a b
+LPS -LPS
~ 20] R=09908 ~ 207 r=0999 s LES ~LES
2 £}
S 15 S 15
By T~
8o £o
a %10 a %10
ot o~ 1,106 4174 975
5 5 5 &
o o ¥
& phE & ol
0 5 10 15 20 0 5 10 15 20
ROD1 CLIP replicate 1 (+ LPS) ROD1 CLIP replicate 1 (- LPS)

C
chr13:43,849,811 SETTTKG 43,908,587 ,
555 457
Gro-seq o T . mu.“h okl st i 0
-390 W -75
100’ 53
TC-se L
. a3 . J Ml ng
1gG nd{+ LPS nd
CLIP-seq
nd, nd
4 Lps (ROD1+) “J 37
0t - ‘AJL,MJ bl wdhe,e. . 10 0
AID i | .
CLIP-seq | '3 “nd
+ LPS (ROD1-) o
d K
n.d, nd
300 65
-LPS !
L R .‘.r]‘ g e g “%*T“Tﬁ“’*ﬁ"‘“ [ 0
ROD1 o 0ss
- 300
CLIP-seq +LPS
O e gt \W" Lo ameqyt o M y R 0
17 -1065
216 t H-m Cd83 213
o 0

Supplementary Figure 13. ROD1 binding profiles are similar before and after LPS
stimulation. (a) Pearson’s correlation analysis of ROD1 CLIP-seq replicates. (b) Venn
diagram of genes with ROD1 CLIP-seq peaks before and after LPS treatment. (c)
Snapshot of the Gro-seq, TC-seq and CLIP-seq profiles in the vicinity of Pax5 and Cd83.
ROD1 and AID CLIP-seq signals are shown as red and blue for reads located on the
Watson and Crick strands, respectively. Bottom: the H3K27Ac signal is shown in orange.
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The reported super-enhancer is marked with an orange box.
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