©
2018 2021

Elucidation of the role of internal DNA sequences in dynamic nucleosome
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In order to understand how nucleosomal DNA subsequences affect dynamic
nucleosome regulation, we need to have a reliable tool for prediction of nucleosome positioning. In
this study, we developed an R/Bioconductor package nuCpos for this purpose and studied the potential

of this tool in various aspects. Compared to an MNase-seg-based tool, nuCpos predicts nucleosome
positioning with high accuracy. Detailed analyses revealed that the high-resolution of chemical
nucleosome maps accounts for appropriate recognition of histone-contact sides of DNA strings. With
%his tool, users can predict affinity of natural and artificial DNA sequences for nucleosome
ormation.
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