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Supplementary figure 1. Per Cycle Sequence PHRED score of the raw fastq 
sequences. For every sample, the average score is >28.
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Supplementary figure 2. Density plots of PHRED Score distribution of the raw 
fastq sequences. Vast majority of sequences have a score of > 28.



Supplementary figure 3. Per base CpG context methylation percentage across all 
samples following trimming. 
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Supplementary figure 4. Per Cycle Sequence PHRED score of the aligned 
sequences.
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Supplementary figure 5. Assessment of global methylation in annotated 
regions. a) Methylation frequency 10kb upstream (denoted by the - sign) and 
downstream (+) of transcription start sites, b) box plots of average methylation 
frequencies in gene bodies, and c) box plots of average methylation frequencies in 
CpG islands.
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Supplementary figure 6. Assessment of correlation between subsets of 
sample groups. Bottom left shows scatter plots of methylation frequency across the 
genome between pairs of groups, top right shows Pearson correlation values for the 
pairs, and diagonal shows the density distribution of methylation frequencies for 
each group.
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