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Supplementary information 

Supplementary Table S1 Average nucleosome occupancy score of each base pair 

over TSS and the stop codon site in response to different nitrogen conditions 

 

Supplementary Table S2 Average nucleosome occupancy score of TATA containing 

and TATA less genes in response to different nitrogen conditions 

 

Supplementary Table S3 Nucleosome occupancy levels at NFRs and gene coding 

regions in response to different nitrogen conditions.  

The nucleosome data were mapped and annotated to S288C genome, sequencing 

reads in NFR regions and gene coding regions in different nitrogen conditions 

 

Supplementary Table S4 qRT-PCR analysis of the nucleosome occupancy changed 

NCR sensitive genes in different nitrogen conditions.  

More than 80 NCR sensitive genes were listed, 24 (M.Pro vs M.Gln) and 26 

(M.Gln-Pro vs M.Gln) genes were analyzed by qRT-PCR, respectively. 
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