Supplementary Figure 1.  Comparison of Velvet/Oases assemblies to the OM set.  The total length of alignments (left, as fraction of total sequence) to the OM set as well as average %-Identity of Blast matches (right) as a function of k-mer length is shown.  With increasing k-mer size the assemblies become more homoeolog-specific, at the expense of total sequence coverage.
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