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Figure | Frequency distribution of methylation ratios for CpG dinucleotides in oyster gill tissue. A
total of 2,625,745 CpG dinucleotides with >5x coverage are represented.

Gavery and Roberts (2013), PeerJ, DOI 10.7717/peerj.215
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Figure 2 Comparison of the total CpG versus methylated CpG in oyster gill tissue by genomic fea-
ture. Proportion of all CpG (blue) and methylated CpG (red) in gill tissue across genomic features of
C. gigas. Percent of CpG dinucleotides in Exons, Introns, Transposable Elements (TE), promoters (Pro)

and unannotated intergenic regions (Other) are reported.

Gavery and Roberts (2013), PeerdJ, DOI 10.7717/peerj.215
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