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Polyploidy and interspecific hybridization: partners for adaptation, speciation and evolution in plants.

Annals of Botany, 2017, 120, 183-194.
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The bright side of transposons in crop evolution. Briefings in Functional Genomics, 2014, 13, 276-295. 2.7 106
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Systematic comparison of small RNA library preparation protocols for next-generation sequencing. 0.8 93
BMC Genomics, 2018, 19, 118. :
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Yam genomics supports West Africa as a major cradle of crop domestication. Science Advances, 2019, 5,
eaaw1947.
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Exploiting natural genetic diversity and mutant resources of Arabidopsis thaliana to study the
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The diversity of retroelements in diploid and allotetraploid Brassica species. Plant Molecular Biology, 3.9 42
2004, 54, 895-909. )
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The Genomic Organization of Retrotransposons in Brassica oleracea. Plant Molecular Biology, 2005,
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Differential regulation of gene products in newly synthesized Brassica napus allotetraploids is not

related to protein function nor subcellular localization. BMC Genomics, 2007, 8, 56.
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Molecular basis of African yam domestication: analyses of selection point to root development,
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