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Supplementary Figure 1

Mean Percentage CpG Methylation (of methylated sites) per Exon/Intron (with x-axis
donating exon / intron number
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Supplementary Figure 2

Isoform TPM for Methylation associated genes. Where omitted, methylation associated
genes only had one isoform.
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Supplementary Figure 3

Gene Expression counts for transcription factors associated with DNA methylation binding.
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