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Selective genotyping is traditionally only based on the extreme phenotypes (EP). EP was compared with criteria based on both phenotypic and genotypic information to find informative animals for genotyping. Alternative strategies were to minimize the error of the estimated QTL effect (MinERR) and to maximize the likelihood ratio test criteria (MaxLRT). In a stochastic simulation using 30 half-sib families and 120 daughters per family in a daughter design, a QTL was positioned within a previously defined genomic region with 10, 20 and 30% genotyping levels. Power to detect QTL was significantly higher for both MinERR and MaxLRT compared to EP and random genotyping methods (either across or within family), at all genotyping levels. Power (α=0.01) with 20% genotyping for MinERR (MaxLRT) was 80 (75)% of that obtained with complete genotyping compared to 70 (38)%  for EP within and across families. With 30% genotyping the powers were changed to 78 (83)% and 78 (58)%, respectively. Power of these proposed strategies showed significantly increased compared to random genotyping and genotyping the extremes across families, and marginally increased power compared to genotyping extremes within family. The lowest sensitivity in detecting the correct location was with random genotyping and the maximum was obtained with the MaxLRT strategy. However, MinERR approach showed more percentage of simulations with a significant QTL (α = 0.01) after 20% genotyping.


























































































