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Appendix

The effects taken forward from Stage 1 to Stage 2 of the analysis are inherently biased, because it is 
not possible to de-regress the plot effects. 
If ,  and  then 

and
		(A1)
Thus, the estimates of the genetic effects are conditionally biased.  As , 
  + 			(A2)
the plot effects are also conditionally biased.  Thus, the effects taken forward to the second stage of analysis have mean

where  can be found using equations (A1) and (A2).   Thus, while it would be preferable to have the expectation without the bias term, it is not possible and taking  forward to the second stage will incur a bias.  Furthermore, calculations show
             		(A3)
where again there is a bias, and as the first term on the right-hand side in (A3) is taken forward as weights in the analysis, then these weights ignore the bias in the variance.

