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Erratum

Genome Research 17: 594-601 (2007)

The mode and tempo of genome size evolution in eukaryotes
Matthew J. Oliver, Dmitri Petrov, David Ackerly, Paul Falkowski, and Oscar M. Schofield

The authors have discovered an error in their interpretation of the chicken red blood cell (CRBC) unit from
the Veldhuis et al. 1997 paper (Cellular DNA content of marine phytoplankton using two new fluoro-
chromes: Taxonomic and ecological implications. ] Phycol 33: 527-541) for converting between genome size
and stain intensity. Originally, they multiplied the stain intensity by the 2.33 conversion unit, when it
should have been divided by 2.33 to obtain genome size.

This affects 55 of the 168 genome sizes used in the published analysis. Correct genome sizes are listed in the
revised Supplemental Table 1 (http://genome.cshlp.org/content/17/5/594/suppl/DC1), and the analysis
using corrected genome size data is shown in revised Figures 2B and 4B (below; presented in the original
paper on pages 597 and 598, respectively). The impact on the interpretation of the data is unchanged due to
the range of genome sizes considered, and the statistical analyses that were significant or insignificant
remain significant or insignificant, respectively, using the corrected genome size data.

The authors apologize for any confusion this may have caused.
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