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Unique Features of the Loblolly Pine (<i>Pinus taeda</i> L.) Megagenome Revealed Through Sequence 12 207
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Extended Host Range of Agrobacterium tumefaciens in the Genus Pinus. Plant Physiology, 1990, 92,
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Xylem-specific gene expression in loblolly pine. Plant Molecular Biology, 1995, 27, 277-291.

An arabinogalactan protein associated with secondary cell wall formation in differentiating xylem of 20 65
loblolly pine. Plant Molecular Biology, 2003, 52, 91-102. :
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BMC Genomics, 2016, 17, 730. :

Assessing the Gene Content of the Megagenome: Sugar Pine (<i>Pinus lambertiana</i>). G3: Genes,
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Association genetics of growth and adaptive traits in loblolly pine (Pinus taeda L.) using
whole-exome-discovered polymorphisms. Tree Genetics and Genomes, 2017, 13, 1.

Real-time RT-PCR analysis of loblolly pine (Pinus taeda) arabinogalactan-protein and
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Natural variation in expression of genes involved in xylem development in loblolly pine (Pinus taeda) Tj ETQq1 1 0.784314 rgBT [Overl

Detecting the genetic basis of local adaptation in loblolly pine ( Pinus taeda L.) using whole
exomea€wide genotyping and an integrative landscape genomics analysis approach. Ecology and 0.8 25
Evolution, 2019, 9, 6798-6809.
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Association of loblolly pine xylem development gene expression with single-nucleotide
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Plant Science, 2000, 160, 77-86. :

Transcriptomic profile of leaf tissue from the leguminous tree, Millettia pinnata. Tree Genetics and
Genomes, 2016, 12, 1.
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Extensive Variation in Drought-Induced Gene Expression Changes Between Loblolly Pine Genotypes.
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