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[bookmark: _GoBack]Figure S1: Scatterplot of LOLA enrichment analysis showing the effect size (log(odds ratio)) vs the significance (-log10(q-value)) of the top 1000 hypermethylated CpG islands. The LOLA reference database collections used are the cistrome database from Cistrome (cistrome_cistrome), epigenome database from Cistrome (cistrome_epigenome), codex database (codex), segmentation from ENCODE (encode_segmentation), transcription factor binding sites from ENCODE (encode_tfbs), tissue-clustered DNase hypersensitive sites from Sheffield (sheffield_dnase), and a collection of UCSC feature tables (ucsc_features).

image1.png
gValuelLog

40-
.
.
30-
.
20~ O
-
.
.
10- &
]
]
.
.
&
.
oo
0- Lo

oddsRatio

40

collection
e cistrome_cistrome
e cistrome_epigenome
® codex
® encode_segmentation
® encode_tfbs
* sheffield_dnase
® ucsc_features

60




