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The aim of this study is the development of analysis for abnormal
polyadenylation to reveal the polyadenylation defect in Ul snRNA-mutant medulloblastoma. We
established SHH cell lines that express mutant Ul snRNA using a lentivirus vector and determined
molecular subgroups for a total of 173 medulloblastoma specimens.

We established a modified 3' READS+ method which can analyze genome-wide polyadenylation. The
sequencing analysis is able to detect exact polyadenylation sites. We will continue to analyze Ul
mutant medulloblastoma using the modified 3' READS+ method.
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