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RETAINED PROTEIN DOMAINS
reading frame unclear

WD domain, G−beta repeat

Bromodomain

Protein phosphatase 2C

SUPPORTING READ COUNT

Split reads = 304
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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reading frame unclear

short chain dehydrogenase

2OG−Fe(II) oxygenase superfamily

SUPPORTING READ COUNT

Split reads = 200
Discordant mates = 1
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SUPPORTING READ COUNT

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

Runt domain

Chibby family

SUPPORTING READ COUNT

Split reads = 192
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 164
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 77
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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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 = 3
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SUPPORTING READ COUNT

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

Breast carcinoma amplified sequence 3 

SUPPORTING READ COUNT

Split reads = 163
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 = 140
Discordant mates = 1
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reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 140
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 = 140
Discordant mates = 1
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reading frame unclear

Cadherin−like
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Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 140
Discordant mates = 1
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reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 140
Discordant mates = 1
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reading frame unclear
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SUPPORTING READ COUNT

Split reads = 140
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 140
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 140
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Zinc finger, C3HC4 type (RING finger)

B−box zinc finger

MATH domain

SUPPORTING READ COUNT

Split reads = 135
Discordant mates = 4
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reading frame unclear

Ets−domain

Sterile alpha motif (SAM)/Pointed domain

SUPPORTING READ COUNT

Split reads = 125
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 114
Discordant mates = 4
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 2
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CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 1
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 1
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 1
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

Core histone H2A/H2B/H3/H4

C−terminus of histone H2A

Core histone H2A/H2B/H3/H4

SUPPORTING READ COUNT

Split reads = 112
Discordant mates = 1
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reading frame unclear

Immunoglobulin I−set domain

Immunoglobulin domain

SUPPORTING READ COUNT

Split reads = 103
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 1
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Immunoglobulin I−set domain

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 1
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Immunoglobulin I−set domain

Immunoglobulin domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Immunoglobulin I−set domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Low−density lipoprotein receptor repeat class B

Coagulation Factor Xa inhibitory site

Low−density lipoprotein receptor repeat class B
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Low−density lipoprotein receptor repeat class B

Zinc finger, C2H2 type

KRAB box

SUPPORTING READ COUNT

Split reads = 77
Discordant mates = 3
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 75
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 69
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

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

SAM domain (Sterile alpha motif)

SUPPORTING READ COUNT

Split reads = 62
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

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

SUPPORTING READ COUNT

Split reads = 57
Discordant mates = 3
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reading frame unclear

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

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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reading frame unclear

Ras family

Calcium−binding EGF domain
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Calcium−binding EGF domain
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Calcium−binding EGF domain
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Calcium−binding EGF domain
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SUPPORTING READ COUNT

Split reads = 50
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ras family

SUPPORTING READ COUNT

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

Runt domain

Mitochondrial import receptor subunit Tom22 

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 0
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reading frame unclear
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Mitochondrial import receptor subunit Tom22 

SUPPORTING READ COUNT

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

Low−density lipoprotein receptor repeat class B

Coagulation Factor Xa inhibitory site

Low−density lipoprotein receptor repeat class B

Coagulation Factor Xa inhibitory site

Low−density lipoprotein receptor repeat class B

Coagulation Factor Xa inhibitory site

Low−density lipoprotein receptor repeat class B

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 8
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RETAINED PROTEIN DOMAINS
reading frame unclear

Low−density lipoprotein receptor repeat class B

Coagulation Factor Xa inhibitory site

Low−density lipoprotein receptor repeat class B

Coagulation Factor Xa inhibitory site

Low−density lipoprotein receptor repeat class B

Coagulation Factor Xa inhibitory site

Low−density lipoprotein receptor repeat class B

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 4
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RETAINED PROTEIN DOMAINS
reading frame unclear

Low−density lipoprotein receptor repeat class B

Coagulation Factor Xa inhibitory site

Low−density lipoprotein receptor repeat class B

Coagulation Factor Xa inhibitory site

Low−density lipoprotein receptor repeat class B

Coagulation Factor Xa inhibitory site

Low−density lipoprotein receptor repeat class B

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 5
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reading frame unclear

Low−density lipoprotein receptor repeat class B

Coagulation Factor Xa inhibitory site

Low−density lipoprotein receptor repeat class B

Coagulation Factor Xa inhibitory site

Low−density lipoprotein receptor repeat class B

Coagulation Factor Xa inhibitory site

Low−density lipoprotein receptor repeat class B

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 7
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BCAS3 B3GALT5

RETAINED PROTEIN DOMAINS
reading frame unclear

Breast carcinoma amplified sequence 3 

Galactosyltransferase

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 2
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BCAS3 B3GALT5

RETAINED PROTEIN DOMAINS
reading frame unclear

Breast carcinoma amplified sequence 3 

Galactosyltransferase

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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q26

TLK2P1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 0



chromosome 11

q14.1

chromosome 11

p15.1

GAB2
ENST00000361507.5

NAV2
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breakpoint1
chr11:78417646

breakpoint2
chr11:19832484

0

3295

C
ov

er
ag

e

10 9 8 7 6 5 4 3 2 1 1 2 3 4 5 6 7 8 9 10 11 1213 14 15 16 171819 20 212223242526272829 30 31 3233 34 35 3637 38 39 40 41

12 3 4 5 6 7 8 9 10 11 1213 14 15 16 171819 20 212223242526272829 30 31 3233 34 35 3637 38 39 40 41

5 kbp
introns not to scale

NAV2

GAB2

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

GAB2 NAV2

RETAINED PROTEIN DOMAINS
reading frame unclear

PH domain

Calponin homology (CH) domain

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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ACCS USP35

RETAINED PROTEIN DOMAINS
reading frame unclear

Aminotransferase class I and II

Ubiquitin carboxyl−terminal hydrolase

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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STXBP4 ANKFN1

RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

Fibronectin type III domain

Ankyrin repeats (many copies)

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 1
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STXBP4 ANKFN1

RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

Fibronectin type III domain

Ankyrin repeats (many copies)

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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TTC17 EXT2

RETAINED PROTEIN DOMAINS
reading frame unclear

Glycosyl transferase family 64 domain

Exostosin family

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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YPEL2 CA10

RETAINED PROTEIN DOMAINS
reading frame unclear

Yippee zinc−binding/DNA−binding /Mis18, centromere assembly

Eukaryotic−type carbonic anhydrase

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 1
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YPEL2 CA10

RETAINED PROTEIN DOMAINS
reading frame unclear

Yippee zinc−binding/DNA−binding /Mis18, centromere assembly

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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UBE2Z DSCAM

RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin−conjugating enzyme

Fibronectin type III domain

Immunoglobulin I−set domain

Fibronectin type III domain

Immunoglobulin I−set domain

Immunoglobulin domain

Immunoglobulin I−set domain

Immunoglobulin domain

Immunoglobulin I−set domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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GSTP1 ZP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Glutathione S−transferase, N−terminal domain

Zona pellucida−like domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0



chromosome 11

q13.2

chromosome 11

q12.2

GSTP1
ENST00000398606.10

ZP1
ENST00000278853.9

breakpoint1
chr11:67583844

breakpoint2
chr11:60874933

0

36042

C
ov

er
ag

e

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

110 11 12

1 kbp
introns not to scale

ZP1

GSTP1

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

GSTP1 ZP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Zona pellucida−like domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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KLRC4 KLRK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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LDLRAD3

RETAINED PROTEIN DOMAINS
reading frame unclear

Low−density lipoprotein receptor domain class A

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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POLD3

RETAINED PROTEIN DOMAINS
reading frame unclear

DNA polymerase subunit Cdc27

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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POLD3

RETAINED PROTEIN DOMAINS
reading frame unclear

DNA polymerase subunit Cdc27

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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ANO1 TENM4

RETAINED PROTEIN DOMAINS
reading frame unclear

Dimerisation domain of Ca+−activated chloride−channel, anoctamin

Calcium−activated chloride channel

GHH signature containing HNH/Endo VII superfamily nuclease toxin

RHS Repeat

EGF−like domain

Teneurin Intracellular Region

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0


