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expression, cognitive function, and mushroom dendritic spine. Molecular Psychiatry, 2020, 25, 48-66.
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genome-wide association study. Lancet Psychiatry,the, 2018, 5, 327-338.

Vesicularglutamate transporter 1 (VGLUT1)-mediated glutamate release and membrane GluAl activation
is involved in the rapid antidepressant-like effects of scopolamine in mice. Neuropharmacology, 2018, 4.1 35
131, 209-222.

The Gene Encoding Protocadherin 9 (PCDH9), a Novel Risk Factor for Major Depressive Disorder.
Neuropsychopharmacology, 2018, 43, 1128-1137.

Replicated associations of FADS1, MAD1L1, and a rare variant at 10q26.13 with bipolar disorder in

Chinese population. Translational Psychiatry, 2018, 8, 270. 48 21

Genetic association and meta-analysis of a schizophrenia CWAS variant rs10489202 in East Asian
populations. Translational Psychiatry, 2018, 8, 144.

Further Evidence of an Association between <b><i>NCAN«</i></b> rs1064395 and Bipolar Disorder. 9.9 10
Molecular Neuropsychiatry, 2018, 4, 30-34. :

Evaluation of European Schizophrenia GWAS Loci in Asian Populations via Comprehensive
Meta-Analyses. Molecular Neurobiology, 2017, 54, 4071-4080.

Rare and common variants at 16p11.2 are associated with schizophrenia. Schizophrenia Research, 2017, 2.0 28
184, 105-108. :

Common variants at 2q11.2, 8q21.3, and 11q13.2 are associated with major mood disorders.
Translational Psychiatry, 2017, 7, 1273.

The schizophrenia susceptibility gene ZNF804A confers risk of major mood disorders. World Journal 06 13
of Biological Psychiatry, 2017, 18, 557-562. :

Identification of a Bipolar Disorder Vulnerable Gene CHDH at 3p21.1. Molecular Neurobiology, 2017, 54,
5166-5176.

Further evidence of<i>VRK2<[i>rs2312147 associated with schizophrenia. World Journal of Biological 2.6 15
Psychiatry, 2016, 17, 457-466. .

Evidence of AS3MTd2d3-Associated Variants within 10q24.32-33 in the Genetic Risk of Major Affective
Disorders. Molecular Neuropsychiatry, 2016, 2, 213-218.

Replication analyses of four chromosomal deletions with schizophrenia via independent largea€scale
meta&€analyses. American Journal of Medical Genetics Part B: Neuropsychiatric Genetics, 2016, 171, 1.7 7
1161-1169.

BDNF Val66Met polymorphism and bipolar disorder in European populations: A risk association in

case-control, family-based and GWAS studies. Neuroscience and Biobehavioral Reviews, 2016, 68,
218-233.




