Supplementary Figure S1 : Criteria used to select specific probes for analysis. Schematic diagram shows the criteria used to select specific probes for CpG methylation profile analysis

Supplementary Figure S2 : Stepwise analysis for the Methylation450 BeadChip array to identify cancer-specific hypo- and hyper-methylation loci. Summary of the results obtained from the 450K array after data normalization

Supplementary Figure S3: Genomic context of CpG methylation. (A) Differentially hypomethylated probes in relation to gene and in relation to CGI context

Supplementary Figure S4: Cell line expression analysis (RT_PCR) results. (A) Expression results for 3 cancer-specific methylated genes (FGR, HORMAD2, and EPB49) in 2 chordoma cell lines (UCH-1 and MUG-Chor1). (B) Expression results for 7 differentially methylated genes (COL11A2, NEFM, SCT, FOXP4, FAIM2, IFNGR2, and TUBB6) in chordoma cell line (UCH-1). (-) cell line without 5-azaDC treatment and (+) cell line after 5-azaDC treatment. GAPDH was used as a positive control for the analysis. 

Supplementary Figure S5: Bisulfite sequencing analysis in Chordoma samples and schematics represent sequenced region for two different genes (SLC16A5 and RAB32) using methylation primers designed to amplify this specific region of the CpG island. (A) sequencing analysis of SLC16A5 CpG island region for 3 chordoma samples. (B) sequencing analysis of RAB32 CpG island region for 2 chordoma samples. Black circles indicate complete methylation while white circles indicate no methylation detected. MI indicates the methylation index for each probe. For each sample β-value from the HumanMethylation450 BeadChip and methylation index for the probe is indicated. 

Supplementary Figure S6: IPA network figure for Networks 1, 2, 3, and 4.

Supplementary Table S1 and S2: List of differentially hypermethylated (Table S1) and hypomethylated (Table S2) probes between chordomas and controls

Supplementary Table S3 and S4: List of differentially hypermethylated (Table S3) cancer-specific probes and hypomethylated (Table S4) cancer-specific probes

Supplementary Table S5: Summary of the 9 different IPA networks for the promoter region cancer-specific hypermethylated genes. 
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