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Sex differences in oncogenic mutational processes. Nature Communications, 2020, 11, 4330.
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Patterns of somatic structural variation in human cancer genomes. Nature, 2020, 578, 112-121. 27.8 560

The repertoire of mutational signatures in human cancer. Nature, 2020, 578, 94-101.
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Pan-cancer analysis of whole genomes. Nature, 2020, 578, 82-93.
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Disruption of chromatin folding domains by somatic genomic rearrangements in human cancer.
Nature Genetics, 2020, 52, 294-305.

Comprehensive analysis of chromothripsis in 2,658 human cancers using whole-genome sequencing. 914 431
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Predictive models of protease specificity based on quantitative protease-activity profiling data.
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RegPrecise 3.0 4€“ A resource for genome-scale exploration of transcriptional regulation in bacteria.
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