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Study on the gut microbiota differences in insomnia patients with "Stomach Disharmony" based on 16S
rDNA high-throughput sequencing
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[Abstract]Objective To explore the gut microbiota structural characteristics of insomnia patients with "Stomach
Disharmony" based on 16S rDNA high-throughput sequencing. Methods A total of one hundred insomnia patients
admitted to Hangzhou Traditional Chinese Medicine Hospital Affiliated to Zhejiang Chinese Medical University from
October 2023 to May 2024 were enrolled. They were divided into observation group 1 ("Stomach Disharmony" gro-
up) and observation group 2 ("Stomach Harmony" group) based on the "Stomach Disharmony" symptom score scale,
with fifty patients in each group. Twenty healthy volunteers were included as a control group additionally. Collecting
Fecal specimens, microbial genomic DNA was extracted, and 16S rDNA high-throughput sequencing was performed
using the [llumina NovaSeq platform. Results The gut microbiota diversity indices in observation group 1 and ob-
servation group 2 were significantly lower than those in the control group (all P << 0.05). At the phylum level, Firmi-
cutes, Bacteroidetes, and Proteobacteria were the predominant bacterial groups, the abundance of Firmicutes in ob-
servation group 1 (45.1%) was significantly lower than that in the control group (P << 0.05), and the Firmicutes/Bac-
teroidetes ratio in insomnia patients was significantly reduced. At the class level, observation group 1 exhibited char-
acteristic dysbiosis, the abundance of the butyrate-producing core group, , was significantly decreased, while oppor-
tunistic pathogens or tolerant bacteria showed compensatory enrichment. There were significant differences in the
characteristic enriched bacterial groups at the order, family, and genus levels between observation group 1 and obser-

vation group 2. Conclusions Insomnia patients with "Stomach Disharmony" exhibit specific gut microbiota defects,
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with a core characteristic of a deficiency in short-chain fatty acid-producing bacteria such as Clostridia. Alterations in

the microbiota structure may constitute the biological basis of "Stomach Disharmony" syndrome by affecting intest-

inal motility and gas metabolism.
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