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reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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reading frame unclear

short chain dehydrogenase

SUPPORTING READ COUNT

Split reads = 404
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 382
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 = 325
Discordant mates = 5
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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 = 304
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Laminin N−terminal (Domain VI)

Laminin EGF domain

Myosin tail

IQ calmodulin−binding motif

Myosin head (motor domain)

SUPPORTING READ COUNT

Split reads = 286
Discordant mates = 6
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NTN1 MYH10

RETAINED PROTEIN DOMAINS
reading frame unclear

Laminin N−terminal (Domain VI)

Laminin EGF domain

Myosin tail

IQ calmodulin−binding motif

Myosin head (motor domain)

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 2
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STX16 NPEPL1

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 = 191
Discordant mates = 3
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reading frame unclear

Syntaxin

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 177
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 = 175
Discordant mates = 1
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reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 80
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 = 44
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 = 30
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 = 17
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 153
Discordant mates = 0
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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 = 108
Discordant mates = 0
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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

Cadherin cytoplasmic C−terminal

Cadherin domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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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 = 108
Discordant mates = 0
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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 = 108
Discordant mates = 0
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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 = 108
Discordant mates = 0
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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 = 108
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Tetratricopeptide repeat

Tetratricopeptide repeat

Acyl−CoA dehydrogenase, C−terminal domain

Acyl−CoA dehydrogenase, middle domain

Acyl−CoA dehydrogenase, N−terminal domain

Phosphotransferase enzyme family

SUPPORTING READ COUNT

Split reads = 105
Discordant mates = 0
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NPHP3 ACAD11

RETAINED PROTEIN DOMAINS
reading frame unclear

Acyl−CoA dehydrogenase, C−terminal domain

Acyl−CoA dehydrogenase, middle domain

Acyl−CoA dehydrogenase, N−terminal domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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PKD2 CLUAP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Polycystin cation channel

Clusterin−associated protein−1

SUPPORTING READ COUNT

Split reads = 90
Discordant mates = 0
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reading frame unclear

Polycystin cation channel

Clusterin−associated protein−1

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0
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reading frame unclear

PDZ domain

Domain of unknown function (DUF4749)

LIM domain

SUPPORTING READ COUNT

Split reads = 78
Discordant mates = 0
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Putative DNA−binding domain
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Split reads = 68
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 22
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Split reads = 9
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ELMO, armadillo−like helical domain

ELMO/CED−12 family
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Family of unknown function (DUF5523)

SUPPORTING READ COUNT
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SUPPORTING READ COUNT
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chromosome 17

p13.2

chromosome 17

p13.1

ZZEF1
ENST00000381638.7

PIK3R5
ENST00000581552.5

breakpoint1
chr17:4034015

breakpoint2
chr17:8911507

0

7501

C
ov

er
ag

e

55 545352515049 48 47464544434241 40 393837 36 353433323130 29 282726252423222120191817161514131211109 8 7 6 5 4 3 2 1 19 1817161514131211 10 9 8 7 6 5 4 3 2 1

40393837363534333231302928272625242322212019181716151413121110987654321 1918171615141312111098765432

6 kbp
introns not to scale

Z
Z

E
F

1
P

IK
3R

5

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

ZZEF1 PIK3R5

RETAINED PROTEIN DOMAINS
reading frame unclear

Anaphase−promoting complex, subunit 10 (APC10)

Zinc finger, ZZ type

Phosphoinositide 3−kinase gamma adapter protein p101 subunit

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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SUPPORTING READ COUNT
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Discordant mates = 0



chromosome 17

p13.3

chromosome 8

p11.21

ABR
ENST00000302538.9

CHRNB3
ENST00000289957.3

breakpoint1
chr17:1050050

breakpoint2
chr8:42708717

0

6296

C
ov

er
ag

e

23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 1 2 3 4 5 6

16151413121110987654321 2 3 4 5 6

3 kbp
introns not to scale

CHRNB3

A
B

R

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

ABR CHRNB3

RETAINED PROTEIN DOMAINS
reading frame unclear

RhoGEF domain

PH domain

C2 domain

Neurotransmitter−gated ion−channel transmembrane region

Neurotransmitter−gated ion−channel ligand binding domain

SUPPORTING READ COUNT

Split reads = 14
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CP2 transcription factor

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0


