
Table S1: EsƟmated 5% genome-wide significance thresholds, based on 10,000 simulaƟon replicates, for a single intercross.
We assumed an autosomal genome modeled aŌer the mouse, with geneƟc markers at a 10 cM spacing.

sample size threshold

50 3.80

75 3.72

100 3.65
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