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distribution and identify

potential functions of DNA
methylation.
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extremely diverse, variable among species,
and can change genome function under
external influences.
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Approach

* High-throughput Bisulfite Sequencing was used to examine
genome DNA methylation in sperm cells of the Pacific oyster.
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Theory: Absence of methylation

Methylated CPGS All CPGS .DNA methylation iS diSp@I'S@d throughout contributes to increased adaptive potential.

the oyster genome, occurring primarily in drmativadryis
eXpT@SSGd portions, sequence mutation

change AA, premature stop codon

*Sparsely methylated genes are associated
with inducible expression.
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. Additional Information

Supporting data including genomic feature tracks, links to software, an electronic
version of this poster, and other resources are available at: http://goo.gl/pqBE4



