Bl AR 5044 35 2025 FE55 9 i 2 1

International Journal of Clinical Research https://ijcr.oajrc.org/

KB REBEHEERHRFHED

L, B !, TEE, BRA!, Fiok!, R &2, H RY

'KEKRF =@ KRHE
PKERFE_HMEER =HEW

[#HZE] B KB EAERFEME R ZEMBIERIT G 04, THRRXBHLEAEZHERAFRIE. TE
JCSE 2022 09 A £ 2023 4 12 A5 T R K F 5 B EIZ5F A thHEAR B K 8 7 B8 B R 2048 kA & 64
£42H A, 8L 16SIDNA A R M) 5 &3t 18 B 250 5 AR BEAT 47 AR SRt B aaart, KM 8 Rie
AAMHENGHERAFSHFRRFEN TR, £ITKF, MAARTRANEHA T FESS, BAFTAN
AARTFRIEAK: B R, MR AR R EE FHE KIATH-E W E B R E A A B AR AT £ 25,
ELEMREBAITIEATR BT FE SR, EXEFTHREA . EREA. KEHA. T4 F R F= Parasutterella B A %
BEH. G AANMERNEEMERABRSZHERRFEEEZRY, WREE. HEAH EF TR E & AR
B, A RBHERNILRAEATEZE L,

[c8im) KXmE R, MiEHZ; 16SIDNA NSk, EAMMER; WA

[(EE€MB)l =@ A HxF TA5HckemB (2024Y920)

[FsHERY 202541 A 6 A [EFIEHA) 20252 A 78 [DOI] 10.12208/j.ijcr.20250065

Characteristic analysis of intestinal flora in patients with large intestine polyp
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[ Abstract] Objective To analyze the structural characteristics of intestinal flora in patients with colorectal polyps,
and to understand the characteristics of intestinal flora in patients with colorectal polyps. Methods Stool samples of patients
with large intestine polyps meeting the ataxic standard and healthy physical examination subjects were collected from
September 2022 to December 2023 in the Second Affiliated Hospital of Dali University, and the intestinal flora sequencing
data were analyzed by 16SrDNA gene sequencing method. Results Compared with the healthy control group, the diversity
and abundance of intestinal flora decreased in both primary and recurrent intestinal polyps. At the phylum level, the relative
abundance of Proteobacteria increased in the initial and recurrent groups, while the relative abundance of Bacteroidetes
decreased. At the genus level, the relative abundences of Escherichia coli Shigella, Streptococcus and Rumen cocci
increased in the initial and recurrent groups, while the relative abundences of Praxobacter and Agarose decreased.
Enterococcus, streptococcus, actinomyces, Rombuzia and Parasutterella were dominant groups in the recurrence group.
Conclusion The diversity and abundance of intestinal flora decreased significantly in patients with recurrent intestinal
polyps, and Enterococcus, actinomyces and Rombuzia were the dominant flora, which is of great significance for the
prevention of recurrence of colorectal polyps.
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