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Landscape of <i>IDH1/2<[i> mutations in Chinese patients with solid tumors: A pan&€eancer analysis.
Molecular Genetics &amp; Genomic Medicine, 2021, 9, e1697.

Aromatase inhibition remodels the clonal architecture of estrogen-receptor-positive breast cancers. 12.8 69
Nature Communications, 2016, 7, 12498. :

Genomic analysis of germ line and somatic variants in familial myelodysplasia/acute myeloid leukemia.
Blood, 2015, 126, 2484-2490.

Association Between Mutation Clearance After Induction Therapy and Outcomes in Acute Myeloid 74 302
Leukemia. JAMA - Journal of the American Medical Association, 2015, 314, 811. )

Role of TP53 mutations in the origin and evolution of therapy-related acute myeloid leukaemia. Nature,
2015, 518, 552-555.

Acquired copy number alterations of miRNA genes in acute myeloid leukemia are uncommon. Blood, 14 13
2013, 122, e44-e51. )

Activating HER2 Mutations in HER2 Gene Amplification Negative Breast Cancer. Cancer Discovery, 2013,
3,224-237.

Endocrine-Therapy-Resistant ESR1 Variants Revealed by Genomic Characterization of 64 539
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Whole-genome analysis informs breast cancer response to aromatase inhibition. Nature, 2012, 486,
353-360.

Recurrent mutations in the U2AF1 splicing factor in myelodysplastic syndromes. Nature Genetics, 2012,
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Clonal Architecture of Secondary Acute Myeloid Leukemia. New England Journal of Medicine, 2012,
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Clonal evolution in relapsed acute myeloid leukaemia revealed by whole-genome sequencing. Nature, 978 1795
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VarScan 2: Somatic mutation and copy number alteration discovery in cancer by exome sequencing.
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Whole Genome Sequencing Reveals Novel Recurring Somatic Mutations Affecting HUWEL and DIAPH2
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Genome remodelling in a basal-like breast cancer metastasis and xenograft. Nature, 2010, 464, 999-1005.

Chromatid cohesion defects may underlie chromosome instability in human colorectal cancers.
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