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This is the first book that describes the role of the Epigenome (cytosine
methylation) in the interplay between nature and nurture. It focuses
and stimulates interest in what will be one of the most exciting areas of
post-sequencing genome science: the relationship between genetics
and the environment. Written by the most reputable authors in the
field, this book is essential reading for researchers interested in the
science arising from the human genome sequence and its implications
on health care, industry and society.



