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Following publication of the original article [1], the 
authors noticed the error in Fig.  1. The typesetter has 

inadvertently processed the flowchart with a missing box 
in the figure. The correct Fig. 1 has been presented with 
this erratum.

The original article can be found online at https:// doi. org/ 10. 1186/ s13148‑ 
024‑ 01697‑9.
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The original article has been corrected.
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Fig. 1 Flow diagram for the DNA methylation study selection
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