Figure S1.

Human CpG Island 244K Microarray

Cy3-labelled CyS5-labelled
Common reference DNA Methylation-enriched DNA from
(pooled genomic DNA from 13 paired Vs prostate tumour tissues (n = 13)

adjacent non-tumour tissues)

Methylation-enriched DNA from paired
adjacent non-tumour tissues (n = 13)

237,000 CpG-island probes

Exclusion of low-signal probes

143,484 reliable CpG probes

l ANOVA, P <0.01

4,061 hypermethylated CpG probes
annotated to genes

Probes showing a mean >3.0-fold increase

in prostate tumour tissues

1,305 hypermethylated CpG probes
corresponding to 756 genes

Selection of methylation-enriched genes
represented by multiple CpG probes

8 candidate genes




	슬라이드 1

