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Resources

Comprehensive epigenetics resource: http://epigenie.com/

Epigenetics overview: http://www.pbs.org/wgbh/nova/body/epigenetics.html

NIH epigenomics website: http://sis.nlm.nih.gov/enviro/epigenomics.html

NIH Common Fund website: https://commonfund.nih.gov/epigenomics/

Agouti gene in mice: http://www.pbs.org/wgbh/nova/body/epigenetic-mice.html

DNA Methylation Database: http://www.methdb.net/
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