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Supplementary Figure 1. Characterization of the m6A-related prognostic signature. (A) PCA clustering. (B) DCA. (C) Risk score enrichment across AJCC stages. (D) Coefficient distribution: m6A regulators vs. risk signatures. (E) Heatmap: lncRNA-risk score-m6A gene associations.
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  Supplementary Figure 1.   Characterization of the m6A - related prognostic  signature.   ( A ) PCA clustering. ( B ) DCA. ( C ) Risk score enrichment across AJCC  stages. ( D ) Coefficient distribution: m6A regulators vs. risk signatures. ( E ) Heatmap:  lncRNA - risk score - m6A gene associations.  

