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[Abstract]  Objective To explore the evolution of intestinal flora in rats during natural aging. Methods Five 8-month-old
male rats were raised without specific pathogenic bacteria. At the age of 19, 20, 21, 22, 23 and 24 months, the abundance
and diversity of their intestinal flora were detected by 16s ribosomal RNA (16s rRNA) . Results The abundance and diversity
of intestinal flora in rats decreased with increasing age. The composition of intestinal flora of 19-21 month-old rats was similar,
with predominating Firmicutes and Bacteroides, equally. The relative abundance of Firmicutes in 22-24 month-old rats
decreased, while Bacteroides increased significantly. The differences of intestinal flora of rats at different months of age were
mainly in Firmicutes . Bacteroides, Actinobacteria and Proteobacteria. Older rats had lower abundance of probiotic bacteria
and higher abundance of pathogenic bacteria in the intestinal flora with aging. Conclusions The abundance and diversity of
intestinal flora of rats change during the natural aging, providing data reference for the research of intestinal flora and diseases
in elderly rats and people.
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