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WFZER R OMEE (F3) : Nucleosome is the primary building block for chromatin, which
packages huge genomic DNA. Histones are protein components of the nucleosome, and several
non-allelic histone variants have been identified in higher eukaryotes. In this study, we determined the
crystal structures of human nucleosomes, containing one of each histone H3 variants, H3.1, H3.2, H3.3,
H3T, or CENP-A. We also identified novel histone variants, which promote nucleosome assembly.
These findings provide important information to understand the chromatin architecture with functional
nucleosome dynamics.
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