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Decoding the regulatory landscape of medulloblastoma using DNA methylation sequencing. Nature,

2014, 510, 537-541.

Integrative genomic and transcriptomic analysis of leiomyosarcoma. Nature Communications, 2018, 9, 12.8 197
144. )

Screening drug effects in patienta€eerived cancer cells links organoid responses to genome alterations.
Molecular Systems Biology, 2017, 13, 955.

Whole genome sequencing puts forward hypotheses on metastasis evolution and therapy in
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Genomic and transcriptomic changes complement each other in the pathogenesis of sporadic Burkitt
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Defective homologous recombination DNA repair as therapeutic target in advanced chordoma. Nature
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The genomic and transcriptional landscape of primary central nervous system lymphoma. Nature 12.8 59
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Genetic subclone architecture of tumor clone-initiating cells in colorectal cancer. Journal of 85 30
Experimental Medicine, 2017, 214, 2073-2088. :
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Genomic features of renal cell carcinoma with venous tumor thrombus. Scientific Reports, 2018, 8, 3.3 19
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