Advances in Clinical Medicine I|fiRE2£3EFE, 2025, 15(3), 56-61 Hans X
Published Online March 2025 in Hans. https://www.hanspub.org/journal/acm
https://doi.org/10.12677/acm.2025.153586

MEEFHINESS R AEXERRHTR

B GARF IR ERE S SR, B B E RS

ks H B 20254F1H28H; FHHEM: 202542 H21H; KA HM: 202543 H4H

wm B

FBEMAEN —BERARRIER “RESE” , EREPARERTIREESTERKTIR. TFEKHT
AR, FEMAES S SRR RFE—E MY, MHEMES S5 R E N2 RIHERHEL B
MAMRL. SR RAR—ME RKELERRK, RARRBENR. EMISIHRAKHIEREER
BFE, MEREEBRELSRAEBERA, S ANEERARBRREE. TEEMENRIIES RS
SRR, —BRRE, BMESKE, #IilE—RIGEEZRMUAKRELEKR,

XKiEid
PRiEER, B W, JERE

Research Progress on the Correlation
between Changes in Intestinal Microbiota
and Colon Polyps

Aierxiati Rehemanjiang, Yong Lei, Rousidan Tuerdi

Department of General Surgery, Urumgqi Friendship Hospital, Urumgqi Xinjiang

Received: Jan. 28™, 2025; accepted: Feb. 21%, 2025; published: Mar. 4t, 2025

Abstract

Gut microbes have long been considered the “invisible organs” of the body and play an irreplaceable
function in maintaining human health. Recent studies have found some correlation between intes-
tinal microecology and various diseases, and the correlation between intestinal microecology and
colon polyps is a current research hotspot. Colonic polyps are a common digestive tract disease, and
their incidence increases year by year. It will not only cause damage to the patient’s intestinal function,

CEGIH: WRER-RE ST, &5, AT R BRI, i R O S A B A S E RTE TR R )], I RS 2
R, 2025, 15(3): 56-61. DOI: 10.12677/acm.2025.153586


https://www.hanspub.org/journal/acm
https://doi.org/10.12677/acm.2025.153586
https://doi.org/10.12677/acm.2025.153586
https://www.hanspub.org/

NURHEAR « BT 5%

but also cause some polyps to undergo malignant transformation, posing great harm to human
health. Intestinal microbes are the key components of various physiological activities of the body.
Once they are unbalanced, that is, the microecological imbalance, it will cause a series of pathophys-
iological changes in the intestinal tract and even the whole body.
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1.1. BBEERERLERR

JATE B REVE o AR AE NI R i) “38 87, RINUR R R S AT ke oy AR . AR
=R i T TR (SCEAS) TEME FR 73 R I PP S5 A T M v R 2 78 L FH [3] Sl S ma =M R (AR, A=
RS R =4, A RE R R, AT SRS MDA RS R AT R S AR 1 R [4) . BEE NI i b &4
21330 FANFER, FS T AREERLL 150~200 f5[5]. a4 ETE 3 KAEMAY, SfEREER,
I R A SR BUR R [6] . a6 2E B IAE AR A A, R pEfR S A EE/EM7]. Hargsem
Frig A S RREE . U, IR, LB PORE %, H DR AT E TN
(>98%) [8]. WAEKER kT B &5 2 VR S RDE H — A BRI . (R, UENA—E R ER, filn: 4
JEINRE R, WFAEMARAER.,. WERREYE, Mol e miRaE9].
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B R s BT 2 7 I E AR RIE4E e B L H A SRR A 450, TR R, 1]
MEAMRAF RS, o BIRMLEA R EER. RN EWSEE R BRS 5NIRE AR
YA, RIS, (R E TR TR ROAE AR A R A, T FLR T T AL A 2 i G
AR BE NI, JCH AN G e B S 2B AR A 5, BT EE A A [10] - il P 0 T AT L2
P RN TN, IO AT BB R Z A0 . SRR A A — e RE S L RE SN i
WIS R, TTASRE SN b B e Faes I AE 1] AT SR MI[12], Ml b R 4i i 5 id
BAR L A TR RSO 2200 Wil b B AR M xR B e E M U E e e, ELIE b e 240 P 5 A AR R
Fare, AT H UL B A 5 K B S E AN SR T, RIRZR SN S A DR et S PR A AR FE L
o PIERAEYIS FLAARH BA EEM AR . EAVERT UL B NSO R, 38 mT LA Bh 45
SERIIE BRI RE, SRR TR B AR 2R A BRI S BN 5 [13] o Wl K SRR AR 1K) AR BT 3 ke
B B R 4 P ANBBR , - AT B4 B BRI R R I TE B, B i e AR ) 5 46 o I R R A=
RIEATHEYIREZR, Hh IR B A SO R [14]
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W, EfEY) S CAP RIGE DM, Arifimt 72, M2 AR N K AEFR A O 18 B BB
B a8 COUSAT BRT) 32 5 KW JE PRI A IR S TE ARG, 17 LA B A B B 2 o il e R4 /R F [15] . K EF
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CRC (4 Bl 50 RAEAE A RAE I [42] SRATRTIIRT SO RN, Wil i A2 2R w] S B0 SCFASs A Rk
Dy AW RAE SN, HETT - EES B B A 2 K AR AR R R [43]. T R T ) NF-B, SRIEAD> RiT
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RREARIL, TR AN PP 1 S 00 KBS, i IR PRIAYT o R TR AR T 45 B B NI RCR B4
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