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CORRECTION Open Access
Correction to: Functional variation in allelic

methylomes underscores a strong genetic
contribution and reveals novel epigenetic
alterations in the human epigenome
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Elodie Boulier2, Adriana Redensek2, Stephen Watt4, Avik Datta8, Laura Clarke8, Paul Flicek8, Daniel Mead4,
Dirk S. Paul9,10, Stephan Beck9, Guillaume Bourque1,2, Mark Lathrop1,2, André Tchernof11, Marie-Claude Vohl6,
Florence Demenais7, Isabelle Pin3,12, Kate Downes5,13, Hendrick G. Stunnenberg14, Nicole Soranzo4,5,15,16,
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Correction to: Genome Biol

https://doi.org/10.1186/s13059-017-1173-7
Following publication of the original article [1], the
authors reported an error in Additional file 1. The
updated Additional file 1 is given below.
Additional file

Additional file 1 Description of MCC-Seq capture panel. This file con-
tains: (1) summary of CpGs and genomic regions targeted by the MCC-
Seq capture panel design (.xlsx Excel spreadsheet format), and (2) a list of
the targeted regions (.bed text file). (ZIP 4405 kb)
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