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Study on Effects of Gut Microbiota of Qi Deficiency and Blood Stasis Syndrome Ischemic Stroke

Rats on the Absorption of Effective Ingredients in Buyang Huanwu Decoction

WU Wanfeng, CHENG Cheng, NIE Huifang, SUN Yihang, LUO Ning, JIANG Chengiing, CHENG Shaowu®*, GE Jinwen*
(College of Integrated Traditional Chinese and Western Medicine, Hunan University of Chinese
Medicine, Changsha, Hunan 410208, China)

(Abstract] Objective To explore the absorption of drug components of Buyang Huanwu Decoction under the
intestinal micro—ecological environment of rats with ischemic stroke of Qi deficiency and blood stasis syndrome. Methods We
established the rat models of Qi deficiency and blood stasis syndrome of ischemic stroke by exhausting swimming method combined
with thread embolism. The model group and the sham operation group were gavaged with Buyang Huanwu Decoction at 1 h, 24 h
and 48 h after operation. After 72 hours, cecal feces samples were taken for 16S rRNA gene sequencing. After collection and
separation of plasma, non—targeted metabolomics of liquid chromatography—mass spectrometry was used to detect plasma metabolites.
Difference analysis and correlation analysis of intestinal flora and plasma metabolites were performed. Results There were
significant differences between the 2 groups in the gut microbiota composition structure and the plasma metabolic profiles. Betaine,

a—ionone, methyl gallic acid -O —sulfate, arabinose, palmitic acid, decursinol in rat models of Qi deficiency and blood stasis
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syndrome of ischemic stroke were significantly up-regulated (P<0.05), and vidarabine, 3-O-methyl gallic acid were significantly down—

regulated (P<005). In addition to 3—o-methyl gallic acid, the differences of other 7 drug components were correlated with gut microbiota.

Conclusion The difference of gut microbiota in rats with Qi deficiency and blood stasis syndrome of ischemic stroke affected

absorption of Buyang Huanwu Decoction in intestinal tract.

(Keywords] ischemic stroke; Qi deficiency and blood stasis syndrome; Buyang Huanwu Decoction; gut microbiota; metabolites
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