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SinFIe-Cell Exome Sequencing Reveals Single-Nucleotide Mutation Characteristics of a Kidney Tumor. 28.9 622
Cell, 2012, 148, 886-895. )
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<i>CDKN2A<[i>, and <i>CUL1</i> in Malignant Pleural Mesothelioma. Cancer Research, 2015, 75, 264-269.
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Single-cell sequencing analysis characterizes common and cell-lineage-specific mutations in a
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Whole Exome Sequencing Identifies Frequent Somatic Mutations in Cell-Cell Adhesion Genes in
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20 in<i>BRAF<[i>-Mutated Multiple Myeloma. Clinical Cancer Research, 2021, 27, 6432-6444. 7.0 18
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