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Comprehensive Molecular Portraits of Invasive Lobular Breast Cancer. Cell, 2015, 163, 506-19

Characterization of HPV and host genome interactions in primary head and neck cancers.

46 Proceedings of the National Academy of Sciences of the United States of America, 2014, 111, 15544-9 5 229

Guided visual exploration of genomic stratifications in cancer. Nature Methods, 2014, 11, 884-885

44 Comparative analysis of metazoan chromatin organization. Nature, 2014, 512, 449-52 50.4 265
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