Supplementary materials
Supplementary Table 1 The correlation analysis of m6A regulators and miRNAs in TCGA.

Supplementary Table 2 The correlation analysis of m6A regulators and lncRNAs in TCGA.

[bookmark: _GoBack]Supplementary Table 3 1058 differentially expressed genes (DEGs) and annotation information.

Supplementary Fig. 1 Clinical information of 408 tumor samples in TCGA. 

Supplementary Fig. 2 The expression pattern of 14 OS related ncRNAs between tumor and normal tissues in TCGA. 6 ncRNAs (MIR324, MIR25, AL022311.1, AC012615.1, AC026362.1, and GATA2-AS1) were significantly increased in tumor tissues.

Supplementary Fig. 3 There was significant difference in gene expression pattern between the high- and low-risk groups in TCGA. a. The distribution of 1058 differentially expressed genes (DEGs) between the high-and low-risk groups in TCGA. b. Gene expression pattern in the high- and low-risk groups.

Supplementary Fig. 4 12 OS related ncRNAs were significantly differential expressed between the high- and low-risk groups in TCGA. Except for HCP5, the other ncRNAs are all low expressed in the high-risk group). 


