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Mutations in some specific lysine residues in a spliceosomal protein SF3bl
have often been found in several types of cancer cells. However, it remains unknown not only what
part SF3bl plays in the splicing reaction, but also how the mutations in SF3b affect the process of
splicing reaction and contribute to malignant transformation. To elucidate the function of SF3bl in
the process by structural analysis, we attempted to prepare the recombinant SF3bl protein by
overproduction in E. coli, but the yield of the protein was very low. Next, we examined the
interactions between spliceosomal proteins by NMR titration experiments, showing that a spliceosomal

protein in which some mutations had been reported in cancer cells makes interactions with another
spliceosomal Brotein. Thus, we tried to determine the core structure of the complex composed of the
two proteins by NMR. Furthermore, we performed SELEX to elucidate the specificity of the
spliceosomal protein that binds to the branch point.
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