[bookmark: _GoBack]Comparing the performance of machine learning models for predicting novel lncRNA-disease associations in BC and PC on Z-Standardized dataset, using five-fold cross-validation.
	Model
	Accuracy
	Sensitivity
	Specificity
	F_measure
	AUC

	Deep Learning with Maxout parameter
	91.11% +/- 14.49%
	88.33% +/- 16.24%
	93.33% +/- 14.91%
	91.69% +/- 12.27%
	0.956 +/- 0.099

	Deep Learning with Rectifier parameter
	90.56% +/- 10.32% 
	95.00% +/- 11.18%
	81.67% +/- 29.11%
	91.99% +/- 7.81%
	0.920 +/- 0.179

	Deep Learning with Tanh parameter
	85.83% +/- 15.97%
	88.00% +/- 26.83% 
	88.00% +/- 17.89%
	85.21% +/- 17.79% 
	0.910 +/- 0.124

	Decision Tree with accuracy criterion
	80.00% +/- 19.88%
	82.00% +/- 20.49%
	78.33% +/- 21.73%
	82.55% +/- 17.47%
	0.937 +/- 0.071

	Decision Tree with gain_ratio criterion
	79.72% +/- 8.98%
	93.33% +/- 9.13% 
	63.62% +/- 29.53% 
	81.82% +/- 10.02%
	0.978 +/- 0.050

	Gradient Boosted Tree
	76.67% +/- 19.40%
	73.81% +/- 30.49%
	80.00% +/- 20.00%
	72.56% +/- 27.27%
	0.812 +/- 0.182

	Random Forest with accuracy criterion
	83.61% +/- 14.18% 
	92.00% +/- 10.95%
	73.33% +/- 30.28%
	86.13% +/- 9.84%
	0.929 +/- 0.083

	Random Forest with gain_ratio criterion
	86.11% +/- 10.02%
	91.00% +/- 12.45%
	81.33% +/- 18.50%
	86.24% +/- 11.02%
	0.903 +/- 0.117





