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Abstract:

The binding of linker histone (LH) proteins to nucleosomes plays an important role in chromatin
compaction and regulation of transcription. Currently, the sequence determinants of the binding site,
orientation and dynamics of different LHs to nucleosomes are not well understood. In this study,
Brownian dynamics (BD) simulations were performed to simulate the association of the globular
domains of H1 and H5 LH wild-type and mutant proteins with a 167 bp nucleosome, including two
flanking 10 bp long linker-DNAs. Diffusional encounter complexes were obtained and the results were
compared for the LHs and their mutants. The results give insights into important interactions that

determine LH-nucleosome binding.



