Table S4.
The results of different methods on the HMDD v2.0 dataset.
	Methods
	AUC
	AUPRC
	Accuracy
	Precision
	Recall
	F1-score

	NIMCGCN (Li et al., 2020)
	0.9357
	0.9342
	0.8456
	0.8325
	0.8652
	0.8488

	ERMDA (Dai et al., 2021)
	0.9388
	0.9366
	0.8641
	0.8608
	0.8687
	0.8647

	MAGCN (Zhan, Wu & Gan, 2021)
	0.9269
	0.9287
	0.8634
	0.8650
	0.8629
	0.8633

	PATMDA (Xie et al., 2023)
	0.9354
	0.9359
	0.8601
	0.8546
	0.8709
	0.8612

	MHCLMDA (Peng et al., 2024)
	0.9226
	0.9273
	0.8415
	0.8312
	0.8757
	0.8528

	MHGTMDA (Zou et al., 2024)
	0.9361
	0.9337
	0.8734
	0.8798
	0.8636
	0.8716

	DCCM-MSIF
	0.9501
	0.9407
	0.8791
	0.8527
	0.9183
	0.8836
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