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Split reads = 2048
Discordant mates = 0



chromosome 17

q22

chromosome 17

q12

MSI2
ENST00000675656.1

AATF
ENST00000679997.1

breakpoint1
chr17:57401471

breakpoint2
chr17:37056606

0

13550

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 1 2 3 4 5 6 7 8 9 10 11 12

1 2 3 4 5 6 12

2 kbp
introns not to scale

A
AT

F
M

S
I2

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

MSI2

RETAINED PROTEIN DOMAINS
reading frame unclear

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0



chromosome 17

q22

chromosome 17

q12

MSI2
ENST00000579205.5

AATF
ENST00000619387.5

breakpoint1
chr17:57407039

breakpoint2
chr17:37056601

0

7294

C
ov

er
ag

e

1 2 3 4 1 2 3 4 5 6 7 8 9 10 11 12

1 12

1 kbp
introns not to scale

A
AT

F
M

S
I2

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

AATF

RETAINED PROTEIN DOMAINS
reading frame unclear

Apoptosis−antagonizing transcription factor, C−terminal

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 1



chromosome 17

q22

chromosome 17

q12

MSI2
ENST00000675656.1

AATF
ENST00000619387.5

breakpoint1
chr17:57262192

breakpoint2
chr17:37056601

0

13550

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 1 2 3 4 5 6 7 8 9 10 11 12

1 2 3 4 5 12

2 kbp
introns not to scale

A
AT

F
M

S
I2

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

MSI2 AATF

RETAINED PROTEIN DOMAINS
reading frame unclear

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Apoptosis−antagonizing transcription factor, C−terminal

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0



chromosome 17

q22

chromosome 17

q12

MSI2
ENST00000675656.1

AATF
ENST00000619387.5

breakpoint1
chr17:57256796

breakpoint2
chr17:37056601

0

13550

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 1 2 3 4 5 6 7 8 9 10 11 12

1 12

2 kbp
introns not to scale

A
AT

F
M

S
I2

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

MSI2 AATF

RETAINED PROTEIN DOMAINS
reading frame unclear

Apoptosis−antagonizing transcription factor, C−terminal

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 17

q22

chromosome 17

q12

MSI2
ENST00000674961.1

AATF
ENST00000619387.5

breakpoint1
chr17:57370991

breakpoint2
chr17:37056601

0

13550

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 1 2 3 4 5 6 7 8 9 10 11 12

1 2 3 4 5 6 12

2 kbp
introns not to scale

A
AT

F
M

S
I2

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

MSI2 AATF

RETAINED PROTEIN DOMAINS
reading frame unclear

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Apoptosis−antagonizing transcription factor, C−terminal

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 10

q11.22

chromosome 10

q11.21

NCOA4
ENST00000579039.2

RET
ENST00000355710.8

breakpoint1
chr10:46009411

breakpoint2
chr10:43116584

0

41680

C
ov

er
ag

e

11 10 9 8 7 6 5 4 3 2 1 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20

10987654321 12 13 14 15 16 17 18 19 20

3 kbp
introns not to scale

RET

NCOA4

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

NCOA4 RET

RETAINED PROTEIN DOMAINS
reading frame unclear

Nuclear coactivator

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 1770
Discordant mates = 0



chromosome 10

q11.22

chromosome 10

q11.21

NCOA4
ENST00000578454.5

RET
ENST00000355710.8

breakpoint1
chr10:46009124

breakpoint2
chr10:43116584

0

41680

C
ov

er
ag

e

12 11 10 9 8 7 6 5 4 3 2 1 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20

1110987654321 12 13 14 15 16 17 18 19 20

3 kbp
introns not to scale

RET

NCOA4

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

NCOA4 RET

RETAINED PROTEIN DOMAINS
reading frame unclear

Nuclear coactivator

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0



chromosome 10

q11.22

chromosome 10

q11.21

NCOA4
ENST00000579039.2

RET
ENST00000355710.8

breakpoint1
chr10:46009435

breakpoint2
chr10:43116618

0

41680

C
ov

er
ag

e

11 10 9 8 7 6 5 4 3 2 1 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20

10987654321 12 13 14 15 16 17 18 19 20

3 kbp
introns not to scale

RET

NCOA4

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

NCOA4 RET

RETAINED PROTEIN DOMAINS
reading frame unclear

Nuclear coactivator

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 10

q11.22

chromosome 10

q11.21

NCOA4
ENST00000579039.2

RET
ENST00000355710.8

breakpoint1
chr10:46010223

breakpoint2
chr10:43116584

0

41680

C
ov

er
ag

e

11 10 9 8 7 6 5 4 3 2 1 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20

987654321 12 13 14 15 16 17 18 19 20

3 kbp
introns not to scale

RET

NCOA4

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

NCOA4 RET

RETAINED PROTEIN DOMAINS
reading frame unclear

Nuclear coactivator

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 10

q11.22

chromosome 10

q11.21

NCOA4
ENST00000579039.2

RET
ENST00000355710.8

breakpoint1
chr10:46009411

breakpoint2
chr10:43118373

0

41680

C
ov

er
ag

e

11 10 9 8 7 6 5 4 3 2 1 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20

10987654321 13 14 15 16 17 18 19 20

3 kbp
introns not to scale

RET

NCOA4

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

NCOA4 RET

RETAINED PROTEIN DOMAINS
reading frame unclear

Nuclear coactivator

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 16

p13.2

chromosome 16

p13.2

USP7
ENST00000344836.9

CARHSP1
ENST00000567554.5

breakpoint1
chr16:8963207

breakpoint2
chr16:8859335

0

10725

C
ov

er
ag

e

31 30 29 28 27 26 25 24 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 4 3 2 1

1 432

3 kbp
introns not to scale

C
A

R
H

S
P

1
U

S
P

7

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

USP7 CARHSP1

RETAINED PROTEIN DOMAINS
reading frame unclear
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Split reads = 442
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 374
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 337
Discordant mates = 1
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Split reads = 270
Discordant mates = 7
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SUPPORTING READ COUNT

Split reads = 139
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 108
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 1
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Discordant mates = 0
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Split reads = 1
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Apoptosis antagonizing transcription factor

Apoptosis−antagonizing transcription factor, C−terminal

SUPPORTING READ COUNT

Split reads = 105
Discordant mates = 0



chromosome 17

q12

chromosome 17

q25.3

AATF
ENST00000680330.1

NPLOC4
ENST00000331134.11

breakpoint1
chr17:37017255

breakpoint2
chr17:81559416

0

7294

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 2 3 4 5 6 7 8 9 17

2 kbp
introns not to scale

A
AT

F
N

P
LO

C
4

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

AATF NPLOC4

RETAINED PROTEIN DOMAINS
reading frame unclear

Apoptosis antagonizing transcription factor

Apoptosis−antagonizing transcription factor, C−terminal

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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SUPPORTING READ COUNT
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ATPase family associated with various cellular activities (AAA)

AAA+ lid domain

ATPase family associated with various cellular activities (AAA)

Dual specificity phosphatase, catalytic domain

SUPPORTING READ COUNT

Split reads = 100
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 2
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uDENN domain

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 89
Discordant mates = 0
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Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
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G−protein alpha subunit

SUPPORTING READ COUNT

Split reads = 87
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 77
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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reading frame unclear

WD40 repeated domain

JNK−interacting protein leucine zipper II

JNK_SAPK−associated protein−1

SUPPORTING READ COUNT

Split reads = 67
Discordant mates = 1
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reading frame unclear

MAP7 (E−MAP−115) family

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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reading frame unclear

MAP3K TRAFs−binding domain

ASK kinase PH domain

MAP7 (E−MAP−115) family

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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reading frame unclear

Calponin homology (CH) domain

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

JAB1/Mov34/MPN/PAD−1 ubiquitin protease

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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JAB1/Mov34/MPN/PAD−1 ubiquitin protease

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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reading frame unclear

N terminus of Rad21 / Rec8 like protein

JAB1/Mov34/MPN/PAD−1 ubiquitin protease

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

JAB1/Mov34/MPN/PAD−1 ubiquitin protease

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Breast carcinoma amplified sequence 3 

HMG (high mobility group) box

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
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Breast carcinoma amplified sequence 3 

HMG (high mobility group) box

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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Breast carcinoma amplified sequence 3 
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SUPPORTING READ COUNT

Split reads = 1
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reading frame unclear

SH3 domain

PH domain

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

S100P−binding protein

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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S100P−binding protein

SUPPORTING READ COUNT

Split reads = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Nuclear pore localisation protein NPL4

NPL4 family, putative zinc binding region

NPL4 family

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zn−finger in ubiquitin−hydrolases and other protein

HECT−domain (ubiquitin−transferase)

Regulator of chromosome condensation (RCC1) repeat

WD domain, G−beta repeat

SPRY domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0


