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Point in Configuration Space

Memory-having Protein, 1 DOF, 3 Configurations

Discrete Configuration Space (3 configurations)
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Relative Frequency of Methylation Event

Relative Frequency of Methylation Event vs. Distance from Stop Codon (Salt Common)
Measurement resolution of 100 nucleotides
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Variance in Relative Nucleotide Proportion - Methylated Samples - 3'-UTR
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Maximum shared percentage of methylated samples vs. Stress conditions
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