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Research progress in omics of schizophrenia

XUN Yanuo ,YU Hao"
( Shandong Daizhuang Hospital , Jining 272051, China ;
School of Mental Healih , Jining Medical University , Jining 272013, China)

Abstract:In recent years,a range of omics methods including as genomics, transcriptomics, epigenomics
and gut microbiome have been used to investigate the pathophysiology of schizophrenia,in order to increase
people’s knowledge of its incidence and progression. This article reviews the numerous omics studies of schiz-
ophrenia and highlights the benefits and difficulties of the various omics approaches.
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