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			A corrigendum on

			NCNet: Deep Learning Network Models for Predicting Function of Non-Coding DNA

			by Zhang H, Hung C-L, Liu M, Hu X and Lin Y-Y (2019). Front. Genet. 10:432. doi: 10.3389/fgene.2019.00432

			In the published article, there was an error in affiliation “1.” The affiliation “Affiliated Cancer Hospital & Institute of Guangzhou Medical University, Guangzhou, China” should be moved to affiliation “7” and should be removed for the first and corresponding authors. Additionally, all subsequent affiliations should move up in order.

			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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