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Clarifying Regulatory System of Minor Introns through Evolution and Cancer
Development
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Only 0.3% of all introns have characteristic evolutionarily conserved branch
point or 5 sequences, and interestingly, they are usually found in genes essential for cell
survival or homeostasis. Such specific introns are called "minor introns (Ul12 type)" due to their
small number, and are removed by a different mechanism than normal introns. In this study, we
explored the relationship between minor introns and cancer and the significance of their
evolutionary conservation.
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® in ZRSR2-mutant MDS: E
359 (58%) U12-type introns
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