
Chr.X

Chr.2L

Chr.2R

Chr.3L

Chr.3R

1,000,000Chr.4

A

B ANT-C BX-C

Supplementary Figure S3

21A 21C 22B

* * * *

22C

*

23B

22A 22F 24A

25E

*

26A

*

26EF

*

27B 28D

29EF

*

30C

32EF

*

33B

*

33F

35AB

*

35D

36AB

*

37AB

*

38EF

*

39EF

*

2D 3A

4C

5A 5D 7B

**

8AB 8F/9A

11AB

**
12D

**
14B

*
16A

**
16D

*
17A

*

18D

19E

42A 43BC

43E

*

44A

*
46C

47AB

*
47D48A

***
48C 49E

* *
50A

51A

54B

*

55A

* *
56C

*
57B

*
57E

58CD

*

59F

* *
60CD59C 60E

61A

61C

*

61F

*

62B

* *

63A

63F 64BC

65D

**

66A

*

66C66EF 67C

*

67D

*

67EF

68A

*

68C

69CD 70AB 70DE 73C

74D

* *

74F

76C

77E

78DEF 79E

82A 82DE

* **
84AB 84D

84EF

*
85A

*
85D

85E 86A

*
86E86C

* *
87B 87D

*
87F/88A

*
88D

*
89B

*
89C

*****

90DE

*
91C

92A

93E

**

94E

96A

*
94D

**

96BC

96F~97A

*
97BC

* *
98AB 98CD

** *
99A~D 100AB

***

100F

ANT-C BX-C

102B~D

▼ ▼▼ ▼ ▼▼ ▼ ▼▼

center
of 167

predicted
PRE/TREs

+250
bp

-2

0

2

4

6
ChIP-Seq scores of 20 groups of 
random selected genomic regions

ChIP-Seq scores of predicted PRE/TREs 

0

50

100

150

200

250

300

H
3K

27
m

e3
 C

hI
P-

Se
q 

Sc
or

es

N
um

bers of PR
E/TR

Es in each location

number of overlapping
PRE/TREs in each position

C

+500
bp

+750
bp

-750
bp

-500
bp

-250
bp

* *

◄167

mod(mdg4) ~ InR


