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RNA-seq is a powerful tool for obtaining ribonucleic acids (RNA) sequence data
expressed in a target sample. The purpose of this work is to provide guidelines for differential

expression analysis from RNA-seq count data. The results were systematically summarized as a book and
websites (http://www.iu.a.u-tokyo.ac.jp/~kadota/r_seq.html and

http://www.iu.a.u-tokyo.ac.jp/~kadota/r.html).
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