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WA R OMEEE (Z230) @ A synapse scaffolding protein, MAGI2, interacts with a variety
of functional molecules including glutamate receptors and is presumed to be relevant to
cognitive impairment in schizophrenia. In this study, we conducted an association
analysis of MAGIZ2 in schizophrenia and evaluated an effect of this gene on cognitive
function. As a result, two polymorphisms (rs2190665. rs4729938) showed suggestive
evidence of association with schizophrenia. In addition, rs2190665 was found to be related
to impairment of executive function.
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