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Split reads = 293
Discordant mates = 1
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TGIF1 DLGAP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Guanylate−kinase−associated protein (GKAP) protein

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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TGIF1 DLGAP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Guanylate−kinase−associated protein (GKAP) protein

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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CYP24A1
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BAIAP2 CYP24A1

RETAINED PROTEIN DOMAINS
reading frame unclear

IRSp53/MIM homology domain

Cytochrome P450

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 1
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ACYP2 EML6

RETAINED PROTEIN DOMAINS
reading frame unclear

Acylphosphatase

WD domain, G−beta repeat

Anaphase−promoting complex subunit 4 WD40 domain

WD domain, G−beta repeat

HELP motif

WD domain, G−beta repeat

HELP motif

WD domain, G−beta repeat

Anaphase−promoting complex subunit 4 WD40 domain

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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RPTOR DOK5

RETAINED PROTEIN DOMAINS
reading frame unclear

PTB domain (IRS−1 type)

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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chromosome 17
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ENST00000268896.10
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PCTP

RETAINED PROTEIN DOMAINS
reading frame unclear

START domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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PCTP

RETAINED PROTEIN DOMAINS
reading frame unclear

START domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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NELL1
ENST00000532434.5

breakpoint1
chr14:39061765

breakpoint2
chr11:20885444

0

2540

C
ov

er
ag

e

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 7 8 9 10 11 12 13 14 15 16 17 18 19

13121110987654321 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19

3 kbp
introns not to scale

NELL1

S
E

C
23A

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

SEC23A NELL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Sec23/Sec24 zinc finger

Sec23/Sec24 trunk domain

Sec23/Sec24 beta−sandwich domain

von Willebrand factor type C domain

Calcium−binding EGF domain

EGF domain

Calcium−binding EGF domain

von Willebrand factor type C domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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LUZP2
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breakpoint2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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PRKD1

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

PH domain

Phorbol esters/diacylglycerol binding domain (C1 domain)

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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PRKD1

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

PH domain

Phorbol esters/diacylglycerol binding domain (C1 domain)

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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AATK BAIAP2

RETAINED PROTEIN DOMAINS
reading frame unclear

Variant SH3 domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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BAIAP2

RETAINED PROTEIN DOMAINS
reading frame unclear

Variant SH3 domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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MIPOL1
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breakpoint1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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ENST00000298815.13

TTC12
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ARHGAP42 TTC12

RETAINED PROTEIN DOMAINS
reading frame unclear

BAR domain of APPL family

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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STK32B WDR1

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0



chromosome 14

q12

chromosome 14

q11.2

HECTD1
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HECTD1 TEP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Ankyrin repeats (3 copies)

Sad1 / UNC−like C−terminal 

Mib_herc2

Basic tilted helix bundle domain

HECT−domain (ubiquitin−transferase)

WD domain, G−beta repeat

NACHT domain

Domain of unknown function (DUF4062)

TROVE domain

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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PRRT3
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0



chromosome 3

p25.2

chromosome 3

p25.3

VGLL4
ENST00000430365.7

PRRT3
ENST00000295984.7

breakpoint1
chr3:11643437

breakpoint2
chr3:9950172

0

4655

C
ov

er
ag

e

5 4 3 2 1 5 4 3 2 1

1 5432

2 kbp
introns not to scale

PR
RT3

VG
LL4

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

VGLL4 PRRT3

RETAINED PROTEIN DOMAINS
reading frame unclear

Transcription cofactor vestigial−like protein 4

SUPPORTING READ COUNT

Split reads = 5
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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SHANK2
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GTF2H1 SHANK2

RETAINED PROTEIN DOMAINS
reading frame unclear

TFIIH p62 subunit, N−terminal domain

BSD domain  

SAM domain (Sterile alpha motif)

PDZ domain

Variant SH3 domain

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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SDK2 NCOR1

RETAINED PROTEIN DOMAINS
reading frame unclear

Myb−like DNA−binding domain

G−protein pathway suppressor 2−interacting domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 7
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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VAPB PTGIS

RETAINED PROTEIN DOMAINS
reading frame unclear

MSP (Major sperm protein) domain

Cytochrome P450

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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PTGIS

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytochrome P450

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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ATP9A BRINP3

RETAINED PROTEIN DOMAINS
reading frame unclear

Phospholipid−translocating ATPase N−terminal

E1−E2 ATPase

BMP/retinoic acid−inducible neural−specific protein

MAC/Perforin domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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PPP1R1B GRB7

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein phosphatase inhibitor 1/DARPP−32

SH2 domain

BPS (Between PH and SH2) 

PH domain

Ras association (RalGDS/AF−6) domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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RARRES1 NMD3

RETAINED PROTEIN DOMAINS
reading frame unclear

Latexin

NMD3 family 

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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RARRES1 NMD3

RETAINED PROTEIN DOMAINS
reading frame unclear

Latexin

NMD3 family 

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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breakpoint1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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ATP6V1A
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DNAH6
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breakpoint1
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DNAH6

RETAINED PROTEIN DOMAINS
reading frame unclear

Dynein heavy chain C−terminal domain

Dynein heavy chain AAA lid domain

Dynein heavy chain region D6 P−loop domain 

ATP−binding dynein motor region

Microtubule−binding stalk of dynein motor

P−loop containing dynein motor region D4

AAA+ lid domain

P−loop containing dynein motor region

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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PHF21A
ENST00000418153.6

AC006455.6
ENST00000426192.1

breakpoint1
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breakpoint2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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RAPGEF5
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DGKB
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breakpoint1
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RAPGEF5 DGKB

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain found in Dishevelled, Egl−10, and Pleckstrin (DEP)

RasGEF N−terminal motif

RasGEF domain

Diacylglycerol kinase accessory domain

Diacylglycerol kinase catalytic domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine rich repeat

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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GPRC5C RAB37

RETAINED PROTEIN DOMAINS
reading frame unclear

7 transmembrane sweet−taste receptor of 3 GCPR

Ras family

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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RPTOR C4orf45

RETAINED PROTEIN DOMAINS
reading frame unclear

Raptor N−terminal CASPase like domain

HEAT repeat

Domain of unknown function (DUF4562)

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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chromosome 7

p21.2

NAXD
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NAXD DGKB

RETAINED PROTEIN DOMAINS
reading frame unclear

Diacylglycerol kinase accessory domain

Diacylglycerol kinase catalytic domain

Phorbol esters/diacylglycerol binding domain (C1 domain)

EF−hand domain pair

Diacylglycerol kinase N−terminus

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 17

p11.2
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RGS9

RETAINED PROTEIN DOMAINS
reading frame unclear

Regulator of G protein signaling domain

GGL domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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PRPF6 DOK5

RETAINED PROTEIN DOMAINS
reading frame unclear

PRP1 splicing factor, N−terminal

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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ZBP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Adenosine deaminase z−alpha domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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ING1 BBS9

RETAINED PROTEIN DOMAINS
reading frame unclear

Inhibitor of growth proteins N−terminal histone−binding

PTHB1 C−terminus

PTHB1 N−terminus

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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MED13L RASAL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Mediator complex subunit 13 N−terminal

MID domain of medPIWI

BTK motif

PH domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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NOL4L GALNTL6

RETAINED PROTEIN DOMAINS
reading frame unclear

Ricin−type beta−trefoil lectin domain

Glycosyl transferase family 2

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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NOS1AP HRNR

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphotyrosine interaction domain (PTB/PID)

S−100/ICaBP type calcium binding domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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PDE6B
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SORCS2 PDE6B

RETAINED PROTEIN DOMAINS
reading frame unclear

3'5'−cyclic nucleotide phosphodiesterase

GAF domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0


