
Table S3. Summary of two-QTL scan LOD scores and genome-wide permutation threshold for 
full two-QTL model (Tf), full two-QTL model over a single QTL model (Tfv1), additive model 
(Ta), interaction model (Ti), additive model over a single QTL model (Tav1). 

 Tf Tfv1 Ta Ti Tav1 

LOD threshold (α = 0.05, 1000 permutation) 10.46 7.57 7.65 6.32 4.6 

Ha5@14.6 : Ha6@60.5 two QTL scan 11.9 5.86 10.8 1.1 4.76 

  


