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incidence of clinical mastitis (CM)

Conclusions

e CNVs play an important role in the susceptibility to CM
e |dentified genes are involved in immune response
e Deletions — more severe consequences on reducing resistance

against clinical mastitis, than...

® Duplications — on increasing resistance to clinical mastitis
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ADORA2A: adenosine A2a
receptor

e modulating tissue
response to inflammation

e in mice highly expressed
in mammary gland

TXNRD2: thioredoxin
reductase 2

e candidate for influencing
susceptibility to S.aureus

OTUD3: deubiquitinase 3

® associated with
inflammatory bowel disease
in humans



