
	

D

A B

Centromere
Coding 

genes

PA
R

-C
LI

P 
cl

us
te

r
re

ad
 c

ov
er

ag
e

0.000

0.005

0.010

0.015

0.020 1.0

0.8

0.6

0.4

0.2

0.0

Seb1-dependent
Seb1-independent

Coding 

genes ncRNA

Coding
genes

Centromere

R
N

A
P

II 
dw

el
l t

im
e

N
E

T-
se

q 
pe

ak
 h

ei
gh

t
av

er
ag

e 
su

rr
ou

nd
in

g 
si

gn
al

(

(

PA
R

-C
LI

P 
cl

us
te

r 
re

ad
 c

ov
er

ag
e

Supplemental Figure S4.          Parsa_Supplemental_FigS4
Replicate 2

Replicate 2

p=4.2e-13

80

60

40

20

0

***

*

Coding 

genes ncRNA

p=6.0e-294
Replicate 1 Replicate 2

p=7.5e-305

3778 3780 3782 3784 3786 3788 3790
Chromosome position (kb)

clr4∆

clr4∆ seb1-1

RNAPII ChIP-seq replicate 2

R
pb

3-
3X

FL
A

G
en

ric
hm

en
t

(R
P

M
)

40

0
40

0

C L5
imr1R dg dh

IRC1-R
otr1R

1.0

0.8

0.6

0.4

0.2

0.0



	
	

 

 

Supplemental Figure S4. Seb1 induces RNAPII pauses with long dwell 

times throughout the genome. A) Seb1 PAR-CLIP cluster read coverage at the 

centromeres compared to coding genes for the second replicate.  B) Seb1 PAR-

CLIP cluster read coverage at ncRNAs (including sn/snoRNAs, tRNAs) 

compared to coding genes. C) Replicate 2 data for RNAPII levels based on 

ChIP-seq of Rpb3-3xFLAG with reads aligned to the right arm of centromere 1.  

Comparing RNAPII enrichment in clr4∆ (black) and clr4∆ seb1-1 (red). D) RNAPII 

dwell time analysis for centromeres and coding genes in a second replicate 

(*p=0.026; ***p=1.8e-56).  

	


