
chromosome 5

p15.2

chromosome 5

p15.33

TRIO
ENST00000344204.9

PLEKHG4B
ENST00000637938.1

breakpoint1
chr5:14492814

breakpoint2
chr5:113251

0

28516

C
ov

er
ag

e

1 23 4 5 6 7 8 91011121314151617181920212223242526272829303132333435363738394041424344454647 48 4950515253545556 57 1 2 3 4 5 678 9101112 13 141516171819 20

1 23 4 5 6 7 8 91011121314151617181920212223242526272829303132333435363738394041424344454647 48 492 3 4 5 678 9101112 13 141516171819 20

8 kbp
introns not to scale

P
LE

K
H

G
4B

T
R

IO

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

TRIO PLEKHG4B

RETAINED PROTEIN DOMAINS
reading frame unclear

CRAL/TRIO domain

Spectrin repeat

RhoGEF domain

PH domain

SH3 domain

SH3−RhoGEF linking unstructured region

RhoGEF domain

PH domain

RhoGEF domain

SUPPORTING READ COUNT

Split reads = 1378
Discordant mates = 77



chromosome 16

q13

chromosome 16

q21

BBS2
ENST00000564459.5

CDH8
ENST00000577390.6

breakpoint1
chr16:56484761

breakpoint2
chr16:61825179

0

4490

C
ov

er
ag

e

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

4321 12111098765

3 kbp
introns not to scale

B
B

S
2

C
D

H
8

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

BBS2 CDH8

RETAINED PROTEIN DOMAINS
reading frame unclear

Ciliary BBSome complex subunit 2, C−terminal

Cadherin, Y−type LIR−motif

Cadherin domain

SUPPORTING READ COUNT

Split reads = 421
Discordant mates = 9



chromosome 17

q21.33

chromosome 17

q23.2

MBTD1
ENST00000586178.6

MARCHF10
ENST00000544856.6

breakpoint1
chr17:51259143

breakpoint2
chr17:62760006

0

11722

C
ov

er
ag

e

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

21 111098765

3 kbp
introns not to scale

M
B

TD
1

M
A

R
C

H
F1

0

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

MARCHF10

RETAINED PROTEIN DOMAINS
reading frame unclear

RING−variant domain

SUPPORTING READ COUNT

Split reads = 331
Discordant mates = 25



chromosome 17

q21.33

chromosome 17

q23.2

MBTD1
ENST00000586178.6

MARCHF10
ENST00000544856.6

breakpoint1
chr17:51259835

breakpoint2
chr17:62760006

0

11722

C
ov

er
ag

e

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

1 111098765

3 kbp
introns not to scale

M
B

TD
1

M
A

R
C

H
F1

0

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

MARCHF10

RETAINED PROTEIN DOMAINS
reading frame unclear

RING−variant domain

SUPPORTING READ COUNT

Split reads = 164
Discordant mates = 21



chromosome 17

q21.33

chromosome 17

q23.2

MBTD1
ENST00000591270.1

MARCHF10
ENST00000544856.6

breakpoint1
chr17:51260120

breakpoint2
chr17:62760006

0

11722

C
ov

er
ag

e

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

1 111098765

2 kbp
introns not to scale

M
B

TD
1

M
A

R
C

H
F1

0

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

MARCHF10

RETAINED PROTEIN DOMAINS
reading frame unclear

RING−variant domain

SUPPORTING READ COUNT

Split reads = 75
Discordant mates = 4



chromosome 17

q21.33

chromosome 17

q23.2

MBTD1
ENST00000586178.6

MARCHF10
ENST00000456609.6

breakpoint1
chr17:51259143

breakpoint2
chr17:62744528

0

11722

C
ov

er
ag

e

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

21 111098765

3 kbp
introns not to scale

M
B

TD
1

M
A

R
C

H
F1

0

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

MARCHF10

RETAINED PROTEIN DOMAINS
reading frame unclear

RING−variant domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0



chromosome 17

q21.33

chromosome 17

q23.2

MBTD1
ENST00000586178.6

MARCHF10
ENST00000544856.6

breakpoint1
chr17:51259143

breakpoint2
chr17:62760004

0

11722

C
ov

er
ag

e

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

21 111098765

3 kbp
introns not to scale

M
B

TD
1

M
A

R
C

H
F1

0

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

MARCHF10

RETAINED PROTEIN DOMAINS
reading frame unclear

RING−variant domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 25



chromosome 17

q21.33

chromosome 17

q23.2

MBTD1
ENST00000591270.1

MARCHF10
ENST00000456609.6

breakpoint1
chr17:51260120

breakpoint2
chr17:62744528

0

11722

C
ov

er
ag

e

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

1 111098765

2 kbp
introns not to scale

M
B

TD
1

M
A

R
C

H
F1

0

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

MARCHF10

RETAINED PROTEIN DOMAINS
reading frame unclear

RING−variant domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 17

q21.33

chromosome 17

q23.2

MBTD1
ENST00000586178.6

MARCHF10
ENST00000456609.6

breakpoint1
chr17:51259835

breakpoint2
chr17:62744528

0

11722

C
ov

er
ag

e

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

1 111098765

3 kbp
introns not to scale

M
B

TD
1

M
A

R
C

H
F1

0

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

MARCHF10

RETAINED PROTEIN DOMAINS
reading frame unclear

RING−variant domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 17

q21.33

chromosome 17

q23.2

MBTD1
ENST00000586178.6

MARCHF10
ENST00000544856.6

breakpoint1
chr17:51259835

breakpoint2
chr17:62744525

0

11722

C
ov

er
ag

e

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

1 11109876

3 kbp
introns not to scale

M
B

TD
1

M
A

R
C

H
F1

0

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

MARCHF10

RETAINED PROTEIN DOMAINS
reading frame unclear

RING−variant domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 17

q21.33

chromosome 17

q23.2

MBTD1
ENST00000591270.1

MARCHF10
ENST00000544856.6

breakpoint1
chr17:51260120

breakpoint2
chr17:62744525

0

11722

C
ov

er
ag

e

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

1 11109876

2 kbp
introns not to scale

M
B

TD
1

M
A

R
C

H
F1

0

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

MARCHF10

RETAINED PROTEIN DOMAINS
reading frame unclear

RING−variant domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 20

q13.32

chromosome 20

q13.32

STX16
ENST00000371141.8

NPEPL1
ENST00000525967.5

breakpoint1
chr20:58673711

breakpoint2
chr20:58691724

0

38723

C
ov

er
ag

e

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

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

2 kbp
introns not to scale

STX16

NPEPL1

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

STX16 NPEPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 333
Discordant mates = 13



chromosome 20

q13.32

chromosome 20

q13.32

STX16
ENST00000355957.9

NPEPL1
ENST00000525967.5

breakpoint1
chr20:58652087

breakpoint2
chr20:58691724

0

38723

C
ov

er
ag

e

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

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

2 kbp
introns not to scale

STX16

NPEPL1

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

STX16 NPEPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 20

q13.32

chromosome 20

q13.32

STX16
ENST00000371141.8

NPEPL1
ENST00000525967.5

breakpoint1
chr20:58671297

breakpoint2
chr20:58691724

0

38723

C
ov

er
ag

e

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

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

2 kbp
introns not to scale

STX16

NPEPL1

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

STX16 NPEPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 2



chromosome 20

q13.32

chromosome 20

q13.32

STX16
ENST00000371141.8

NPEPL1
ENST00000525967.5

breakpoint1
chr20:58679526

breakpoint2
chr20:58689131

0

38723

C
ov

er
ag

e

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

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

2 kbp
introns not to scale

STX16

NPEPL1

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

STX16 NPEPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 0
Discordant mates = 6



chromosome 8

p23.3

chromosome 17

p13.3

FBXO25
ENST00000350302.8

AC240565.1
ENST00000624936.2

breakpoint1
chr8:435707

breakpoint2
chr17:106864

0

2222

C
ov

er
ag

e

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

1 2 3 4 5 8765432

3 kbp
introns not to scale

FBXO25

A
C

24
05

65
.1

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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 304
Discordant mates = 0



chromosome 8

p23.3

chromosome 17

p13.3

FBXO25
ENST00000350302.8

AC240565.1
ENST00000624936.2

breakpoint1
chr8:431444

breakpoint2
chr17:106864

0

2222

C
ov

er
ag

e

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

1 2 3 8765432

3 kbp
introns not to scale

FBXO25

A
C

24
05

65
.1

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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0



chromosome 17

q25.1

chromosome 6

p21.31

TMEM94
ENST00000582455.5

TULP1
ENST00000229771.11

breakpoint1
chr17:75457477

breakpoint2
chr6:35512690

0

7382

C
ov

er
ag

e

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

1 2 15141312111098765432

1 kbp
introns not to scale

TU
LP

1

TM
E

M
94

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

TULP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Tub family

SUPPORTING READ COUNT

Split reads = 300
Discordant mates = 5



chromosome 17

q25.1

chromosome 6

p21.31

TMEM94
ENST00000314256.12

TULP1
ENST00000229771.11

breakpoint1
chr17:75456751

breakpoint2
chr6:35512690

0

12881

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30 31 32 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 15141312111098765432

3 kbp
introns not to scale

TU
LP

1

TM
E

M
94

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

TULP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Tub family

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 0



chromosome 17

q25.1

chromosome 6

p21.31

TMEM94
ENST00000314256.12

TULP1
ENST00000229771.11

breakpoint1
chr17:75457700

breakpoint2
chr6:35512690

0

12881

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30 31 32 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 15141312111098765432

3 kbp
introns not to scale

TU
LP

1

TM
E

M
94

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

TULP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Tub family

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 5



chromosome 17

q25.1

chromosome 6

p21.31

TMEM94
ENST00000581519.5

TULP1
ENST00000229771.11

breakpoint1
chr17:75459770

breakpoint2
chr6:35512690

0

8429

C
ov

er
ag

e

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

1 15141312111098765432

1 kbp
introns not to scale

TU
LP

1

TM
E

M
94

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

TULP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Tub family

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 5



chromosome 17

q25.1

chromosome 6

p21.31

TMEM94
ENST00000314256.12

TULP1
ENST00000229771.11

breakpoint1
chr17:75459774

breakpoint2
chr6:35512690

0

12881

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30 31 32 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 15141312111098765432

3 kbp
introns not to scale

TU
LP

1

TM
E

M
94

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

TULP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Tub family

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 5



chromosome 17

q25.1

chromosome 6

p21.31

TMEM94
ENST00000314256.12

TULP1
ENST00000229771.11

breakpoint1
chr17:75456751

breakpoint2
chr6:35509928

0

12881

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30 31 32 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 1514131211109876

3 kbp
introns not to scale

TU
LP

1

TM
E

M
94

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

TULP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Tub family

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 17

q25.1

chromosome 6

p21.31

TMEM94
ENST00000582455.5

TULP1
ENST00000229771.11

breakpoint1
chr17:75457477

breakpoint2
chr6:35509928

0

7382

C
ov

er
ag

e

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

1 2 1514131211109876

1 kbp
introns not to scale

TU
LP

1

TM
E

M
94

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

TULP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Tub family

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 15

q14

chromosome 15

q14

FSIP1
ENST00000642527.1

AC013652.1
ENST00000560484.1

breakpoint1
chr15:39600845

breakpoint2
chr15:39071608

0

17358

C
ov

er
ag

e

4 3 2 1 4 3 2 1

21 432

500 bp
introns not to scaleA

C
013652.1 F

S
IP

1

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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 293
Discordant mates = 24



chromosome 15

q14

chromosome 15

q14

FSIP1
ENST00000642527.1

AC013652.1
ENST00000560484.1

breakpoint1
chr15:39600849

breakpoint2
chr15:39071608

0

17358

C
ov

er
ag

e

4 3 2 1 4 3 2 1

21 432

500 bp
introns not to scaleA

C
013652.1 F

S
IP

1

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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 77
Discordant mates = 24



chromosome 15

q14

chromosome 15

q14

FSIP1
ENST00000642527.1

AC013652.1
ENST00000647271.1

breakpoint1
chr15:39600845

breakpoint2
chr15:39109798

0

17358

C
ov

er
ag

e

4 3 2 1 3 2 1

21 32

800 bp
introns not to scaleA

C
013652.1 F

S
IP

1

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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 24



chromosome 15

q14

chromosome 15

q14

FSIP1
ENST00000642527.1

AC013652.1
ENST00000560484.1

breakpoint1
chr15:39588397

breakpoint2
chr15:39071608

0

17358

C
ov

er
ag

e

4 3 2 1 4 3 2 1

4321 432

500 bp
introns not to scaleA

C
013652.1 F

S
IP

1

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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 25



chromosome 15

q14

chromosome 15

q14

FSIP1
ENST00000642527.1

AC013652.1
ENST00000560484.1

breakpoint1
chr15:39594055

breakpoint2
chr15:39071608

0

17358

C
ov

er
ag

e

4 3 2 1 4 3 2 1

321 432

500 bp
introns not to scaleA

C
013652.1 F

S
IP

1

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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 24



chromosome 15

q14

chromosome 15

q14

FSIP1
ENST00000642527.1

AC013652.1
ENST00000560743.1

breakpoint1
chr15:39600845

breakpoint2
chr15:39190166

0

17358

C
ov

er
ag

e

4 3 2 1 2 1

21 2

700 bp
introns not to scaleA

C
013652.1 F

S
IP

1

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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 24
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 3
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 4
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RETAINED PROTEIN DOMAINS
reading frame unclear

Variant SH3 domain

Variant SH3 domain

SUPPORTING READ COUNT

Split reads = 239
Discordant mates = 22
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reading frame unclear
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 23
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reading frame unclear

Variant SH3 domain
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Variant SH3 domain
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 186
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 96
Discordant mates = 4
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 3
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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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 157
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

RHO protein GDP dissociation inhibitor

SUPPORTING READ COUNT

Split reads = 145
Discordant mates = 0
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WDR45B ARHGDIA

RETAINED PROTEIN DOMAINS
reading frame unclear

RHO protein GDP dissociation inhibitor

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 135
Discordant mates = 9
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 126
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 109
Discordant mates = 4
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 46
Discordant mates = 1
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CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 2
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 1
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reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 1
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 3
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SUPPORTING READ COUNT

Split reads = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

JNK_SAPK−associated protein−1

N−terminal domain of galactosyltransferase

N−terminal region of glycosyl transferase group 7

SUPPORTING READ COUNT

Split reads = 108
Discordant mates = 2
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reading frame unclear

JNK_SAPK−associated protein−1

N−terminal domain of galactosyltransferase

N−terminal region of glycosyl transferase group 7

SUPPORTING READ COUNT

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

Collagen triple helix repeat (20 copies)

C1q domain

CoA−transferase family III

SUPPORTING READ COUNT

Split reads = 56
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Collagen triple helix repeat (20 copies)

C1q domain

CoA−transferase family III

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Phospholipid−translocating ATPase N−terminal

E1−E2 ATPase

Cation transport ATPase (P−type)

Phospholipid−translocating P−type ATPase C−terminal

Citrate synthase, C−terminal domain

CoA−ligase

CoA binding domain

ATP citrate lyase citrate−binding

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 5
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RETAINED PROTEIN DOMAINS
reading frame unclear

Phospholipid−translocating ATPase N−terminal

E1−E2 ATPase

Cation transport ATPase (P−type)

Phospholipid−translocating P−type ATPase C−terminal

Citrate synthase, C−terminal domain

CoA−ligase

CoA binding domain

ATP citrate lyase citrate−binding

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 5
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RETAINED PROTEIN DOMAINS
reading frame unclear

Phospholipid−translocating ATPase N−terminal

E1−E2 ATPase

Cation transport ATPase (P−type)

Phospholipid−translocating P−type ATPase C−terminal

Citrate synthase, C−terminal domain

CoA−ligase

CoA binding domain

ATP citrate lyase citrate−binding

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SLFN12L

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 7
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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BAG4 NEFL

RETAINED PROTEIN DOMAINS
reading frame unclear

Intermediate filament protein

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 1
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PPP6R3 OOSP3

RETAINED PROTEIN DOMAINS
reading frame unclear

SIT4 phosphatase−associated protein

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

SIT4 phosphatase−associated protein

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 4
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RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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HOOK1 ALG6

RETAINED PROTEIN DOMAINS
reading frame unclear

HOOK domain

HOOK protein coiled−coil region

ALG6, ALG8 glycosyltransferase family

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Poly(ADP−ribose) polymerase catalytic domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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PARP8

RETAINED PROTEIN DOMAINS
reading frame unclear

Poly(ADP−ribose) polymerase catalytic domain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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UBE2G1 C1QBP

RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin−conjugating enzyme

Mitochondrial glycoprotein

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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TUSC3 VPS37A

RETAINED PROTEIN DOMAINS
reading frame unclear

OST3 / OST6 family, transporter family

Modifier of rudimentary (Mod(r)) protein

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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TUSC3 VPS37A

RETAINED PROTEIN DOMAINS
reading frame unclear

OST3 / OST6 family, transporter family

Modifier of rudimentary (Mod(r)) protein

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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LRRC8E

RETAINED PROTEIN DOMAINS
reading frame unclear

Pannexin−like TM region of LRRC8

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Pannexin−like TM region of LRRC8

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0


