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Update and expansion of the website "nucleotide sequence analysis (with R)"
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i i ) The website "nucleotide sequence analysis (with R)" is a comprehensive _
information site for efficient analysis of nucleotide sequence data and gene expression data using
R, an data analysis environment. The purpose is to (1) update and (2) expand the information on this

website.
During the term, we not only updated basic matters such as installation procedures and basic usage,

but also updated and added analysis examples. We also summarized the importance of critical reading
of academic papers.
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