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SLED domain

mbt repeat

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

SAM domain (Sterile alpha motif)

SLED domain

mbt repeat

SLED domain

mbt repeat

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 10

p12.1

chromosome 10

p14

WAC
ENST00000354911.9

SFMBT2
ENST00000673876.1

breakpoint1
chr10:28535757

breakpoint2
chr10:7248649

0

14026

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 2 3 21201918171615141312111098

3 kbp
introns not to scale

SFMBT2

WAC

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

WAC SFMBT2

RETAINED PROTEIN DOMAINS
reading frame unclear

SAM domain (Sterile alpha motif)

SLED domain

mbt repeat

SLED domain

mbt repeat

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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PPL SEC14L5

RETAINED PROTEIN DOMAINS
reading frame unclear

SH3 domain

CRAL/TRIO domain

CRAL/TRIO, N−terminal domain

PRELI−like family

SUPPORTING READ COUNT

Split reads = 114
Discordant mates = 4
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PPL SEC14L5

RETAINED PROTEIN DOMAINS
reading frame unclear

SH3 domain

CRAL/TRIO domain

CRAL/TRIO, N−terminal domain

PRELI−like family

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 1
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PEX3 AIG1

RETAINED PROTEIN DOMAINS
reading frame unclear

Peroxin−3

FAR−17a/AIG1−like protein

SUPPORTING READ COUNT

Split reads = 96
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 95
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 11

q13.5

chromosome 9

p21.1

THAP12
ENST00000260045.8

ACO1
ENST00000379923.5

breakpoint1
chr11:76380748

breakpoint2
chr9:32405485

0

7529

C
ov

er
ag

e

5 4 3 2 1 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22

1 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22

2 kbp
introns not to scale

ACO1

THAP12

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

THAP12 ACO1

RETAINED PROTEIN DOMAINS
reading frame unclear

THAP domain

Aconitase C−terminal domain

Aconitase family (aconitate hydratase)

SUPPORTING READ COUNT

Split reads = 60
Discordant mates = 1
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PCSK6 GOLGA8F

RETAINED PROTEIN DOMAINS
reading frame unclear

Peptidase S8 pro−domain

GM130 C−terminal binding motif

Putative golgin subfamily A member 2−like protein 5

SUPPORTING READ COUNT

Split reads = 48
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 = 46
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 = 3
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 = 1
Discordant mates = 0
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DIS3L2 ALPP

RETAINED PROTEIN DOMAINS
reading frame unclear

Rrp44−like cold shock domain

Dis3−like cold−shock domain 2 (CSD2)

RNB domain

Alkaline phosphatase

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 0
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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 = 39
Discordant mates = 0
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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 = 1
Discordant mates = 0
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KDM5C

RETAINED PROTEIN DOMAINS
reading frame unclear

jmjN domain

ARID/BRIGHT DNA binding domain

PHD−finger

JmjC domain, hydroxylase

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 1
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EFCAB2

RETAINED PROTEIN DOMAINS
reading frame unclear

EF−hand domain pair

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 1
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ANKS1B

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphotyrosine interaction domain (PTB/PID)

SAM domain (Sterile alpha motif)

SAM domain (Sterile alpha motif)

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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ATAD5

RETAINED PROTEIN DOMAINS
reading frame unclear

ATPase family associated with various cellular activities (AAA)

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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RGS7

RETAINED PROTEIN DOMAINS
reading frame unclear

Regulator of G protein signaling domain

GGL domain

Regulator of G−protein signalling DHEX domain

Domain found in Dishevelled, Egl−10, and Pleckstrin (DEP)

Regulator of G−protein signalling DHEX domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0



chromosome 1

q43

chromosome 1

q43

AL359764.3
ENST00000662663.1

RGS7
ENST00000366563.5

breakpoint1
chr1:241456532

breakpoint2
chr1:241098762

0

406

C
ov

er
ag

e

4 3 2 1 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

4321 1817161514131211109876543

2 kbp
introns not to scale

RGS7AL359764.3

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

RGS7

RETAINED PROTEIN DOMAINS
reading frame unclear

Regulator of G protein signaling domain

GGL domain

Regulator of G−protein signalling DHEX domain

Domain found in Dishevelled, Egl−10, and Pleckstrin (DEP)

Regulator of G−protein signalling DHEX domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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RGS7

RETAINED PROTEIN DOMAINS
reading frame unclear

Regulator of G protein signaling domain

GGL domain

Regulator of G−protein signalling DHEX domain

Domain found in Dishevelled, Egl−10, and Pleckstrin (DEP)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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CUL4B TMEM255A

RETAINED PROTEIN DOMAINS
reading frame unclear

Cullin family

FAM70 protein

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 2
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RTF1 NR2F2

RETAINED PROTEIN DOMAINS
reading frame unclear

Ligand−binding domain of nuclear hormone receptor

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0


