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The MicroArray Quality Control (MAQC) project shows inter- and intraplatform reproducibility of
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The MicroArray Quality Control (MAQC)-Il study of common practices for the development and

validation of microarray-based predictive models. Nature Biotechnology, 2010, 28, 827-838. 17.5 795

Tumor mutational burden is a determinant of immune-mediated survival in breast cancer.
Oncolmmunology, 2018, 7, e1490854.

DNMT3b overexpression contributes to a hypermethylator phenotype in human breast cancer cell 19.2 199
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Evaluating the analytical validity of circulating tumor DNA sequencing assays for precision
oncology. Nature Biotechnology, 2021, 39, 1115-1128.

k-Nearest neighbor models for microarray gene expression analysis and clinical outcome prediction. 20 102
Pharmacogenomics Journal, 2010, 10, 292-309. :
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Toward best practice in cancer mutation detection with whole-genome and whole-exome sequencing. 17.5 66
Nature Biotechnology, 2021, 39, 1141-1150. :
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cancers express aberrant DNA hypermethylation. Experimental and Molecular Pathology, 2013, 95,
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Technical Reproducibility of Genotyping SNP Arrays Used in Genome-Wide Association Studies. PLoS 05 59
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DNA methylation-dependent silencing of CST6 in human breast cancer cell lines. Laboratory
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Deleterious effects of formalin-fixation and delays to fixation on RNA and miRNA-Seq profiles. 3.3 46
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DNA Methylation-Dependent Epigenetic Regulation of Gene Expression in MCF-7 Breast Cancer Cells.
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A benchmarking study of SARS-CoV-2 whole-genome sequencing protocols using COVID-19 patient a1 39
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Establishing community reference samples, data and call sets for benchmarking cancer mutation
detection using whole-genome sequencing. Nature Biotechnology, 2021, 39, 1151-1160.

Expression profile of <scp>COL2A1</scp> and the pseudogene <scp>SLC6A10P<[scp> predicts tumor

recurrence in highd€grade serous ovarian cancer. International Journal of Cancer, 2016, 138, 679-688. 51 32

The international MAQC Society launches to enhance reproducibility of high-throughput

technologies. Nature Biotechnology, 2017, 35, 1127-1128.

Editora€™s Highlight: Dose&€“Response Analysis of RNA-Seq Profiles in Archival Formalin-Fixed

Paraffin-Embedded Samples. Toxicological Sciences, 2016, 154, 202-213. 3.1 31
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Microarray-Based Gene Expression Profiling for Molecular Classification of Breast Cancer and
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Data-Driven Asthma Endotypes Defined from Blood Biomarker and Gene Expression Data. PLoS ONE, 05 30
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A verified genomic reference sample for assessing performance of cancer panels detecting small
variants of low allele frequency. Genome Biology, 2021, 22, 111.

CBP/p300 Drives the Differentiation of Regulatory T Cells through Transcriptional and
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Comparison of comparative genomic hybridization technologies across microarray platforms. Journal
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Blood-Borne RNA Correlates with Disease Activity and IFN-Stimulated Gene Expression in Systemic
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Advancing NGS quality control to enable measurement of actionable mutations in circulating tumor
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CNV Radar: an improved method for somatic copy number alteration characterization in oncology.
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Deep oncopanel sequencing reveals within block position-dependent quality degradation in FFPE
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Ultra-deep sequencing data from a liquid biopsy proficiency study demonstrating analytic validity. 5.3 4
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Infinite-failure models for a finite world: a simulation study of fault discovery. IEEE Transactions on
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