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Correction to: Genome Biology (2018) 19:33.
https://doi.org/10.1186/s13059-018-1408-2

Following publication of the original article [1], it was
reported that the incorrect “Additional file 3” was pub-
lished. The correct additional file is given below.

Additional file

Additional file 3: An Excel spreadsheet with reference genome
compositions. (XLSX 19 kb)
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