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Terminal Reratinocyte differentiation in vitro is associated with a stable DNA methylome. Experimental
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Partially methylated domains are hypervariable in breast cancer and fuel widespread CpG island

hypermethylation. Nature Communications, 2019, 10, 1749. 12.8 46

Comprehensive evaluation of methods to assess overall and cell-specific immune infiltrates in breast
cancer. Breast Cancer Research, 2019, 21, 151.
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A somatic-mutational process recurrently duplicates germline susceptibility loci and tissue-specific
super-enhancers in breast cancers. Nature Genetics, 2017, 49, 341-348.

Landscape of somatic mutations in 560 breast cancer whole-genome sequences. Nature, 2016, 534, 47-54. 27.8 1,760

The topography of mutational processes in breast cancer genomes. Nature Communications, 2016, 7,

Breast cancer genome and transcriptome integration implicates specific mutational signatures with

immune cell infiltration. Nature Communications, 2016, 7, 12910. 12.8 119

Abstract P6-08-10: Mutational signatures impact the breast cancer transcriptome and distinguish
mitotic from immune response pathways. Cancer Research, 2016, 76, P6-08-10-P6-08-10.

Genome-Wide Binding of MBD2 Reveals Strong Preference for Highly Methylated Loci. PLoS ONE, 2014, 05 44
9,e99603. ’
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Dynamic Readers for 5-(Hydroxy)Methylcytosine and Its Oxidized Derivatives. Cell, 2013, 152, 1146-1159.

Dynamic binding of RBPJ is determined by Notch signaling status. Genes and Development, 2013, 27, 5.9 218
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Comparative genome-wide DNA methylation analysis of colorectal tumor and matched normal tissues.
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Temporal uncoupling of the DNA methylome and transcriptional repression during embryogenesis.
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Whole-genome DNA methylation profiling using MethylCap-seq. Methods, 2010, 52, 232-236.
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DNA methylation immediately adjacent to active histone marking does not silence transcription.
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Structural insight into gene transcriptional regulation and effector binding by the Lrp/AsnC family. 145
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Molecular characterization of a conserved archaeal copper resistance (cop) gene cluster and its
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