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Figure S1. Distribution of genomic inflation factors under PoO models
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Trait Model N traits Mean Median Min Q1 Q3 Max

Paternal 167 1.01 0.94 0.48 0.79 1.09 3.09

Quantitative Maternal 167 1.00 0.94 0.46 0.78 1.09 3.12
Differential 167 0.87 0.94 0.38 0.73 1.03 1.08

Binary Differential 612 0.99 0.98 0.87 0.96 0.99 13.70

Distribution of lambdaGC values from GWAS results across 167 quantitative and
612 binary traits under different PoO statistical models is shown. 13 quantitative

and 1 binary traits with genomic inflation >1.5 under any statistical model were
omitted from further analyses.



Figure S2. Quantile-Quantile plots under each statistical model for 6 traits

with significant and replicated PoO associations
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