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Abstract: Objective To explore the structural characteristics and functional prediction of gut microbiota in patients with schizophrenia. Methods Nineteen
schizophrenia patients hospitalized in Shenzhen Kangning Hospital from October 2019 to December 2020 were included as schizophrenia
(SCZ) group and fifty-two healthy volunteers from surrounding communities during the same period were included as healthy control (HC)
group(In a ratio of 1 to 3). 16S RNA technology was used to analyze the structural characteristics of two groups of intestinal microorganisms
and make functional predictions. Results The structural characteristics of the gut microbiome in the SCZ group and the HC group were different
and statistically significant.A total of 8 different bacterial groups were found at different classification levels. At the family level there were
Verructomycetaceae and Lachnospiraceae. At the genus level there were Faecalibacterium, Butyricicoccus, Butyricicoccus, Lachnospira,
Roseburia, Dialister. At the species level there are Faecalibacterium prausnitzii, Butyricicoccus pullicaecorum and Roseburia faecis. Conclusion
Compared with healthy controls, the structural characteristics of gut microbes in patients with schizophrenia are changed, and some of the
characteristics of gut microbes may become one of the auxiliary evidences for the clinical diagnosis of schizophrenia.
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