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Tree Genetics and Genomes, 2016, 12, 1

126 Genome-Wide Association Study for Traits Related to Plant and Grain Morphology, and Root 6
3 Architecture in Temperate Rice Accessions. PLoS ONE, 2016, 11, e0155425 37 5

Whole-genome characterization in pedigreed non-human primates using

genotyping-by-sequencing (GBS) and imputation. BMC Genomics, 2016, 17, 676

L Transgressive Variation for Yield Components Measured throughout the Growth Cycle of Jefferson 5
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The genetic origin of fragrance in NERICA1. Molecular Breeding, 2010, 26, 419-424

Genomic diversity and introgression in O. sativa reveal the impact of domestication and breeding
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