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[ Abstract ]

In recent years, the effect of intestinal flora on atrial fibrillation has attracted clinical attention. This paper mainly analyzed

. .1,2
Jiawei" ",

Atrial fibrillation with a complicated pathogenesis, is the most common clinical persistent arrhythmia.

the relationship between intestinal flora and atrial fibrillation and its possible mechanism, and found that, the way microbiota
dysbiosis regulating atrial fibrillation is thought to be mainly mediated by microbiota metabolites. Among them, lipopolysaccharide
(LPS) and trimethylamine—-N-oxide (TMAO) may mediate atrial remodeling through inflammatory pathways such as "NLRP3-
IL-1B -L~type calcium channel" pathway and/or through its effect on cardiac autonomic nervous system, eventually initiating
and promoting atrial fibrillation. Although the current understanding of effect of intestinal flora on atrial fibrillation is relatively
limited, existing studies have already suggested that key substances such as LPS and TMAO may become new targets for atrial
fibrillation treatment.
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