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CONCLUSIONS

* CNVs formed de novo account for 2%-12% of all CNVs

» deletions formed de novo are shorter than inherited

« full siblings are more simmilar each other in structure of CNVs than to other individuals

» duplications in genes are considered to be essential sources of evolutionary innovation and duplications with beneficial effects are likely to be kept

 deletions bring severe consequences by interrupting gene products and causing loss of the biological functions; polymorphisms with large negative effects are
likely to be removed from the population by natural selection

* methods based on short read sequencing detected more CNVs than using Oxford Nanopore Technology
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