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chromosome 17

p11.2

chromosome 3

p21.1

MPRIP
ENST00000651222.2

SPCS1
ENST00000233025.11

breakpoint1
chr17:17042971

breakpoint2
chr3:52706793

0

20450

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10111213 14 15 16 17 18 19 20 21 22 23 24 1 2 3 4

1 3 4

4 kbp
introns not to scale

S
P

C
S

1

M
P

R
IP

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

MPRIP SPCS1

RETAINED PROTEIN DOMAINS
reading frame unclear

Microsomal signal peptidase 12 kDa subunit (SPC12)

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0



chromosome 17

p11.2

chromosome 3

p21.1

MPRIP
ENST00000651222.2

SPCS1
ENST00000233025.11

breakpoint1
chr17:17042971

breakpoint2
chr3:52707687

0

20450

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10111213 14 15 16 17 18 19 20 21 22 23 24 1 2 3 4

1 4

4 kbp
introns not to scale

S
P

C
S

1

M
P

R
IP

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

MPRIP SPCS1

RETAINED PROTEIN DOMAINS
reading frame unclear

Microsomal signal peptidase 12 kDa subunit (SPC12)

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 20

q11.22

chromosome 20

q11.22

RALY
ENST00000246194.8

PIGU
ENST00000217446.8

breakpoint1
chr20:34031604

breakpoint2
chr20:34616139

0

21120

C
ov

er
ag

e

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

1 2 121110987

2 kbp
introns not to scale

RALY

PIG
U

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

PIGU

RETAINED PROTEIN DOMAINS
reading frame unclear

GPI transamidase subunit PIG−U

SUPPORTING READ COUNT

Split reads = 400
Discordant mates = 0



chromosome 20

q11.22

chromosome 20

q11.22

RALY
ENST00000246194.8

PIGU
ENST00000217446.8

breakpoint1
chr20:33994131

breakpoint2
chr20:34616139

0

21120

C
ov

er
ag

e

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

1 121110987

2 kbp
introns not to scale

RALY

PIG
U

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

PIGU

RETAINED PROTEIN DOMAINS
reading frame unclear

GPI transamidase subunit PIG−U

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 0



chromosome 20

q11.22

chromosome 20

q11.22

RALY
ENST00000246194.8

PIGU
ENST00000217446.8

breakpoint1
chr20:34031604

breakpoint2
chr20:34588607

0

21120

C
ov

er
ag

e

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

1 2 12111098

2 kbp
introns not to scale

RALY

PIG
U

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

PIGU

RETAINED PROTEIN DOMAINS
reading frame unclear

GPI transamidase subunit PIG−U

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0



chromosome 20

q11.22

chromosome 20

q11.22

RALY
ENST00000246194.8

PIGU
ENST00000217446.8

breakpoint1
chr20:34031604

breakpoint2
chr20:34575246

0

21120

C
ov

er
ag

e

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

1 2 1211

2 kbp
introns not to scale

RALY

PIG
U

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

PIGU

RETAINED PROTEIN DOMAINS
reading frame unclear

GPI transamidase subunit PIG−U

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0



chromosome 20

q11.22

chromosome 20

q11.22

RALY
ENST00000246194.8

PIGU
ENST00000217446.8

breakpoint1
chr20:34031604

breakpoint2
chr20:34616135

0

21120

C
ov

er
ag

e

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

1 2 121110987

2 kbp
introns not to scale

RALY

PIG
U

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

PIGU

RETAINED PROTEIN DOMAINS
reading frame unclear

GPI transamidase subunit PIG−U

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0



chromosome 20

q11.22

chromosome 20

q11.22

RALY
ENST00000246194.8

PIGU
ENST00000217446.8

breakpoint1
chr20:33994131

breakpoint2
chr20:34575246

0

21120

C
ov

er
ag

e

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

1 1211

2 kbp
introns not to scale

RALY

PIG
U

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

PIGU

RETAINED PROTEIN DOMAINS
reading frame unclear

GPI transamidase subunit PIG−U

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 20

q11.22

chromosome 20

q11.22

RALY
ENST00000246194.8

PIGU
ENST00000217446.8

breakpoint1
chr20:34031604

breakpoint2
chr20:34585580

0

21120

C
ov

er
ag

e

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

1 2 1211109

2 kbp
introns not to scale

RALY

PIG
U

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

PIGU

RETAINED PROTEIN DOMAINS
reading frame unclear

GPI transamidase subunit PIG−U

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 20

q11.22

chromosome 20

q11.22

RALY
ENST00000413297.5

PIGU
ENST00000217446.8

breakpoint1
chr20:34033239

breakpoint2
chr20:34616139

0

13279

C
ov

er
ag

e

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

1 2 3 121110987

1 kbp
introns not to scale

RALY

PIG
U

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

PIGU

RETAINED PROTEIN DOMAINS
reading frame unclear

GPI transamidase subunit PIG−U

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 20

q13.32

chromosome 20

q13.32

STX16
ENST00000371141.8

NPEPL1
ENST00000525967.5

breakpoint1
chr20:58673711

breakpoint2
chr20:58691724

0

10843

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 = 119
Discordant mates = 1



chromosome 20

q13.32

chromosome 20

q13.32

STX16
ENST00000371141.8

NPEPL1
ENST00000525967.5

breakpoint1
chr20:58671297

breakpoint2
chr20:58691724

0

10843

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 = 2
Discordant mates = 0



chromosome 17

p11.2

chromosome 3

p21.1

MPRIP
ENST00000651222.2

ITIH1
ENST00000273283.7

breakpoint1
chr17:17042971

breakpoint2
chr3:52778340

0

19516

C
ov

er
ag

e

1 2 3 4 5 6 7 8 910111213 14 15 16 17181920212223 24 1 2 3 4 5 6 7 8 9 1011 1213141516171819 2021 22

1 3 4 5 6 7 8 9 1011 1213141516171819 2021 22

5 kbp
introns not to scale

ITIH
1

M
P

R
IP

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

MPRIP ITIH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Inter−alpha−trypsin inhibitor heavy chain C−terminus

von Willebrand factor type A domain

Vault protein inter−alpha−trypsin domain

SUPPORTING READ COUNT

Split reads = 77
Discordant mates = 0



chromosome 20

q11.21

chromosome 20

p11.21

MAPRE1
ENST00000375571.6

SYNDIG1
ENST00000376862.4

breakpoint1
chr20:32839856

breakpoint2
chr20:24584856

0

7776

C
ov

er
ag

e

1 2 3 4 5 6 7 1 2 3 4

1 2 3 4 5 3 4

1 kbp
introns not to scale

SYNDIG
1

MAPRE1

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

MAPRE1 SYNDIG1

RETAINED PROTEIN DOMAINS
reading frame unclear

Calponin homology (CH) domain

Interferon−induced transmembrane protein

SUPPORTING READ COUNT

Split reads = 63
Discordant mates = 0



chromosome 5

q11.2

chromosome 5

q12.3

MOCS2
ENST00000396954.8

RNF180
ENST00000389100.9

breakpoint1
chr5:53107077

breakpoint2
chr5:64325186

0

2742

C
ov

er
ag

e

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

321 6 7 8

2 kbp
introns not to scale

M
O

C
S

2

R
N

F1
80

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

MOCS2 RNF180

RETAINED PROTEIN DOMAINS
reading frame unclear

ThiS family

Zinc finger, C3HC4 type (RING finger)

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 0



chromosome 5

q11.2

chromosome 5

q12.3

MOCS2
ENST00000396954.8

RNF180
ENST00000389100.9

breakpoint1
chr5:53108522

breakpoint2
chr5:64325186

0

2742

C
ov

er
ag

e

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

21 6 7 8

2 kbp
introns not to scale

M
O

C
S

2

R
N

F1
80

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

RNF180

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C3HC4 type (RING finger)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 5

q11.2

chromosome 5

q12.3

MOCS2
ENST00000510818.6

RNF180
ENST00000389100.9

breakpoint1
chr5:53109712

breakpoint2
chr5:64325186

0

2742

C
ov

er
ag

e

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

1 6 7 8

2 kbp
introns not to scale

M
O

C
S

2

R
N

F1
80

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

MOCS2 RNF180

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C3HC4 type (RING finger)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 2

p13.1

chromosome 2

p13.1

BOLA3
ENST00000327428.10

SLC4A5
ENST00000377634.8

breakpoint1
chr2:74145189

breakpoint2
chr2:74253128

0

1892

C
ov

er
ag

e

4 3 2 1 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

21 3130292827262524232221201918171615

2 kbp
introns not to scale

BOLA3
SLC4A5

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

BOLA3 SLC4A5

RETAINED PROTEIN DOMAINS
reading frame unclear

BolA−like protein

HCO3− transporter family

Band 3 cytoplasmic domain

SUPPORTING READ COUNT
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