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Erratum

After the publication of ‘SOAPdenovo2: an empirically
improved memory-efficient short-read de novo assem-
bler. GigaScience 2012 1:18 [1] this paper was used as
case study by the ISA, Research Object and Nanopu-
blication communities to use their data models to try
to quantitatively assess the reproducibility of published
research. While the supporting data and overall results
were found to be accurate, a number of semantic prob-
lems were detected in a few points of interpretation,
and in order to ensure the accuracy of the scientific we
now outline these in this correction article.

1. While there are huge improvements to the quality
of the resulting assemblies, other than the tables
it was not stressed in the text that the speed of
SOAPdenovo2 can be slightly slower than
SOAPdenovo vl1.

2. In the testing an assessment section (page 3), based
on the correct results in table 1, where we say the
scaffold N50 metric is an order of magnitude longer
from SOAPdenovo2 versus SOAPdenovol, this was
actually 45 times longer.

3. Also in the testing an assessment section, based
on the correct results in table 1, where we say
SOAPdenovo2 produced a contig N50 1.53 times
longer than ALLPATHS-LG, this should be 2.18
times longer.
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4. Finally in this section, where we say the correct
assembly length produced by SOAPdenovo2 was
3-80 fold longer than SOAPdenovol, this should
be 3—64 fold longer.

To see more about how these errors were detected see
the case study article [2]. To access all the supporting
materials, ISA metadata and pipelines implemented in
Galaxy to test these results on your own, please see the
supporting entry in GigaDB [3].
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