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Table W1. Primer Sequences and siRNA/shRNA Clone Details.

Gene Symbol Clone ID

EGFR LU-003114-00-0002
ERBB2 SHCLNV-NM_004448
RPS6KB1 SHCLNV-NM_003161

Primer Sequence

EGFR-f1 GGGCCAGGTCTTGAAGGCTGT
EGFR-r1 ATCCCCAGGGCCACCACCAG
EGFR-f2 ACACCCTGGTCTGGAAGTACGCA
EGFR-r2 AGTGGGAGACTAAAGTCAGACAGTGAA
EGFR-f3 CCGAGGCAGGGAATGCGTGG
EGFR-r3 TGGCCTGAGGCAGGCACTCT
ERBB2-f1 TGCGCAGGCAGTGATGAGAGT
ERBB2-r1 TCTCGGGACTGGCAGGGAGC
ERBB2-f2 TCCTCCTCGCCCTCTTGCCC
ERBB2-r2 TCTCGGGACTGGCAGGGAGC
RPS6KB1-f1 TGCTGACTGGAGCACCCCCA
RPS6KB1-r1 GCTTCTTGTGTGAGGTAGGGAGGC
GAPDH-f1 GGCTGAGAACGGGAAGCTTGTCA
GAPDH-r1 TCTCCATGGTGGTGAAGACGCCA
MAST2_f1 GAAGTGAGTGAGGATGGCTGCCTT
MAST2_r1 GAGCCGCTCCATGCTGCTGTAC
MAST2_f2 ATTGAGGGCCATGGGGCATCT
MAST2_r2 CCCCATAGGCGCCATTGCTGATG



T
ab
le

W
2.

Li
st
of

G
en
e
Fu

si
on
s
Id
en
tif
ie
d
in

14
B
re
as
t
C
an
ce
r
C
el
l
Li
ne
s,
al
on
g
w
ith

T
he
ir
C
op
y
N
um

be
r
St
at
us
.

Sa
m
pl
e
N
am

e
5′

G
en
e

3′
G
en
e

T
yp
e

Se
qu
en
ci
ng

Pl
at
fo
rm

N
o.

R
ea
ds

V
al
id
at
io
n

C
hr
om

os
om

al
Lo

ca
tio

n
aC

G
H

D
at
a
(5
′
an
d
3′
)

A
m
pl
ic
on

St
at
us

Fu
si
on

Q
PC

R
5′

G
en
e

3′
G
en
e

N
o.

Pr
ob
e

A
ve
ra
ge

Lo
g
R
at
io

N
o.

Pr
ob
e

A
ve
ra
ge

Lo
g
R
at
io

B
T
-4
74

RP
S6
K
B1

SN
F8

In
tr
a

G
A
II

92
Y

ch
r1
7:
55
32
52
24
-5
53
82
56
8

ch
r1
7:
44
36
24
57
-4
43
77
15
3

5
2.
89
0

2
3.
55
7

Y
es

B
T
-4
74

ST
X1

6
R
A
E
1

In
tr
a

G
A
II

79
Y

ch
r2
0:
56
65
97
33
-5
66
87
98
8

ch
r2
0:
55
36
00
24
-5
53
86
92
6

4
2.
91
0

4
2.
91
0

Y
es

B
T
-4
74

Z
M
YN

D
8

C
E
P2

50
In
tr
a

G
A
II

77
Y

ch
r2
0:
45
27
17
87
-4
54
18
88
1

ch
r2
0:
33
50
66
36
-3
35
63
21
7

15
3.
65
0

5
1.
87
6

Y
es

B
T
-4
74

T
RP

C
4A

P
M
R
PL

45
In
te
r

G
A
II

30
ch
r2
0:
33
05
38
67
-3
31
44
27
9

ch
r1
7:
33
70
65
16
-3
37
32
62
8

11
3.
29
0

4
3.
45
2

Y
es

B
T
-4
74

M
ED

1
ST

X
B
P4

In
tr
a

G
A
II

28
Y

ch
r1
7:
34
81
40
63
-3
48
61
05
3

ch
r1
7:
50
40
11
24
-5
05
96
44
8

4
4.
02
9

21
2.
50
7

Y
es

B
T
-4
74

T
O
B1

A
P1

G
B
P1

In
tr
a

G
A
II

16
ch
r1
7:
46
29
45
85
-4
62
96
41
2

ch
r1
7:
32
94
90
13
-3
30
43
55
9

1
2.
78
7

10
2.
55
6

Y
es

B
T
-4
74

A
C
A
C
A

ST
A
C
2

In
tr
a

G
A
II

15
ch
r1
7:
32
51
60
39
-3
28
41
01
5

ch
r1
7:
34
62
03
14
-3
46
35
56
6

35
2.
55
6

3
4.
02
9

Y
es

B
T
-4
74

M
ED

13
B
C
A
S3

In
tr
a

G
A
II

13
Y

ch
r1
7:
57
37
47
47
-5
74
97
42
5

ch
r1
7:
56
10
99
53
-5
68
24
98
1

13
1.
01
2

73
1.
93
4

Y
es

B
T
-4
74

V
A
PB

IK
Z
F3

In
te
r

G
A
II

13
Y

ch
r2
0:
56
39
75
80
-5
64
59
56
2

ch
r1
7:
35
17
47
24
-3
52
73
96
7

7
3.
40
4

10
3.
70
1

Y
es

B
T
-4
74

RA
B2

2A
M
Y
O
9B

In
te
r

G
A
II

9
Y

ch
r2
0:
56
31
81
76
-5
63
75
96
9

ch
r1
9:
17
04
75
90
-1
71
85
10
4

6
3.
40
4

13
2.
12
2

Y
es

B
T
-4
74

G
LB

1
C
M
T
M
7

In
tr
a

G
A
II

7
ch
r3
:3
30
13
10
3-
33
11
36
98

ch
r3
:3
24
08
16
6-
32
47
13
37

11
−0
.4
25

6
0.
42
8

B
T
-4
74

N
C
O
A
2

Z
N
F7

04
In
tr
a

G
A
II

7
Y

ch
r8
:7
11
86
82
0-
71
47
85
74

ch
r8
:8
17
03
24
0-
81
94
95
71

35
0.
91
6

26
0.
64
0

Y
es

B
T
-4
74

BC
A
S3

M
E
D
13

In
tr
a

G
A
II

6
ch
r1
7:
56
10
99
53
-5
68
24
98
1

ch
r1
7:
57
37
47
47
-5
74
97
42
5

73
1.
93
4

13
1.
01
2

Y
es

B
T
-4
74

PI
P4

K
2B

R
A
D
51
C

In
tr
a

G
A
II

6
ch
r1
7:
34
17
54
69
-3
42
09
68
4

ch
r1
7:
54
12
49
61
-5
41
66
69
1

6
4.
81
3

5
1.
70
0

Y
es

B
T
-4
74

PP
P1

R1
2A

M
G
A
T
4C

In
tr
a

G
A
II

6
ch
r1
2:
78
69
14
73
-7
88
53
36
6

ch
r1
2:
84
89
71
67
-8
57
56
81
2

19
1.
21
8

90
−0
.3
97

Y
es

B
T
-4
74

ST
A
RD

3
D
O
C
K
5

In
te
r

G
A
II

6
ch
r1
7:
35
04
68
58
-3
50
73
98
0

ch
r8
:2
50
98
20
3-
25
32
65
36

5
4.
82
1

27
0.
07
6

Y
es

B
T
-4
74

T
RI
M
37

M
Y
O
19

In
tr
a

G
A
II

6
ch
r1
7:
54
41
47
81
-5
45
39
04
8

ch
r1
7:
31
92
57
11
-3
19
65
41
8

14
2.
24
4

6
2.
34
4

Y
es

B
T
-4
83

SM
A
RC

B1
M
A
R
K
3

In
te
r

G
A
II

7
Y

ch
r2
2:
22
45
91
49
-2
25
06
70
5

ch
r1
4:
10
29
21
45
3-
10
30
39
91
9

8
1.
17
0

17
0.
38
1

Y
es

B
T
-5
49

C
LT

C
T
M
E
M
49

In
tr
a

G
A
II

18
Y

ch
r1
7:
55
05
18
31
-5
51
29
09
9

ch
r1
7:
55
13
96
44
-5
52
72
73
4

9
−0
.2
83

18
−1
.1
85

H
C
C
11
43

C
18
or
f4
5

H
M
13

In
te
r

G
A
II

25
Y

ch
r1
8:
19
12
99
77
-1
92
71
92
3

ch
r2
0:
29
56
59
01
-2
95
91
25
7

18
1.
28
0

2
1.
40
3

Y
es

H
C
C
11
43

C
2O

RF
48

R
R
M
2

In
tr
a

G
A
II

23
Y

ch
r2
:1
01
98
95
9-
10
26
93
07

ch
r2
:1
01
80
14
5-
10
18
89
97

8
0.
13
4

2
0.
13
4

H
C
C
11
87

PU
M
1

T
R
E
R
F1

In
te
r

G
A
II

38
Y

ch
r1
:3
11
76
93
9-
31
31
11
51

ch
r6
:4
23
00
64
6-
42
52
77
61

14
1.
64
8

27
0.
33
6

Y
es

H
C
C
11
87

SE
C
22
B

N
O
T
C
H
2

In
tr
a

G
A
II

30
Y

ch
r1
:1
43
80
77
63
-1
43
82
82
79

ch
r1
:1
20
25
56
98
-1
20
41
37
99

2
1.
55
7

11
0.
25
3

Y
es

H
C
C
11
87

C
T
A
G
E5

SI
P1

In
tr
a

G
A
II

15
ch
r1
4:
38
80
60
79
-3
88
90
14
8

ch
r1
4:
38
65
32
38
-3
86
75
92
8

9
0.
94
0

4
0.
23
5

Y
es

H
C
C
11
87

M
C
PH

1
A
G
PA

T
5

In
tr
a

G
A
II

11
ch
r8
:6
25
15
20
-6
48
85
48

ch
r8
:6
55
32
85
-6
60
64
29

29
0.
49
5

5
0.
73
8

H
C
C
11
87

K
LK

5
C
D
H
23

In
te
r

G
A
II

5
ch
r1
9:
56
13
83
70
-5
61
48
15
6

ch
r1
0:
73
22
55
33
-7
32
45
71
0

3
0.
88
8

1
0.
95
3

Y
es

H
C
C
11
87

BC
04
14
78

E
X
O
SC

10
In
te
r

G
A
II

3
ch
r1
9:
42
43
46
68
-4
24
46
35
4

ch
r1
:1
10
49
26
2-
11
08
25
25

1
0.
81
6

4
0.
15
6

H
C
C
13
95

EI
F3

K
C
Y
P3

9A
1

In
te
r

G
A
II

13
Y

ch
r1
9:
43
80
15
61
-4
38
19
43
5

ch
r6
:4
66
25
40
3-
46
72
84
82

2
0.
85
2

11
0.
61
1

H
C
C
13
95

H
N
RN

PU
L2

A
H
N
A
K

In
tr
a

G
A
II

13
Y

ch
r1
1:
62
23
87
95
-6
22
51
39
7

ch
r1
1:
62
03
99
49
-6
20
70
90
8

2
0.
62
9

5
1.
17
2

Y
es

H
C
C
13
95

RA
B7

A
LR

C
H
3

In
tr
a

G
A
II

6
ch
r3
:1
29
92
76
68
-1
30
01
63
31

ch
r3
:1
99
00
25
41
-1
99
08
28
53

10
0.
75
5

11
−0
.6
15

H
C
C
13
95

ER
O
1L

FE
R
M
T
2

In
tr
a

G
A
II

5
ch
r1
4:
52
17
83
54
-5
22
32
16
9

ch
r1
4:
52
39
59
55
-5
24
87
56
5

7
0.
93
4

14
0.
93
4

Y
es

H
C
C
13
95

FO
SL

2
B
R
E

In
tr
a

G
A
II

5
ch
r2
:2
84
69
28
2-
28
49
10
20

ch
r2
:2
79
66
98
5-
28
41
52
71

3
0.
48
0

51
0.
48
0

H
C
C
13
95

BC
A
R3

A
B
C
A
4

In
tr
a

G
A
II

4
ch
r1
:9
37
99
93
6-
93
91
99
73

ch
r1
:9
42
30
98
1-
94
35
92
93

13
0.
84
9

13
0.
84
9

H
C
C
19
54

C
6o
rf
10
6

SP
D
E
F

In
tr
a

G
A
II

24
Y

ch
r6
:3
46
63
04
8-
34
77
26
03

ch
r6
:3
46
13
55
7-
34
63
20
69

13
0.
03
6

3
0.
37
4

H
C
C
19
54

IN
T
S1

PR
K
A
R
1B

In
tr
a

G
A
II

22
Y

ch
r7
:1
47
64
38
-1
51
05
44

ch
r7
:5
55
35
9-
71
86
87

4
1.
03
4

Y
es

H
C
C
19
54

G
A
LN

T
7

O
R
C
4L

In
te
r

G
A
II

9
ch
r4
:1
74
32
64
78
-1
74
48
16
93

ch
r2
:1
48
40
82
01
-1
48
49
49
33

15
0.
40
9

7
0.
50
4

H
C
C
22
18

SE
C
16
A

N
O
T
C
H
1

In
tr
a

G
A
II

14
Y

ch
r9
:1
38
45
43
68
-1
38
49
73
28

ch
r9
:1
38
50
87
16
-1
38
56
00
59

6
0.
00
0

7
−0
.9
67

H
C
C
22
18

PO
LD

IP
2

B
R
IP
1

In
tr
a

G
A
II

8
ch
r1
7:
23
69
77
85
-2
37
08
73
0

ch
r1
7:
57
11
13
28
-5
72
95
70
2

3
1.
11
3

19
3.
92
5

Y
es

H
C
C
22
18

IN
T
S2

Z
N
F6

52
In
tr
a

G
A
II

7
ch
r1
7:
57
29
75
09
-5
73
60
15
9

ch
r1
7:
44
72
15
66
-4
47
94
83
4

9
3.
92
5

6
2.
64
9

Y
es

H
C
C
22
18

IN
T
S2

T
M
E
M
49

In
tr
a

G
A
II

5
ch
r1
7:
57
29
75
09
-5
73
60
15
9

ch
r1
7:
55
13
96
44
-5
52
72
73
4

9
3.
92
5

18
3.
20
2

Y
es

H
C
C
22
18

LR
RC

59
N
E
U
R
O
D
2

In
tr
a

G
A
II

5
ch
r1
7:
45
81
35
92
-4
58
29
91
3

ch
r1
7:
35
01
35
46
-3
50
17
70
1

3
2.
64
9

1
3.
45
1

Y
es

H
C
C
22
18

PE
RL

D
1

PP
M
1D

In
tr
a

G
A
II

4
Y

ch
r1
7:
35
08
25
79
-3
50
97
83
3

ch
r1
7:
56
03
23
35
-5
60
96
81
8

2
3.
45
1

7
3.
34
0

Y
es

M
C
F7

BC
A
S4

B
C
A
S3

In
te
r

G
A
II

27
88

ch
r2
0:
48
84
48
73
-4
89
27
12
1

ch
r1
7:
56
10
99
53
-5
68
24
98
1

7
2.
10
7

73
2.
65
3

Y
es

M
C
F7

A
RF

G
EF

2
SU

LF
2

In
tr
a

G
A
II

30
5

Y
ch
r2
0:
46
97
16
81
-4
70
86
63
7

ch
r2
0:
45
71
95
56
-4
58
48
21
5

11
0.
82
3

13
3.
39
8

Y
es

M
C
F7

RP
S6
K
B1

T
M
E
M
49

In
tr
a

G
A
II

78
Y

ch
r1
7:
55
32
52
24
-5
53
82
56
8

ch
r1
7:
55
13
96
44
-5
52
72
73
4

5
3.
41
2

18
2.
19
7

Y
es

M
C
F7

ST
K
11

M
ID

N
In
tr
a

G
A
II

25
ch
r1
9:
11
56
79
7-
11
79
43
4

ch
r1
9:
11
99
55
1-
12
10
14
2

4
−1
.3
67

2
−0
.2
79

M
C
F7

PA
PO

LA
A
K
7

In
tr
a

G
A
II

16
Y

ch
r1
4:
96
03
84
72
-9
61
03
20
1

ch
r1
4:
95
92
82
00
-9
60
24
86
5

7
0.
34
3

13
0.
34
3

M
C
F7

A
H
C
YL

1
R
A
D
51
C

In
te
r

G
A
II

12
Y

ch
r1
:1
10
32
88
30
-1
10
36
78
87

ch
r1
7:
54
12
49
61
-5
41
66
69
1

4
−0
.0
63

5
2.
78
8

Y
es

M
C
F7

EI
F3

H
FA

M
65
C

In
te
r

G
A
II

11
ch
r8
:1
17
72
62
35
-1
17
83
72
43

ch
r2
0:
48
63
60
52
-4
86
86
83
3

12
0.
45
6

5
1.
55
4

Y
es

M
C
F7

BC
01
72
55

T
M
E
M
49

In
tr
a

G
A
II

10
ch
r1
7:
54
53
87
41
-5
45
50
40
9

ch
r1
7:
55
13
96
44
-5
52
72
73
4

1
3.
51
5

18
2.
19
7

Y
es

M
C
F7

A
D
A
M
T
S1
9

SL
C
27
A
6

In
tr
a

G
A
II

9
ch
r5
:1
28
82
40
01
-1
29
10
22
75

ch
r5
:1
28
32
91
08
-1
28
39
72
34

30
0.
05
1

8
0.
05
1

M
C
F7

A
RH

G
A
P1

9
D
R
G
1

In
te
r

G
A
II

8
Y

ch
r1
0:
98
97
19
19
-9
90
42
40
3

ch
r2
2:
30
12
55
38
-3
01
60
17
2

8
0.
38
7

5
−0
.4
20



T
ab
le

W
2.

(c
on
tin

ue
d
)

Sa
m
pl
e
N
am

e
5′

G
en
e

3′
G
en
e

T
yp
e

Se
qu
en
ci
ng

Pl
at
fo
rm

N
o.

R
ea
ds

V
al
id
at
io
n

C
hr
om

os
om

al
Lo

ca
tio

n
aC

G
H

D
at
a
(5
′
an
d
3′
)

A
m
pl
ic
on

St
at
us

Fu
si
on

Q
PC

R
5′

G
en
e

3′
G
en
e

N
o.

Pr
ob
e

A
ve
ra
ge

Lo
g
R
at
io

N
o.

Pr
ob
e

A
ve
ra
ge

Lo
g
R
at
io

M
C
F7

M
YO

9B
FC

H
O
1

In
tr
a

G
A
II

8
Y

ch
r1
9:
17
04
75
90
-1
71
85
10
4

ch
r1
9:
17
71
95
26
-1
77
60
37
7

13
−1

.1
26

4
−0
.5
29

M
C
F7

H
SP

E1
PR

E
I3

In
tr
a

G
A
II

6
Y

ch
r2
:1
98
07
29
65
-1
98
07
64
32

ch
r2
:1
98
08
90
16
-1
98
12
57
60

1
−0

.3
61

4
−0
.3
61

M
C
F7

PA
RD

6G
C
18
O
R
F1

In
tr
a

G
A
II

6
ch
r1
8:
76
01
61
05
-7
61
06
38
8

ch
r1
8:
13
60
16
64
-1
36
42
75
3

10
−0

.6
74

5
−0
.4
07

M
C
F7

T
RI
M
37

T
M
E
M
49

In
tr
a

G
A
II

6
Y

ch
r1
7:
54
41
47
81
-5
45
39
04
8

ch
r1
7:
55
13
96
44
-5
52
72
73
4

14
3.
51
5

18
2.
19
7

Y
es

M
C
F7

SM
A
RC

A
4

C
A
R
M
1

In
tr
a

G
A
II

5
Y

ch
r1
9:
10
95
58
27
-1
10
33
95
8

ch
r1
9:
10
84
32
52
-1
08
94
44
8

8
0.
04
1

6
0.
04
1

M
C
F7

BC
A
S4

Z
M
Y
N
D
8

In
tr
a

G
A
II

4
Y

ch
r2
0:
48
84
48
73
-4
89
27
12
1

ch
r2
0:
45
27
17
87
-4
54
18
88
1

7
2.
10
7

15
3.
86
0

Y
es

M
C
F7

PV
T
1
(B
C
04
10
65
)

M
Y
C

In
tr
a

G
A
II

4
Y

ch
r8
:1
28
87
59
61
-1
29
18
26
81

ch
r8
:1
28
81
74
96
-1
28
82
28
62

27
1.
18
6

3
1.
18
6

Y
es

M
C
F7

T
RI
M
37

R
N
FT

1
In
tr
a

G
A
II

3
ch
r1
7:
54
41
47
81
-5
45
39
04
8

ch
r1
7:
55
38
45
04
-5
53
96
89
9

14
3.
51
5

2
3.
41
2

Y
es

M
D
A
-M

B
-3
61

T
M
EM

10
4

C
R
K
R
S

In
tr
a

G
A
II

18
Y

ch
r1
7:
70
28
42
16
-7
03
47
51
7

ch
r1
7:
34
87
12
65
-3
49
44
32
6

9
2.
32
7

7
1.
52
9

Y
es

M
D
A
-M

B
-3
61

T
A
N
C
1

M
T
M
R
4

In
te
r

G
A
II

12
Y

ch
r2
:1
59
53
33
91
-1
59
79
74
16

ch
r1
7:
53
92
18
91
-5
39
50
25
0

27
0.
00
0

6
1.
65
8

Y
es

M
D
A
-M

B
-3
61

T
O
X3

G
N
A
O
1

In
tr
a

G
A
II

7
ch
r1
6:
51
02
94
18
-5
11
39
21
5

ch
r1
6:
54
78
27
51
-5
49
39
61
2

10
−0

.1
57

19
0.
28
1

M
D
A
-M

B
-4
53

M
EC

P2
T
M
LH

E
In
tr
a

G
A
II

8
ch
rX
:1
52
94
88
79
-1
53
01
63
82

ch
rX
:1
54
37
53
89
-1
54
49
58
16

8
1.
61
1

11
1.
60
2

Y
es

M
D
A
-M

B
-4
53

M
YO

15
B

M
A
P3

K
3

In
tr
a

G
A
II

4
ch
r1
7:
71
09
57
33
-7
11
34
52
2

ch
r1
7:
59
05
35
32
-5
91
27
40
2

3
0.
54
3

10
0.
49
4

M
D
A
-M

B
-4
68

U
BR

5
SL

C
25
A
32

In
tr
a

G
A
II

8
ch
r8
:1
03
33
47
44
-1
03
49
36
71

ch
r8
:1
04
48
00
41
-1
04
49
66
44

18
0.
07
0

4
0.
92
7

Y
es

M
D
A
-M

B
-4
68

A
RI
D
1A

M
A
ST

2
In
tr
a

G
A
II

5
Y

ch
r1
:2
68
95
10
8-
26
98
11
88

ch
r1
:4
60
41
87
1-
46
27
43
83

10
0.
26
6

23
0.
81
8

M
D
A
-M

B
-4
68

EG
FR

PO
LD

1
In
te
r

G
A
II

5
ch
r7
:5
50
54
21
8-
55
20
38
22

ch
r1
9:
55
57
94
04
-5
56
13
08
3

17
4.
94
4

4
0.
73
2

Y
es

M
D
A
-M

B
-4
68

RD
H
13

FB
X
O
3

In
te
r

G
A
II

3
ch
r1
9:
60
24
75
03
-6
02
66
39
7

ch
r1
1:
33
72
48
66
-3
37
52
64
7

2
0.
85
3

3
1.
50
7

Y
es

U
A
C
C
-8
93

FB
XL

20
C
R
K
R
S

In
tr
a

G
A
II

31
Y

ch
r1
7:
34
66
24
22
-3
48
11
43
5

ch
r1
7:
34
87
12
65
-3
49
44
32
6

17
2.
06
9

7
4.
17
5

Y
es

U
A
C
C
-8
93

C
C
D
C
6

A
N
K
3

In
tr
a

G
A
II

27
Y

ch
r1
0:
61
21
85
11
-6
13
36
42
0

ch
r1
0:
61
45
81
64
-6
15
70
75
2

17
0.
89
0

13
0.
89
0

U
A
C
C
-8
93

gr
b7
V

PP
P1

R
1B

In
tr
a

G
A
II

23
Y

ch
r1
7:
35
15
20
31
-3
51
57
06
4

ch
r1
7:
35
03
82
78
-3
50
46
40
4

1
4.
84
3

2
4.
84
3

Y
es

U
A
C
C
-8
93

M
ED

1
IK
Z
F3

In
tr
a

G
A
II

9
Y

ch
r1
7:
34
81
40
63
-3
48
61
05
3

ch
r1
7:
35
17
47
24
-3
52
73
96
7

4
3.
90
8

10
4.
84
3

Y
es

U
A
C
C
-8
93

EI
F2

A
K
3

PR
K
D
3

In
tr
a

G
A
II

5
ch
r2
:8
86
37
37
3-
88
70
82
09

ch
r2
:3
73
31
14
9-
37
39
77
26

8
1.
21
3

8
1.
27
8

Y
es

Z
R
-7
5-
1

FO
XJ
3

C
A
M
T
A
1

In
tr
a

G
A
II

10
ch
r1
:4
24
14
79
6-
42
57
34
90

ch
r1
:6
76
79
70
-6
85
46
94

17
−0

.3
80

10
−0
.0
89

Z
R
-7
5-
1

G
PA

T
C
H
3

C
A
M
T
A
1

In
tr
a

G
A
II

10
ch
r1
:2
70
89
56
5-
27
09
95
49

ch
r1
:6
76
79
70
-6
85
46
94

3
−0

.2
25

10
−0
.0
89

Z
R
-7
5-
1

C
1O

RF
15
1

R
C
C
2

In
tr
a

G
A
II

9
ch
r1
:1
97
96
05
7-
19
82
89
01

ch
r1
:1
76
05
83
7-
17
63
76
44

4
−0

.0
13

4
−0
.2
25

Fu
si
on
s
w
ith

a
re
cu
rr
en
t
pa
rt
ne
r
ar
e
hi
gh
lig
ht
ed

in
ye
llo
w
.



Figure W1. UCSC tracks displaying the ERRB2 and RPS6KB1 amplicons, with fusion genes highlighted in yellow.



Figure W2. Graphical representation of integrative analysis of gene fusions with copy number analysis. Circos plots of the genome-wide
distribution of gene fusions alongwith status of copy number alterations. Red and green peaks represent amplifications and deletions; purple
line represents the fusions associated with amplicons and nonamplicons, respectively. “n” refers to the total number of fusions identified.



Figure W3. Plot of normalized coverage ofMAST1 andMAST2 transcripts inMAST fusion-positive samples (breakpoint indicated by arrow).



Figure W4. (A) Plot of normalized coverage of RPS6KB1 transcript in BT-474, MCF7, and H16N2 cell lines. (B) Bar graph representing the
copy number of RPS6KB1 and TMEM49 in MCF7.


