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Abstract: Frequently used biological experiment technique for observing comprehensive gene expression has
been changed from microarray using cDNA hybridization to RNA-seq using high-throughput sequencers so
called NGS, which allow us to use statistical model to analyze the changes of gene expression levels of each
gene. For example, while microarrays use the brightness of the spots, RNA-seqs measure the number of
fragments on each gene, giving us more quantitative values. It is also important that biological replicates
are generally required, but the number of really performed experiments is limited because of reducing the
experimental cost. To handle these data, several statistical methods to find genes whose expression levels
are statistically changed between two different conditions have been introduced, such as Cuffdiff, edgeR and
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DESeq. We here introduce the statistical methods.
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