
SUPPLEMENTARY FIGURE LEGENDS 

 

Figure S1. Quantification workflow 

A. Schematic flow of genome wide based quantification procedure followed by EpiMINE. 

 

Figure S2. Differences in different modes of quantification, annotation of differentially 

regulated ROI and quantification of different ChIPs in Suz12 binding regions 

A. Same as Figure 2C, where intensities are scaled independently for individual sample. 

B. Same as Figure 2C but with intensities scaled globally over all samples.  

C. Same as Figure 3A but without using strand information. 

D. Same as Figure 3B but without using strand information. 

E. Tissue specificity of genes whose promoters were differentially regulated in skeletal muscle 

identified in Figure 4A. 

F. Tissue specificity of genes whose promoters were differentially regulated in keratinocytes 

identified in Figure 4A. 

G. Heatmap with intensities presented for Ezh2, Ctbp2 and Suz12 in Suz12 binding regions. 
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5 0.559322 0.027542 0.006356 0.00565

Genome

Genome Wide Based Quantification
Figure S1



A B Figure S2

10

1.25

1.00

0.75

0.50

0.25

0.00

-4000 -2000 0 2000 4000

N
or

m
al

iz
ed

 In
te

ns
ity

Distance from center

0.00

0.25

0.50

0.75

1.00

1.25

−5000 −2500 0 2500 5000
Distance from center

No
rm

aliz
ed

 In
ten

sity groups
H3k4me3_quarter1_promo
H3k4me3_quarter2_promo
H3k4me3_quarter3_promo
H3k4me3_quarter4_promo

groups
quarter1
quarter2
quarter3
quarter4

Length in %

0.25

0.20

0.15

0.10

0 25 50 75 100

N
or

m
al

iz
ed

 In
te

ns
ity

0.10

0.15

0.20

0.25

0.30

0 25 50 75 100
Length in %

No
rm

ali
ze

d I
nte

ns
ity

groups
H3k36me3_quarter1
H3k36me3_quarter2
H3k36me3_quarter3
H3k36me3_quarter4

groups
quarter1
quarter2
quarter3
quarter4

0.30

Heart
Muscle

Skeletal Muscle

-log10(FDR)

0 0.5 1 1.5 2 2.5 3 3.5 4

Placenta
Tongue

Keratinocyte

-log10(FDR)

0 1 2 3 4 5 6 7

C
tb

p2

C
tb

p2

E
gr

1

E
gr

1

E
zh

2

E
zh

2

S
uz

12

S
uz

12

C

D

E

F

G

10

1

2

3

4

5

6

7

8

C
lu

st
er

s

Gm12878 Helas3 Hepg2 K562 Gm12878 Helas3 Hepg2 K562


	SUPPLEMENTARY TEXT
	Jammula_FigureS1
	Jammula_FigureS2

