
chromosome 6

p21.1

chromosome 6

p21.1

C6orf132
ENST00000341865.9

CCND3
ENST00000372991.9

breakpoint1
chr6:42128672

breakpoint2
chr6:41940585

0

25302

C
ov

er
ag

e

5 4 3 2 1 5 4 3 2 1

21 5432

2 kbp
introns not to scale

C
C

N
D

3

C6o
rf1

32

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

C6orf132 CCND3

RETAINED PROTEIN DOMAINS
reading frame unclear

Cyclin, C−terminal domain

Cyclin, N−terminal domain

SUPPORTING READ COUNT

Split reads = 435
Discordant mates = 1
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reading frame unclear

Cyclin, C−terminal domain

Cyclin, N−terminal domain

SUPPORTING READ COUNT

Split reads = 200
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cyclin, C−terminal domain

Cyclin, N−terminal domain

SUPPORTING READ COUNT

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

Nuclear factor I protein pre−N−terminus

MH1 domain

CTF/NF−I family transcription modulation region

GATA zinc finger

Coiled−coil and interaction region of P66A and P66B with MBD2

SUPPORTING READ COUNT

Split reads = 360
Discordant mates = 2
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reading frame unclear

Nuclear factor I protein pre−N−terminus
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CTF/NF−I family transcription modulation region

GATA zinc finger

Coiled−coil and interaction region of P66A and P66B with MBD2

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 2
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CTF/NF−I family transcription modulation region
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Coiled−coil and interaction region of P66A and P66B with MBD2

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 2
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CTF/NF−I family transcription modulation region
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SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 157
Discordant mates = 0
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XPOT

RETAINED PROTEIN DOMAINS
reading frame unclear

Importin−beta N−terminal domain

SUPPORTING READ COUNT

Split reads = 124
Discordant mates = 0
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GNA12

RETAINED PROTEIN DOMAINS
reading frame unclear

G−protein alpha subunit

SUPPORTING READ COUNT

Split reads = 103
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 80
Discordant mates = 2
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No protein domains retained in fusion.
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Split reads = 1
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No protein domains retained in fusion.
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Split reads = 68
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 56
Discordant mates = 0
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No protein domains retained in fusion.
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No protein domains retained in fusion.
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No protein domains retained in fusion.
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Split reads = 1
Discordant mates = 0



chromosome 6

q25.3

chromosome 6

q25.3

ARID1B
ENST00000636930.2

FNDC1
ENST00000297267.14

breakpoint1
chr6:156901525

breakpoint2
chr6:159256523

0

7396

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 1011 12 13 14 15 1617 18 19 20 1 2 3 4 5 6 7 8 9 10 11 1213 14 1516 17 1819202122 23

1 2 31819202122 23

5 kbp
introns not to scale

ARID
1BFNDC1

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

ARID1B FNDC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 0
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No protein domains retained in fusion.
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Split reads = 41
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CNR1

RETAINED PROTEIN DOMAINS
reading frame unclear

7 transmembrane receptor (rhodopsin family)

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0
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CNR1

RETAINED PROTEIN DOMAINS
reading frame unclear

7 transmembrane receptor (rhodopsin family)

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

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

Fibroblast growth factor

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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MB21D2 FGF12

RETAINED PROTEIN DOMAINS
reading frame unclear

Fibroblast growth factor

SUPPORTING READ COUNT

Split reads = 1
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ZFHX3

RETAINED PROTEIN DOMAINS
reading frame unclear

Homeodomain

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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No protein domains retained in fusion.
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Split reads = 12
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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No coding regions retained in fusion transcript.
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Split reads = 5
Discordant mates = 0
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No protein domains retained in fusion.
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No coding regions retained in fusion transcript.
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