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Elucidation of pathogenic mechanism of schizophrenia focused on intracellular
signaling by quantitative proteomics

Hirayama, Mio
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We identified differentially expressed proteins in the brains of schizophrenia
patients by high-precision quantitative mass spectrometric analysis. A network analysis based on
protein-expression data identified a decrease in “ GNA13-ERK-elF4G2” signaling. A co-expression analysis
using the protein expression levels determined by targeted proteomics was performed, whereby the
signaling proteins significantly correlated between upstream and downstream proteins. These results
suggest a correlation between attenuation of the molecular network involving ERK1 in the prefrontal
cortex of schizophrenia patients and schizophrenia pathology.
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