
Data Available Location Notes
FASTQ data https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE1479 Location for raw FASTQ data
sacCer3 genomic feature coordinates Supplementary Data 1 sacCer3 genomic coordinates as annotated by YEP data
Aligned BAM files and processed data for each 
SampleID (GUI-access) http://www.yeastepigenome.org/ BAM files, enriched motifs for each target, and processed PNG files

Aligned BAM files and processed data for each 
SampleID (Bulk data access)

BAM files, enriched motifs for each target, and processed PNG files. 
masterNoTag_20180928.bam available here as 
masterNoTag_20180928.zip

Aligned BAM files and processed data for each 
SampleID (programmatic data access)

"000-readme-zip-file-content.txt" README file provides a complete 
specific listing of all files available in each *.zip file.
BAM files, enriched motifs for each target, and processed PNG files. 
masterNoTag_20180928.bam available here as 
masterNoTag_20180928.zip

ChIP-exo peak calls, coordinate files and raw data 
values for main and extend data figure panels

ChExMix peak calls from merged sample replicates and figure panel data 
before additional smoothing

Plotted values for main and extend data figure 
panels

Supplementary Data 5 or https://github.com/CEGRcode/2021-
Rossi_Nature (Excel_Composite_Data_Processed.xlsx)

Use this to obtain individual composite traces, as plotted in main and 
extended data figures.

Code Available Location Notes
GUI and CLI ChIP-exo script packaging manager 
used for YEP https://github.com/CEGRcode/scriptmanager Scripts used to generate majority of figures and analyses

Python implementation of several ScriptManager 
tools https://pypi.org/project/exo/ ScriptManager recommended for general usage
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