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Mutations in RABL3 alter KRAS prenylation and are associated with hereditary pancreatic cancer.
Nature Genetics, 2019, 51, 1308-1314.

Liquid versus tissue biopsy for detecting acquired resistance and tumor heterogeneity in
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Mitochondrial Reprogramming Underlies Resistance to BCL-2 Inhibition in Lymphoid Malignancies.
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A Murine Model of Chronic Lymphocytic Leukemia Based on B Cell-Restricted Expression of Sf3b1 16.8 -
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Growth dynamics in naturally progressing chronic lymphocytic leukaemia. Nature, 2019, 570, 474-479. 27.8 86
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Distinct Evolutionary Patterns in Chronic Lymphocytic Leukemia (CLL) during Resistance to
Graft-Versus-Leukemia (GvL). Blood, 2019, 134, 516-516.

Distinct mutational signatures characterize concurrent loss of polymerase proofreading and

mismatch repair. Nature Communications, 2018, 9, 1746. 12.8 142

Molecular subtypes of diffuse large B cell lymphoma are associated with distinct pathogenic
mechanisms and outcomes. Nature Medicine, 2018, 24, 679-690.
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Activating MAPK Pathway Mutations Mediate Primary Resistance to PI3K Inhibitors in Chronic 14 43
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Clonal and Single Cell Dynamics of Resistance to Graft-Versus-Leukemia (GvL) in Chronic Lymphocytic 14 o
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development. Developmental Biology, 2017, 428, 148-163. :

Integrated Molecular Characterization of Uterine Carcinosarcoma. Cancer Cell, 2017, 31, 411-423.

Polyclonal Secondary <i>FGFR2<[i> Mutations Drive Acquired Resistance to FGFR Inhibition in Patients
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A mutational signature reveals alterations underlying deficient homologous recombination repair in
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Scalable whole-exome sequencing of cell-free DNA reveals high concordance with metastatic tumors.

Nature Communications, 2017, 8, 1324.

Resolving the phylogenetic origin of glioblastoma via multifocal genomic analysis of pre-treatment
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The evolutionary landscape of chronic lymphocytic leukemia treated with ibrutinib targeted therapy.
Nature Communications, 2017, 8, 2185.

An argument for early genomic sequencing in atypical cases: a<i>WISP3</i>variant leads to diagnosis
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Loss of function mutation in <i>LOX<[i> causes thoracic aortic aneurysm and dissection in humans.
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Medicine, 2015, 17, 536-544.

An international effort towards developing standards for best practices in analysis, interpretation
and reporting of clinical genome sequencing results in the CLARITY Challenge. Genome Biology, 2014, 9.6 101
15, R53.

Synthesis and physical behavior of amphiphilic dendrimers with layered organization of hydrophilic
and hydrophobic blocks. Colloid and Polymer Science, 2013, 291, 927-936.

Rapid identification of kidney cyst mutations by whole exome sequencing in zebrafish. Development 05 43
(Cambridge), 2013, 140, 4445-4451. ’

Specific temperature-induced perturbations of secondary mRNA structures are associated with the
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