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The effects of compound probiotics on intestinal flora and S5-hydroxytryptamine in children with
functional constipation

WEI Xuxia, XUE Ning, ZHANG Le, ZHU Liping (Department of Gastroenterology s Jinan Children’s
hospital » Jinan 250000,China) * ™"

Objective  To investigate the dynamic effects of adding compound probiotics on intestinal flora and 5-
hydroxytryptamine (5-HT) in children with functional constipation and provide evidence for clinical treatment. Methods

From July 2022 to July 2023, Children diagnosed with functional constipation in the outpatient department of Jinan
Children’s Hospital were selected as the research objects. And compound probiotics were given orally continuously.
According to different treatment periods,they were divided into pre-treatment group.,treatment 1 month group, treatment
2 month group and treatment 3 month group,and normal children were assigned as the control group. The 16S rDNA
amplicon sequencing method was used to detect the intestinal bacteria to analyze the composition and compare the results.
Meanwhile, the plasma 5-HT levels in each group were determined by ELISA and the results were analyzed. Results A
total of 10 children with functional constipation were included. 6 males and 4 females.aged (7. 16 £2. 2 ) years;and 18
cases in the healthy control group,10 males and 8 females,aged (7.5742. 63 ) years. The differences in gender and age

among the two groups were no statistically signifificant (P >>0. 05 ). There was no significant difference in the Alpha
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diversity of intestinal flora between the each groups (P >>0. 05). In the Beta diversity, principal coordinates analysis
showed that intestinal flora structure of the constipation group was significantly different from the healthy group.
PERMANOVA analysis showed that the microflora structure of pre-treatment group,treatment 1 month group, treatment
2 month group and treatment 3 month group had statistical significance compared with healthycontrol group (P<C0.01).
There were no significant difference of the microflora structure in each functional constipation groups (P=>0. 05 ). At the
phylum level, Firmicutes, Actinomycetes, Bacteroidetes and Proteobacteria were the most abundant flora in the intestinal
microbial communities of each groups. Among them,the abundance of Firmicutes in pre-treatment group(0. 40240, 11)
and treatment 1 month group(0. 408+0. 108) were lower than healthy control group(0. 61540.16) (P<C0. 05). The
abundance of Bacteroidetes in pre-treatment group(0. 20640, 101) was higher than healthy control group(0. 064=-0. 052)
(P<C0.05). At the genus level,Bifidobacterium was the dominant species in each groups. The abundance of Bacteroides
and Streptococcus in pre-treatment group(0. 037 £0. 028,0. 00240. 002) , treatment 1month group(0. 029+0. 02,0. 009
40.013) and treatment 2 month group(0. 03440, 015,0. 004 £ 0. 005) were lower than healthy control group(0. 095+
0.061,0.03340.034) (P<C0.05). The serum 5-HT in pre-treatment group(0. 482=+0. 214) , treatment 1 month group
(0.74340.189) and treatment 2 month group(0. 676+0. 221) were lower than healthy control group (1.07140. 149) (P
<C0.05). The serum 5-HT of children in treatment 1 month group and treatment 3 month group(0. 901 £0. 152) were
significantly higher thanpre-treatment group (P <C0. 05). Conclusion There are changes in the structure of intestinal
flora in children with functional constipation, There may be a correlation between constipation and intestinal flora. The

addition of multiple probiotics can improve the intestinal flora structure and increase the level of 5-HT in children with
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constipation.
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