Estimation of inbreeding and effective population size
In Simmental cattle using genomic information
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Feep=Inbreeding coeff. estimated from pedigree data; Froy,=Inbreeding coeff. estimated
using ROH >1 Mb; Fro4,=Inbreeding coeff. estimated using ROH >2 Mb; Fro,,=Inbreeding
coeff. estimated using ROH >4 Mb
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Material and methods

* 109 genotyped animals with lllumina
BovineSNP50 chip

» 3 406 pedigree records from Central
database of the Croatian Agricultural Agency

*SAS, Plink v1.9, ENDOG v4.8, SNeP
* Runs of homozygosity (ROH)
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Session 3: Optimization of a genomic breeding program for small sized cattle populations (with Interbull)
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