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GE2 
Gene body (end) GE1 

GE0 
GM1 Gene body (middle) 
GM0 
E/GM Enhancer/Gene middle 
GS Gene body (start) 
TSS Transcription start site 
TF2 Transcription factor 

activity TF1 
TF0 
H3K9me1 H3K9me1 only  
C1 CTCF (weak)  
C0 CTCF (strong) 
R5 

Repression 

R4 
R3 
R2 
R1 
R0 
F1 Low signal in all the 

observation tracks 
besides the FAIRE track F0 

L1 Low signal zone 
L0 
D Dead zone 
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GE2 GE1 GE0 GM1 e/GM GS TSS TF2 TF1 TF0 C1 C0 R5 R4 R3 R2 R1 R0 F1 F0 L1 L0 D

Processed Pgenes

C
o
u
n
ts

0
2
0
0

4
0
0

6
0
0

8
0
0
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GE2 GE1 GE0 GM1 e/GM GS TSS TF2 TF1 TF0 C1 C0 R5 R4 R3 R2 R1 R0 F1 F0 L1 L0 D

Duplicated Pgenes

C
o
u
n
ts

0
2
0
0

4
0
0

6
0
0

8
0
0

1
0
0
0

1
2
0
0
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GE2 GE1 GE0 GM1 e/GM GS TSS TF2 TF1 TF0 C1 C0 R5 R4 R3 R2 R1 R0 F1 F0 L1 L0 D

Ambiguous Pgenes

C
o
u
n
ts

0
5
0

1
0
0

1
5
0
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GE2 GE1 GE0 GM1 e/GM GS TSS TF2 TF1 TF0 C1 C0 R5 R4 R3 R2 R1 R0 F1 F0 L1 L0 D

Total

C
o
u
n
ts

0

500

1000

1500

Processed

Ambiguous

Duplicated
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