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RETAINED PROTEIN DOMAINS
reading frame unclear

Hr1 repeat

BRO1−like domain

Zinc finger, C2H2 type

Zinc−finger double domain

Zinc finger, C2H2 type

Zinc−finger double domain

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 1158
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Hr1 repeat

Zinc finger, C2H2 type

Zinc−finger double domain

Zinc finger, C2H2 type

Zinc−finger double domain

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Biotin−requiring enzyme

2−oxoacid dehydrogenases acyltransferase (catalytic domain)

Catalase−related immune−responsive

Catalase

SUPPORTING READ COUNT

Split reads = 276
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Low−density lipoprotein receptor domain class A

PH domain

RhoGEF domain

SUPPORTING READ COUNT

Split reads = 268
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

PH domain

RhoGEF domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Pam16

SUPPORTING READ COUNT

Split reads = 197
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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ELOB PKMYT1

RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin family

SUPPORTING READ COUNT

Split reads = 186
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin family

SUPPORTING READ COUNT

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

Cytochrome c oxidase subunit VIc

SUPPORTING READ COUNT

Split reads = 184
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cytochrome c oxidase subunit VIc

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cytochrome c oxidase subunit VIc

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Heterogeneous nuclear ribonucleoprotein Q acidic domain

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

Sorting nexin C terminal

Regulator of G protein signaling domain

PX domain

Regulator of G protein signaling domain

PXA domain

SUPPORTING READ COUNT

Split reads = 175
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Heterogeneous nuclear ribonucleoprotein Q acidic domain

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

Sorting nexin C terminal

Regulator of G protein signaling domain

PX domain

Regulator of G protein signaling domain

PXA domain

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Heterogeneous nuclear ribonucleoprotein Q acidic domain

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

Sorting nexin C terminal

Regulator of G protein signaling domain

PX domain

Regulator of G protein signaling domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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reading frame unclear

Heterogeneous nuclear ribonucleoprotein Q acidic domain

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

Sorting nexin C terminal

Regulator of G protein signaling domain

PX domain

Regulator of G protein signaling domain

PXA domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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STAG1 MSL2

RETAINED PROTEIN DOMAINS
reading frame unclear

CXC domain of E3 ubiquitin−protein ligase MSL2

zinc RING finger of MSL2

SUPPORTING READ COUNT

Split reads = 147
Discordant mates = 0



chromosome 3

q22.3

chromosome 3

q22.3

STAG1
ENST00000383202.7

MSL2
ENST00000309993.3

breakpoint1
chr3:136752195

breakpoint2
chr3:136152738

0

2962

C
ov

er
ag

e

34 33 32 31 30 29 28 27 26 25 24 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 2 1

1 2

4 kbp
introns not to scale

M
S

L2

S
TA

G
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

MSL2

RETAINED PROTEIN DOMAINS
reading frame unclear

CXC domain of E3 ubiquitin−protein ligase MSL2

zinc RING finger of MSL2

SUPPORTING READ COUNT

Split reads = 98
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

CID domain

Leucine−rich repeat

Leucine Rich repeats (2 copies)

SUPPORTING READ COUNT

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

ARP2/3 complex ARPC3 (21 kDa) subunit

SUPPORTING READ COUNT

Split reads = 103
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

ARP2/3 complex ARPC3 (21 kDa) subunit

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

non−SMC mitotic condensation complex subunit 1, N−term

Tetraspanin family

SUPPORTING READ COUNT

Split reads = 87
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 85
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 85
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 = 84
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000438826.7

CDRT4
ENST00000619038.5

breakpoint1
chr17:15540433

breakpoint2
chr17:15440285

0

15813

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

654321 43

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 = 69
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 = 43
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 = 5
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 coding regions retained in fusion transcript.
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Split reads = 75
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 75
Discordant mates = 0
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RORC TCHHL1

RETAINED PROTEIN DOMAINS
reading frame unclear

S−100/ICaBP type calcium binding domain

SUPPORTING READ COUNT

Split reads = 68
Discordant mates = 0
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ADK SAMD8

RETAINED PROTEIN DOMAINS
reading frame unclear

pfkB family carbohydrate kinase

PAP2 superfamily C−terminal

SAM domain (Sterile alpha motif)

SUPPORTING READ COUNT

Split reads = 65
Discordant mates = 0
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ADK SAMD8

RETAINED PROTEIN DOMAINS
reading frame unclear

pfkB family carbohydrate kinase

PAP2 superfamily C−terminal

SAM domain (Sterile alpha motif)

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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GNPTG UBE2I

RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin−conjugating enzyme

SUPPORTING READ COUNT

Split reads = 62
Discordant mates = 0
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DOCK9

RETAINED PROTEIN DOMAINS
reading frame unclear

DHR−2, Lobe A

C2 domain in Dock180 and Zizimin proteins

PH domain

Dedicator of cytokinesis C/D, N terminal

SUPPORTING READ COUNT

Split reads = 62
Discordant mates = 0
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DOCK9

RETAINED PROTEIN DOMAINS
reading frame unclear

DHR−2, Lobe A

C2 domain in Dock180 and Zizimin proteins

PH domain

Dedicator of cytokinesis C/D, N terminal

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0
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DOCK9

RETAINED PROTEIN DOMAINS
reading frame unclear

DHR−2, Lobe A

C2 domain in Dock180 and Zizimin proteins

PH domain

Dedicator of cytokinesis C/D, N terminal

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0



chromosome 14

q24.3

chromosome 14

q24.3

SNW1
ENST00000555761.5

ADCK1
ENST00000238561.10

breakpoint1
chr14:77730988

breakpoint2
chr14:77818968

0

6008

C
ov

er
ag

e

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

10987654321 2 3 4 5 6 7 8 9 10 11

2 kbp
introns not to scale

S
N

W
1

A
D

C
K

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

SNW1 ADCK1

RETAINED PROTEIN DOMAINS
reading frame unclear

SKIP/SNW domain

ABC1 atypical kinase−like domain

SUPPORTING READ COUNT

Split reads = 62
Discordant mates = 0
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DOCK9 CSMD3

RETAINED PROTEIN DOMAINS
reading frame unclear

Sushi repeat (SCR repeat)

CUB domain

Sushi repeat (SCR repeat)
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SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 0
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EGFR

RETAINED PROTEIN DOMAINS
reading frame unclear

Receptor L domain

Furin−like cysteine rich region

Receptor L domain

Growth factor receptor domain IV

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 0
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EGFR

RETAINED PROTEIN DOMAINS
reading frame unclear

Receptor L domain

Furin−like cysteine rich region

Receptor L domain

Growth factor receptor domain IV

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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TULP4 TMEM181

RETAINED PROTEIN DOMAINS
reading frame unclear

Wnt−binding factor required for Wnt secretion

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0
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TULP4 TMEM181

RETAINED PROTEIN DOMAINS
reading frame unclear

Wnt−binding factor required for Wnt secretion

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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TULP4 TMEM181

RETAINED PROTEIN DOMAINS
reading frame unclear

Wnt−binding factor required for Wnt secretion

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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TULP4 TMEM181

RETAINED PROTEIN DOMAINS
reading frame unclear

Wnt−binding factor required for Wnt secretion

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 17

p13.1

chromosome 5

p13.2

AC016876.1
ENST00000417897.1

CPLANE1
ENST00000651892.2

breakpoint1
chr17:7583918

breakpoint2
chr5:37108471

0

6233

C
ov

er
ag

e

2 1 53 52 5150 49 48 47 464544 43 42 41 40 39 383736 35 34 33 32 313029 28 27 26 25 24 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 5352

4 kbp
introns not to scale

C
P

LA
N

E
1

A
C

01
68

76
.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

CPLANE1

RETAINED PROTEIN DOMAINS
reading frame unclear

Joubert syndrome−associated

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0
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EZR SYTL3

RETAINED PROTEIN DOMAINS
reading frame unclear

FERM N−terminal domain 

FERM central domain

FERM C−terminal PH−like domain

C2 domain

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

FERM N−terminal domain 

FERM central domain

FERM C−terminal PH−like domain

C2 domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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No protein domains retained in fusion.
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SMARCC1 AKAP13

RETAINED PROTEIN DOMAINS
reading frame unclear

SWIRM−associated domain at the N−terminal

PH domain

RhoGEF domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0


