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Indication of Quantitative Multiple Disease Resistance to Foliar Pathogens in Pinus radiata D.Don in
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needle blight. BMC Plant Biology, 2020, 20, 205. :
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Genomic Diversity Evaluation of Populus trichocarpa Germplasm for Rare Variant Genetic Association
Studies. Frontiers in Genetics, 2020, 10, 1384.
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Genomes, 2020, , 129-153. :

Marker Selection in Multivariate Genomic Prediction Improves Accuracy of Low Heritability Traits.
Frontiers in Genetics, 2020, 11, 499094.

Efficiency of genomic prediction across two Eucalyptus nitens seed orchards with different selection 12 42
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The phylogenomics of diversification on an island: applying anchored hybrid enrichment to New
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Evolutionary potential of a widespread clonal grass under changing climate. Journal of Evolutionary 0.8 5
Biology, 2019, 32, 1057-1068. ’

Alternative selection methods and explicit or implied economic-worth functions for different traits

in tree breeding. Tree Genetics and Genomes, 2019, 15, 1.

Field-scale variability in site conditions explain phenotypic plasticity in response to nitrogen source in 18 9
Pinus radiata D. Don. Plant and Soil, 2019, 443, 353-368. )
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A high-density exome capture genotype-by-sequencing panel for forestry breeding in Pinus radiata.

PLoS ONE, 2019, 14, e0222640.

Evaluation of forest tree breeding strategies based on partial pedigree reconstruction through
simulations:<i>Pinus pinaster</i>and«<i>Eucalyptus nitens</i>as case studies. Canadian Journal of 0.8 9
Forest Research, 2019, 49, 1504-1515.

Stand density and genetic improvement have site-specific effects on the economic returns from Pinus
radiata plantations. Forest Ecology and Management, 2019, 446, 80-92.

Arole for <i><scp>SPEECHLESS</scp></i> in the integration of leaf stomatal patterning with the
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Modelling of population structure through contemporary groups in genetic evaluation. BMC
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Genomic-based multiple-trait evaluation in Eucalyptus grandis using dominant DArT markers. Plant
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Effect of Hidden Relatedness on Single-Step Genetic Evaluation in an Advanced Open-Pollinated 10 28
Breeding Program. Journal of Heredity, 2018, 109, 802-810. )

Effect of genomic prediction on response to selection in forest tree breeding. Tree Genetics and
Genomes, 2018, 14, 1.

Adaptive differentiation of Festuca rubra along a climate gradient revealed by molecular markers and 11 17
quantitative traits. PLoS ONE, 2018, 13, e0194670. :

Ecological genomics of variation in buda€break phenology and mechanisms of response to climate
warming in <i>Populus trichocarpa</i>. New Phytologist, 2018, 220, 300-316.

Assessing the genetic variation of tolerance to red needle cast in a Pinus radiata breeding population.

Tree Genetics and Genomes, 2018, 14, 1. 0.6 9

Single-Step BLUP with Varying Genotyping Effort in Open-Pollinated <i>Picea glauca</i>. G3: Genes,
Genomes, Genetics, 2017, 7, 935-942.

Sexual homomorphism in dioecious trees: extensive tests fail to detect sexual dimorphism in Populus. 16 54
Scientific Reports, 2017, 7, 1831. :

Improving accuracy of breeding values by incorporating genomic information in spatial-competition
ing, 2017, 37, 1.

mixed models. Molecular Bree

Practical application of genomic selection in a doubled-haploid winter wheat breeding program. 10 45
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Exploration of genetic architecture through sib-ship reconstruction in advanced breeding population 11 34
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SSRs, SNPs and DArTs comparison on estimation of relatedness and genetic parametersa€™ precision from
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Implementation of the Realized Genomic Relationship Matrix to Open-Pollinated White Spruce Family
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Evolutionary potential in the Alpine: trait heritabilities and performance variation of the dwarf
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High-resolution genetic mapping of allelic variants associated with cell wall chemistry in Populus.
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Breeding without breeding: selection using the genomic best linear unbiased predictor method
(GBLUP). New Forests, 2012, 43, 631-637.

Breeding without Breeding. Tree Genetics and Genomes, 2012, 8, 873-877. 0.6 11

Breeding without Breeding: Is a Complete Pedigree Necessary for Efficient Breeding?. PLoS ONE, 2011, 6,
e25737.

Breeding without breeding: minimum fingerprinting effort with respect to the effective population 0.6 12
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