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PCNA−associated factor histone like domain
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RII binding domain

SUPPORTING READ COUNT

Split reads = 184
Discordant mates = 1
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Glutathione S−transferase, C−terminal domain

Glutathione S−transferase, N−terminal domain

SUPPORTING READ COUNT

Split reads = 177
Discordant mates = 3
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 1
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Putative golgin subfamily A member 2−like protein 5

SUPPORTING READ COUNT

Split reads = 158
Discordant mates = 0
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Ceroid−lipofuscinosis neuronal protein 6

SUPPORTING READ COUNT

Split reads = 142
Discordant mates = 17
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SUPPORTING READ COUNT

Split reads = 101
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SUPPORTING READ COUNT

Split reads = 57
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SUPPORTING READ COUNT

Split reads = 44
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SUPPORTING READ COUNT

Split reads = 31
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SUPPORTING READ COUNT

Split reads = 3
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 144
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 8
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RETAINED PROTEIN DOMAINS
reading frame unclear

PX domain

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 143
Discordant mates = 1
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Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 2
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Aph−1 protein

Phosphatidylinositol 3− and 4−kinase

SUPPORTING READ COUNT

Split reads = 125
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 18
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Aph−1 protein
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SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 124
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

SUPPORTING READ COUNT

Split reads = 109
Discordant mates = 1
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Split reads = 2
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Alcohol dehydrogenase GroES−like domain

SUPPORTING READ COUNT

Split reads = 96
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 2
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No protein domains retained in fusion.
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Split reads = 1
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Fibronectin type III domain

Immunoglobulin I−set domain

Immunoglobulin domain

SUPPORTING READ COUNT

Split reads = 94
Discordant mates = 3
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Split reads = 15
Discordant mates = 3
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Reprolysin family propeptide

PDZ domain

SUPPORTING READ COUNT

Split reads = 87
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 86
Discordant mates = 3
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 84
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
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Ion transport protein

Ryanodine Receptor TM 4−6

RyR and IP3R Homology associated

RyR domain

RIH domain

SPRY domain

RyR domain

SPRY domain

RIH domain

MIR domain

Inositol 1,4,5−trisphosphate/ryanodine receptor

SUPPORTING READ COUNT

Split reads = 73
Discordant mates = 2
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Ion transport protein
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MIR domain

Inositol 1,4,5−trisphosphate/ryanodine receptor

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 0
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reading frame unclear

CTF/NF−I family transcription modulation region

SUPPORTING READ COUNT

Split reads = 65
Discordant mates = 0
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CTF/NF−I family transcription modulation region

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 62
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

cAMP−regulated phosphoprotein/endosulfine conserved region

SUPPORTING READ COUNT

Split reads = 54
Discordant mates = 0
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cAMP−regulated phosphoprotein/endosulfine conserved region

SUPPORTING READ COUNT

Split reads = 7
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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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Zinc finger, C4 type (two domains)

SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 1
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C2 domain

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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Split reads = 5
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7 transmembrane receptor (rhodopsin family)

SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 2
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chromosome 6

q15

chromosome 6

q15

AL139042.1
ENST00000669402.1

CNR1
ENST00000551417.1

breakpoint1
chr6:88324000

breakpoint2
chr6:88164294

0

1417

C
ov

er
ag

e

3 2 1 4 3 2 1

21 432

600 bp
introns not to scale

CNR1

AL1
39

04
2.

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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 2
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Discordant mates = 1



chromosome 3

p25.1

chromosome 5

p12

NR2C2
ENST00000323373.10

AC114947.1
ENST00000511991.1

breakpoint1
chr3:15024208

breakpoint2
chr5:43336196

0

12951

C
ov

er
ag

e

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

1 2 3 4 5 6 7 8 1 2 3

1 kbp
introns not to scale

A
C

11
49

47
.1

N
R

2C
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

NR2C2
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reading frame unclear

Zinc finger, C4 type (two domains)

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 2
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reading frame unclear

Helix−loop−helix DNA−binding domain

PAS fold

PAS domain
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Thrombospondin type 1 domain

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 0



chromosome 9

p24.1

chromosome 6

p24.1

JAK2
ENST00000381652.4

HIVEP1
ENST00000379388.7

breakpoint1
chr9:5022213

breakpoint2
chr6:12135791

0

4913

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 131415 16 17 18 19 20 21 22 23 24 25 1 2 3 4 5 6 7 8 9

1 2 3 7 8 9

4 kbp
introns not to scale

H
IV

EP
1

JAK2 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

JAK2 HIVEP1

RETAINED PROTEIN DOMAINS
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FERM F1 ubiquitin−like domain

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 14
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SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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Death effector domain

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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Death effector domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 2

q33.1

chromosome 2

q33.1

FAM126B
ENST00000418596.7

CFLAR
ENST00000423241.6

breakpoint1
chr2:201045496

breakpoint2
chr2:201133029

0

21753

C
ov

er
ag

e

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

21 3 4 5 6 7 8 9 10

3 kbp
introns not to scale

FAM
126B

CFLAR
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

CFLAR

RETAINED PROTEIN DOMAINS
reading frame unclear

Caspase domain

Death effector domain

SUPPORTING READ COUNT

Split reads = 1
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Zinc finger, C4 type (two domains)

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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PA domain

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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Split reads = 10
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SUPPORTING READ COUNT

Split reads = 5
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Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 1
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