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Supplementary Figures and Tables

Supplementary Figure 1
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Supplementary Figure 1. ROC curves of HCC diagnostic model with lncRNAs signatures (a) training set (b) test set.


Supplementary Figure 2
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Supplementary Figure 2. SHAP global interpretation (a) SHAP heatmap (b) scatter plot for MTRNR2L8 and HBB.

Supplementary Figure 3
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Supplementary Figure 3. The correlation heatmap of top 10 mRNA features.


Supplementary Figure 4
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Supplementary Figure 4. The functional expression formula of the KAN model.

Supplementary Table 1. Model Comparisons based on mRNA signatures.
	
	Accuracy
	Precision
	Recall
	F1-Score
	AUC

	Logistic Regression
	0.7895
	0.7442
	0.8649
	0.8000
	0.8725

	Random Forest
	0.8684
	0.9355
	0.7838
	0.8529
	0.9210

	SVM
	0.8289
	0.8529
	0.7838
	0.8169
	0.8870

	XGBoost
	0.8553
	0.9062
	0.7838
	0.8406
	0.9155

	Decision Tree
	0.7500
	0.7647
	0.7027
	0.7324
	0.7488

	Deep Neural Network
	0.8816
	0.9375
	0.8108
	0.8696
	0.9324




Supplementary Table 2. Model Comparisons based on lncRNA signatures.
	
	Accuracy
	Precision
	Recall
	F1-Score
	AUC

	Logistic Regression
	0.5132
	0.5000
	0.8919
	0.6408
	0.5295

	Random Forest
	0.7763
	0.8125
	0.7027
	0.7536
	0.8326

	SVM
	0.6053
	1.0000
	0.1892
	0.3182
	0.7290

	XGBoost
	0.7632
	0.7879
	0.7027
	0.7429
	0.8898

	Decision Tree
	0.6316
	0.6286
	0.5946
	0.6111
	0.6306

	Deep Neural Network
	0.7500
	0.6875
	0.8919
	0.7765
	0.8656




	
	AUC
	Precision
	Recall
	F1-score

	
	mRNA
	lncRNA
	mRNA
	lncRNA
	mRNA
	lncRNA
	mRNA
	lncRNA

	Top All
	0.9324
	0.8556
	0.8879
	0.7746
	0.8816
	0.7500
	0.8809
	0.7457

	Top 20
	0.9279
	0.8663
	0.8671
	0.8158
	0.8553
	0.8158
	0.8537
	0.8158

	Top15
	0.9089
	0.8614
	0.8188
	0.7642
	0.8158
	0.7632
	0.8150
	0.7632

	Top 10
	0.8877
	0.8150
	0.8124
	0.7000
	0.8026
	0.6842
	0.8004
	0.6798

	Top 5
	0.8628
	0.7159
	0.7634
	0.6184
	0.7500
	0.6184
	0.7456
	0.6174


Supplementary Table 3. Model performance with different features.
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