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Applications of Bioinformatics in Brain Disease
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Based on various brain disease related large-scale biological datasets, bioinformatics
methods are being applied on each level of brain disease study and many successful
research results have been achieved. Meanwhile, it is also a great challenge for informatics
science and systems science to deal with various novel genome-wide biological data
for brain disease. In this paper, we summarized specific applications of bioinformatics in
brain disease study respectively from genome, transcriptome, proteome, phenotome, and
interactome levels.
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