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Introduction: one gene, one protein: this was textbook knowledge from a time when we thought that proteins were identical in every individual. This simple axiom gave way to more
complex models that took into account isoforms, splice variants, polymorphisms, mutations, and post-translational modifications. Now, we recognize variability in more than half of the
proteins of the human proteome, and 41 % of the UniProt entries contain post-translational modifications. For certain proteins, up to 88% of the primary structure can vary between
individuals and 16% of the amino acids can be modified post-translationally as well documented in Histones.

Histones package DNA and thereby are crucial for a variety of processes starting from mitosis to transcription and repair. For all but one Histone multiple isoforms are observed. Moreover, all
Histones are characterised by an astonishing level of diversity in form of post-translational modifications (PTM). The theoretical number of possible modifications far exceeds the
experimentally observed ones. However, investigation of the role of such modifications is dependent on the availability of suitable tools, methods and appropriate model proteins with defined
PTMs. Such model proteins are not easily accessible. Peptide libraries are a good approximation and useful for a number of applications.
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