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Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 195
Discordant mates = 2
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 188
Discordant mates = 1
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Split reads = 40
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 36
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Tetratricopeptide repeat
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RecQ zinc−binding

Helicase conserved C−terminal domain

SUPPORTING READ COUNT

Split reads = 166
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 151
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 30
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SUPPORTING READ COUNT

Split reads = 147
Discordant mates = 0
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Protein of unknown function (DUF2615)

SUPPORTING READ COUNT

Split reads = 136
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 7
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
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Protein of unknown function (DUF2615)
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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 = 130
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 = 68
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 56
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15545785

breakpoint2
chr17:15438200

0

10064

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

54321 4

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 = 22
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 1
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 1
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CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SUPPORTING READ COUNT
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Split reads = 110
Discordant mates = 0
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Split reads = 80
Discordant mates = 0
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SUPPORTING READ COUNT
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Discordant mates = 0
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SUPPORTING READ COUNT
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Microtubule−associated protein Bicaudal−D

SUPPORTING READ COUNT

Split reads = 75
Discordant mates = 0
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Split reads = 65
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Ulp1 protease family, C−terminal catalytic domain
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Discordant mates = 0
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Cadherin, Y−type LIR−motif

Cadherin domain

SUPPORTING READ COUNT
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Discordant mates = 0
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No protein domains retained in fusion.
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Ras association (RalGDS/AF−6) domain

Cell cycle and development regulator Mat89Bb

SUPPORTING READ COUNT

Split reads = 52
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Split reads = 33
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SUPPORTING READ COUNT
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RHPN2 MORN4

RETAINED PROTEIN DOMAINS
reading frame unclear

Hr1 repeat

BRO1−like domain

MORN repeat

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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reading frame unclear

Hr1 repeat

BRO1−like domain

MORN repeat

SUPPORTING READ COUNT

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

Hr1 repeat

BRO1−like domain

MORN repeat

SUPPORTING READ COUNT

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

Family of FAM53

LETM1−like, RBD

SUPPORTING READ COUNT

Split reads = 49
Discordant mates = 0
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TECR ADGRE5

RETAINED PROTEIN DOMAINS
reading frame unclear

7 transmembrane receptor (Secretin family)

GPCR proteolysis site, GPS, motif 

Calcium−binding EGF domain

SUPPORTING READ COUNT

Split reads = 46
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

LIM domain

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 0
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TIGAR MYBPC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Histidine phosphatase superfamily (branch 1)

Immunoglobulin I−set domain

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 0
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DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SRPK2 ATXN7L1

RETAINED PROTEIN DOMAINS
reading frame unclear

SCA7, zinc−binding domain

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

SCA7, zinc−binding domain

SUPPORTING READ COUNT

Split reads = 12
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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SRPK2 ATXN7L1

RETAINED PROTEIN DOMAINS
reading frame unclear

SCA7, zinc−binding domain

SUPPORTING READ COUNT

Split reads = 2
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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CCDC169 SOHLH2

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4600)

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 0
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CCDC169 SOHLH2

RETAINED PROTEIN DOMAINS
reading frame unclear

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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EXOC2 F13A1

RETAINED PROTEIN DOMAINS
reading frame unclear

IPT/TIG domain

Exocyst complex component Sec5

Transglutaminase family, C−terminal ig like domain

Transglutaminase−like superfamily

Transglutaminase family

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 0



chromosome 16

q24.3

chromosome 7

q36.1

PIEZO1
ENST00000301015.14

ZNF775−AS1
ENST00000497366.1

breakpoint1
chr16:88737559

breakpoint2
chr7:150380188

0

4898

C
ov

er
ag

e

51 50 49 48 47 46 45 44 43 42 41 40 39 38 37 36 35 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

10987654321 2

4 kbp
introns not to scale

ZNF775−AS1

P
IE

Z
O

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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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DTNB ASXL2

RETAINED PROTEIN DOMAINS
reading frame unclear

EF hand

PHD domain of transcriptional enhancer, Asx

Asx homology domain

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0
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DTNB ASXL2

RETAINED PROTEIN DOMAINS
reading frame unclear

EF hand

PHD domain of transcriptional enhancer, Asx

Asx homology domain

SUPPORTING READ COUNT

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

ShK domain−like

Microfibril−associated glycoprotein (MAGP)

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

ShK domain−like

Microfibril−associated glycoprotein (MAGP)

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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PUM1 MFAP2

RETAINED PROTEIN DOMAINS
reading frame unclear

ShK domain−like

Microfibril−associated glycoprotein (MAGP)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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ZNF875 PPP6R1

RETAINED PROTEIN DOMAINS
reading frame unclear

KRAB box

SIT4 phosphatase−associated protein

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0
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FSBP VIRMA

RETAINED PROTEIN DOMAINS
reading frame unclear

Myb/SANT−like DNA−binding domain

Virilizer, N−terminal

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0
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RAD54B VIRMA

RETAINED PROTEIN DOMAINS
reading frame unclear

SNF2−related domain

Virilizer, N−terminal

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0



chromosome 22

q13.33

chromosome 10

p13

ZBED4
ENST00000216268.6

FRMD4A
ENST00000357447.7

breakpoint1
chr22:49853989

breakpoint2
chr10:14330183

0

3642

C
ov

er
ag

e

1 2 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 2524232221201918171615141312111098765432

4 kbp
introns not to scale

FRMD4A

ZBED4

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

FRMD4A

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytohesin Ubiquitin Protein Inducing Domain

FERM C−terminal PH−like domain

FERM central domain

FERM N−terminal domain 

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0



chromosome 7

q22.3

chromosome 7

q22.2

KMT2E
ENST00000311117.8

LHFPL3
ENST00000401970.2

breakpoint1
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breakpoint2
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KMT2E LHFPL3

RETAINED PROTEIN DOMAINS
reading frame unclear

PHD−finger

SET domain

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0



chromosome 7
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chromosome 7
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KMT2E

RETAINED PROTEIN DOMAINS
reading frame unclear

PHD−finger

SET domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 7

q34

chromosome 19

p13.11

UBN2
ENST00000473989.8

KLHL26
ENST00000300976.9

breakpoint1
chr7:139284574

breakpoint2
chr19:18664261
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UBN2 KLHL26

RETAINED PROTEIN DOMAINS
reading frame unclear

HPC2 and ubinuclein domain

Ubinuclein conserved middle domain

BTB/POZ domain

Kelch motif

BTB And C−terminal Kelch

BTB/POZ domain

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 1



chromosome 22

q13.2

chromosome 12

q14.3

SNU13
ENST00000648350.1

LLPH
ENST00000446587.2

breakpoint1
chr22:41680244

breakpoint2
chr12:66129113
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SNU13 LLPH

RETAINED PROTEIN DOMAINS
reading frame unclear

Ribosomal protein L7Ae/L30e/S12e/Gadd45 family

Learning−associated protein

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0



chromosome 4

p16.3

chromosome 4

p16.3

ADD1
ENST00000264758.11

FAM193A
ENST00000637812.2

breakpoint1
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breakpoint2
chr4:2672121
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ADD1 FAM193A

RETAINED PROTEIN DOMAINS
reading frame unclear

Class II Aldolase and Adducin N−terminal domain

FAM193 family C−terminal

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0



chromosome 19

q13.11

chromosome 19

q12

ANKRD27
ENST00000306065.9

ZNF536
ENST00000585628.5

breakpoint1
chr19:32628083

breakpoint2
chr19:30352368
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ANKRD27 ZNF536

RETAINED PROTEIN DOMAINS
reading frame unclear

Vacuolar sorting protein 9 (VPS9) domain

Ankyrin repeat

Zinc finger, C2H2 type

Unstructured conserved, between two C2H2−type zinc−fingers

Zinc finger, C2H2 type

C2H2−type zinc−finger domain

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0



chromosome 2

q33.1

chromosome 2

q33.1

CASP8
ENST00000432109.6

AOX1
ENST00000374700.7

breakpoint1
chr2:201234112

breakpoint2
chr2:200593146
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AOX1

RETAINED PROTEIN DOMAINS
reading frame unclear

Molybdopterin cofactor−binding domain

Aldehyde oxidase and xanthine dehydrogenase, a/b hammerhead domain

CO dehydrogenase flavoprotein C−terminal domain

FAD binding domain in molybdopterin dehydrogenase

[2Fe−2S] binding domain

2Fe−2S iron−sulfur cluster binding domain

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0



chromosome 16

q13

chromosome 16

q13

HERPUD1
ENST00000300302.9

NUP93
ENST00000569842.5

breakpoint1
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breakpoint2
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HERPUD1 NUP93

RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin family

Nup93/Nic96

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0



chromosome 16
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chromosome 16

q13

HERPUD1
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HERPUD1 NUP93

RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin family

Nup93/Nic96

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 16

q13

chromosome 16

q13

HERPUD1
ENST00000300302.9

NUP93
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breakpoint1
chr16:56939359

breakpoint2
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HERPUD1 NUP93

RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin family

Nup93/Nic96

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 2

q33.1

chromosome 2

q32.3

PGAP1
ENST00000354764.9

HECW2
ENST00000644030.1

breakpoint1
chr2:196926470

breakpoint2
chr2:196433458
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PGAP1 HECW2

RETAINED PROTEIN DOMAINS
reading frame unclear

HECT−domain (ubiquitin−transferase)

Helical box domain of E3 ubiquitin−protein ligase HECW1

WW domain

C2 domain

N−terminal domain of E3 ubiquitin−protein ligase HECW1 and 2

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0



chromosome 2

q33.1

chromosome 2

q32.3

PGAP1
ENST00000354764.9

HECW2
ENST00000427457.2

breakpoint1
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breakpoint2
chr2:196493375
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PGAP1 HECW2

RETAINED PROTEIN DOMAINS
reading frame unclear

N−terminal domain of E3 ubiquitin−protein ligase HECW1 and 2

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 1

p36.33

chromosome 1

p36.33

TNFRSF4
ENST00000379236.4

SAMD11
ENST00000618323.5

breakpoint1
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breakpoint2
chr1:939040
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TNFRSF4 SAMD11

RETAINED PROTEIN DOMAINS
reading frame unclear

TNFR/NGFR cysteine−rich region

SAM domain (Sterile alpha motif)

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0



chromosome 14

q24.3

chromosome 16

p13.3

VASH1−AS1
ENST00000556072.2

RAB11FIP3
ENST00000262305.9

breakpoint1
chr14:76786085

breakpoint2
chr16:471295
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RAB11FIP3

RETAINED PROTEIN DOMAINS
reading frame unclear

FIP domain 

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0



chromosome 14

q24.3

chromosome 11

q23.3

BBOF1
ENST00000394009.5

SIK3
ENST00000445177.5

breakpoint1
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breakpoint2
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BBOF1 SIK3

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4515)

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 1



chromosome 14
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chromosome 11

q23.3
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BBOF1

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4515)

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 1



chromosome 14

q24.3

chromosome 11

q23.3
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ENST00000394009.5

SIK3
ENST00000445177.5
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breakpoint2
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BBOF1 SIK3

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4515)

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0



chromosome 1

q21.2

chromosome 1

q32.1

AC242842.2
ENST00000643225.1

SRGAP2
ENST00000624873.3

breakpoint1
chr1:149607554

breakpoint2
chr1:206303281
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SRGAP2

RETAINED PROTEIN DOMAINS
reading frame unclear

SH3 domain

RhoGAP domain

Fes/CIP4, and EFC/F−BAR homology domain

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0



chromosome 1

q21.2

chromosome 1

q32.1

AC242842.2
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SRGAP2
ENST00000579225.2
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breakpoint2
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SRGAP2

RETAINED PROTEIN DOMAINS
reading frame unclear

Fes/CIP4, and EFC/F−BAR homology domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0



chromosome 1
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chromosome 1

q32.1

AC242842.2
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SRGAP2
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SRGAP2

RETAINED PROTEIN DOMAINS
reading frame unclear

SH3 domain

RhoGAP domain

Fes/CIP4, and EFC/F−BAR homology domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0



chromosome 3

p25.1

chromosome 3

p25.1

LINC00620
ENST00000419618.2

FBLN2
ENST00000295760.11

breakpoint1
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breakpoint2
chr3:13570315
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FBLN2

RETAINED PROTEIN DOMAINS
reading frame unclear

Calcium−binding EGF domain

Complement Clr−like EGF−like

Calcium−binding EGF domain

Coagulation Factor Xa inhibitory site

Anaphylotoxin−like domain

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 1



chromosome 3

p25.1

chromosome 3

p25.1

LINC00620
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FBLN2
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breakpoint2
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FBLN2

RETAINED PROTEIN DOMAINS
reading frame unclear

Calcium−binding EGF domain

Complement Clr−like EGF−like

Calcium−binding EGF domain

Coagulation Factor Xa inhibitory site

Anaphylotoxin−like domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 1



chromosome 3

p25.1

chromosome 3

p25.1
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FBLN2

RETAINED PROTEIN DOMAINS
reading frame unclear

Calcium−binding EGF domain

Complement Clr−like EGF−like

Calcium−binding EGF domain

Coagulation Factor Xa inhibitory site

Anaphylotoxin−like domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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chromosome 19

q13.2

RHPN2
ENST00000254260.8

CYP2T1P
ENST00000641596.1

breakpoint1
chr19:33064784

breakpoint2
chr19:40810495
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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chromosome 19

q13.2

AXL
ENST00000359092.7

CYP2B6
ENST00000324071.10

breakpoint1
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breakpoint2
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AXL CYP2B6

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin domain

Fibronectin type III domain

Cytochrome P450

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0



chromosome 1

p36.33

chromosome 1
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SAMD11
ENST00000618323.5

TNFRSF4
ENST00000379236.4

breakpoint1
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breakpoint2
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SAMD11 TNFRSF4

RETAINED PROTEIN DOMAINS
reading frame unclear

SAND domain

TNFR/NGFR cysteine−rich region

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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Domain of unknown function (DUF4617)
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Split reads = 11
Discordant mates = 0
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Indoleamine 2,3−dioxygenase

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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