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Whole-genome landscape of mucosal melanoma reveals diverse drivers and therapeutic targets.
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Integrative Genome-Scale DNA Methylation Analysis of a Large and Unselected Cohort Reveals 5
Distinct Subtypes of Colorectal Adenocarcinomas. Cellular and Molecular Gastroenterology and 4.5 42
Hepatology, 2019, 8, 269-290.
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Whole genome sequencing of melanomas in adolescent and young adults reveals distinct mutation
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Phenotypic and molecular dissection of metaplastic breast cancer and the prognostic implications.
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Characterization of a novel breast cancer cell line derived from a metastatic bone lesion of a breast
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Germline and somatic variant identification using BGISEQ-500 and HiSeq X Ten whole genome
sequencing. PLoS ONE, 2018, 13, e0190264.
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Whole exome sequencing of an asbestos-induced wild-type murine model of malignant mesothelioma.
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