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PRELI−like family
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Neurotransmitter−gated ion−channel ligand binding domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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TMED7 TICAM2

RETAINED PROTEIN DOMAINS
reading frame unclear

emp24/gp25L/p24 family/GOLD

TIR domain

emp24/gp25L/p24 family/GOLD

SUPPORTING READ COUNT

Split reads = 87
Discordant mates = 19
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RETAINED PROTEIN DOMAINS
reading frame unclear

emp24/gp25L/p24 family/GOLD

TIR domain

emp24/gp25L/p24 family/GOLD

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 4
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TMED7 TICAM2

RETAINED PROTEIN DOMAINS
reading frame unclear

emp24/gp25L/p24 family/GOLD

TIR domain

emp24/gp25L/p24 family/GOLD

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 19
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TMED7 TICAM2

RETAINED PROTEIN DOMAINS
reading frame unclear

emp24/gp25L/p24 family/GOLD

TIR domain

emp24/gp25L/p24 family/GOLD

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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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 = 67
Discordant mates = 3
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reading frame unclear

Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

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

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 66
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 66
Discordant mates = 0
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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 = 62
Discordant mates = 3
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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 = 21
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

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

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

SUPPORTING READ COUNT

Split reads = 56
Discordant mates = 3
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0



chromosome 17

p11.2

chromosome 11

p11.2

B9D1
ENST00000261499.10

CD82
ENST00000227155.9

breakpoint1
chr17:19343790

breakpoint2
chr11:44600158

0

4025

C
ov

er
ag

e

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

654321 4 5 6 7 8 9 10

1 kbp
introns not to scale

CD82

B
9D

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

B9D1 CD82

RETAINED PROTEIN DOMAINS
reading frame unclear

Ciliary basal body−associated, B9 protein

Tetraspanin family

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 2
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B9D1 CD82

RETAINED PROTEIN DOMAINS
reading frame unclear

Ciliary basal body−associated, B9 protein

Tetraspanin family

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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B9D1 CD82

RETAINED PROTEIN DOMAINS
reading frame unclear

Ciliary basal body−associated, B9 protein

Tetraspanin family

SUPPORTING READ COUNT

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

Peroxin−3

FAR−17a/AIG1−like protein

SUPPORTING READ COUNT

Split reads = 46
Discordant mates = 1
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SOGA3 KIAA0408

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein SOGA 

Domain of unknown function (DUF4482)

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 5
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SOGA3 KIAA0408

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein SOGA 

Domain of unknown function (DUF4482)

SUPPORTING READ COUNT

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

PH domain

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 4
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GAB2

RETAINED PROTEIN DOMAINS
reading frame unclear

PH domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 4
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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 = 42
Discordant mates = 1
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reading frame unclear

Ephrin
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Protein kinase domain

SUPPORTING READ COUNT

Split reads = 1
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 = 41
Discordant mates = 0
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CHMP1A FANCA

RETAINED PROTEIN DOMAINS
reading frame unclear

Fanconi anaemia group A protein

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 0
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CHMP1A FANCA

RETAINED PROTEIN DOMAINS
reading frame unclear

Fanconi anaemia group A protein

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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Fanconi anaemia group A protein
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SUPPORTING READ COUNT

Split reads = 38
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SUPPORTING READ COUNT
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Discordant mates = 0
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DEAD/DEAH box helicase
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SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 7
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reading frame unclear

Centromere protein M (CENP−M)

SH3 domain

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

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 4
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THAP domain
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Aconitase family (aconitate hydratase)

SUPPORTING READ COUNT
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Discordant mates = 1
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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 = 26
Discordant mates = 0
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Protein kinase domain

SUPPORTING READ COUNT
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Domain of unknown function (DUF4600)

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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SUPPORTING READ COUNT
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 20
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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 = 15
Discordant mates = 0
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SAND domain

Regulator of chromosome condensation (RCC1) repeat

SUPPORTING READ COUNT
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Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Transcription factor protein N terminal

Ets−domain

Laminin G domain

EGF−like domain

Laminin G domain

EGF−like domain

Laminin G domain
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von Willebrand factor type A domain
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TNF(Tumour Necrosis Factor) family 
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bZIP transcription factor
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bZIP transcription factor

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 6

p25.2

chromosome 6

p25.2

RIPK1
ENST00000259808.9

AL133351.4
ENST00000676390.1

breakpoint1
chr6:3081116

breakpoint2
chr6:3026753

0

2008

C
ov

er
ag

e

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

1 2 3 4 2 3

2 kbp
introns not to scale

A
L1

33
35

1.
4

R
IP

K1

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

RIPK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain
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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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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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