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Intro dUCthn All multicellular species examined

thus far display differences between individuals in their
gene content. These genic copy number variations (CNVs)
are likely to be functionally important and have been shown
in some cases to underlie adaptive phenotypic variation. CNVs
can affect fitness of an organism through various molecular me-
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drive gene and genome evolution. Here, we investigated gene copy K ) values of the

number polymorphism in wild mice and its etfect on population structure. population
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