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Regulation of gene expression by alternative splicing

Ken Kurokawa, Toshihito Tanahashi, Kiyoshi Masuda, Yuki Kuwano, and Kazuhito Rokutan

Department of Stress Science, Institute of Health Biosciences, the University of Tokushima Graduate School, Tokushima, Japan

SUMMARY

The human genome sequence has been decoded, and the more complicated regulation of gene
function is revealed in the post-genome era. In the various mechanisms of epigenome, RNA dra-
matically controls gene expression through the various post-transcriptional processing including
transcription, splicing, cap addition, polyadenylation, nuclear export, translation. Especially, the al-
ternative splicing is involved in all of those post-transcriptional regulations, as well as splicing of
pre-mRNA. However, there were few reports, how the alternative splicing contributes to the
regulations of cellular functions because of its difficulty of the analysis. This review discusses the
molecular mechanism of alternative splicing and its regulator ; Serine/arginine-rich splicing factor

(SRSF). We also discuss how the SRSF genes sustain their own proper expressions and functions.

Key words : alternative splicing, SRSF, PTC, NMD



