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            Abstract
We present the first complete high-resolution map of nucleosome occupancy across the whole Saccharomyces cerevisiae genome, identifying over 70,000 positioned nucleosomes occupying 81% of the genome. On a genome-wide scale, the persistent nucleosome-depleted region identified previously in a subset of genes demarcates the transcription start site. Both nucleosome occupancy signatures and overall occupancy correlate with transcript abundance and transcription rate. In addition, functionally related genes can be clustered on the basis of the nucleosome occupancy patterns observed at their promoters. A quantitative model of nucleosome occupancy indicates that DNA structural features may account for much of the global nucleosome occupancy.
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                    Figure 1: Distribution of nucleosomes around the CHA1 and HIS3 promoters.[image: ]


Figure 2: TSSs are demarcated by NDRs.[image: ]


Figure 3: NDRs align with TSSs and not with translation start sites.[image: ]


Figure 4: Clustering promoter nucleosome signatures.[image: ]


Figure 5: Relative nucleosome occupancy of promoters is related to presence of TFBSs of nuclear transcription factors, and correlates with enrichment of TFBSs near âˆ’100 bp.[image: ]


Figure 6: Correlations between nucleosome occupancy measurements and local DNA properties.[image: ]
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