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Figure 1. Summary of all measured genes in the cell lines AKN1, HLE, Huh7 and HepG2 compared
to PHH by using Chromatin Modification PCR Array
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Figure 2. Summary of all measured genes in HepG2 stimulated with Vitamin C alone or with 5-AZA

and Vitamin C in combination, compared to untreated control by using Chromatin modification PCR

Array

1 F
-4 -3 -2 11 2 3 4



