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Functional analysis of mouse noncoding RNAs by a rapid gene disruption method
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Recent researches demonstrated that most regions of the mammalian genome such as
human and mouse are transcribed. Furthermore, most of such transcripts are noncoding RNAs. However,
speculation of the function of noncoding RNAs from nucleotide sequences is difficult. We recently
developed a method to rapidly generate mutant mouse ES cells. In the present study, we generated mutant
mouse ES cell lines using this method and conducted systematic functional analysis of noncoding RNAs.
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