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A survey on computational methods of predicting IncRNA-disease associations
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[ Abstract] IncRNAs(long noncoding RNAs) are the kind of noncoding RNAs with more than 200 nt nucleotides in length. There
are increasing evidences showing that IncRNAs play key roles in many biological processes. In recent years, many researchers have
focused on computation models for predicting IncRNA - disease association, which can effectively reduce the time and cost of
biological experiments. The paper summarizes some data resources and representative computation methods related to the prediction
of IncRNA-disease association in recent years. It also analyzes the existing problems and discusses future challenges and directions.
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