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SUPPORTING READ COUNT

Split reads = 153
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SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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Split reads = 7
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15503098

breakpoint2
chr17:15453085

0

5035

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

7654321 432

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
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Split reads = 3
Discordant mates = 0
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Split reads = 1
Discordant mates = 0
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Genes are not protein−coding.
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Split reads = 111
Discordant mates = 0
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Sema domain

Intermediate filament protein

SUPPORTING READ COUNT

Split reads = 97
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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Split reads = 1
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Immunoglobulin I−set domain

Immunoglobulin domain

Leucine rich repeat C−terminal motif

Leucine rich repeat

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 57
Discordant mates = 0
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Split reads = 46
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Split reads = 10
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reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 56
Discordant mates = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0
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CDV3

RETAINED PROTEIN DOMAINS
reading frame unclear

Carnitine deficiency−associated protein 3

SUPPORTING READ COUNT

Split reads = 50
Discordant mates = 0



chromosome 3
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CDV3

RETAINED PROTEIN DOMAINS
reading frame unclear

Carnitine deficiency−associated protein 3

SUPPORTING READ COUNT

Split reads = 4
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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HIC2 SF3A1

RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin family

Pre−mRNA splicing factor PRP21 like protein

Surp module

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 0



chromosome 15

q26.3

chromosome 15

q26.1
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LRRK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 0



chromosome 15

q26.3

chromosome 15
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LRRK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0



chromosome 7
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chromosome 7
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ZDHHC4
ENST00000405731.7

AIMP2
ENST00000223029.8
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breakpoint2
chr7:6015146
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ZDHHC4 AIMP2

RETAINED PROTEIN DOMAINS
reading frame unclear

Glutathione S−transferase, C−terminal domain

Glutathione S−transferase, C−terminal domain

Thioredoxin−like domain 

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 0



chromosome 19

q13.32

chromosome 19
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AC007191.1
ENST00000623179.1

RSPH6A
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RSPH6A

RETAINED PROTEIN DOMAINS
reading frame unclear

Radial spokehead−like protein

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 0



chromosome 15

q26.1

chromosome 15

q25.3
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ENST00000268184.11

NTRK3
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CRTC3 NTRK3

RETAINED PROTEIN DOMAINS
reading frame unclear

Transducer of regulated CREB activity, N terminus

Protein kinase domain

Immunoglobulin I−set domain

Immunoglobulin domain

Leucine rich repeat C−terminal motif

Leucine rich repeat

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 0



chromosome 15

q26.1

chromosome 15

q25.3
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CRTC3 NTRK3

RETAINED PROTEIN DOMAINS
reading frame unclear

Transducer of regulated CREB activity, N terminus

Protein kinase domain

Immunoglobulin I−set domain

Immunoglobulin domain

Leucine rich repeat C−terminal motif

Leucine rich repeat

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 15

q26.1

chromosome 15

q25.3

CRTC3
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NTRK3
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CRTC3 NTRK3

RETAINED PROTEIN DOMAINS
reading frame unclear

Transducer of regulated CREB activity, N terminus

Protein kinase domain

Immunoglobulin I−set domain

Immunoglobulin domain

Leucine rich repeat C−terminal motif

Leucine rich repeat

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 15
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ZNF710
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BLM ZNF710

RETAINED PROTEIN DOMAINS
reading frame unclear

N−terminal region of Bloom syndrome protein

Zinc finger, C2H2 type

C2H2−type zinc finger

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0



chromosome 15

q26.3

chromosome 15
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LRRC28
ENST00000447360.6

TTC23
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LRRC28 TTC23

RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine rich repeat

Tetratricopeptide repeat

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0



chromosome 15

q26.1

chromosome 8

q24.21

IQGAP1
ENST00000268182.10

AC104370.1
ENST00000652749.1

breakpoint1
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breakpoint2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Calponin homology (CH) domain

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0



chromosome 17

q12

chromosome 17

q12

AC243829.5
ENST00000578447.2

AC233699.1
ENST00000569955.2

breakpoint1
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breakpoint2
chr17:36274199
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0



chromosome 15

q26.3

chromosome 15
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LRRK1
ENST00000388948.8

ALDH1A3
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LRRK1 ALDH1A3

RETAINED PROTEIN DOMAINS
reading frame unclear

Aldehyde dehydrogenase family

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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chromosome 15
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LRRK1 ALDH1A3

RETAINED PROTEIN DOMAINS
reading frame unclear

Aldehyde dehydrogenase family

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0



chromosome 15
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chromosome 15
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LRRK1 ALDH1A3

RETAINED PROTEIN DOMAINS
reading frame unclear

Aldehyde dehydrogenase family

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 10

q23.33

chromosome 10

q24.1

PDLIM1
ENST00000329399.7

SORBS1
ENST00000361941.7

breakpoint1
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PDLIM1 SORBS1

RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

Variant SH3 domain

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0



chromosome 15

q26.1

chromosome 15
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UNC45A
ENST00000394275.7

MAN2A2
ENST00000360468.7

breakpoint1
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breakpoint2
chr15:90909327

0

53476

C
ov

er
ag

e

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

18 9 10 11 12 13 14 15 16 17 18 19 20 21 22

4 kbp
introns not to scale

M
A

N
2A

2
U

N
C

45
A

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

MAN2A2

RETAINED PROTEIN DOMAINS
reading frame unclear

Glycosyl hydrolases family 38 C−terminal domain

Alpha mannosidase middle domain

Glycosyl hydrolases family 38 N−terminal domain

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0



chromosome 22

q13.2

chromosome 12

q14.3

SNU13
ENST00000648350.1

LLPH
ENST00000446587.2

breakpoint1
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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 = 24
Discordant mates = 0



chromosome 6

q21

chromosome 14

q13.3

BEND3
ENST00000369042.6

MIPOL1
ENST00000537471.5

breakpoint1
chr6:107098551

breakpoint2
chr14:37308056
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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.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 14
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chromosome 14
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MDGA2
ENST00000399232.8

AL390800.1
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breakpoint1
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MDGA2

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin domain

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0



chromosome 15

q26.1

chromosome 14

q32.33

CRTC3
ENST00000268184.11

IGHV4−55
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breakpoint1
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CRTC3

RETAINED PROTEIN DOMAINS
reading frame unclear

Transducer of regulated CREB activity, N terminus

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0



chromosome 12

p13.31

chromosome 12

p13.31

SCNN1A
ENST00000360168.7

C1R
ENST00000647956.2

breakpoint1
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breakpoint2
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SCNN1A C1R

RETAINED PROTEIN DOMAINS
reading frame unclear

Amiloride−sensitive sodium channel

Trypsin

Sushi repeat (SCR repeat)

CUB domain

Coagulation Factor Xa inhibitory site

CUB domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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AP3S2
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CERS3
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breakpoint1
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AP3S2 CERS3

RETAINED PROTEIN DOMAINS
reading frame unclear

Clathrin adaptor complex small chain

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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ANKRD9
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RCOR1

RETAINED PROTEIN DOMAINS
reading frame unclear

ELM2 domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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AP3S2

RETAINED PROTEIN DOMAINS
reading frame unclear

Clathrin adaptor complex small chain

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0



chromosome 5
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EMB
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PARP8 EMB

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin I−set domain

Immunoglobulin domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


