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Corrigendum

Proteomic characterization of chromosomal common
fragile site (CFS)-associated proteins uncovers ATRX
as a regulator of CFS stability
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The Authors wish to correct the BAC clone and GenBank access number used to prepare the FRA16D FISH probe from:

FRA16D FISH probe was prepared from the BAC clone RP11-383P16 (GenBank: AC233288.1) and labeled using the
BioNick labeling system (Thermo Fisher Scientific).

To:

FRA16D FISH probe was prepared from the BAC clone RP11-264L1 (GenBank: AC046158.6) and labeled using the BioN-
ick labeling system (Thermo Fisher Scientific).

The published article has been updated. This correction does not affect the results or conclusion of the article.
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