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Split reads = 2
Discordant mates = 2
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reading frame unclear
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Cadherin domain

Cadherin cytoplasmic C−terminal
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SUPPORTING READ COUNT

Split reads = 200
Discordant mates = 0
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Cadherin domain
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SUPPORTING READ COUNT

Split reads = 200
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 200
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 200
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 200
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 200
Discordant mates = 0



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGB2
ENST00000622527.1

PCDHGC4
ENST00000306593.1

breakpoint1
chr5:141362556

breakpoint2
chr5:141494807

0

25849

C
ov

er
ag

e

1 1 2 3 4

1 2 3 4

2 kbp
introns not to scale

P
C

D
H

G
B

2

P
C

D
H

G
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

PCDHGB2 PCDHGC4

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 200
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 200
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 70
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4600)

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 69
Discordant mates = 0
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Domain of unknown function (DUF4600)
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 13

q13.3

chromosome 13

q13.3

CCDC169
ENST00000503173.5

SOHLH2
ENST00000379881.8

breakpoint1
chr13:36283469

breakpoint2
chr13:36202093

0

1471

C
ov

er
ag

e

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

4321 111098765432

1 kbp
introns not to scale

SO
H

LH
2

C
C

D
C

169

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

CCDC169 SOHLH2

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4600)
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SUPPORTING READ COUNT

Split reads = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 65
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 55
Discordant mates = 0
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Split reads = 1
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Nucleoplasmin/nucleophosmin domain

SUPPORTING READ COUNT

Split reads = 49
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein SOGA 

Domain of unknown function (DUF4482)

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 2
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reading frame unclear

Protein SOGA 

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 6

q22.33

chromosome 6

q22.33

SOGA3
ENST00000525778.5

KIAA0408
ENST00000483725.8

breakpoint1
chr6:127475293

breakpoint2
chr6:127444282

0

9041

C
ov

er
ag

e

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

654321 6

3 kbp
introns not to scale

KIA
A04

08

SOGA3

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

SOGA3 KIAA0408

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein SOGA 

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SUPPORTING READ COUNT

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

Peptidase family M41

AAA+ lid domain

ATPase family associated with various cellular activities (AAA)

FtsH Extracellular

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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Peptidase family M41
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ATPase family associated with various cellular activities (AAA)

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 14

q32.33

chromosome 16

q24.3

LINC00221
ENST00000619530.1

SPG7
ENST00000645818.2

breakpoint1
chr14:106506447

breakpoint2
chr16:89530683

0

9553

C
ov

er
ag

e

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

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

2 kbp
introns not to scaleLIN

C
00221

S
P

G
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

SPG7

RETAINED PROTEIN DOMAINS
reading frame unclear

Peptidase family M41
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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HOOK protein coiled−coil region

SUPPORTING READ COUNT

Split reads = 9
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Peptidase family M41
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ATPase family associated with various cellular activities (AAA)
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0


