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Corrigendum: RNA-DNA hybrid (R-loop) immunoprecipitation mapping: an analytical
workflow to evaluate inherent biases

Laszl6 Haldsz, Zsolt Karanyi, Bedta Boros-Olah, Timea Kuik-Rézsa, Eva Sipos, Eva Nagy, Agnes Mosolygo-L,
Anett Mazl6, Eva Rajnavolgyi, Gabor Halmos, and Lorant Székvolgyi

The authors would like to correct erroneous text relating to the Step-by-step protocol of the best-performing DRIP
experiment (exp. 5) section in the Supplemental Material. The corrected text is as follows and has been updated

in the Revised Supplemental Material online:

“Cells were lysed in the lysis buffer provided by the NucleoSpin Tissue kit (Macherey-Nagel) at 65°C for 7 h
(according to the kit protocol), or at 37°C overnight (where indicated in the main text).”
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