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SUPPLEMENTARY APPENDIX

Online Supplementary Table S1. Primers used for real-time RT-PCR.

Online Supplementary Table S2. Primary antibodies used for western blot analysis and immunohistochemistry.



Online Supplementary Table S3. Primers used for real-time DNA-PCR after ChIP with an H3K27 trimethylation antibody.

Online Supplementary Table S4. Specifically 5-aza-dC/TSA-regulated genes in ALCL/T-cell lines. (A) Significantly down-regulated genes after 5-aza-dC/TSA
treatment in ALCL cell lines: the gene expression profiles of four ALCL cell lines (FE-PD, JB6, Karpas 299, SU-DHL-1) were analyzed by Affymetrix GeneChip
technology. (B) Significantly up-regulated genes after 5-aza-dC/TSA treatment in ALCL cell lines: the gene expression profiles of four ALCL cell lines (FE-PD,
JB6, Karpas 299, SUDHL- 1) were analyzed by Affymetrix GeneChip technology. (C) Significantly down-regulated genes after 5-aza-dC/TSA treatment in T-cell
lines: the gene expression profiles of four T-cell lines (CCRF-CEM, Jurkat, MOLT-3, MOLT-4) were analyzed by Affymetrix GeneChip technology. (D) Significantly
up-regulated genes after 5-aza-dC/TSA treatment in T-cell lines: the gene expression profiles of four T-cell lines (CCRF-CEM, Jurkat, MOLT-3, MOLT-4) were
analyzed by Affymetrix GeneChip technology. (SEE PDF FILE)

Online Supplementary Table S5. ALCL/T-cell characteristic genes. (A) ALCL characteristic genes: the gene expression profiles of four T-cell lymphoma cell
lines (CCRF-CEM, Jurkat, MOLT-3, MOLT-4) and four ALCL cell lines (FE-PD, JB6, Karpas 299, SU-DHL-1) were analyzed by Affymetrix GeneChip technology.
Significantly up-regulated genes in ALCL cell lines compared to T-cell lymphoma cell lines were considered as "ALCL characteristic genes". (B) T-cell charac-
teristic genes: the gene expression profiles of four T-cell lines (CCRF-CEM, Jurkat, MOLT-3, MOLT-4) and four ALCL cell lines (FE-PD, JB6, Karpas 299, SU-
DHL-1) were analyzed by Affymetrix GeneChip technology. Significantly up-regulated genes in T-cell lines compared to ALCL cell lines were considered as "T-
cell characteristic genes". (SEE PDF FILE)

Online Supplementary Table S6. Significantly up-/down-regulated ALCL and T-cell characteristic genes in 5-aza-dC/TSA-treated T-cell lines. (A) Twenty-nine
ALCL characteristic genes statistically significant up-regulated in 5-aza-dC/TSA-treated T-cell lines: the 29 genes were identified when the 277 ALCL charac-
teristic genes were compared to the 245 genes up-regulated by 5-aza-dC/TSA treatment of T-cell lines (Figure 1A). (B) One hundred and seventy-six T-cell
characteristic genes statistically significant down-regulated in 5-aza-dC/TSA-treated T-cell lines: the 176 genes were identified when the 406 T-cell charac-
teristic genes were compared with the 964 genes down-regulated by 5-aza-dC/TSA treatment of T-cell lines (Figure 1B). (SEE PDF FILE)

Online Supplementary Table S7. T-cell genes in 5-aza-dC/TSA-treated ALCL cells are not significantly reactivated. (A) ANOVA analysis of all four ALCL cell
lines (FE-PD, JB6, Karpas 299, SU-DHL-1) (5-aza-dC/TSA-treated vs. untreated). Changes in expression of the listed T-cell characteristic genes are not sta-
tistically significant. (A) Normalized U133A hybridization data of several T-cell characteristic genes for each ALCL cell line (both 5-aza-dC/TSA-treated and
untreated). Note that the expression value on U133A chips is never zero since there is always a hybridization background. (SEE PDF FILE)



Online Supplementary Figure S1. Global histone H3K9 acetylation and DNA methylation levels after 5-aza-dC/TSA treatment A/B: Western blot analysis
of global histone H3K9 acetylation in 5-aza-dC/TSA (+) and untreated (-) T-cell lines (A) and ALCL cell lines (B). Both 5-aza/TSA treated T- and ALCL cell
lines show a very strong global increase of H3K9 acetylation. (C) Relative global DNA methylation intensity in 5-aza-dC/TSA T- and ALCL cell lines. The
average relative global DNA methylation intensity after 5-aza-dC/TSA treatment was calculated from five independent immuno-dot blots. Both 5-aza/TSA
treated T- and ALCL cell lines show a global decrease of DNA methylation. (D) Immuno-dot blots were stained with 0.02% methylene blue in 0.3M sodium
acetate to ensure equal loading of total DNA (200 ng).
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Online Supplementary Figure S3. Venn diagrams comparing ALCL and T-cell characteristic genes with up- and down-regulated genes in T-cell lines after
epigenetic treatment with 5-aza-dC/TSA. (A) An overlap of 29 genes was identified when the 277 ALCL characteristic genes were compared to the 245
genes up-regulated by 5-aza-dC/TSA treatment of T-cell lines (P=2.8x10-13). In contrast a statistically not significant number of five ALCL characteristic
genes were down-regulated in the 5-aza-dC/TSA-treated T-cell lines. (B) An overlap of 176 genes was identified when the 406 T-cell characteristic genes
were compared with the 964 genes down-regulated by 5-aza-dC/TSA treatment of T-cell lines (P=2.2x10-16). Only two T-cell characteristic genes were up-
regulated in the 5-aza-dC/TSA-treated T-cell lines, which was not statistically significant.
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Online Supplementary Figure S2. Specific 5-aza-dC/TSA regulated transcripts in T-cell lines and ALCL cell lines. To
detect specific 5-aza-dC/TSA regulated transcripts the differentially expressed genes in T-cell lines and ALCL cell
lines were compared using a Venn diagram. The intersection represents 5-aza-dC/TSA jointly regulated genes in T-
cell lines and ALCL cell lines.



Online Supplementary Figure S4. Immunohistochemistry for RYBP in (A) a primary ALCL and (B) a primary cHL. RYBP was strongly expressed in the
nuclei of the tumor cells of ALCL and cHL whereas bystander cells displayed no or only faint expression (original magnification, 200x).
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