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Effects of intestinal flora and microRNA dysregulation on slow
transit constipation®
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Abstract: Slow transit constipation is a common clinical disease, and its patients are often accompanied by
changes in intestinal flora. The intestinal flora plays an important role in maintaining human health. If the structure
and function of the intestinal flora changes, and the intestinal flora is disturbed, it may cause diseases such as
constipation. MicroRNA is small non-coding RNA that act as post-transcriptional regulators of gene expression
levels and regulate protein expression in all cells, including the gastrointestinal tract. The regulation of microRNA at
the gene level affects almost all biological processes in the body. Studies have shown that intestinal flora can regulate
the expression of host genes through microRNA, and the host microRNA can also regulate the growth and gene

expression of bacterial flora. Intestinal flora and microRNAs play an important role in maintaining intestinal
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homeostasis and preventing related diseases. This article reviews the research progress of the effects of intestinal

microbiota and host microRNA on slow transit constipation.

Keywords: slow transit constipation; gastrointestinal microbiome; microRNA
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