Supplementary Figure Legends 
Supplementary Fig. S1 Identification of HNSCC-related lncRNAs using TCGA and multiple RNA databases. A-C. The top three LRSP subpathways identified: 04012_1, ErbB signaling pathway (A); 04720_1, Long-term potentiation (B); 05169_2, Epstein-Barr virus infection (C). Circular patterns and triangle patterns represent mRNAs and lncRNAs, respectively. 
Supplementary Fig. S2 LncRNA-mRNA interaction networks. Circular patterns, triangular patterns, and square patterns represent mRNAs, lncRNAs, and pathway IDs, respectively. Green triangles represent hub lncRNAs. Blue triangles represent non-hub lncRNAs. 
[bookmark: OLE_LINK2][bookmark: _GoBack]Supplementary Fig. S3 The interaction networks of key lncRNA-mRNAs. Circular and triangular patterns represent mRNAs and lncRNAs, respectively. Red triangles represent key lncRNAs. 
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