Global network random walk for predicting potential human lncRNA-disease associations
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Table s1: The benchmark dataset. 210 distinct high-quality experimental verified lncRNA-disease associations are obtained, including 78 lncRNAs and 113 diseases. 
Table s2: Disease semantic similarities of 113 diseases in our benchmark dataset. 
Table s3: LncRNA functional similarities of 78 lncRNAs in our benchmark dataset. 
