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Immune-responsive gene 1 protein links metabolism to immunity by catalyzing itaconic acid production.
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The Ras protein superfamily: Evolutionary tree and role of conserved amino acids. Journal of Cell 5.9 391
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with functional analyses. Retrovirology, 2015, 12, 41.
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NCBoost classifies pathogenic non-coding variants in Mendelian diseases through supervised learning
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Transcriptional dissection of pancreatic tumors engrafted in mice. Genome Medicine, 2014, 6, 27.

The Characteristics of Heterozygous Protein Truncating Variants in the Human Genome. PLoS 3.9 34
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Primary immunodeficiencies suggest redundancy within the human immune system. Science
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Analysis of Stop-Gain and Frameshift Variants in Human Innate Immunity Genes. PLoS Computational 3.9 39
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