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Discordant mates = 27
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SUPPORTING READ COUNT

Split reads = 504
Discordant mates = 30
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SUPPORTING READ COUNT
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Discordant mates = 20
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SUPPORTING READ COUNT

Split reads = 299
Discordant mates = 16
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SUPPORTING READ COUNT

Split reads = 138
Discordant mates = 15
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 117
Discordant mates = 12
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PRELI−like family

SUPPORTING READ COUNT

Split reads = 115
Discordant mates = 7
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SUPPORTING READ COUNT

Split reads = 8
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SUPPORTING READ COUNT

Split reads = 105
Discordant mates = 9
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SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 4
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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Discordant mates = 2
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Neurotransmitter−gated ion−channel transmembrane region

Neurotransmitter−gated ion−channel ligand binding domain

SUPPORTING READ COUNT

Split reads = 88
Discordant mates = 6
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SUPPORTING READ COUNT

Split reads = 9
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 85
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 1
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SUPPORTING READ COUNT

Split reads = 76
Discordant mates = 6
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SUPPORTING READ COUNT

Split reads = 69
Discordant mates = 5
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SUPPORTING READ COUNT
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Discordant mates = 3
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 56
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
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Protein SOGA 

Domain of unknown function (DUF4482)

SUPPORTING READ COUNT

Split reads = 54
Discordant mates = 7
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SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 6
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CHMP1A FANCA

RETAINED PROTEIN DOMAINS
reading frame unclear

Fanconi anaemia group A protein

SUPPORTING READ COUNT

Split reads = 54
Discordant mates = 0
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Split reads = 4
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DEAD/DEAH box helicase

SPRY domain

SUPPORTING READ COUNT

Split reads = 46
Discordant mates = 16
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SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 4



chromosome 2

p24.3

chromosome 2

p24.3

DDX1
ENST00000233084.8

AC068286.1
ENST00000416173.1

breakpoint1
chr2:15607313

breakpoint2
chr2:14886754

0

109706

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 24 25 26 3 2 1

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

2 kbp
introns not to scale

AC068286.1
DDX1

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

DDX1

RETAINED PROTEIN DOMAINS
reading frame unclear

DEAD/DEAH box helicase

SPRY domain

SUPPORTING READ COUNT
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Centromere protein M (CENP−M)

SH3 domain

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

SUPPORTING READ COUNT

Split reads = 46
Discordant mates = 3
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SUPPORTING READ COUNT
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JNK_SAPK−associated protein−1

mbt repeat

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 0
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JNK_SAPK−associated protein−1

mbt repeat

SUPPORTING READ COUNT

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

JNK_SAPK−associated protein−1

mbt repeat

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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SUPPORTING READ COUNT

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

JNK_SAPK−associated protein−1

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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JNK_SAPK−associated protein−1

SUPPORTING READ COUNT

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

JNK_SAPK−associated protein−1

mbt repeat

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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MIPOL1 TTC6

RETAINED PROTEIN DOMAINS
reading frame unclear

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 1
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ATG16L2 C11orf80

RETAINED PROTEIN DOMAINS
reading frame unclear

Autophagy protein 16 (ATG16)

WD domain, G−beta repeat

Domain of unknown function (DUF4554)

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 1
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Autophagy protein 16 (ATG16)

WD domain, G−beta repeat

Domain of unknown function (DUF4554)

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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EFNA5 IKBKB

RETAINED PROTEIN DOMAINS
reading frame unclear

Ephrin

I−kappa−kinase−beta NEMO binding domain

IQBAL scaffold dimerization domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ephrin

I−kappa−kinase−beta NEMO binding domain

IQBAL scaffold dimerization domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 2
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EFNA5 IKBKB

RETAINED PROTEIN DOMAINS
reading frame unclear

Ephrin

I−kappa−kinase−beta NEMO binding domain

IQBAL scaffold dimerization domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 2
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KLRC4 KLRK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 0
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PEX3 AIG1

RETAINED PROTEIN DOMAINS
reading frame unclear

Peroxin−3

FAR−17a/AIG1−like protein

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 3



chromosome 22

q11.21

chromosome 22

q13.2

BCL2L13
ENST00000317582.10

EP300
ENST00000263253.9

breakpoint1
chr22:17696210

breakpoint2
chr22:41129890

0

6559

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 1920212223 24 25 26 27 28 29 30 31

1 2 3 4 55 6 7 8 9 10 11 12 13 14 15 16 17 18 1920212223 24 25 26 27 28 29 30 31

4 kbp
introns not to scale

BCL2L13

EP300

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

BCL2L13 EP300

RETAINED PROTEIN DOMAINS
reading frame unclear

Apoptosis regulator proteins, Bcl−2 family

Creb binding

TAZ zinc finger

Zinc finger, ZZ type

Histone acetylation protein

CREB−binding protein/p300, atypical RING domain

Bromodomain

KIX domain

TAZ zinc finger

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 5
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Apoptosis regulator proteins, Bcl−2 family

Creb binding

TAZ zinc finger

Zinc finger, ZZ type

Histone acetylation protein

CREB−binding protein/p300, atypical RING domain

Bromodomain

KIX domain

TAZ zinc finger

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 1
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reading frame unclear

Creb binding

TAZ zinc finger

Zinc finger, ZZ type

Histone acetylation protein

CREB−binding protein/p300, atypical RING domain

Bromodomain
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TAZ zinc finger

SUPPORTING READ COUNT

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

jmjN domain

JmjC domain, hydroxylase

PHD−finger

PHD−zinc−finger like domain

Jumonji domain−containing protein 2A Tudor domain

Cytochrome P450

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

THAP domain

Aconitase C−terminal domain

Aconitase family (aconitate hydratase)

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

COMM domain

Clathrin adaptor complex small chain

SUPPORTING READ COUNT

Split reads = 27
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 = 24
Discordant mates = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 5
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 3
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 4
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RETAINED PROTEIN DOMAINS
reading frame unclear

Fibrinogen beta and gamma chains, C−terminal globular domain

Fibronectin type III domain

EGF−like domain

Tenascin EGF domain

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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MRPS14 TNR

RETAINED PROTEIN DOMAINS
reading frame unclear

Fibrinogen beta and gamma chains, C−terminal globular domain

Fibronectin type III domain

EGF−like domain

Tenascin EGF domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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TNR

RETAINED PROTEIN DOMAINS
reading frame unclear

Fibrinogen beta and gamma chains, C−terminal globular domain

SUPPORTING READ COUNT

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

AT hook motif

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cullin family

FAM70 protein

SUPPORTING READ COUNT

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

Fanconi anaemia group A protein N terminus

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 1
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FANCA CDK10

RETAINED PROTEIN DOMAINS
reading frame unclear

Fanconi anaemia group A protein N terminus

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 2
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FANCA CDK10

RETAINED PROTEIN DOMAINS
reading frame unclear

Fanconi anaemia group A protein N terminus

Protein kinase domain

SUPPORTING READ COUNT

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

Fanconi anaemia group A protein N terminus

Protein kinase domain

SUPPORTING READ COUNT

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

SAND domain

Regulator of chromosome condensation (RCC1) repeat

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

SAND domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 2
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AGAP4 MSRB3

RETAINED PROTEIN DOMAINS
reading frame unclear

SelR domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

SelR domain

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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NUMBL ZNF814

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphotyrosine interaction domain (PTB/PID)

NUMB domain

Zinc finger, C2H2 type

KRAB box

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 5
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RETAINED PROTEIN DOMAINS
reading frame unclear

TatD related DNase

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

TatD related DNase

SUPPORTING READ COUNT

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

TatD related DNase

SUPPORTING READ COUNT

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

Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Rft protein

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Rft protein

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 1



chromosome 3

p21.1

chromosome 3

p21.1

SFMBT1
ENST00000483069.5

RFT1
ENST00000296292.8

breakpoint1
chr3:53046460

breakpoint2
chr3:53092618

0

3113

C
ov

er
ag

e

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

1 1312

2 kbp
introns not to scale

SFM
BT1

R
FT1

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

RFT1

RETAINED PROTEIN DOMAINS
reading frame unclear

Rft protein

SUPPORTING READ COUNT

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

Rft protein

SUPPORTING READ COUNT

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

Rft protein

SUPPORTING READ COUNT

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

Histone−like transcription factor (CBF/NF−Y) and archaeal histone

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphorylase superfamily

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphorylase superfamily

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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reading frame unclear

Phosphorylase superfamily

SUPPORTING READ COUNT

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

Phosphorylase superfamily

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SET domain

Pre−SET motif

Ankyrin repeats (3 copies)

Ankyrin repeats (many copies)
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Split reads = 9
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SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 2



chromosome 2

q33.1

chromosome 2

q33.1

CASP8
ENST00000432109.6

STRADB
ENST00000194530.8

breakpoint1
chr2:201234112

breakpoint2
chr2:201454746

0

5169

C
ov

er
ag

e

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

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

2 kbp
introns not to scale

CASP8

STRADB
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

STRADB

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 2



chromosome 15

q13.1

chromosome 15

q15.1

HERC2
ENST00000261609.13

AC018362.1
ENST00000649053.1

breakpoint1
chr15:28116665

breakpoint2
chr15:42498749

0

6387

C
ov

er
ag

e

93 92919089888786858483828180797877767574737271706968676665646362616059585756555453525150494847464544434241403938373635343332313029282726252423222120191817161514131211109 8 7 6 5 4 3 2 1 4 3 2 1

88878685848382818079787776757473727170696867666564636261605958575655545352515049484746454443424140393837363534333231302928272625242322212019181716151413121110987654321 4

7 kbp
introns not to scale

H
E

R
C

2 A
C

01
83

62
.1

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

HERC2

RETAINED PROTEIN DOMAINS
reading frame unclear

Regulator of chromosome condensation (RCC1) repeat

Cytochrome b5−like Heme/Steroid binding domain

Mib_herc2

Mouse development and cellular proliferation protein Cullin−7

Zinc finger, ZZ type

Anaphase−promoting complex, subunit 10 (APC10)

Regulator of chromosome condensation (RCC1) repeat

HECT−domain (ubiquitin−transferase)
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