Table S3.
The results of different methods on the HMDD v3.2 dataset.
	Methods
	AUC
	AUPRC
	Accuracy
	Precision
	Recall
	F1-score

	NIMCGCN (Li et al., 2020)
	0.8945
	0.8926
	0.8131
	0.8076
	0.822
	0.8148

	ERMDA (Dai et al., 2021)
	0.9171
	0.9173
	0.8399
	0.8412
	0.8382
	0.8396

	MAGCN (Zhan, Wu & Gan, 2021)
	0.9245
	0.9268
	0.8483
	0.8533
	0.8425
	0.8473

	PATMDA (Xie et al., 2023)
	0.9347
	0.9374
	0.8582
	0.8599
	0.8702
	0.8498

	MHCLMDA (Peng et al., 2024)
	0.9489
	0.9506
	0.8820
	0.8692
	0.8993
	0.8840

	MHGTMDA (Zou et al., 2024)
	0.9559
	0.9551
	0.8927
	0.8926
	0.8925
	0.8926

	DCCM-MSIF
	0.9689
	0.9647
	0.9047
	0.8703
	0.9513
	0.9089
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