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In this Letter, one of the points shown in Fig. 2 and Supplementary
Figs 8, 9 and Supplementary Table 4 reflects the presence of interac-
tions that had been erroneously deposited from a previous publication’
into the IntAct database. We have now used the MINT database to
retrieve these interactions, and Fig. 2 is corrected here (shown below as
Fig. 1). The error in IntAct was corrected on 9 November 2012 in con-
sultation with the original authors of the paper. We thank S. Michnick
for bringing this to our attention. We also thank M. Maletta for point-
ing out that Supplementary Fig. 10C was mislabelled and erroneously
indicated that NKX2-2 protein was not included in the experiment. See
Supplementary Information to the original paper for corrected ver-
sions of Supplementary Figs 8-10C and Supplementary Table 4. These
errors do not affect the results or conclusion of the paper, and have
been corrected in the HTML and PDF of the original paper.
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Figure 1 | This is the corrected Fig. 2.
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