Additional file 4 — Evaluation of counts/coverage accuracy

Three samples were randomly chosen from Qin et al. (2010) [3]. From these three
samples, 10% of contigs longer than 2,500 nucleotides were randomly chosen for
spiking. The contigs selected for spiking were spiked with synthetic reads that were
randomly drawn from the same contigs. The contigs were spiked to 1X, 10X, 100X,
and 1,000X coverage. The spiked samples were mapped back to the contigs using
pBLAT with Tentacle using default settings. The results were normalized by sub-
tracting the counts/coverage values measured in the non-spiked samples. Complete
details of how the evaluation was performed, along with calculations, are available in
an IPython notebook [1] [http://dx.doi.org/10.6084/m9.figshare.1403609].
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Figure 1 Counts/coverage accuracy evaluation. Measured versus expected counts/coverage for
each sample. For complete details, see the IPython notebook.
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Figure 2 Distributions of contig coverage for runs with 10X expected coverage. Violin plots [2]
of coverage distribution for contigs with 10X expected coverage after normalization. Note that the
averages are very close to 10X. Some outliers with values above coverage 12X are not displayed.
MHO0050 : 51 outlier points above coverage 12 (7169 points total), V1.CD-4: 22 outlier points
above coverage 12 (6485 points total), V1.UC-6: 28 outlier points above coverage 12 (8865
points total). For complete details, please see the IPython notebook.
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