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Characterization of Nigerian breast cancer reveals prevalent homologous recombination deficiency
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Transcriptional Alterations in Dorsolateral Prefrontal Cortex and Nucleus Accumbens Implicate
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Global landscape and genetic regulation of RNA editing in cortical samples from individuals with
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Bayesian estimation of cell typed€“specific gene expression with prior derived from single-cell data.
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Using multiple measurements of tissue to estimate subject- and cell-type-specific gene expression.
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De novo missense variants disrupting proteind€“protein interactions affect risk for autism through
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A mixed-effects model for incomplete data from labeling-based quantitative proteomics experiments.
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Identification of cell-type-specific marker genes from co-expression patterns in tissue samples.
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A metad€analysis approach with filtering for identifying genea€tevel gened€“environment interactions.
Genetic Epidemiology, 2018, 42, 434-446.
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Using multivariate mixed-effects selection models for analyzing batch-processed proteomics data
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Gene Expression Deconvolution Implicates Cell-Type-Specific Gene Expression and Co-Expression in
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Abstract 4494: Whole genome sequencing reveals different patterns of mutational mechanisms in
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