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Supplementary Figure S1. Frequencies and methylation levels (%) for ordinal positions of (A) all exons, (B) all introns, (C) all exons with CpG islands and (D) all introns with CpG islands for low, medium and high BT groups. Note: Methylation level is zero when no cytosine is located in the ordinal position of the exon and intron.




[image: Figure2]
Supplementary Figure S2. Boxplots of methylation levels (%) of 13th and 14th exons with and without CpG island overlaps for low BT group.
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Supplementary Figure S3. Frequencies and methylation levels (%) for the (A) first exons, (B) first introns, (C) first exons of different lengths with CpG islands and (D) first introns with CpG islands in the low, medium and high BT groups. Note: The lengths of first exons and the first introns were categorized into 100 bp and 1,000 bp windows, respectively.
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[bookmark: _GoBack]Supplementary Figure S4. Correlation plots of methylation differences (%) among promoters, first exons and first introns from the same genes. (A) Promoters and first exons. (B) Promoters and first introns. (C) First exons and first introns. Note: Methylation difference (%) refers to the difference in methylation levels between the low and high BT groups. Pearson refers to the Pearson correlation coefficient. The different colours of plots indicate the objects from different chromosomes.
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