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We revealed binding regions of LST-3 genome wide and mechanisms for splicing
regulation by LST-3. We have analyzed tissue-specific alternative splicing patterns of the lev-11
gene, encoding tropomyosin, in C. elegans. We published a review article on alternative splicing
regulation in C. elegans. We tried TU-tagging to label nascent RNAs in tissue-specific manners in
living worms.
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