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within 30346 sequences

within 145544 sequences

     Motif 
TBRCTCA

TGACTCA
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TTGCTCA
TCGCTCA
TTACTCA
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   P-value
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within 1930 sequences

within 84546 sequences

     Motif 
ABRCACA

ACACACA
ACGCACA
ATACACA
ATGCACA
AGACACA
AGGCACA

   P-value
4.3e-4238
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Top pathways with the most strongly down-regulated genes (n = 1,000)

Regulated in pathway
Total in pathway

0 1 2 3

Pathways in cancer ( 3.53e−08 ) 326
28

Phagosome ( 6.22e−09 ) 153
20

Cytokine−cytokine receptor interaction ( 2.28e−09 ) 265
27

Cell adhesion molecules (CAMs) ( 8.61e−11 ) 133
21

B cell receptor signaling pathway ( 2.7e−11 ) 75
17

Toll−like receptor signaling pathway ( 6.24e−12 ) 102
20

Metabolic pathways ( 1.61e−13 ) 1130
73

   log10 number of genes

KEGG pathway with (adjusted p−value)
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ctcatggaccccccggacaccagtcccacccTGTGTCTgtgATGCTCActctcTGAGCCTtccctg
accccaTGTGCCAaagcctggcccagcaatgccacgTGTGCATGTGTGAGCGTgagcttggc
agcgggtgggagaatgTGTGCGTcagTGTGTGAGCGTgagcacggcctgtgcttgtctggctgtgg
gactgggggcctctgtgacgctgtgagcccttgtggaccTGAGTGTgggccgtgtgagctgtgtgcacgtgg
ctgtggcTGAGTGTGAGCCTcTGAGTGTGTGTGTCTgtgccgtgtacctcTGTGTGT

TGAGCAT TGAGCCTTGAGCGT TGAGTGT
TGTGCAT

TGTGCCA
TGTGCGT

TGTGTCT

TGTGTGA

TGTGTGT

1 x 2 x1 x 2 x 3 x
A-ending
T-ending

CpG Non-CpG

A

B

Figure S23



[0 - 175]

[0 - 175]

[0 - 175]

[0 - 175]

323 bp duplicate

TGWGCGA revcom
TGWGYVA

TGWGCGA

TGWGYVA revcom
TGWGCGT
TGWGCGT revcomTGWGYVT

TGWGYVT revcom

Raji ChIP 15h (.bam)

Raji input 15h (.bam)
Raji ChIP 0h (.bam)

Raji input 0h (.bam)

chr14

0-175

0-175
0-175

0-175

106,031,200 bp 106,031,400 bp
323 bp

106,031,300 bp

A Fragment A

323 bp duplicate

TGWGCGA revcom
TGWGYVA

TGWGCGA

TGWGYVA revcom
TGWGCGT
TGWGCGT revcom

TGWGYVT

TGWGYVT revcom

TGWGCGA

TGWGCGA revcom

TGWGYVA

TGWGYVA revcom

TGWGCGT

TGWGCGA

TGWGCGA revcom

TGWGYVA

TGWGYVA revcom

TGWGCGT

[0 - 175]

[0 - 175]

[0 - 175]

[0 - 175]

Raji input 0 h (.bam)

Raji ChIP 0 h (.bam)

Raji input 15 h (.bam)

Raji sample 15 h (.bam)

DG75 input 0 h (.bam)

DG75 ChIP 0 h (.bam)

DG75 input 15 h (.bam)

DG75 ChIP 15 h (.bam)

chr14

106,150,800 bp 106,150,900 bp 106,151,000 bp

323 bp duplicate

TGWGCGA revcom
TGWGYVA

TGWGCGA

TGWGYVA revcom
TGWGCGT

Raji ChIP 15h (.bam)

Raji input 15h (.bam)
Raji ChIP 0h (.bam)

Raji input 0h (.bam) 0-175

0-175
0-175

0-175

323 bp

TGWGCGA

TGWGCGA revcom

TGWGYVA

TGWGYVA revcom

TGWGCGT

TGWGCGT revcom

TGWGYVT

TGWGYVT revcom

TGWGCGA

TGWGCGA revcom

TGWGYVA

TGWGYVA revcom

TGWGCGT

TGWGCGT revcom

TGWGYVT

TGWGYVT revcom

323 bp duplicate

TGWGCGA revcom
TGWGYVA

TGWGCGA

TGWGYVA revcom
TGWGCGT
TGWGCGT revcom

TGWGYVT

TGWGYVT revcom

B Fragment BFigure S24



0 2 4 6 8

−4
−2

0
2

4

−4
−2

0
2

4

0 2 4 6 8

−4
−2

0
2

4

−4
−2

0
2

4

A1

B1

A2

B2
Raji iBZLF1 0 vs 15 hRaji iBZLF1 0 vs 15 h

DpnII fragment

BZLF1 peak

DpnII fragment

DpnII fragment

BZLF1 peak

DpnII fragment

Raji iBZLF1 0 vs 6 hRaji iBZLF1 0 vs 6 h
lo

g2
 fo

ld
 c

ha
ng

e

log2 mean of normalized interactions
DpnII without
 BZLF1 peak

(19,203)

DpnII with
 BZLF1 peak

(1625)

Median:     0.19 Median:      0.13

Lo
g2

 s
pr

ea
d:

  2
.0

5

Lo
g2

 s
pr

ea
d:

  1
.9

8

lo
g2

 fo
ld

 c
ha

ng
e

log2 mean of normalized interactions
DpnII without

 BZLF1
(15,392)

DpnII with
 BZLF1
(1,350)

Median:     −0.61 Median:      −0.58

Lo
g2

 s
pr

ea
d:

  2
.3

8

Lo
g2

 s
pr

ea
d:

  2
.2

8

n = 15,392

  n = 1,350

n = 19,203

  n = 1,625

Figure S25


