Network-based approach identifies key genes associated with tumor heterogeneity in HPV positive and negative head and neck cancer patients
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Supplementary Figure S1. Comparative analysis of PathExt with MOMA. Overlap analysis of 140 head and neck specific master regulators from MOMA with top100 genes form PathExt subtypes were performed. Fisher’s exact test was implemented, and odds ratio (OR) was computed. Dot represents the size of OR, red color signifies significant overlap whereas grey color signifies non-significant overlap.
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Supplementary Figure S2. TF-TF regulator network was created using Trrust tool. The network was created using TFs present in PathExt top100 genes in subtype 1.
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Supplementary Figure S3. TF-TF regulator network was created using Trrust tool. The network was created using TFs present in PathExt top100 genes in subtype 2.
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