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ARTICLE IF CITATIONS

Sequencing wild and cultivated cassava and related species reveals extensive interspecific
hybridization and genetic diversity. Nature Biotechnology, 2016, 34, 562-570.

Cassava haplotype map highlights fixation of deleterious mutations during clonal propagation. 914 208
Nature Genetics, 2017, 49, 959-963. .

High-resolution mapping of resistance to cassava mosaic geminiviruses in cassava using
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Estimating the Productivity Impacts of Technology Adoption in the Presence of Misclassification.
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Largea€scale genomed€wide association study, using historical data, identifies conserved genetic
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Impact of farmers' practices and seed systems on the genetic structure of common sorghum varieties
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Identifying New Resistance to Cassava Mosaic Disease and Validating Markers for the CMD2 Locus. 31 8
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