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Figure 1. S. cerevisiae (AT-rich) and D. radiodurans (GC-rich) sequencing library yields determined by gPCR.

Figure 2. GC bias across AT-rich genome, S. cerevisiae; and GC bias across GC-rich genome, D. radiodurans (left and right panels, respec-
tively) for NEXTflex PCR polymerase, Supplier D and Supplier I. Windows represent GC content of the genome. Mean base quality is deter-
mined by error rate of all bases of all reads assigned to windows of GC content. Normalized coverage is the ratio of coverage in this GC bin

vs. the mean coverage of all GC bins.
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Figure 3. Raw coverage of the four chromosomes of the D. radiodurans genome (GC-rich). Coverage is defined by the number of times each
base of the genome was read. Error bars represent standard deviation (n=2).
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Figure 4. Raw coverage of the first eight chromosomes of the S. cerevisiae genome (AT-rich). Coverage is defined by the number of times each
base of the genome was read. Error bars represent standard deviation (n=2).
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