Supplementary Data 3. Relationship between the raw methylation data per sample, average
difference between groups, and relationship to the TSS and transcript expression.

Top left panel: The Y axis represents difference in relative methylation between the
ulcerative colitis and normal groups. The X-axis shows the position relative to the TSS site
defined as 0. Negative numbers are upstream of TSS, positive numbers downstream.

Top right panel: Legend of top left panel.

Bottom left panel: The raw methylation data per patient. The X scale is the same as the top
left panel. The Y-axis shows relative methylation, 1 for 100% methylated, O for not
methylated, 0.5 for 50% methylated.

A point represent the relative methylation value for a sample at a particular location. Dotted
lines connect same samples between positions. Red points and dotted lines are from
Ulcerative Colitis samples, blue from normal samples.

Bottom right panel: Shows a boxplot of the normalized log2 values of the transcript
corresponding to the promoter.
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