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Figure | From genotype to phenotype.

sense, it would have been very interesting to analyse whether PRS
combined with results of SCB and other risk factors® could better de-
fine the arrhythmic risk in BrS. In other words, an important study, an
important first step that needs further scientific follow-up; an import-
ant analysis that, like all significant analyses, gives us some answers but
opens up multiple new questions (Figure 7).
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Corrigendum to: May Measurement Month 2018: a pragmatic global screening campaign to raise awareness of blood pressure by the
International Society of Hypertension [Eur Heart | 2019;40:2006—2017].

In the original version of this article, a small number of the MMM Investigators were missing or recorded incorrectly, and an author’s
affiliation was incorrect. This has now been corrected online and in print.

The authors apologise for the error.
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