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Corrigendum
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In their article, the authors use HSF version 2.4 instead of HSF version 3.1 which is not imbedded in the Alamut software.
To check whether HSF3.1 performed better than SPiCE, the authors have run HSF3.1 on the same training and validation
datasets, using the methodology previously described in the published article.

The authors acknowledge that HSF3.1 does indeed perform better than HSF 2.4. However the new analyses confirm that
SPiCE remains the best predictor of consensus elements.

The comparison between HSF 2.4, HSF3.1 and SPiCE and the underlying data are available as supplementary material.
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