








 
 
 
 
 

Figure 5. Comparison of features identified using methylKit change-point based segmentation 
on Human IMR90 methylome with published PMDs identified with MethPipe [50],[2,69]. 
Boxplots show for each feature the distribution of (a) segment lengths in log10 transformed 
base pairs (bp) (b) CpG position covered by each segment in log10 transformed numbers (c) 
average methylation score per segment. (a) - (c) Boxplot colors indicate the tool generating the 
features either methylKit or MethylPipe. (d) Genome Browser View showing region chr10: 
117,786,314 - 121,271,788 of the hg19 assembly. The tracks are from top to bottom: “RefSeq 
Genes”, “Human_IMR90_PMD” from the Public “DNA Methylation” Track Hub [2],[50], Custom 
Segmentation Feature Track generated with methylKit, Human IMR90 methylome from 
Roadmap Epigenomics Project [71], CpG-Islands (track “cpgIslandExt”) from UCSC  
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Suppl. Figure 1. Barplots show number of true positives (TP), false negatives (FN), false 
positives (FP) and true negatives (TN) for each effect size (5%, 10%, 15%, 20% and 25%) on 
the simulated dataset using DSS, limma and methylKit tools. 
 

 
Suppl. Figure 2. Visualisation of common and unique DMCs generated by tools: DSS, limma, 
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methylKit using F-test with an overdispersion and Chisq test with and without the overdispersion 
correction using the simulated datasets. Empty intersections are now shown. 
 
 

 
 
Suppl. Figure 3. Number of true positives (TP), false negatives (FN), false positives (FP) and 
true negatives (TN) for each effect size (5%, 10%, 15%, 20% and 25%) on the CTCF 
occupancy with methylation status in cell-type specific manner using Wang et al data and the 
RRBs ENCODE data using DSS, limma and methylKit tools. 
 
 
 

n 

 

.CC-BY-NC-ND 4.0 International licensea
certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made available under 

The copyright holder for this preprint (which was notthis version posted August 9, 2017. ; https://doi.org/10.1101/109512doi: bioRxiv preprint 

https://doi.org/10.1101/109512
http://creativecommons.org/licenses/by-nc-nd/4.0/

