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SUPPORTING READ COUNT

Split reads = 1778
Discordant mates = 18
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Discordant mates = 7
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Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 530
Discordant mates = 6
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SUPPORTING READ COUNT

Split reads = 499
Discordant mates = 9
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SUPPORTING READ COUNT

Split reads = 420
Discordant mates = 2
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SUPPORTING READ COUNT
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Discordant mates = 1
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Split reads = 312
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 306
Discordant mates = 5
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SUPPORTING READ COUNT

Split reads = 298
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 293
Discordant mates = 6
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PALM ZC3H3

RETAINED PROTEIN DOMAINS
reading frame unclear

Paralemmin

Zinc finger C−x8−C−x5−C−x3−H type (and similar)

SUPPORTING READ COUNT

Split reads = 268
Discordant mates = 4
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LDHA SAA1

RETAINED PROTEIN DOMAINS
reading frame unclear

lactate/malate dehydrogenase, NAD binding domain

lactate/malate dehydrogenase, alpha/beta C−terminal domain

Serum amyloid A protein

SUPPORTING READ COUNT

Split reads = 258
Discordant mates = 1
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LDHA SAA1

RETAINED PROTEIN DOMAINS
reading frame unclear

lactate/malate dehydrogenase, NAD binding domain

lactate/malate dehydrogenase, alpha/beta C−terminal domain

Serum amyloid A protein

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 1
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LDHA SAA1

RETAINED PROTEIN DOMAINS
reading frame unclear

lactate/malate dehydrogenase, NAD binding domain

lactate/malate dehydrogenase, alpha/beta C−terminal domain

Serum amyloid A protein

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 242
Discordant mates = 1
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NCOR2 SCARB1

RETAINED PROTEIN DOMAINS
reading frame unclear

G−protein pathway suppressor 2−interacting domain

CD36 family

SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Integrin plexin domain

Integrin beta chain VWA domain

Integrin beta epidermal growth factor like domain 1

Integrin beta tail domain

EGF−like domain

Integrin beta tail domain

SUPPORTING READ COUNT

Split reads = 209
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 185
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 76
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 13
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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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
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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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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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 = 178
Discordant mates = 2
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STX16 NPEPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Glycosyl−transferase for dystroglycan

SUPPORTING READ COUNT

Split reads = 147
Discordant mates = 0



chromosome 22

q13.2

chromosome 22

q12.3

PACSIN2
ENST00000453643.5

LARGE1
ENST00000610186.6

breakpoint1
chr22:42993620

breakpoint2
chr22:33166832

0

4462

C
ov

er
ag

e

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

21 13

2 kbp
introns not to scale

LARGE1

PACSIN2

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

LARGE1

RETAINED PROTEIN DOMAINS
reading frame unclear

Glycosyl−transferase for dystroglycan

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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SH3RF1 NEK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C3HC4 type (RING finger)

SUPPORTING READ COUNT

Split reads = 144
Discordant mates = 0
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SH3RF1 NEK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C3HC4 type (RING finger)

SUPPORTING READ COUNT

Split reads = 2
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 = 123
Discordant mates = 1
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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 = 123
Discordant mates = 1
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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 = 123
Discordant mates = 1
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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 = 123
Discordant mates = 1
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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 = 123
Discordant mates = 1
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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 = 123
Discordant mates = 1
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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 = 123
Discordant mates = 1
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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 = 123
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 118
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 115
Discordant mates = 4
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 27
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SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 3
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SUPPORTING READ COUNT
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Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15540433

breakpoint2
chr17:15453085

0

5626

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

654321 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

SUPPORTING READ COUNT
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Syntaxin−like protein

PWWP domain

SUPPORTING READ COUNT

Split reads = 115
Discordant mates = 1
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Rab−GTPase−TBC domain
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SUPPORTING READ COUNT

Split reads = 112
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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ANTH domain

Translation initiation factor SUI1

SUPPORTING READ COUNT

Split reads = 104
Discordant mates = 1
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7 transmembrane receptor (rhodopsin family)

SUPPORTING READ COUNT

Split reads = 101
Discordant mates = 0
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7 transmembrane receptor (rhodopsin family)

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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reading frame unclear

Domain of unknown function (DUF4525)

Glycosyltransferase family 18

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

SUPPORTING READ COUNT

Split reads = 98
Discordant mates = 1
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Domain of unknown function (DUF4525)

Glycosyltransferase family 18

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 1
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Organic Anion Transporter Polypeptide (OATP) family

Kazal−type serine protease inhibitor domain

SUPPORTING READ COUNT

Split reads = 92
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 90
Discordant mates = 4
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bZIP transcription factor

pKID domain

SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 78
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 67
Discordant mates = 3
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Split reads = 3
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 60
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 58
Discordant mates = 3
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No protein domains retained in fusion.
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Dip2/Utp12 Family

SUPPORTING READ COUNT

Split reads = 53
Discordant mates = 5
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 50
Discordant mates = 2
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Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 49
Discordant mates = 1
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Split reads = 4
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Stabilization of polarity axis

Transport protein Avl9

SUPPORTING READ COUNT

Split reads = 49
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 2
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Stabilization of polarity axis

Transport protein Avl9

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 2
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MH1 domain

Phosphotyrosine−binding domain

SH2 domain

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Schwannomin−interacting protein 1

PLD−like domain

Phospholipase D Active site motif

PH domain

PX domain

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 0
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Schwannomin−interacting protein 1

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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Schwannomin−interacting protein 1

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Adenylate and Guanylate cyclase catalytic domain

3'5'−cyclic nucleotide phosphodiesterase

Phosphodiesterase 4 upstream conserved regions (UCR)

SUPPORTING READ COUNT

Split reads = 46
Discordant mates = 0
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Adenylate and Guanylate cyclase catalytic domain

3'5'−cyclic nucleotide phosphodiesterase

Phosphodiesterase 4 upstream conserved regions (UCR)

SUPPORTING READ COUNT

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

Variant UBP zinc finger

Zn−finger in ubiquitin−hydrolases and other protein

Ubiquitin carboxyl−terminal hydrolase

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Amyloid A4 N−terminal heparin−binding

Choline/Carnitine o−acyltransferase

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 0
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Amyloid A4 N−terminal heparin−binding

Choline/Carnitine o−acyltransferase

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 0
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Amyloid A4 N−terminal heparin−binding

Choline/Carnitine o−acyltransferase

SUPPORTING READ COUNT

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

Glutathione S−transferase, N−terminal domain

Pyridine nucleotide−disulphide oxidoreductase, dimerisation domain

Pyridine nucleotide−disulphide oxidoreductase

Glutaredoxin

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 2
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Glutathione S−transferase, N−terminal domain

Pyridine nucleotide−disulphide oxidoreductase, dimerisation domain

Pyridine nucleotide−disulphide oxidoreductase

Glutaredoxin

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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reading frame unclear

Mob1/phocein family

SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 2
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Mob1/phocein family

SUPPORTING READ COUNT

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

FAD binding domain 

Domain of unknown function (DUF3517)

Ubiquitin carboxyl−terminal hydrolase

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 0
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PIGL ANTXR1

RETAINED PROTEIN DOMAINS
reading frame unclear

GlcNAc−PI de−N−acetylase

Anthrax receptor C−terminus region

Anthrax receptor extracellular domain

von Willebrand factor type A domain

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 4



chromosome 17

p11.2

chromosome 2

p13.3

PIGL
ENST00000225609.10

ANTXR1
ENST00000303714.9

breakpoint1
chr17:16217461

breakpoint2
chr2:69073022

0

29491

C
ov

er
ag

e

1 2 3 4 5 6 7 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18

1 6 7 8 9 10 11 12 13 14 15 16 17 18

2 kbp
introns not to scale

ANTXR1

P
IG

L

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

PIGL ANTXR1

RETAINED PROTEIN DOMAINS
reading frame unclear

GlcNAc−PI de−N−acetylase

Anthrax receptor C−terminus region

Anthrax receptor extracellular domain

von Willebrand factor type A domain

SUPPORTING READ COUNT
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Split reads = 28
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SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 3
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SUPPORTING READ COUNT
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Peptidase family M28

TPR repeat

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 4
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SUPPORTING READ COUNT

Split reads = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
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RETAINED PROTEIN DOMAINS
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7 transmembrane receptor (rhodopsin family)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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C2 domain

PDZ domain

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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reading frame unclear

Frizzled/Smoothened family membrane region

Fz domain

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Spinocerebellar ataxia type 10 protein domain

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Apoptosis regulator proteins, Bcl−2 family

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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Apoptosis regulator proteins, Bcl−2 family

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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Apoptosis regulator proteins, Bcl−2 family

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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Apoptosis regulator proteins, Bcl−2 family

SUPPORTING READ COUNT

Split reads = 1
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Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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Protein kinase domain

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Tumour−suppressor protein CtIP N−terminal domain

Transmembrane protein 131−like N−terminal

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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Glycosyl transferase family 8

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Myosin N−terminal SH3−like domain

Myosin head (motor domain)

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

jmjN domain

JmjC domain, hydroxylase

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 4
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Split reads = 5
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