A _ B Evaluation of MeDiChlSeq and MACS identified sites under less stringent summit overlap conditions;
MeDiChlSeq vs MACS i.e. compare outlayer populations from (A) in the context of the base of the identified peaks.
(29,100,000 TMRSs)

MeDiChlSeq specific sites after a detailed . MACS specific sites overlapping with
15’039 406 comparison with MACS calls (4,470 MeDli(éng]?iﬁgdagictlel\S/IACS MeDiChlSeq calls under larger summit
overlapping sites further identified) comparison conditions
- . e 50 | N
35,553 260 %01 -
J ? eq e 35,553 40 1 -
& 50 10,569 e e 304
Ee) P (7] o + 4,470 | @ - g
Q _| et L rd ' =
c 40 B @ 30 A A o
£ 30 g - g P . T
Comparison performed in a 8 4 2 10958 e e | °
summit distance +/- 50nt length. 9 20 175 ' .

. . 810 - o ea Count 104 Counts
MeDiChiSeq confidence threshold: & . Counts ounts . 16
-10*log,o(combined p-viaue)>25 e [ ‘ - I 150 w - I 280 o -— ‘ — I
MACS confidence threshold: o 1 5 3 4 1 2 3 1 1 2 3 1
-10*l0g,,(p-vlaue)>50 log10(Peaks intensity) log10(Peaks intensity)

10 log10(Peaks intensity)
C .. 5000
MeDiChISeq o _©
EnE
PeakRanger 4 14 » » [ 2 2 » P | 2 S 8 o 4000 .
BayesPeak » } » » Y > » ) SO Only MeDiChlSeq
MACS ) ) ) Y » ggQ 3000
o g PeakRanger
| 2 » » g » ) \;J_g 2000
825
=% § 1000
- ..‘A-AA‘-.. A JI_‘A.L PR [ s ,l,,,,,.‘_ A*JAJAAA._ P ,.mi‘llhm..l"lkam [P —— . __._lm,.‘_‘____.__ | o Bayespeak
0
[ I I I I I I I
chr19 12,025k 12,030k 18,245k 18,250k 39,738k 39,740k 43,226k 43,230k

Additional file 7. Evaluation of MeDiChlSeqg-specific sites retrieved in the CTCF meta data (80% total mapped read
subset). (A) MeDiChlSeq retrieved most of the sites annotated by MACS plus additional 15,000 specific sites. (B) When more
relaxed conditions are used for assessing peak overlaps (i.e., base peak overlaps) 4,470 (MeDiChlSeq-specific for stringent
conditions) + 406 (MACS-specific for stringent conditions) additional overlapping MACS-MeDiChlISeq sites were identified. The
remaining 10,744 MeDiChISeq-specific sites are illustrated in the context of their intensity and confidence (left panel) to show that
they present significant binding site characteristics (only 175 sites with confidence levels below 25 [light blue area]) comparable to
that observed for the overlapping sites (middle and right panel). (C) 4,291 MeDiChlISeqg-specific sites out of 10,569 present a
CTCF motif ( CentriMo: p-value: 4.4x101985; see Figure 4). Some of these sites are also identified by PeakRanger and/or
BayesPeak supporting the fact that several sites which are not retrieved by MACS correspond to real binding events.



