
Supplementary Table 7 – Correlation among the epigenome predictions that contribute to the 
open chromatin score 
 
A. Correlation among epigenome predictions at CpG islands, TJU-based 

Correlations
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Correlation is significant at the 0.01 level (2-tailed).**. 
 

 
 
B. Correlation among epigenome predictions at CpG islands, GGF-based 

Correlations
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Correlation is significant at the 0.01 level (2-tailed).**. 
 



C. Correlation among epigenome predictions at CpG islands, GGM-based 
Correlations
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Correlation is significant at the 0.01 level (2-tailed).**. 
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