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Figure S1: Expression of DNA methyltransferases DNMT1, DNMT3A, DNMT3B, DNA 

demethylases TET1, TET2, TET3 and TDG and RNA methyltransferase TRDMT1 in HNSCC 

with lymphovascular invasion (LVI+). Differences between groups were examined by two-

factor repeated measures ANOVA with tissue type and invasion as independent factors 

followed by Sidak's multiple comparisons post hoc test. The expression of DNMT3B was 

significantly higher in tumour compared to normal tissue irrespective of lymphovascular 

invasion. For each gene, paired normal tissue corresponding to local tumours (LVI-) was used 

as a reference. Data are shown as mean +/- S.E.M., *p < 0.05 



Figure S2: Expression of DNA methyltransferases DNMT1, DNMT3A, DNMT3B, DNA 

demethylases TET1, TET2, TET3 and TDG and RNA methyltransferase TRDMT1 in HNSCC 

with perineural invasion (PNI+). Differences between groups were examined by two-factor 

repeated measures ANOVA with tissue type and invasion as independent factors, followed by 

Sidak's multiple comparisons post hoc test. The expression of DNMT3B was significantly 

higher in tumour compared to normal tissue irrespective of perineural invasion. For each gene, 

paired normal tissue corresponding to local tumours (PNI-) was used as a reference. Data are 

shown as mean +/- S.E.M., *p < 0.05. 



Figure S3: Correlation between CpG73 methylation and mRNA expression of DNA 

methyltransferases DNMT1, DNMT3A and DNMT3B, DNA demethylases TET1, TET2, TET3 

and TDG, and RNA methyltransferase TRDMT1 in normal tissue. Outliers were removed using 

Nalimov test ( = 0.05) and the correlation between the gene expression and level of CpG73 

methylation was analysed by Spearman's rank-order correlation. r = Spearman's rank 

correlation coefficient, for all genes: n=18.  




