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ERRATUM: Whole-exome sequencing identifies rare pathogenic variants in new predisposition genes for familial colorectal cancer

Clara Esteban-Jurado MSc, Maria Vila-Casadesús MSc, Pilar Garre MD, PhD, Juan José Lozano PhD, Anna Pristoupilova MSc, Sergi  
Beltran PhD, Jenifer Muñoz MSc, Teresa Ocaña MSc, Francesc Balaguer MD, PhD, Maria López-Cerón MD, PhD, Miriam Cuatrecasas MD, 
PhD, Sebastià Franch-Expósito MSc, Josep M. Piqué MD, PhD, Antoni Castells MD, PhD, Angel Carracedo MD, PhD, Clara Ruiz-Ponte PhD, 
Anna Abulí PhD, Xavier Bessa MD, PhD, Montserrat Andreu MD, PhD, Luis Bujanda MD, PhD, Trinidad Caldés PhD and Sergi Castellví-Bel PhD 
the EPICOLON Consortium

Genet Med 2014; advance online publication, July 24, 2014; doi:10.1038/gim.2014.89

In the originally published version of Figure 2, two plus signs were mistakenly omitted. The correct version appears on the following 
page. The publisher regrets the error. 
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