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Decoding the massive genome of loblolly pine using haploid DNA and novel assembly strategies.

Genome Biology, 2014, 15, R59.

Unique Features of the Loblolly Pine (<i>Pinus taeda</i> L.) Megagenome Revealed Through Sequence 9.9 207
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DnaSAM: Software to perform neutrality testing for large datasets with complex null models.
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