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The authors wish to make the following corrections to this paper [1]:
In Equations (2) and (3), variable M is used for a matrix of centered genotypes but different

variables (Z) are used in equation 4 and in some equations (points 1, 3 and 6) of the iterative steps in
the algorithm of the WGBLUP approach for the same matrix. Thus, the authors would like to change
the variable Z to M in Equation (4) as well as on the iterative steps in the algorithm of the WGBLUP
approach. The correct expression for Equation (4) is given as

û = DM′ G−1ĝ,

For the iterative steps in the algorithm of the WGBLUP approach, the correct expressions are
given as

1. Set parameters to t = 1, D(t) = I, G(t) = MD(t)M′λ, where λ = 1∑m
i=1 2pi(1−pi)

;

3. Compute SNP effects as û(t) = λD(t)M′G
−1
(t)ĝ;

6. G(t+1) = MD(t+1)M′λ was calculated;

Note that on the above steps, a Z (now M) variable for point 1 and a prime on the Z (now M) for
points 3 and 6 were also missing on the original version. Likewise, âg was changed to ĝ in point 3.

The authors would like to apologize for any inconvenience caused. The changes do not affect the
scientific results. The manuscript will be updated, and the original will remain online on the article
webpage, with a reference to this correction.
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