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SUPPORTING READ COUNT

Split reads = 719
Discordant mates = 0
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Split reads = 30
Discordant mates = 4
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Ubiquitin carboxyl−terminal hydrolase

SUPPORTING READ COUNT

Split reads = 83
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 73
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 0
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uDENN domain

Ras family

Ras of Complex, Roc, domain of DAPkinase

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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reading frame unclear

Low−density lipoprotein receptor repeat class B

Coagulation Factor Xa inhibitory site

Tesmin/TSO1−like CXC domain, cysteine−rich domain

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0
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Coagulation Factor Xa inhibitory site

Tesmin/TSO1−like CXC domain, cysteine−rich domain

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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Low−density lipoprotein receptor repeat class B

Coagulation Factor Xa inhibitory site

Tesmin/TSO1−like CXC domain, cysteine−rich domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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Low−density lipoprotein receptor repeat class B

Coagulation Factor Xa inhibitory site

Tesmin/TSO1−like CXC domain, cysteine−rich domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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reading frame unclear

Low−density lipoprotein receptor repeat class B

Tesmin/TSO1−like CXC domain, cysteine−rich domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 11

q13.2

chromosome 11

q13.3

LRP5
ENST00000294304.12

TESMIN
ENST00000255087.10

breakpoint1
chr11:68363943

breakpoint2
chr11:68750699

0

5395

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 10 9 8 7 6 5 4 3 2 1

1 2 3 4 1098765432

3 kbp
introns not to scale

LRP5

TESMIN

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

LRP5 TESMIN

RETAINED PROTEIN DOMAINS
reading frame unclear

Low−density lipoprotein receptor repeat class B

Tesmin/TSO1−like CXC domain, cysteine−rich domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Zinc−finger containing family

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0
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DENN (AEX−3) domain

SUPPORTING READ COUNT

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

Mitochondrial F1F0−ATP synthase, subunit f

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0
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reading frame unclear

Mitochondrial F1F0−ATP synthase, subunit f

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Mitochondrial F1F0−ATP synthase, subunit f

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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Protein kinase domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

P21−Rho−binding domain

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0
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P21−Rho−binding domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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reading frame unclear

Copine

C2 domain

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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reading frame unclear

7 transmembrane sweet−taste receptor of 3 GCPR

Receptor family ligand binding region

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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reading frame unclear

C2 domain

Calpain large subunit, domain III

Calpain family cysteine protease

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0
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reading frame unclear

Pentacotripeptide−repeat region of PRORP

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Pericentrin−AKAP−450 domain of centrosomal targeting protein

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Pericentrin−AKAP−450 domain of centrosomal targeting protein

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 5
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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Split reads = 1
Discordant mates = 0



chromosome 8

q24.22

chromosome 2

q37.1

ST3GAL1
ENST00000521180.5

DIS3L2
ENST00000325385.12

breakpoint1
chr8:133571693

breakpoint2
chr2:232163459

0

744

C
ov

er
ag

e

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 20 21

1 9 10 11 12 13 14 15 16 17 18 19 20 21

3 kbp
introns not to scale

ST3GAL1

D
IS3L2

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

DIS3L2

RETAINED PROTEIN DOMAINS
reading frame unclear

DIS3−like exonuclease 2 C terminal

RNB domain

Dis3−like cold−shock domain 2 (CSD2)

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
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Domain of unknown function (DUF4633)

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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Domain of unknown function (DUF4633)
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reading frame unclear

Phospholipid−translocating P−type ATPase C−terminal

Cation transport ATPase (P−type)

Phospholipid−translocating ATPase N−terminal

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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Phospholipid−translocating P−type ATPase C−terminal

Cation transport ATPase (P−type)

Phospholipid−translocating ATPase N−terminal

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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reading frame unclear

CENP−B N−terminal DNA−binding domain

Tc5 transposase DNA−binding domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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No protein domains retained in fusion.
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CENP−B N−terminal DNA−binding domain

Tc5 transposase DNA−binding domain

SUPPORTING READ COUNT

Split reads = 3
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reading frame unclear

CENP−B N−terminal DNA−binding domain

Tc5 transposase DNA−binding domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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reading frame unclear

C2 domain

Zinc finger, C2H2 type

KRAB box

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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SCAN domain
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Discordant mates = 0



chromosome 7

q22.1

chromosome 7

q21.2

ZSCAN25
ENST00000394152.7

MTERF1
ENST00000454222.5

breakpoint1
chr7:99621574

breakpoint2
chr7:91827480

0

6483

C
ov

er
ag

e

1 2 3 4 5 6 7 8 5 4 3 2 1

1 2 3 4 5 543

1 kbp
introns not to scale

MTERF1
ZSCAN25

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

ZSCAN25

RETAINED PROTEIN DOMAINS
reading frame unclear

SCAN domain
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reading frame unclear

Homodimerisation region of STAR domain protein

KH domain

Parkin co−regulated protein

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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reading frame unclear

UNC−6/NTR/C345C module

Laminin EGF domain

SUPPORTING READ COUNT

Split reads = 12
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UNC−6/NTR/C345C module

Laminin EGF domain
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Sarcoglycan alpha/epsilon
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 1



chromosome 19

q13.32

chromosome 7

q22.1

ARHGAP35
ENST00000672722.1

MYH16
ENST00000439784.7

breakpoint1
chr19:46861209

breakpoint2
chr7:99277539

0

993

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 1415161718192021 22 232425262728 29 3031 32 33 34 3536 37 38 39 40 41 42

121 22 232425262728 29 3031 32 33 34 3536 37 38 39 40 41 42

5 kbp
introns not to scale

MYH16

ARHG
AP35

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 coding regions retained in fusion transcript.
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Split reads = 1
Discordant mates = 0
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No coding regions retained in fusion transcript.
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RETAINED PROTEIN DOMAINS
reading frame unclear

Paf1 complex subunit CDC73 N−terminal

RNA pol II accessory factor, Cdc73 family, C−terminal
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PACS−1 cytosolic sorting protein
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reading frame unclear

Ras family

Ras of Complex, Roc, domain of DAPkinase

GGL domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 1
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reading frame unclear

Ras family
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Domain of unknown function (DUF3399)

Ion transport protein

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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Shal−type voltage−gated potassium channels, N−terminal

BTB/POZ domain

Ion transport protein

Zinc knuckle

Zinc finger C−x8−C−x5−C−x3−H type (and similar)
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RETAINED PROTEIN DOMAINS
reading frame unclear

Trefoil (P−type) domain

WD domain, G−beta repeat

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 9
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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RETAINED PROTEIN DOMAINS
reading frame unclear

Rrp44−like cold shock domain

EF−hand domain pair

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

FERM central domain

Ankyrin repeats (many copies)

NUDIX, or N−terminal NPxY motif−rich,  region of KRIT

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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KRAS BCAT1

RETAINED PROTEIN DOMAINS
reading frame unclear

Ras family

Amino−transferase class IV

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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KRAS BCAT1

RETAINED PROTEIN DOMAINS
reading frame unclear

Ras family

Amino−transferase class IV

SUPPORTING READ COUNT

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

Ras family

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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BCAT1

RETAINED PROTEIN DOMAINS
reading frame unclear

Amino−transferase class IV

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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KRAS BCAT1

RETAINED PROTEIN DOMAINS
reading frame unclear

Ras family

Amino−transferase class IV

SUPPORTING READ COUNT

Split reads = 1
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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RETAINED PROTEIN DOMAINS
reading frame unclear

EF−hand domain pair

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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TXNL1 ATP6V1D

RETAINED PROTEIN DOMAINS
reading frame unclear

Thioredoxin

PITH domain

ATP synthase subunit D 

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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TXNL1 ATP6V1D

RETAINED PROTEIN DOMAINS
reading frame unclear

Thioredoxin

PITH domain

ATP synthase subunit D 

SUPPORTING READ COUNT

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

C2 domain

Homeodomain

CUT domain

CUT1−like DNA−binding domain of SATB

Ubiquitin−like oligomerisation domain of SATB

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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TBK1 XPOT

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

PMP−22/EMP/MP20/Claudin tight junction

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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No protein domains retained in fusion.

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
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RETAINED PROTEIN DOMAINS
reading frame unclear

Sema domain

SUPPORTING READ COUNT

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

Sema domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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dDENN domain

DENN (AEX−3) domain

uDENN domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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reading frame unclear

CENP−B N−terminal DNA−binding domain
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DENN (AEX−3) domain

uDENN domain

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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No protein domains retained in fusion.
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Split reads = 1
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CDK6 GTPBP10

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

50S ribosome−binding GTPase

GTP1/OBG

SUPPORTING READ COUNT

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

Protein kinase domain

50S ribosome−binding GTPase

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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CFAP69 BRAF

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Phorbol esters/diacylglycerol binding domain (C1 domain)

Raf−like Ras−binding domain

SUPPORTING READ COUNT

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

Protein kinase domain

Phorbol esters/diacylglycerol binding domain (C1 domain)

Raf−like Ras−binding domain

SUPPORTING READ COUNT

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

7 transmembrane receptor (rhodopsin family)

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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reading frame unclear

Low−density lipoprotein receptor repeat class B

Coagulation Factor Xa inhibitory site

SUPPORTING READ COUNT

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

Fumarylacetoacetate (FAA) hydrolase family

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 19

q13.33

chromosome 7

q34

BCL2L12
ENST00000246785.7

TMEM178B
ENST00000565468.6

breakpoint1
chr19:49666799

breakpoint2
chr7:141212591

0

1479

C
ov

er
ag

e

1 2 3 4 5 6 7 1 2 3 4

1 2 2 3 4

3 kbp
introns not to scale

TMEM178B

BCL2
L1

2

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

BCL2L12 TMEM178B

RETAINED PROTEIN DOMAINS
reading frame unclear

PMP−22/EMP/MP20/Claudin tight junction

SUPPORTING READ COUNT

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

N−Acetylglucosaminyltransferase−IV (GnT−IV) conserved region

SUPPORTING READ COUNT

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

uDENN domain

DENN (AEX−3) domain

UNC−6/NTR/C345C module

Laminin EGF domain

SUPPORTING READ COUNT

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

Kelch motif

Interactor of HORMAD1 protein 1

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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Kelch motif

Interactor of HORMAD1 protein 1

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Malic enzyme, N−terminal domain

G−protein alpha subunit

SUPPORTING READ COUNT

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

Alpha/beta hydrolase family

dDENN domain

DENN (AEX−3) domain

uDENN domain

SUPPORTING READ COUNT

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

Cullin binding

SUPPORTING READ COUNT

Split reads = 3
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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RETAINED PROTEIN DOMAINS
reading frame unclear

ABC transporter transmembrane region

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

ABC transporter transmembrane region

SUPPORTING READ COUNT

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

ABC transporter transmembrane region

SUPPORTING READ COUNT

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

Ceramidase

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

PH domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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INPP5E PTGER2

RETAINED PROTEIN DOMAINS
reading frame unclear

7 transmembrane receptor (rhodopsin family)

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

FERM N−terminal domain 

FERM central domain

Ezrin/radixin/moesin family C terminal

FERM C−terminal PH−like domain

Ezrin/radixin/moesin family C terminal

FERM central domain

Ubinuclein conserved middle domain

HPC2 and ubinuclein domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

zinc−ribbon domain

7 transmembrane receptor (Secretin family)

Hormone receptor domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

WW domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

WW domain

SUPPORTING READ COUNT

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

WW domain

Variant SH3 domain

SH3 domain

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

SUPPORTING READ COUNT

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

WW domain

Variant SH3 domain

SH3 domain

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

SUPPORTING READ COUNT

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

DSS1/SEM1 family

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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BRAF CDK6

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

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

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

GTP cyclohydrolase I

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Fes/CIP4, and EFC/F−BAR homology domain

Trypsin

Kringle domain

PAN domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


