
Description of Additional Supplementary Files:  

 

Supplementary Data 1. List of mRNA genes used in this study in genePred format, including those 

modified according to the strongest polyadenylation site as determined by reanalyzis of 3’READS data. 

Supplementary Data 2. List of monocistronic snoRNA genes used in this study in genePred format, 

including those modified according to the strongest polyadenylation site as determined by reanalyzis of 

3’READS data.  

Supplementary Data 3. Summary of sequencing statistics resulting from the ChIP-seq data. 

 

 


