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A Corrigendum on

Using Integrative Analysis of DNA Methylation and Gene Expression Data in Multiple Tissue

Types to Prioritize Candidate Genes for Drug Development in Obesity

by Guo, Q., Zheng, R., Huang, J., He, M., Wang, Y., Guo, Z., et al. (2018). Front. Genet. 9:663.
doi: 10.3389/fgene.2018.00663

In the published article, there was an error regarding the affiliation for Liankun Sun. He should have
the affiliation 4Department of Pathophysiology, College of Basic Medical Sciences, Jilin University,
Changchun, China instead of the affiliation 1Department of Genetics, College of Basic Medical
Sciences, Jilin University, Changchun, China.

The authors apologize for this error 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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