Supplement Table S1: Inbreeding load related parameters
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- Fxis the conventional inbreeding coefficient of the individual x, fsis the inbreeding coefficient of the common ancestors, n and n’ are the number of

generations from sire and dam respectively to the ancestor of individual x.

- Fray is the ancestral inbreeding coefficient for an individual (x) with the subscripts (s) and (d) representing for the sire and dam, respectively.

- F; 514 (t,u) is the old inbreeding coefficient of individual i in generation u with respect to a base generation at generation t.

- F; new (t,u) is the new inbreeding coefficient of individual i in generation u with respect to a base generation at generation t.

- 5 is the selection coefficient against the homozygote and # is the dominance coefficient

- g is the predicted purged inbreeding coefficient based on the purging coefficient 4 and effective population size N



- ZLroH is the total length of all ROH according to a priory specified threshold of succeeding number of homozygotes SNP obtained from the chip

arrays, and Laurosome is the specified length of the autosomal genome covered by SNP in chip

- Og;, is the probability that an allele, autozygous in 1, Fij is the probability of an allele in I being derived from an allele in j and being autozygous in

i;

- Sr is the probability of survival of individuals with an inbreeding coefficient of F, e is the survival in a non-inbred random mating population (F

=0) and B is haploid lethal equivalentsts;
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