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Analysis of copy number variation regions
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CONCLUSIONS

* Deletion regions shorter than duplication regions
* More deleted regions than duplicated regions
 Brown Swiss more similar within group than other breeds
* Unique regions in praticular breeds mostly located in
Intergenic regions
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*KIT gene (DELR — BSW)
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*GO: Olfactory system (DUPR - RED (-), GUE (+), SIM (+))
*KEGG: Olfactory transduction (DUPR — GUE, SIM; DELR — RED)




