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In germ cells, piRNAs, which are about 25-28 bases in length, are expressed. The piRNAs bind with
PIWI proteins, and form a piRNA-induced silencing complex (piRISC). The piRISCs suppress gene
expression by binding to target RNA depended on piRNA sequence. piRNA sequencing reveals that
about 50% target transposon sequences, and piRISC protects germline genomes primarily by
suppressing transposons. Interestingly, the other 50% is derived from mRNA, tRNA, rRNA, etc,
suggesting that the piRNA biosynthesis mechanism incorporates RNA that is not involved in
transposon suppression. In this study, we focused on RNA helicases that are specifically expressed in
germ cells and contribute to the production of piRNA to elucidate the gene expression system in
germline.

piRNA biosynthesis factors accumulate in germcell specific non—-membrane granules, called Nuage.
Previous study suggested that the core factor in Nuage is an RNA helicase called Vasa. First, RNA
binding to Vasa was cross—linked, and its sequence was determined by CLIP—-seq method. As a result,
only about 10% of the transposon RNA binds to Vasa, suggesting that Nuage unexpectedly took in a
wide variety of RNAs. Furthermore, the nucleotide length of RNA binding to Vasa was confirmed by
RNA immunoprecipitation, and it was revealed that RNA having a length of about 1000 to 2000
nucleotides was bound. Based on these results, it is thought that the characteristics of RNA
incorporated into Nuage can be clarified by performing sequence analysis.




