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The following information is missing from the Funding section: ZZ was supported, in part, by
an Emerging Research Issues Internal Competitive Grant from the Washington State Univer-
sity, College of Agricultural, Human, and Natural Resource Sciences, Agricultural Research
Center project, the Endowment of Distinguished Professorship for Statistical Genomics, and a
research project (No. 126593) from the Washington Grain Commission. The publisher apolo-
gizes for the error.
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