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Title: Allele frequency of the 20 QTN with the largest effect that still segregated 

in generation 0 across 21 generations of recent historical breeding based on 

genomic selection only (GS only) and 20 generations of future breeding based 

on GS only or genomic selection plus the promotion of alleles by genome 

editing (GS+PAGE) when 1, 5, or 10 QTN were edited for all 25 selected sires. 


