FOERRE 2024458 $315 £ 5 251784

- RE

B R AKX 2B R PR B E £V W E S @R AR

EOE OE B MTIBE # ok x #
FRERERRA S RYIEERR 5 RBIE (% R 518000)

(BE] BN BILB2ABRFEESRREAMNTERRYN, REANBIFASEYHESEREXERRE

IR, 53k B BB EEF16S rRNATIFEXT 28 48

REZENRBRESEEVERHNFRERBERS N BNRNATF, SR BRFSEVERFARSEE TR, MARER]. WEHEIFIEARE
L. LWBRMERFAEEEEBE)BNERANAEBE ) EBEENERREIZERAN, £YHESERASES. it BRFERESREADER
HERBE, BEEEAEEDETHERAHERIZMEIAND B

[x%3F) ¥EPRIR; MEEEE, =@=2NRF; 16SrRNA; BShER
[FE¥%S] R587.1

[ERTRIRES] A

[(E£mE] XPAXEFEBRETMESE(2020R01018)(2021R01008)
DOI:10.3969/j.issn.1009-3257.2024.5.040

The Impact of Dysbiosis of Gut Microbiota on the Circadian
Signaling Pathway in Patients with Type 2 Diabetes*
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Abstract: Objective This study aims to explore the effects of gut microbiota on the expression of host circadian signaling pathway-related genes by
comparing the gut microbiota of patients with type 2 diabetes and healthy individuals, Methods Gut microbiota 16S rRNA sequencing was
performed on patients with type 2 diabetes and healthy volunteers, as well as on mice after fecal microbiota transplantation. RNA sequencing
was conducted on the mice after transplantation, Results The gut microbiota of patients with type 2 diabetes exhibited not only reduced diversity
but also significant decreases in the abundance of Firmicutes and Bacteroidetes. Comparative analysis of gene expression after fecal microbiota
transplantation in mice from patients with diabetes and healthy individuals revealed a significant enrichment of the circadian signaling pathway,
Conclusion There are notable differences in gut microbiota between patients with type 2 diabetes and healthy individuals, and gut microbiota may
influence host endocrine function by regulating clock gene metabolic pathways.
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