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Development of a method for medium-length RNA, and functional analysis of SINE
non-coding RNAs
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No technique was available to comprehensively analyze the expression levels
of RNAs of medium length, such as tRNA, 5S rRNA, spiceosomal RNA, and SINE RNA. In this study, we
have developed a protocol to do this, which we designated as meRNA-seq. The protocol involves
processing of the 5 end of RNAs by the RppH enzyme to make a monophosphated end, specific adaptor
ligation to the 5 and 3 ends, respectively, PCR, and deep sequencing on Illumina MiSeq in a
single-end sequencing mode of 300 bp. We then focused on SINE RNA expression, and revealed that
SINEs show tissue-specific expression pattern with very high expression in spermatogonia (male germ
cells). Interestingly, even iIn spermatogonia, loss of DNA methylation or piRNA resulted in
upre ulagion of SINEs, suggesting that SINE transcription by RNA polymerase 111 is epigenetically
regulated.
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