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61 Germline Mutations in Predisposition Genes in Pediatric Cancer. New England Journal of Medicine,
2015, 373, 2336-2346. 13.9 949

62 Whole-genome analysis informs breast cancer response to aromatase inhibition. Nature, 2012, 486,
353-360. 13.7 922

63 Comparative genomics reveals insights into avian genome evolution and adaptation. Science, 2014, 346,
1311-1320. 6.0 895

64 The genomic landscape of diffuse intrinsic pontine glioma and pediatric non-brainstem high-grade
glioma. Nature Genetics, 2014, 46, 444-450. 9.4 871
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78 Clonal Architecture of Secondary Acute Myeloid Leukemia. New England Journal of Medicine, 2012,
366, 1090-1098. 13.9 688
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100 Abundant gene conversion between arms of palindromes in human and ape Y chromosomes. Nature,
2003, 423, 873-876. 13.7 540
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102 The C. elegans genome sequencing project: a beginning. Nature, 1992, 356, 37-41. 13.7 518
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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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126 Chimpanzee and human Y chromosomes are remarkably divergent in structure and gene content.
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133 DGIdb 2.0: mining clinically relevant drugâ€“gene interactions. Nucleic Acids Research, 2016, 44,
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88-93. 13.7 353

135 The landscape of somatic mutations in epigenetic regulators across 1,000 paediatric cancer genomes.
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138 Functional Heterogeneity of Genetically Defined Subclones in Acute Myeloid Leukemia. Cancer Cell,
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to hematophagy and parasite infection. Proceedings of the National Academy of Sciences of the United
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3.3 329

140 Comprehensive Molecular Characterization of the Hippo Signaling Pathway in Cancer. Cell Reports,
2018, 25, 1304-1317.e5. 2.9 329
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Genome Research, 2017, 27, 677-685. 2.4 323

142 Immune Escape of Relapsed AML Cells after Allogeneic Transplantation. New England Journal of
Medicine, 2018, 379, 2330-2341. 13.9 322
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144 The Pediatric Cancer Genome Project. Nature Genetics, 2012, 44, 619-622. 9.4 315
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627-640. 7.7 310
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3.3 281
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169 Evaluation of 16S rDNA-Based Community Profiling for Human Microbiome Research. PLoS ONE, 2012, 7,
e39315. 1.1 240

170
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386-399.e12. 13.5 228
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