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Abstract
Pooling is a useful strategy in testing reduction for searching rare events. In genetic fine mapping, crossovers between a marker and the target gene are very rare and consequently pooling samples has a clear advantage. Although any genotyping en masse will lead to loss of estimation accuracy, the loss may be compensated for by a small increase in sample size, suggesting that we can reduce the overall experimental expense by balancing costs for genotyping and sample collection. Within a certain range that depends on the parameter scenario, a pooling scheme can reach nearly the same precision as individual genotyping, whereas reducing the genotyping effort to only a small fraction of what is needed for genotyping without pooling. Further, the genotyping burden can still be reduced through multi-stage pooling. A set of genetic data on mapping the rice 
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 gene is used to demonstrate the feasibility and efficiency of the DNA pooling strategy.
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