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Pds5 overlap with Mis4+/Rad21+ loci
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Enrichment relative to 32°C

Enrichment relative to 32°C

3.5 1

2.5 1

0.5 1

Psm3-GFP ChIP

T

32°C

32°C + RNase a/T

42°C

Mis4-GFP ChIP

I

42°C + RNase a/T

|

T
ﬁTI I |

32°C + RNase a/T

42°C + RNase a/T

Supplementary Figure 5

“hsp70 Prom

hsp9 Prom

“hsp70 Prom

hsp9 Prom



A
Proximity between cohesin & RNAPII
180 r 14000
160 L 12000
o 140 1
T 1] 0000
- i I 8000
by 100
2 801 I 6000
I 60 1 L 4000
40 1
20 r 2000
0 0
CO0OO0O0O0O0O0O0O0O0O0O0O0OO000O0O000COO0O
Or ANMTUUONOVDNIOTONOULTOHANTO D ®
SRR EVIRATT ' TNOIDONDDD
Distance from RNAPII peaks (bp)
c RNAPII ChIP
6 =WT
GAPDH =AA
+1  +1kbp ‘é_ 4
B mopmmm =
- . 4 =
TSS 2 p(A) 2
*
0
TSS in2
D 15 RNAPII ChiP
c-MYC - WT
=AA
20kbp *1 s g
o
. E—— | £
- - A ES
up TSS p(A) 0.5
*
0
up TSS
E RNAPII ChIP
2 =MCF7
ERBB2 HZR-75-1
-200bp  +1 -
3
A exons 2.27— g
- A =
Prom p(A)
ERBB2 Prom HPRT
a-amanitin (2 ug/ml, 36 h)
F —_—

- +

RNAPII <— 245 KDa
(total) <— 180 KDa
<— 135 KDa
RAD21 <“— 100 KDa
<— 180 KDa
SMc3
<“— 135KDa
e
Tubulin 63 KDa

<+— 48 KDa

10.0

7.5

5.0

syead ||dYNY B

25

Gene Expression (RPKM)

0.0

SMC1+
NIPBL+

Supplementary Figure 6

p=0.035

SMC1+
N=20352

N=150

RAD21 ChIP
0.15 BWT
=AA

% Input

0.05

TSS in2

RAD21 ChIP

% Input
% Input

TSS

up

RAD21 ChIP

8 EMCF7
HZR-75-1

% Input

ERBB2Prom HPRT

SMC3

| «—
Tubuli
ubulin —

SMC3 ChIP
EWT
"AA

in2

SMC3 ChIP

up TSS

SMC3 ChIP

®MCF7
MZR-75-1

ERBB2 Prom

HPRT

135 KDa
100 KDa

180 KDa
135 KDa

63 KDa
48 KDa



Gene Expression (RPKM)
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