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Application of GWAS-based multivariate association analysis in

genetic correlation analysis of psychiatric disorders
HOU Longao, HE Pingan
(School of Science, Zhejiang Sci-Tech University, Hangzhou 310018, China)

Abstract: Based on the Genome-wide association study (GWAS) data of the three diseases of bipolar
disorder major depressive disorder, and schizophrenia, the gene-based multivariate gene-based genome-
wide association analysis model (MGAS) was used to analyze the genetic correlation data provided by the
mixed linear model and the LD score regression model (LD Hub), and obtain two groups of genes related
to the three diseases. The results show that: for the genetic correlation data provided by the mixed linear
model and LD Hub model, the significant genes detected by the multivariate association analysis have
strong consistency. Thus, when it is difficult to calculate the phenotypic correlation from the original data,
the genetic correlation obtained by LD Hub model as an alternative strategy can be applied for the
multivariate association analysis of more types of diseases.
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