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Analysis of the regulatory network of gene expression via environmental stress-respo
nsive alternative splicing
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To reveal the plant-specific regulatory network of gene expression via environment
al stress-responsive alternative splicing, it was analyzed that molecular mechanisms of splicing machinery
regulated by atSR45a and atSR30, the serine/arginine-rich (SR) proteins in Arabidopsis, physiological rol
es of transcription factors whose alternative splicing efficiencies were regulated by atSR45a and atSR30,
and functional analysis of novel factors for the regulation of alternative splicing efficiency in response
to stresses.
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