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Biozentrum, University of Basel and Swiss Institute of Bioinformatics, Klingelbergstrasse 50-70, 4056 Basel, Switzerland

In the months following the publication of our manuscript entitled “Quantifying the strength of miRNA-target interactions”, it has come
to our attention that the gene expression changes (following miRNA transfection) that we obtained from the publication by Linsley et al.
[Ref. 36] were log10(fold changes), and not log2(fold changes) as for all other data sets. As a consequence, the y-axis scale for the two
middle panels of Fig. 9 of our manuscript is incorrect. Hereby we would like to publish the correct figure. The conclusions that we drew
about the relative performance of different miRNA target prediction methods that is shown in this figure, are not affected. We apologise for
any inconvenience that this oversight may have caused to the readers.
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Fig. 9.

Genome wide without conservation
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