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Supplementary Table S1. The EMT signature genes 
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0.809 

0.808 

0.843 

0.823 

0.829 

0.807 

0.853 

0.850 

0.830 

0.830 

6.65313E-85 

1.14563E-92 

2.50175E-94 

3.63533E-79 

8.15841E-80 

2.50937E-81 

NA 

2.42451E-79 

NA 

1.7796E-123 

1.3555E-120 

4.766E-120 

5.4019E-140 

3.635E-128 

1.3833E-131 

2.9154E-119 

9.5235E-147 

7.4847E-145 

3.0152E-132 

5.032E-132 



SPARC 

ZNF469 

COL1A2 

NID2 

COL3A1 

PDGFRB 

0.819 

0.811 
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Abbreviations: NA, not available. 

  



Supplementary Table S2. Association of the EMT signature with other subtypes of HNSCC. 

 Mes Epi p-value 

Gender   0.702 

   Male 267 247  

   Female 86 73  

Age   0.305 

<60 years 167 165  

>60 years 186 155  

Tumor site   0.074 

   Oral cavity 189 156  

   Oropharynx 69 79  

   Larynx 66 71  

   Hypopharynx 26 13  

Primary tumor   0.851 

   T1 42 33  

   T2 100 98  

   T3 75 70  

   T4 136 119  

Regional lymph node   0.138 

   N (-) 152 157  

   N (+) 201 163  

Stage   0.383 

   I 17 18  

   II 65 57  

   III 56 66  

   IV 215 179  

HPV status   0.187 

Positive 46 51  

Negative 228 183  

Tobacco use   0.995 

   Never 74 67  



   Yes 272 251  

Alcohol use   0.171 

   Never 79 87  

   Yes 270 229  

 

  



Supplementary Table S3. Comparison of somatic mutation frequencies between the 

Mesenchymal and Epithelial groups. 

    Mes Epi Fisher's p-value 

EGFR MUT 15 4 
1.89E-03* 

  WT 242 232 

HRAS MUT 11 16 
0.240 

  WT 246 220 

KRAS MUT 1 0 
1 

  WT 256 236 

PIK3CA MUT 45 45 
0.726 

  WT 212 191 

PTEN MUT 6 8 
0.591 

  WT 251 228 

TP53 MUT 200 151 
0.001* 

  WT 57 85 

 

 

  



Supplementary Table S4. Top significant KEGG pathways associated with EMT signature 

genes.  

KEGG pathway Count Molecules p-value 

ECM-receptor interaction 10 COL1A1, COL1A2, COL3A1, 
COL5A1, COL5A2, COL6A1, 
COL6A2, COL6A3, FN1, 
LAMA4 

4.3e-11* 

Focal adhesion 12 FYN, COL1A1, COL1A2, 
COL3A1, COL5A1, COL5A2, 
COL6A1, COL6A2, COL6A3, 
FN1, LAMA4, PDGFRB 

2.7e-10* 

Protein digestion and absorption 8 COL3A1, COL5A1, COL5A2, 
COL6A1, COL6A2, COL6A3, 
COL1A1, COL1A2 

5.3e-8* 

PI3K-Akt signaling pathway 11 COL1A1, COL1A2, COL3A1, 
COL5A1, COL5A2, COL6A1, 
COL6A2, COL6A3, FN1, 
LAMA4, PDGFRB 

7.2e-7* 

Amoebiasis 5 COL3A1, FN1, LAMA4, 
COL1A1, COL1A2 

4.0e-6* 

Platelet activation 5 COLA31, GNAI2, FYN, 
COL1A1, COL1A2 

1.3e-5* 

Axon guidance 4 EPHA1, FYN, ABLIM1, 
GNAI2 

0.016* 

Pathways in cancer 6 GNAI2, CDH1, FN1, JUP, 
LAMA4, PDGFRB 

0.022* 

MicroRNAs in cancer 5 ERBB3, PDGFRB, SERPINB5, 
VIM, ZEB2 

0.03* 

Arrhythmogenic right ventricular 
cardiomyopathy (ARVC) 

3 CDH2, DSP, JUP 0.035* 

 

  



Supplementary Figure S1. Full length uncropped western blotting images used to generate 

Figure 5.  

 

 

 

 


