
chromosome 18

q21.2

chromosome 18

q22.2

MEX3C
ENST00000406189.4

CD226
ENST00000582621.6

breakpoint1
chr18:51196567

breakpoint2
chr18:69896045

0

3678

C
ov

er
ag

e

2 1 6 5 4 3 2 1

1 6543

4 kbp
introns not to scale

M
EX

3C
C

D
22

6

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

MEX3C CD226

RETAINED PROTEIN DOMAINS
reading frame unclear

KH domain

Immunoglobulin V−set domain

SUPPORTING READ COUNT

Split reads = 278
Discordant mates = 0



chromosome 18

q21.2

chromosome 18

q22.2

MEX3C
ENST00000406189.4

CD226
ENST00000582621.6

breakpoint1
chr18:51196567

breakpoint2
chr18:69896041

0

3678

C
ov

er
ag

e

2 1 6 5 4 3 2 1

1 6543

4 kbp
introns not to scale

M
EX

3C
C

D
22

6

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

MEX3C CD226

RETAINED PROTEIN DOMAINS
reading frame unclear

KH domain

Immunoglobulin V−set domain

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 0



chromosome 18

q21.2

chromosome 18

q22.2

MEX3C
ENST00000406189.4

CD226
ENST00000280200.8

breakpoint1
chr18:51196567

breakpoint2
chr18:69947433

0

3678

C
ov

er
ag

e

2 1 7 6 5 4 3 2 1

1 765432

4 kbp
introns not to scale

M
EX

3C
C

D
22

6

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

MEX3C CD226

RETAINED PROTEIN DOMAINS
reading frame unclear

KH domain

Immunoglobulin V−set domain

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0



chromosome 18

q21.2

chromosome 18

q22.2

MEX3C
ENST00000406189.4

CD226
ENST00000579496.5

breakpoint1
chr18:51196567

breakpoint2
chr18:69947532

0

3678

C
ov

er
ag

e

2 1 5 4 3 2 1

1 5432

1 kbp
introns not to scale

M
EX

3C
C

D
22

6

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

MEX3C CD226

RETAINED PROTEIN DOMAINS
reading frame unclear

KH domain

Immunoglobulin V−set domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0



chromosome 18

q21.2

chromosome 18

q22.2

MEX3C
ENST00000406189.4

CD226
ENST00000582621.6

breakpoint1
chr18:51196567

breakpoint2
chr18:69873246

0

3678

C
ov

er
ag

e

2 1 6 5 4 3 2 1

1 654

4 kbp
introns not to scale

M
EX

3C
C

D
22

6

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

MEX3C CD226

RETAINED PROTEIN DOMAINS
reading frame unclear

KH domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 18

q21.2

chromosome 18

q22.2

MEX3C
ENST00000406189.4

CD226
ENST00000578928.1

breakpoint1
chr18:51196567

breakpoint2
chr18:69842395

0

3678

C
ov

er
ag

e

2 1 4 3 2 1

1 432

1 kbp
introns not to scale

M
EX

3C
C

D
22

6

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

MEX3C CD226

RETAINED PROTEIN DOMAINS
reading frame unclear

KH domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 4

q21.21

chromosome 4

q21.21

ANTXR2
ENST00000681115.1

OR7E94P
ENST00000601375.1

breakpoint1
chr4:79977621

breakpoint2
chr4:79588090

0

7631

C
ov

er
ag

e

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

16151413121110987654321 1

1 kbp
introns not to scale

O
R

7E
94P

A
N

T
X

R
2

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

ANTXR2

RETAINED PROTEIN DOMAINS
reading frame unclear

von Willebrand factor type A domain

Anthrax receptor extracellular domain

Anthrax receptor C−terminus region

SUPPORTING READ COUNT

Split reads = 78
Discordant mates = 0



chromosome 5

q35.1

chromosome 5

q35.1

ERGIC1
ENST00000393784.8

SLIT3
ENST00000332966.8

breakpoint1
chr5:172834433

breakpoint2
chr5:169193550

0

5028

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 36 35 34 33 32 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

1 363534333231302928272625242322212019181716151413121110987654

3 kbp
introns not to scale

S
LI

T3

ER
G

IC
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

ERGIC1 SLIT3

RETAINED PROTEIN DOMAINS
reading frame unclear

Endoplasmic Reticulum−Golgi Intermediate Compartment (ERGIC)

EGF−like domain

Laminin G domain

EGF−like domain

Human growth factor−like EGF

Leucine rich repeat C−terminal domain

Leucine rich repeat

Leucine rich repeat N−terminal domain

Leucine rich repeat C−terminal domain

Leucine rich repeat

Leucine rich repeat C−terminal domain

Leucine rich repeat

Leucine rich repeat N−terminal domain

Leucine rich repeat C−terminal domain

Leucine rich repeat

SUPPORTING READ COUNT

Split reads = 69
Discordant mates = 0



chromosome 1

p36.12

chromosome 1

p36.12

ECE1
ENST00000649812.1

EIF4G3
ENST00000634879.2

breakpoint1
chr1:21255947

breakpoint2
chr1:21089213

0

6003

C
ov

er
ag

e

20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 34 33 32 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

87654321 343332313029282726252423222120191817161514131211109876543

4 kbp
introns not to scale

EIF4G3
ECE11

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

ECE1 EIF4G3

RETAINED PROTEIN DOMAINS
reading frame unclear

Peptidase family M13

eIF4−gamma/eIF5/eIF2−epsilon

MA3 domain

MIF4G domain

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0



chromosome 1

p36.12

chromosome 1

p36.12

ECE1
ENST00000649812.1

EIF4G3
ENST00000634879.2

breakpoint1
chr1:21290070

breakpoint2
chr1:21089213

0

6003

C
ov

er
ag

e

20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 34 33 32 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 343332313029282726252423222120191817161514131211109876543

4 kbp
introns not to scale

EIF4G3
ECE11

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

ECE1 EIF4G3

RETAINED PROTEIN DOMAINS
reading frame unclear

eIF4−gamma/eIF5/eIF2−epsilon

MA3 domain

MIF4G domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0



chromosome 1

p36.12

chromosome 1

p36.12

ECE1
ENST00000649812.1

EIF4G3
ENST00000634879.2

breakpoint1
chr1:21255947

breakpoint2
chr1:21050994

0

6003

C
ov

er
ag

e

20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 34 33 32 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

87654321 34333231302928272625242322212019181716151413121110987654

4 kbp
introns not to scale

EIF4G3
ECE11

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

ECE1 EIF4G3

RETAINED PROTEIN DOMAINS
reading frame unclear

Peptidase family M13

eIF4−gamma/eIF5/eIF2−epsilon

MA3 domain

MIF4G domain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0



chromosome 6

q21

chromosome 6

q25.1

CEP57L1
ENST00000517392.6

LATS1
ENST00000543571.6

breakpoint1
chr6:109095575

breakpoint2
chr6:149684592

0

3206

C
ov

er
ag

e

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

1 87654

5 kbp
introns not to scale

CEP57
L1LA

TS1

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

LATS1

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0



chromosome 6

q21

chromosome 6

q25.1

CEP57L1
ENST00000518853.5

LATS1
ENST00000543571.6

breakpoint1
chr6:109095251

breakpoint2
chr6:149684592

0

3206

C
ov

er
ag

e

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

1 87654

2 kbp
introns not to scale

CEP57
L1LA

TS1

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

LATS1

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 6

q21

chromosome 6

q25.1

CEP57L1
ENST00000521277.5

LATS1
ENST00000543571.6

breakpoint1
chr6:109106090

breakpoint2
chr6:149684592

0

3206

C
ov

er
ag

e

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

1 2 87654

3 kbp
introns not to scale

CEP57
L1LA

TS1

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

LATS1

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 6

q25.1

chromosome 6

q21

LATS1
ENST00000543571.6

CEP57L1
ENST00000517392.6

breakpoint1
chr6:149701779

breakpoint2
chr6:109145219

0

3206

C
ov

er
ag

e

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

21 2 3 4 5 6 7 8 9 10 11

5 kbp
introns not to scale

CEP57
L1LA

TS1

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

LATS1 CEP57L1

RETAINED PROTEIN DOMAINS
reading frame unclear

UBA/TS−N domain

Centrosome microtubule−binding domain of Cep57

Centrosome localisation domain of Cep57

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0



chromosome 6

q25.1

chromosome 6

q21

LATS1
ENST00000543571.6

CEP57L1
ENST00000519286.5

breakpoint1
chr6:149701779

breakpoint2
chr6:109140421

0

3206

C
ov

er
ag

e

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

21 2 3 4 5 6 7

2 kbp
introns not to scale

CEP57
L1LA

TS1

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

LATS1 CEP57L1

RETAINED PROTEIN DOMAINS
reading frame unclear

UBA/TS−N domain

Centrosome localisation domain of Cep57

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0



chromosome 6

q25.1

chromosome 6

q21

LATS1
ENST00000543571.6

CEP57L1
ENST00000517392.6

breakpoint1
chr6:149701779

breakpoint2
chr6:109146758

0

3206

C
ov

er
ag

e

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

21 3 4 5 6 7 8 9 10 11

5 kbp
introns not to scale

CEP57
L1LA

TS1

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

LATS1 CEP57L1

RETAINED PROTEIN DOMAINS
reading frame unclear

UBA/TS−N domain

Centrosome microtubule−binding domain of Cep57

Centrosome localisation domain of Cep57

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 20

p13

chromosome 20

p13

C20orf96
ENST00000360321.7

CSNK2A1
ENST00000646814.1

breakpoint1
chr20:290259

breakpoint2
chr20:508660

0

4916

C
ov

er
ag

e

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

21 14131211109876543

2 kbp
introns not to scale

C20
or

f9
6

CSNK2A
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

C20orf96 CSNK2A1

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0



chromosome 20

p13

chromosome 20

p13

C20orf96
ENST00000360321.7

CSNK2A1
ENST00000646814.1

breakpoint1
chr20:289559

breakpoint2
chr20:508660

0

4916

C
ov

er
ag

e

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

321 14131211109876543

2 kbp
introns not to scale

C20
or

f9
6

CSNK2A
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

C20orf96 CSNK2A1

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0


