














In summary, we developed a new tool called NucHunter that is
able to identify positioned nucleosomes along the genome using
ChIP-seq data of histone modifications and annotates each nu-
cleosome with (i) a flag indicating presence or absence of a certain

histone modification and (ii) the number of contributing reads (if
one is interested in a more quantitative view). We demonstrated
that NucHunter performs better than currently available tools

and has some features not present in any of them. By focusing
on the nucleosome as information carrier, charting the epigenome
will become much more meaningful and will in the long run allow

for unraveling novel chromatin-mediated mechanisms.
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