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Large-scale analysis of archived sequencing data in public database for
functional analysis of long non-coding RNAs
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To investigate the expression of read-through transcripts, a type of long
non-coding RNA (IncRNA) that originated from the transcriptional elongation beyond the normal
transcription termination site of protein-coding genes into the downstream intergenic regions, we
reanalyzed various RNA-seq data published by the ENCODE project.

The results revealed following the three characteristics of the read-through transcripts:
tissue-specific expression patterns similar to the other IncRNAs, no polyadenylation at the 3" end,
and retained in the nucleus after the transcription. In addition, most of the read-through
transcription is induced by various cellular stresses and the transcripts exhibit the
semi-extractable feature. Furthemore, these transcripts are found to be localized in membrene-less
nuclear body.
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