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Compatibility of periplocin and Panax notoginseng saponins on intestinal flora
in SD rats by Real-time fluorescence quantitative PCR and High-throughput
sequencing
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Abstract: Objective To study the influence of combination of Panax notoginseng saponins (PNS) and periplocin on intestinal flora
in rats by using Illumina high-throughput sequencing and Real-time fluorescence quantitative PCR (qQRT-PCR). Methods Fifteen SD
rats were randomly divided into three groups: the periplocin single administration group (group A), compatibility group of periplocin
and low dose PNS (group B), compatibility group of periplocin and high dose PNS (group C). Periplocin 10 mg/kg, PNS 0.74 and
2.22 g/kg (corresponding to the compatibility ratio of Periplocae Cortex and Panax notoginseng 1:1 and 1:3, respectively) were
administered by ig for seven days. After seven days of administration, the fecal samples were collected and analyzed by qRT-PCR
and Illumina high-throughput sequencing. Results qThe qRT-PCR results showed that the bacterium number of total gut bacteria and
Bacteroidetes were significantly increased (P < 0.05 and 0.01), while the relative content of Lactobacillus was decreased in the
combination group, compared with Periplocin group. Illumina high-throughput sequencing results showed that, in terms of microbial
community structure, the relative abundance of Bacteroides was increased significantly and that of Lactobacillus was decreased after
the combination of periplocin and PNS, and there was no significant difference in the diversity index of intestinal flora among three

groups. Conclusion The compatibility of periplocin and PNS in different ratios has some effect on gut flora of rats to some extent,
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but has little effect on diversity of intestinal flora.

Key words: periplocin; Panax notoginseng saponins; high-throughput sequencing; qReal-time PCR; intestinal flora; Lactobacillus;
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Fig. 1 Analysis of relative content of total gut bacteria, Lactobacillus and Bacteroides in different groups by qRT-PCR ( =

sy n=15)
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Fig. 2 Relative abundance of bacterial phyla in microbio-

ta of three groups.(Others represent unclassified bacteria)
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