
Figure S1

(A) Nucleosome occupancy surrounding the transcription start site. Genomewide 
average of nucleosome occupancy for yeast (left panel) and fly (right panel) was 
obtained for genes aligned at the transcription start site.

(B) Nucleosome occupancy surrounding the coding start site of yeast (left panel) and fly 
(right panel) genes. The inside of the coding region is outlined in yellow.

(C) Nucleosome occupancy surrounding the coding end site of yeast (left panel) and fly 
(right panel) genes. The inside of the coding region is outlined in yellow.
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