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Split reads = 708
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 693
Discordant mates = 8
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Discordant mates = 2
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 306
Discordant mates = 6
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SUPPORTING READ COUNT

Split reads = 231
Discordant mates = 1



chromosome 5

q31.3

chromosome 5

q31.3

PCDHA10
ENST00000562220.2

PCDHAC1
ENST00000253807.3

breakpoint1
chr5:140857647

breakpoint2
chr5:140978949

0

9777

C
ov

er
ag

e

1 1 2 3 4

1 2 3 4

4 kbp
introns not to scale

P
C

D
H

A
10

P
C

D
H

AC
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

PCDHA10 PCDHAC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0



chromosome 5

q31.3

chromosome 5

q31.3

PCDHA10
ENST00000562220.2

PCDHAC2
ENST00000289269.7

breakpoint1
chr5:140858436

breakpoint2
chr5:140978949

0

9777

C
ov

er
ag

e

1 1 2 3 4

1 2 3 4

4 kbp
introns not to scale

P
C

D
H

A
10

P
C

D
H

AC
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

PCDHA10 PCDHAC2

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 231
Discordant mates = 1



chromosome 5

q31.3

chromosome 5

q31.3

PCDHA10
ENST00000562220.2

PCDHAC2
ENST00000289269.7

breakpoint1
chr5:140857647

breakpoint2
chr5:140978949

0

9777

C
ov

er
ag

e

1 1 2 3 4

1 2 3 4

4 kbp
introns not to scale

P
C

D
H

A
10

P
C

D
H

AC
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

PCDHA10 PCDHAC2

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0



chromosome 10

q23.31

chromosome Y

q11.221

AC063965.2
ENST00000416679.1

USP9Y
ENST00000651177.1

breakpoint1
chr10:87880438

breakpoint2
chrY:12738157

0

4879

C
ov

er
ag

e

1 2 3 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 33 34 35 36 37 38 39 40 41 42 43 44 45 46 47 48

1 2 313 14 15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30 31 32 33 34 35 36 37 38 39 40 41 42 43 44 45 46 47 48

4 kbp
introns not to scale

AC063965.2

USP9Y

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

USP9Y

RETAINED PROTEIN DOMAINS
reading frame unclear
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Ubiquitin carboxyl−terminal hydrolase

SUPPORTING READ COUNT

Split reads = 169
Discordant mates = 1
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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 = 17
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 = 14
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15540433

breakpoint2
chr17:15438200

0

3995

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

654321 4

1 kbp
introns not to scale

C
D

R
T

4
TV

P
23

C

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

TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 84
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Transmembrane protein family 232

SUPPORTING READ COUNT

Split reads = 72
Discordant mates = 4
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Transmembrane protein family 232

SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

RhoGAP domain

PH domain

BAR domain of APPL family

SUPPORTING READ COUNT

Split reads = 55
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 0



chromosome 15

q25.2

chromosome 10

p11.23

GOLGA6L10
ENST00000610657.2

GOLGA2P6
ENST00000340929.4

breakpoint1
chr15:82342847

breakpoint2
chr10:30364440

0

10237

C
ov

er
ag

e

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

987654321 14

2 kbp
introns not to scale

GOLGA2P6

G
O

LG
A

6L
10

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

GOLGA6L10

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative golgin subfamily A member 2−like protein 5

SUPPORTING READ COUNT

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

Protein of unknown function (DUF3689) 

LBP / BPI / CETP family, C−terminal domain

LBP / BPI / CETP family, N−terminal domain

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0
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KIAA1217 CHD8

RETAINED PROTEIN DOMAINS
reading frame unclear

Actin interacting protein 3

BRK domain

Helicase conserved C−terminal domain

SNF2−related domain

Chromo (CHRromatin Organisation MOdifier) domain

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Glycosyl transferase family 8

Glycosyl−transferase for dystroglycan

Caspase recruitment domain

Function to find

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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LARGE1 CARD8

RETAINED PROTEIN DOMAINS
reading frame unclear

Glycosyl transferase family 8

Glycosyl−transferase for dystroglycan

Caspase recruitment domain

Function to find

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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AP3B1 HSD17B4

RETAINED PROTEIN DOMAINS
reading frame unclear

Adaptin N terminal region

SCP−2 sterol transfer family

MaoC like domain

short chain dehydrogenase

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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AP3B1 HSD17B4

RETAINED PROTEIN DOMAINS
reading frame unclear

Adaptin N terminal region

SCP−2 sterol transfer family

MaoC like domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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MX1 OR13J1

RETAINED PROTEIN DOMAINS
reading frame unclear

Dynamin family

Dynamin central region

Olfactory receptor

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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reading frame unclear

BCL7, N−terminal conserver region

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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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.
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reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

Cadherin cytoplasmic C−terminal

Cadherin domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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reading frame unclear

BCL7, N−terminal conserver region

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0


