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46 The Origin and Evolution of Mutations in Acute Myeloid Leukemia. Cell, 2012, 150, 264-278. 13.5 1,365
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90 Demographic history and rare allele sharing among human populations. Proceedings of the National
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evolution. Nature Genetics, 2013, 45, 415-421. 9.4 588
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105 Recurrent DNMT3A mutations in patients with myelodysplastic syndromes. Leukemia, 2011, 25, 1153-1158. 3.3 483
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124 Viral Discovery and Sequence Recovery Using DNA Microarrays. PLoS Biology, 2003, 1, e2. 2.6 386
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D1036-D1044. 6.5 359
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135 The landscape of somatic mutations in epigenetic regulators across 1,000 paediatric cancer genomes.
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137 Somatic Mutational Landscape of Splicing Factor Genes and Their Functional Consequences across 33
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138 Functional Heterogeneity of Genetically Defined Subclones in Acute Myeloid Leukemia. Cancer Cell,
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Genome of <i>Rhodnius prolixus</i> , an insect vector of Chagas disease, reveals unique adaptations
to hematophagy and parasite infection. Proceedings of the National Academy of Sciences of the United
States of America, 2015, 112, 14936-14941.

3.3 329

140 Comprehensive Molecular Characterization of the Hippo Signaling Pathway in Cancer. Cell Reports,
2018, 25, 1304-1317.e5. 2.9 329

141 Discovery and genotyping of structural variation from long-read haploid genome sequence data.
Genome Research, 2017, 27, 677-685. 2.4 323

142 Immune Escape of Relapsed AML Cells after Allogeneic Transplantation. New England Journal of
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144 The Pediatric Cancer Genome Project. Nature Genetics, 2012, 44, 619-622. 9.4 315



10

Richard K Wilson

# Article IF Citations

145 The Pristionchus pacificus genome provides a unique perspective on nematode lifestyle and parasitism.
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146 Genetic variation and the de novo assembly of human genomes. Nature Reviews Genetics, 2015, 16,
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3.3 281
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386-399.e12. 13.5 228
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