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Function estimation of functional-unknown genes using statistical logical
relationship analysis
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This study aimed to develop novel software programs to estimate the function

of function-unknown genes in genomes using statistical logical relationship analysis. In this
study, we developed many programs for gene function estimation, e.g., (1) Logicome Profiler, an
omics data analysis program that implements the statistical logical relationship analysis method,
(2) MotiMul, a method for enumerating statistically significant sequence motifs (3) Mirage, which
reconstructs a gene-content evolutionary history based on various gene gain/loss models by
unsupervised classification of evolutionary patterns among gene families, (4) IPM, an accurate
phylogenetic profiling method based on the inverse Potts model.
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