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Abstract

The loblolly pine is the most widespread and commercially important pine of the Southeast US. The Loblolly Pine Genome Project (LPGP) is part of the USDA-funded PineRefSeq project whose aim is
the sequencing the three largest genomes ever: loblolly pine (22Gb), sugar pine (33Gbp) and Douglas-fir (18Gbp). The large genome size and high repeat content makes conifer sequencing very
challenging. The PineRefSeq goal Is the development of high quality reference genome seqguences and model approaches for sequencing other large complex genomes.
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short-read de novo assembler, Luo et al. GigaScience 2012
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alternative assembler. It uses a sparse implementation of
the de-Bruijn graph.
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Parameters: K=79, map len=63
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Tables 3a.b; SOAPdenovo2 assembly statistics; before& after gap closing

17% of the reads come from long insert diploid libraries (needle); <1% MiSeq data were used for assembly evaluation. Food and Agriculture
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