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FGFR3 TACC3

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin I−set domain

Immunoglobulin domain

NA

Protein kinase domain

Transforming acidic coiled−coil−containing protein (TACC), C−terminal

SUPPORTING READ COUNT

Split reads = 234
Discordant mates = 0
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reading frame unclear

Immunoglobulin I−set domain
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Protein kinase domain

Transforming acidic coiled−coil−containing protein (TACC), C−terminal

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 150
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 72
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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SNU13 SEC14L3

RETAINED PROTEIN DOMAINS
reading frame unclear

Ribosomal protein L7Ae/L30e/S12e/Gadd45 family

CRAL/TRIO domain

SUPPORTING READ COUNT

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

PDZ domain

SUPPORTING READ COUNT

Split reads = 129
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 114
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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MAPK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

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

Protein kinase domain

SUPPORTING READ COUNT

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

Myosin head (motor domain)

SUPPORTING READ COUNT

Split reads = 77
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Myosin head (motor domain)

SUPPORTING READ COUNT

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

Domain of unknown function (DUF4600)

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 70
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

MAM domain, meprin/A5/mu

Immunoglobulin I−set domain

Fibronectin type III domain

SWI/SNF−like complex subunit BAF250/Osa 

ARID/BRIGHT DNA binding domain

SUPPORTING READ COUNT

Split reads = 70
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

MAM domain, meprin/A5/mu

SWI/SNF−like complex subunit BAF250/Osa 

ARID/BRIGHT DNA binding domain

SUPPORTING READ COUNT

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

C−5 cytosine−specific DNA methylase

Cysteine rich ADD domain in DNMT3

PWWP domain

SUPPORTING READ COUNT

Split reads = 65
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

DMAP1−binding Domain

SUPPORTING READ COUNT

Split reads = 62
Discordant mates = 0
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DMAP1−binding Domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 22

q12.1

chromosome 22

q12.3

HPS4
ENST00000336873.9

SLC5A4
ENST00000266086.6

breakpoint1
chr22:26472302

breakpoint2
chr22:32229344

0

6100

C
ov

er
ag

e

14 13 12 11 10 9 8 7 6 5 4 3 2 1 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

654321 1514131211

2 kbp
introns not to scale

HPS4

SLC5A4

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

HPS4 SLC5A4

RETAINED PROTEIN DOMAINS
reading frame unclear

First Longin domain of INTU, CCZ1 and HPS4

Sodium:solute symporter family

SUPPORTING READ COUNT

Split reads = 57
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

A20−like zinc finger

Somatomedin B domain

SUPPORTING READ COUNT

Split reads = 55
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

A20−like zinc finger

Somatomedin B domain

SUPPORTING READ COUNT

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

A20−like zinc finger

Papain family cysteine protease

SUPPORTING READ COUNT

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

Aconitase family (aconitate hydratase)

SUPPORTING READ COUNT

Split reads = 54
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Inorganic pyrophosphatase

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

GAT domain

VHS domain

SUPPORTING READ COUNT

Split reads = 44
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 = 44
Discordant mates = 0
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reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 0
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Inward rectifier potassium channel transmembrane domain

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 0
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Spinocerebellar ataxia type 10 protein domain

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 0
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reading frame unclear

Glycosyl transferase family 2

Forkhead domain

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

CUB domain

Signal peptide peptidase

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 0
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CUB domain

Signal peptide peptidase

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000438826.7

CDRT4
ENST00000619038.5

breakpoint1
chr17:15503098

breakpoint2
chr17:15440285

0

4920

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

7654321 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 = 35
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 = 33
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 = 28
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 = 12
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 = 9
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

BEN domain

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0
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BEN domain

SUPPORTING READ COUNT

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

Endomembrane protein 70

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin domain

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Gasdermin PUB domain

Gasdermin pore forming domain

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
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Arginine deiminase

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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Glycosyl hydrolases family 18

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Thioredoxin

Apolipoprotein L

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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Thioredoxin
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Choline/Carnitine o−acyltransferase

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0



chromosome 22

q13.1

chromosome 22

q12.3

MICALL1
ENST00000445494.6

LINC02885
ENST00000668433.1

breakpoint1
chr22:37906568

breakpoint2
chr22:34902763

0

9484

C
ov

er
ag

e

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

1 43

2 kbp
introns not to scale

LINC02885

MICALL1

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

MICALL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Calponin homology (CH) domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

NIPSNAP 

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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GTPase−activator protein for Ras−like GTPase

Divergent CRAL/TRIO domain

Eukaryotic cytochrome b561

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0


