Copy number variants in discontinuous landscapes of heterozygosity in the mouse genome
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CD-1 mice have more chromosomes with
proximally distributed heterozygosity
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Higher mutation rates are associated with localized
regions of higher heterozyg0s1ty

The rate of mutation 1s not constant along the
chromosome sequence and mechanisms are
not fully understood.

Research question: does heterozygosity attract mutations?

Statistical tools to assess the spatial association between
two mutational events

We use spatial statistic tools to analyze the genomic context to associate heterozygous single nucleotide
polymorphisms (SNPs) and copy number variants (CNVs).
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