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y = 0.9304x + 5.6238 
R² = 0.9874 
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Run 2 (% methylation) 

Run 1 vs. Run 2 

y = 0.9949x + 7.9858 
R² = 0.9759 
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Bisulfite amplicon NGS  

y = 0.9964x + 8.7577 
R² = 0.9609 
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Bisulfite amplicon NGS  A B 
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y = 0.982x + 0.7572 
R² = 1 
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Read based estimation of % meth. 

Read vs. site based estimation of % 
methylation 
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