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LncRNA expression profiles were downloaded from EMBL-EBI [1] (E-MTAB-5214, https://www.ebi.ac.uk/arrayexpress/experiments/E-MTAB-5214/). LncRNA-protein/lncRNA-miRNA interactions were collected from starBase v2.0 [2], NPInter v3.0 [3] and RAID v2.0 [4]. We firstly downloaded all the interactions from these three databases and deleted repeated entries, then the interactions containing lncRNA without ensembl gene ID are deleted. We finally selected the human lncRNA-protein/lncRNA-miRNA interactions with evidences from scientific literatures and high-throughput experimental technologies.
Diseases ontology terms were extracted from the disease ontology [5]. Human disease-miRNA associations and disease-gene associations were downloaded from HMDD v2.0 [6] and DisGeNet [7], respectively. Then, the entries containing disease without diseases ontology ID are deleted.
[bookmark: _GoBack]Known lncRNA-disease associations were collected from lncRNAdisease [8], lnc2Cancer [9], and GeneRIF [10]. We merged all the lncRNA-disease associations together without repeated entries, then all lncRNAs are annotated by ensembl gene ID, and all diseases are annotated by disease ontology ID. As a result, 2,169 lncRNA-disease associations were obtained, which were used as the golden standard dataset in our study.
Table S1. Statistics of collected data
	Name
	Samples
	#Associations
	Sources

	lncRNA expression profiles
	14,289 * 53
	-
	E-MTAB-5214 [1]

	lncRNA-miRNA
	2,426 * 926
	28,301
	starBase v2.0 [2]
NPInter v3.0 [3]
RAID v2.0 [4]

	lncRNA-protein
	11,357 * 7,882
	75,918
	starBase v2.0 [2]
NPInter v3.0 [3]
RAID v2.0 [4]

	Disease Ontology
	6,570
	-
	Disease Ontology [5]

	Disease-miRNA
	306 * 557
	6,234
	HMDD v2.0 [6]

	Disease-gene
	1,498 * 6,743
	38,796
	DisGeNet [7]

	lncRNA-disease
	362 * 370
	2,169
	lncRNAdisease [8]
Lnc2Cancer [9]
GeneRIF [10]
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