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Development of a translational correction method for resolutional improvement of
nucleosome maps
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By analyzing the digestion preference of micrococcal nuclease (MNase), we
successfully extracted nucleosome positions of high accuracy from MNase-seq data sets. These
nucleosomes exhibited a fine pattern of WW/SS dinucleotides, which is comparable to those determined

by chemical mapping methods. Comparison of MNase-seq-based and chemical mapping-based nucleosomes
revealed that even chemical mapping methods have histone mutant-specific cleavage biases. Analysis
of genes with a hybrid chemical model suggested that +1 nucleosome DNA has a high affinity to
histones especially in the promoter-proximal half. Transcription start sites determined by CAGE-seq
were located in the promoter-proximal side of +1 nucleosome. Analysis of promoter sequences
identified two types of TSS in yeast: one has adenine at -8 nucleotide position, and the other one
that are related to the rotational setting of +1 nucleosomes.
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