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Microsatellite Primers for the Pacific Northwest ConiferCallitropsis nootkatensis(Cupressaceae).
Applications in Plant Sciences, 2013, 1, 1300025.
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Rate Variation Among Nuclear Genes and the Age of Polyploidy in Gossypium. Molecular Biology and
Evolution, 2003, 20, 633-643.

CRYPTIC REPEATED GENOMIC RECOMBINATION DURING SPECIATION IN GOSSYPIUM GOSSYPIOIDES.

Evolution; International Journal of Organic Evolution, 2003, 57, 2475. 23 6

Genes duplicated by polyploidy show unequal contributions to the transcriptome and organ-specific
reciprocal silencing. Proceedings of the National Academy of Sciences of the United States of
America, 2003, 100, 4649-4654.
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