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36 From reads to genes to pathways: differential expression analysis of RNA-Seq experiments using
Rsubread and the edgeR quasi-likelihood pipeline. F1000Research, 2016, 5, 1438. 1.6 497
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37 Orchestrating single-cell analysis with Bioconductor. Nature Methods, 2020, 17, 137-145. 19.0 488

38 Randomized Quantile Residuals. Journal of Computational and Graphical Statistics, 1996, 5, 236-244. 1.7 485

39 ROAST: rotation gene set tests for complex microarray experiments. Bioinformatics, 2010, 26, 2176-2182. 4.1 463

40 The transcriptional regulators IRF4, BATF and IL-33 orchestrate development and maintenance of
adipose tissueâ€“resident regulatory T cells. Nature Immunology, 2015, 16, 276-285. 14.5 442

41 Why weight? Modelling sample and observational level variability improves power in RNA-seq analyses.
Nucleic Acids Research, 2015, 43, e97-e97. 14.5 430

42 Permutation P-values Should Never Be Zero: Calculating Exact P-values When Permutations Are
Randomly Drawn. Statistical Applications in Genetics and Molecular Biology, 2010, 9, Article39. 0.6 413

43 From reads to genes to pathways: differential expressionÂ analysis of RNA-Seq experiments using
RsubreadÂ and the edgeR quasi-likelihood pipeline. F1000Research, 2016, 5, 1438. 1.6 399
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