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Drosophila melanogaster genome. Genome Biology, 2006, 7, R112 3 134

Genome expansion of Arabis alpina linked with retrotransposition and reduced symmetric DNA
methylation. Nature Plants, 2015, 1, 14023

Extensive synteny conservation of holocentric chromosomes in Lepidoptera despite high rates of
local genome rearrangements. Proceedings of the National Academy of Sciences of the United States 11.5 121
of America, 2010, 107, 7680-5

Linking the International Wheat Genome Sequencing Consortium bread wheat reference genome
sequence to wheat genetic and phenomic data. Genome Biology, 2018, 19, 111

Genome-wide evidence for local DNA methylation spreading from small RNA-targeted sequences in

Arabidopsis. Nucleic Acids Research, 2011, 39, 6919-31 20.1 114

LTR retrotransposons in rice (Oryza sativa, L.): recent burst amplifications followed by rapid DNA
loss. BMC Genomics, 2007, 8, 218

Promoter DNA hypermethylation and gene repression in undifferentiated Arabidopsis cells. PLoS
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