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hromatin is a highly dynamic, well-organized and yet ill-defined protein-DNA-RNA structure that controls various

DNA-dependent processes. Diverse processes are involved in the alteration of chromatin and include post-translational
modifications of histone proteins, incorporation of specific histone variants, methylation of DNA and ATP-dependent
chromatin remodeling. Recent achievements made Mass Spectrometry and quantitative Proteomics excellent tools within
the arsenal of analytical strategies aiming at understanding how histone variants/PTMs and their specific interactors mediate
the structural-functional state of chromatin. Our team has recently setup distinct quantitative MS proteomics approaches,
combined with various biochemical methods of enrichment of chromatin and extra-chromatin proteins, to facilitate the
investigation of the complexity and plasticity of gene expression regulation. The talk will offer an overview of the various MS-
proteomics strategies developed in our group to gain novel unconventional insights into chromatin biology.
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