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Bioinformatics analysis of disease attractors and gene regulatory networks of
Alzheimer®s disease
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We inferred attractors of disease state of Alzheimer’ s disease (AD),
conducted trajectory analysis of those attractors, and analyzed gene regulatory network forming
those attractors. We then developed the algorithm to detect complex gene-environment (GXE)
interactions causing AD. Using gene expression data of AD samples, we inferred probabilistic
potentials of AD samples in the state space of AD gene expression data. We also inferred the
corresponding gene regulatory network to AD attractors on probabilistic potentials.
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