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The authors regret that there is an error in their code related to
the DEMETER2 plots in Figs. 4, S5 and S6. By mistake they used the
DEMETER score to calculate the cell line averaged score for DEME-
TER2. This error has been corrected in the Github (https://github.
com/Wenyu1024/CES). This error does not change the scientific con-
clusions of the article.

The corrected plots for DEMETER2 are updated in the figures
below (other subplots in Figs. 4, S5 and S6 remain unchanged).
DOI of original article: http://dx.doi.org/10.1016/j.ebiom.2019.10.051.
* Corresponding author.
E-mail addresses: jing.tang@helsinki.fi, jing.tang@fimm.fi (J. Tang).
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Fig. 4. Cell-line specific gene essentiality scores versus across-cell-line average scores in HT29 cells. CES showed the clearest separation of housekeeping genes and nonessential
genes compared to the other methods, highlighted by the red and blue contours as the density estimates.
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