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Nucleoporin homology of Germinal−centre associated nuclear protein

SAC3/GANP family

Humanin family
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Split reads = 33
Discordant mates = 0



chromosome 12

p13.2

chromosome 12

p13.2

KLRC4
ENST00000309384.2

KLRK1
ENST00000240618.11

breakpoint1
chr12:10407636

breakpoint2
chr12:10388875

0

1037

C
ov

er
ag

e

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

4321 8765432

900 bp
introns not to scale

KLRK1

KLRC4

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

KLRC4 KLRK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0



chromosome 14

q22.3

chromosome 16

p11.2

CCDC198
ENST00000422976.6

NPIPB12
ENST00000550665.5

breakpoint1
chr14:57475582

breakpoint2
chr16:29487399

0

104804

C
ov

er
ag

e

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

654321 876

1 kbp
introns not to scale

C
C

D
C

198 N
P

IP
B

12

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

CCDC198 NPIPB12

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4619)

Nuclear pore complex interacting protein (NPIP)
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NHR1 homology to TAF

Transcription initiation factor TFIID component TAF4 family

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0



chromosome 17

q21.31

chromosome 17

q21.31

AC091132.4
ENST00000590995.1

AC091132.1
ENST00000588189.1

breakpoint1
chr17:45545944

breakpoint2
chr17:45534200

0

3389

C
ov

er
ag

e

1 2 1 2

1 1 2

300 bp
introns not to scale

A
C

09
11

32
.1

AC
09

11
32

.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

Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0



chromosome 12

q14.3

chromosome 12

q14.3

RPSAP52
ENST00000489520.2

HMGA2
ENST00000393577.7

breakpoint1
chr12:65826843

breakpoint2
chr12:65828001

0

12077

C
ov

er
ag

e

2 1 1 2 3 4 5

1 2 3 4 5

500 bp
introns not to scale

RPSAP52
HM

G
A2

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

HMGA2

RETAINED PROTEIN DOMAINS
reading frame unclear

AT hook motif
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