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Figure S1. Perturbation of the DNA methylation machinery in Dnmt1tet/tet mESCs. Images of Ponceau 
S staining of western blot membranes used for normalizing the quantification of band intensities. 
Related to Figure 1 and Data S2. 
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Figure S2. Conserved promoter hypermethylation between Dnmt1tet/tet mESCs and human cancer. 
Genomic tracks showing conserved Dnmt1tet/tet hypermethylation of the TBX15 promoter across many 
human cancers. 
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Table S1. Number of Dnmt1tet/tet DMRs by genomic annotation that were either hypermethylated or 
hypomethylated and that showed persistent hypermethylation. Persistent hypermethylation: 
hypermethylated DMRs showing a sustained increase in DNA methylation ≥ 10% in doxycycline-
treated Dnmt1tet/tet mESCs. Related to Figures 2 and 5. 
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Table S2. Number of human genomic regions corresponding to the Dnmt1tet/tet hypermethylated 
promoter DMRs that were mapped and that were either hypermethylated or hypomethylated in 
various male and female human cancer samples. See also Data S7. Related to Figures 6 and 7. 
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Table S3. Number of regions of conserved Dnmt1tet/tet promoter hypermethylation that were shared 
between different human cancer samples. Regions on chromosomes X and Y were not included in 
this analysis. M: male, F: female. See also Table S2. Related to Figure 7. 

 


