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A Corrigendum on
 Genomic Prediction Accuracy Using Haplotypes Defined by Size and Hierarchical Clustering Based on Linkage Disequilibrium

by Won, S., Park, J.-E., Son, J.-H., Lee. S.-H., Park, B. H., Park, M., et al. (2020). Front. Genet. 11:134. doi: 10.3389/fgene.2020.00134



In the published article, there were errors in affiliation for authors Sohyoung Won and Heebal Kim.

For “Sohyoung Won”, instead of “Department of Agricultural Biotechnology and Research Institute of Population Genomics, Seoul National University, Seoul, South Korea,” it should be “Interdisciplinary Program in Bioinformatics, Seoul National University, Seoul, South Korea”.

For “Heebal Kim”, instead of “Department of Agricultural Biotechnology and Research Institute of Population Genomics, Seoul National University, Seoul, South Korea,” it should be “Interdisciplinary Program in Bioinformatics, Seoul National University, Seoul, South Korea”; “Department of Agricultural Biotechnology and Research Institute of Agriculture and Life Sciences, Seoul National University, Seoul, South Korea” and “eGnome, Inc, Seoul, South Korea”.

A correction has also been made in the conflict of interest section to declare competing interests of author Heebal Kim; “HK was employed by company eGnome, Inc.” The corrected statement has been added to the section.

The authors apologize for these errors and state that this does not change the scientific conclusions of the article in any way. The original article has been updated.
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