EC:esophageal cancer; HC: healthy control.
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Table 2 Copy numbers of Porphyromonas gingivalis and Fusobacterium nucleatum in ESCC group and EC group

(x £s)

Groups ESCC group

HC group

F. nucleatum

P. gingivalis

3.45x10*+1.41x10*
1.85x10°+1.52x10°

1.52%10*+9.41x10°
5.33%10’+79.56

EC: esophageal cancer; HC: healthy control.

#®3 ESCCHASECHAZFRINK B RE K BRI E X HEEHRE

Table 3 Copy numbers of Porphyromonas gingivalis and Fusobacterium nucleatum in ESCC group and EC group

(% )
Grps - TSI o 6 oy : P
F. nucleatum 52 4.11+0.22 3.94+0.17 2.067 0.047
P. gingivalis 52 3.16+0.30 2.72+0.66 9.679 <0.005

EC: esophageal cancer; HC: Healthy control.
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