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Development of a highly accurate method for inferring gene regulatory networks
that can withstand an increase in the number of genes

Yamada, Takahiro
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With the development of RNA-seq technology, which enables the comprehensive
measurement of gene expression levels, research has been conducted to elucidate the relationships
between genes and various biological phenomena. However, the conventional methods do not take into
account the sparsity of gene regulatory networks, which results in the detection of many false

ositives.
?n this study, a network inference method that takes sparsity into account was mathematically
constructed and aimed to formulate a network inference method to suppress false positives.
As a result, inferring a sparse network was succeeded, but it was failed to suppress false positives
caused by genes with large expression variation.
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