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Combined transcriptomic and phosphoproteomic analysis of BMP4 signaling in human embryonic stem
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Exercise and high-fat feeding remodel transcript-metabolite interactive networks in mouse skeletal
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Genome-Wide Regulatory Analysis Reveals That T-bet Controls Th17 Lineage Differentiation through
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Modulation of Enhancer Looping and Differential Gene Targeting by Epstein-Barr Virus Transcription
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Genome-Wide Analyses of Zta Binding to the Epstein-Barr Virus Genome Reveals Interactions in both
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Downregulation of Integrin Receptor-SI%naling Genes b?/ Epstein-Barr Virus EBNA 3C via 3.4 40
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T-bet and GATA3 orchestrate Th1 and Th2 differentiation through lineage-specific targeting of distal
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Noncoding RNA localisation mechanisms in chromatin regulation. Silence: A Journal of RNA 1 ;
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