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SUPPORTING READ COUNT

Split reads = 824
Discordant mates = 0
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Discordant mates = 0
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Rubisco LSMT substrate−binding

SET domain

SUPPORTING READ COUNT

Split reads = 623
Discordant mates = 14
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SUPPORTING READ COUNT

Split reads = 167
Discordant mates = 4
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 2
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Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 589
Discordant mates = 8
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Discordant mates = 8



chromosome 5

q31.3

chromosome 5

q31.3

ANKHD1
ENST00000360839.7

PCDH1
ENST00000287008.8

breakpoint1
chr5:140436257

breakpoint2
chr5:141854436

0

14292

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 27 28 29 30 31 32 33 34 5 4 3 2 1

1 2 5

4 kbp
introns not to scale

A
N

K
H

D
1

P
C

D
H

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.
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SUPPORTING READ COUNT

Split reads = 473
Discordant mates = 29
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SUPPORTING READ COUNT

Split reads = 363
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 57
Discordant mates = 2
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Split reads = 7
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SUPPORTING READ COUNT

Split reads = 277
Discordant mates = 24
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Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 256
Discordant mates = 5
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Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 4
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 = 240
Discordant mates = 4
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Lectin C−type domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 211
Discordant mates = 3
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Thioesterase−like superfamily

SUPPORTING READ COUNT

Split reads = 187
Discordant mates = 2
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Immunoglobulin V−set domain

SUPPORTING READ COUNT

Split reads = 178
Discordant mates = 0
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Immunoglobulin V−set domain

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0
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No protein domains retained in fusion.
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No protein domains retained in fusion.
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RETAINED PROTEIN DOMAINS
reading frame unclear

Raptor N−terminal CASPase like domain

Zinc finger, C3HC4 type (RING finger)

SUPPORTING READ COUNT

Split reads = 117
Discordant mates = 5
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SUPPORTING READ COUNT

Split reads = 4
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 2



chromosome 17

q25.3

chromosome 17

q25.3

RPTOR
ENST00000306801.8

RNF213
ENST00000508628.6

breakpoint1
chr17:80791490

breakpoint2
chr17:80328376

0

23719

C
ov

er
ag

e

1 234 5 6789101112131415161718192021222324252627282930313233 34 12 3 4 5 6 7 8 91011121314151617181920212223242526 27 2829 30 3132333435363738394041424344454647484950515253545556575859606162636465666768 69

1 234 5 67212223242526 27 2829 30 3132333435363738394041424344454647484950515253545556575859606162636465666768 69

9 kbp
introns not to scale

R
N

F2
13

R
P

TO
R

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

RPTOR RNF213

RETAINED PROTEIN DOMAINS
reading frame unclear

Raptor N−terminal CASPase like domain

Zinc finger, C3HC4 type (RING finger)
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ATPase family associated with various cellular activities (AAA)

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 112
Discordant mates = 0
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reading frame unclear

PH domain

RhoGEF domain

SUPPORTING READ COUNT

Split reads = 88
Discordant mates = 0
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SUPPORTING READ COUNT
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Discordant mates = 0
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Importin−beta N−terminal domain

Cse1

SUPPORTING READ COUNT

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

RNA−binding, Nab2−type zinc finger

Zinc finger C−x8−C−x5−C−x3−H type (and similar)

SUPPORTING READ COUNT

Split reads = 55
Discordant mates = 0
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RNA−binding, Nab2−type zinc finger

Zinc finger C−x8−C−x5−C−x3−H type (and similar)

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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RNA−binding, Nab2−type zinc finger

Zinc finger C−x8−C−x5−C−x3−H type (and similar)

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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RNA−binding, Nab2−type zinc finger

Zinc finger C−x8−C−x5−C−x3−H type (and similar)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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RNA−binding, Nab2−type zinc finger

Zinc finger C−x8−C−x5−C−x3−H type (and similar)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 3

p21.1

chromosome 3

p21.2

PBRM1
ENST00000296302.11

WDR82
ENST00000296490.8

breakpoint1
chr3:52668498

breakpoint2
chr3:52270809

0

2455

C
ov

er
ag

e

30 29 28 27 26 25 24 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 9 8 7 6 5 4 3 2 1

321 98765432

3 kbp
introns not to scale

W
D

R
82

P
B

R
M

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

PBRM1 WDR82

RETAINED PROTEIN DOMAINS
reading frame unclear

Bromodomain

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 49
Discordant mates = 1
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Bromodomain

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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Bromodomain

WD domain, G−beta repeat

SUPPORTING READ COUNT

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

cAMP−dependent protein kinase inhibitor

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 0
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cAMP−dependent protein kinase inhibitor

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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reading frame unclear

MFS/sugar transport protein

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

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

IRSp53/MIM homology domain

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 0
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IRSp53/MIM homology domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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IRSp53/MIM homology domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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IRSp53/MIM homology domain

SUPPORTING READ COUNT

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

IRSp53/MIM homology domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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reading frame unclear

IRSp53/MIM homology domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 8

q24.13

chromosome 8

q21.13

MTSS1
ENST00000325064.9

AC034114.2
ENST00000662273.1

breakpoint1
chr8:124580551

breakpoint2
chr8:80285687

0

2601

C
ov

er
ag

e

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

7654321 2 3 4 5

2 kbp
introns not to scale

AC034114.2
MTSS1 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

MTSS1

RETAINED PROTEIN DOMAINS
reading frame unclear

IRSp53/MIM homology domain

SUPPORTING READ COUNT

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

Phosphatidylinositol 3− and 4−kinase

Phosphoinositide 3−kinase family, accessory domain (PIK domain)

Phosphoinositide 3−kinase C2

PI3−kinase family, ras−binding domain

PI3−kinase family, p85−binding domain

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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Importin beta binding domain

Armadillo/beta−catenin−like repeat

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 3
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 27
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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TRAM1−like protein

TLC domain

SUPPORTING READ COUNT

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

SPRY domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 1
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reading frame unclear

SPRY domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 1
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RANBP10 PSKH1

RETAINED PROTEIN DOMAINS
reading frame unclear

SPRY domain

Protein kinase domain

SUPPORTING READ COUNT

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

Olfactomedin−like domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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