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Abstract: Objective By using high throughput sequencing to detect the intestinal flora of patients with gastric cancer,
and to explore its distribution and the characteristics of flora function. Methods  According to the inclusion and
exclusion criteria, 42 patients with gastric adenocarcinoma admitted to the First Affiliated Hospital of Hebei North
University from 2019 to 2021 were selected as the research subjects, and 30 gender- and age-matched healthy volunteers
were recruited as the control group. Fecal samples were collected for extracting DNA in two groups. Microbial populations
were analyzed using 16S ribosomal DNA amplicon pyrosequencing. PICRUSt2 ( Phylogenetic Investigation of
Communities by Reconstruction of Unobserved States) was used to identify functional differences of flora. Results

Compared with control group, the abundance of Bacteroidetes decreased, while the abundance of Proteobacteria and
Actinobacteria increased significantly in research group (1=4.491, 1.491, 3.369, P<0.05). The results of o diversity
analysis showed that Chaol index was increased, while Shannon diversity index was decreased in gastric cancer patients
(t=10.884,9.953, P<0.01). Principal co-ordinates analysis (PCoA) showed the differences in the structure of flora
between two groups. Linear discriminant analysis (LDA) effect size ( LEfSe) analysis showed that the abundance of
Escherichia-Shigella in gastric cancer patients was significantly higher than that in control group, while Bacteroides and
Lactobacilli were significantly lower than those in control group (LDA=3, P<0.05). Kyoto Encyclopedia of Genes and
Genomes (KEGG) showed the differences in gut microbiota metabolism between two groups. Conclusion The diversity

and structure of intestinal flora in patients with gastric cancer are different from those in healthy people, suggesting that

DOI.:

10. 13429/j. enki. cjer. 2022. 03. 002

EEWR: Wity DATREESIIH (20180829) 5 sk N MR A (1521023D)
BEEE: 2%, E-mail; shuguangli6688@ 126. com

- 303 -

= .

R TR 20 2 I R AR Y S A R P TR AR TR AT

China



- 304 - H [ e PR

2022 423 A% 35445 3] Chin J Clin Res, March 2022, Vol.35, No.3

intestinal flora may be involved in the occurrence of gastric cancer.
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Fig. 1 Comparison of dominant microphyla between
gastric cancer patients and healthy controls
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composition between the two groups based on PCoA
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