
p65, LPS

p65, LPS+Dex

p65 peaks in Dex-repressed genes 

RSC=2.95

RSC= 1.31

RSC=2.8 RSC= 3.1

220 113466

20%80%

68%32%

p65_U_rep1 p65_L_rep1 p65_LD_rep1

p65_U_rep2

0 100 200 300 400

0.0020

0.0025

0.0030

0.0035

p65_L_rep2 p65_LD_rep2 Input

100 200 300 400 100 200 300 400 100 200 300 400

0.0020

0.0025

0.0030

0.0035 RSC=1.67 RSC=1.95

C
ro

s
s
-c

o
rr

e
la

ti
o

n

3012         2983

p65, LPS,
rep2

p65, LPS,
rep1

3458 2664 930

p65,
LPS+Dex,
rep2

p65, 
LPS+Dex,
rep1

1916 4190 18021926 2106 1495
1
0
3
3

p65, LPS,
rep2

p65,
LPS+Dex,
rep2

p65, LPS,
rep1

p65, 
LPS+Dex,
rep1

2272       4750
p65,
LPS+Dex,
union

p65, LPS,
union2268

r =0.79s

0.0

2.5

5.0

7.5

10.0

0.0 2.5 5.0 7.5 10.0
log2(rep1_peak_read_count)

lo
g

2
(r

e
p

2
_
p

e
a

k
_

re
a

d
_

c
o

u
n

t)

p65, LPS, union

r =0.76s

0.0

2.5

5.0

7.5

10.0

0.0 2.5 5.0 7.5 10.0
log2(rep1_peak_read_count)

p65, Dex+LPS, union

B

A

32%68%

68%32%

C

RSC=1.52

Figure 1 – Figure Supplement 2. Characterization of p65 cistromes in LPS- and LPS+Dex-treated BMDM. 
(A) Venn diagram comparison of p65 peak sets from ChIP-seq replicates in BMDM treated as indicated (left) and 
between treatments (right). The union of peak sets was constructed for each condition. Read counts were 
determined for each peak in condition-specific peak union sets; a plot of log transformed per peak read counts for 
p65 replicas is shown for each treatment condition; r - Spearman's correlation between replicas (left, bottom). (B) s 

p65 peaks distribution in LPS- and LPS+Dex-treated BMDM near Dex-repressed genes from Fig. 1A (+/- 100 Kb) 
(C) Cross-correlation plots for p65 ChIP-seq datasets generated in this study. Relative strand cross-correlations 
were calculated using CLC BIO Genomics Workbench. 
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