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A Corrigendum On


IDLDA: An Improved Diffusion Model for Predicting LncRNA–Disease Associations
 by Wang Q and Yan G (2019). Front. Genet. 10:1259. doi: 10.3389/fgene.2019.01259


In the original article, there was a mistake in the legend for Figure 2 published as an explanation of what Nd and Nl represent was missing. The correct legend appears below.

Also in Figure 2 the diagrams shown in Step 2 are incorrect as the formulas were omitted. The corrected Figure 2 and its legend appear below. 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.




Figure 2 | Flowchart of IDLDA. Nd and Nl represent the number of diseases and the number of lncRNAs, respectively.
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Step3: diffusion on the IncRNA-disease association network
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