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RETAINED PROTEIN DOMAINS
reading frame unclear

HELP motif

WD domain, G−beta repeat

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 601
Discordant mates = 0
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DOCK9 SERPINE2

RETAINED PROTEIN DOMAINS
reading frame unclear

Serpin (serine protease inhibitor)

SUPPORTING READ COUNT

Split reads = 374
Discordant mates = 0
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DOCK9 SERPINE2

RETAINED PROTEIN DOMAINS
reading frame unclear

Serpin (serine protease inhibitor)

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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DOCK9 SERPINE2

RETAINED PROTEIN DOMAINS
reading frame unclear

Serpin (serine protease inhibitor)

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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DOCK9 SERPINE2

RETAINED PROTEIN DOMAINS
reading frame unclear

Serpin (serine protease inhibitor)

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 350
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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R3HDM1 RNF144A

RETAINED PROTEIN DOMAINS
reading frame unclear

IBR domain, a half RING−finger domain

SUPPORTING READ COUNT

Split reads = 256
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

IBR domain, a half RING−finger domain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 2
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RNF144A

RETAINED PROTEIN DOMAINS
reading frame unclear

IBR domain, a half RING−finger domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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RNF144A

RETAINED PROTEIN DOMAINS
reading frame unclear

IBR domain, a half RING−finger domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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R3HDM1 RNF144A

RETAINED PROTEIN DOMAINS
reading frame unclear

IBR domain, a half RING−finger domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 2
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PCDHGA1 PCDHGA9

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 = 217
Discordant mates = 1
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PCDHGA1 PCDHGB6

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 = 217
Discordant mates = 1
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PCDHGA1 PCDHGB7

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 = 217
Discordant mates = 1
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PCDHGA1 PCDHGC3

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 = 217
Discordant mates = 1
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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 = 217
Discordant mates = 1
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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 = 217
Discordant mates = 1
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MRPS21 APH1A

RETAINED PROTEIN DOMAINS
reading frame unclear

Ribosomal protein S21

Aph−1 protein

SUPPORTING READ COUNT

Split reads = 215
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ribosomal protein S21

Aph−1 protein

SUPPORTING READ COUNT

Split reads = 110
Discordant mates = 0
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MRPS21 APH1A

RETAINED PROTEIN DOMAINS
reading frame unclear

Ribosomal protein S21

Aph−1 protein

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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SLFN11 SLFN12

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

Schlafen group 3, DNA/RNA helicase domain

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 205
Discordant mates = 2
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SLFN11 SLFN12

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

Schlafen group 3, DNA/RNA helicase domain

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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SLFN11 SLFN12

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

Schlafen group 3, DNA/RNA helicase domain

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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GFPT1 ENOX2

RETAINED PROTEIN DOMAINS
reading frame unclear

Glutamine amidotransferase domain

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

SUPPORTING READ COUNT

Split reads = 201
Discordant mates = 5
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KDM5C KMT2C

RETAINED PROTEIN DOMAINS
reading frame unclear

jmjN domain

ARID/BRIGHT DNA binding domain

PHD−finger

JmjC domain, hydroxylase

SET domain

F/Y rich C−terminus

F/Y−rich N−terminus

PHD−zinc−finger like domain

SUPPORTING READ COUNT

Split reads = 193
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Bcl−2 homology region 4

Apoptosis regulator proteins, Bcl−2 family

C2H2−type zinc finger

Zinc finger, C2H2 type

C2H2−type zinc finger

Zinc finger, C2H2 type

C2H2−type zinc finger

SUPPORTING READ COUNT

Split reads = 191
Discordant mates = 0
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BCL2 ZNF521

RETAINED PROTEIN DOMAINS
reading frame unclear

Bcl−2 homology region 4

Apoptosis regulator proteins, Bcl−2 family

C2H2−type zinc finger

Zinc finger, C2H2 type

C2H2−type zinc finger

Zinc finger, C2H2 type

C2H2−type zinc finger

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 134
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 128
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SLFN12L

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 117
Discordant mates = 6
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 1
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SLFN12L

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 6
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0



chromosome 17

q12

chromosome 17

q12

AC015911.9
ENST00000650652.2

SLFN12L
ENST00000628453.3

breakpoint1
chr17:35522279

breakpoint2
chr17:35475485

0

2451

C
ov

er
ag

e

1 4 3 2 1

1 4

600 bp
introns not to scale

S
LF

N
12

L
A

C
01

59
11

.9

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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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ZNF92 TDRD9

RETAINED PROTEIN DOMAINS
reading frame unclear

Tudor domain

Helicase associated domain (HA2)

Helicase conserved C−terminal domain

DEAD/DEAH box helicase

SUPPORTING READ COUNT

Split reads = 117
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein−tyrosine phosphatase

SUPPORTING READ COUNT

Split reads = 113
Discordant mates = 0



chromosome 10

q11.22

chromosome 10

q11.22

PTPN20
ENST00000374339.4

BMS1P7
ENST00000602440.2

breakpoint1
chr10:46946675

breakpoint2
chr10:48060020

0

1417

C
ov

er
ag

e

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

1 2 3 4 7654321

1 kbp
introns not to scale

PTPN20

BMS1P7

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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 86
Discordant mates = 0
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PTPN20

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein−tyrosine phosphatase

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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PTPN20

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein−tyrosine phosphatase

SUPPORTING READ COUNT

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

Protein−tyrosine phosphatase

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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PLCL1 GULP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphotyrosine interaction domain (PTB/PID)

SUPPORTING READ COUNT

Split reads = 102
Discordant mates = 2
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PLCL1 GULP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphotyrosine interaction domain (PTB/PID)

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 2
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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 = 101
Discordant mates = 2
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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 = 36
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 = 36
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 = 18
Discordant mates = 1
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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 = 15
Discordant mates = 1
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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 = 1
Discordant mates = 1
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reading frame unclear

Glutaminase

EF−hand domain

SUPPORTING READ COUNT

Split reads = 92
Discordant mates = 0
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reading frame unclear

N−Acetylglucosaminyltransferase−IV (GnT−IV) conserved region

Sec63 Brl domain

DEAD/DEAH box helicase

Sec63 Brl domain

Helicase conserved C−terminal domain

DEAD/DEAH box helicase

N−terminal helicase PWI domain

SUPPORTING READ COUNT

Split reads = 86
Discordant mates = 2
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N−Acetylglucosaminyltransferase−IV (GnT−IV) conserved region

Sec63 Brl domain

DEAD/DEAH box helicase

Sec63 Brl domain

Helicase conserved C−terminal domain

DEAD/DEAH box helicase

N−terminal helicase PWI domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 7

q11.23

chromosome 7

q11.23

PMS2P6
ENST00000333674.5

CCDC146
ENST00000285871.5

breakpoint1
chr7:73097567

breakpoint2
chr7:77167658

0

3911

C
ov

er
ag

e

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

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

2 kbp
introns not to scale

PMS2P6
CCDC146

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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 75
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 22
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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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 64
Discordant mates = 0
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ZNF680 TMEM248

RETAINED PROTEIN DOMAINS
reading frame unclear

Transmembrane 219

SUPPORTING READ COUNT

Split reads = 57
Discordant mates = 0
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RMND5A KDM3A

RETAINED PROTEIN DOMAINS
reading frame unclear

JmjC domain, hydroxylase

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 2



chromosome 2

p11.2

chromosome 2

p11.2

RMND5A
ENST00000283632.5

KDM3A
ENST00000312912.10

breakpoint1
chr2:86741069

breakpoint2
chr2:86477882

0

5429

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 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

1 213 14 15 16 17 18 19 20 21 22 23 24 25 26

3 kbp
introns not to scale

KDM3A
RMND5A

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

RMND5A KDM3A

RETAINED PROTEIN DOMAINS
reading frame unclear

JmjC domain, hydroxylase

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

JmjC domain, hydroxylase

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

IBR domain, a half RING−finger domain

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

IBR domain, a half RING−finger domain

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

IBR domain, a half RING−finger domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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TYW1 ZNF138

RETAINED PROTEIN DOMAINS
reading frame unclear

Flavodoxin

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Flavodoxin

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 25
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 = 24
Discordant mates = 0
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RUNDC3B ADAM22

RETAINED PROTEIN DOMAINS
reading frame unclear

RUN domain

EGF−like domain

ADAM cysteine−rich

Disintegrin

Reprolysin (M12B) family zinc metalloprotease 

Reprolysin family propeptide

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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ATP11A STK26

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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IGFL2

RETAINED PROTEIN DOMAINS
reading frame unclear

Insulin growth factor−like family

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 2
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 1



chromosome 9

q22.33

chromosome 9

q22.33

AL512590.2
ENST00000531758.2

CCDC180
ENST00000494917.6

breakpoint1
chr9:97290902

breakpoint2
chr9:97307736

0

1866

C
ov

er
ag

e

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

1 2 3 4 5 6 72 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20

2 kbp
introns not to scale

AL512590.2

CCDC180

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 = 2
Discordant mates = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

7 transmembrane receptor (Secretin family)

Hormone receptor domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


