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Development of a novel technology to capture RNA-chromatin interactions
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With the help of sequencing technologies, thousands of IncRNAs have been
identified. Most of them are present in the nucleus, and up to 40% of IncRNAs exert their functions
by binding to chromatin. The interactions of IncRNAs with their target chromatin DNA are not clear.
Therefore, the function of most IncRNAs remains unknown. Here, we developed a novel method to
capture RNA-chromatin interactions at a genome-wide scale called RADICL-seq (RNA And DNA Interacting

Complexes Ligated and sequenced). RADICL-seq is a proximity ligation-based methodology that broadly
identifies the target genomic regions for coding and ncRNAs. We made RADICL libraries of several
cell lines from mouse, human and Drosophila. We demonstrated the compatibility of this technology to

map ncRNAs roX in Drosophila S2 cells and Xist IncRNA in mouse female cells.
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