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Transdifferentiation model

C/EBP « induces transdifferentiation of B cells into macrophages
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Experimental outline
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RNA-Seq and Riboprofiling
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RNA-Seq and Riboprofiling
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RNA-Seq and proteomics
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RNA-Seq and proteomics
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Riboprofiling and proteomics
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Riboprofiling and proteomics
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Correlation between gene expression and H3K4me3
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Correlation between gene expression and H3K4me3
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