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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 464
Discordant mates = 0
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STX16 NPEPL1

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 = 414
Discordant mates = 4
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STX16 NPEPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 1
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STX16 NPEPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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STX16 NPEPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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STX16 NPEPL1

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 = 2
Discordant mates = 0
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STX16 NPEPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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TFAP2C PREX1

RETAINED PROTEIN DOMAINS
reading frame unclear

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

RhoGEF domain

SUPPORTING READ COUNT

Split reads = 398
Discordant mates = 2
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TFAP2C PREX1

RETAINED PROTEIN DOMAINS
reading frame unclear

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

RhoGEF domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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TAB1 GNAZ

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein phosphatase 2C

G−protein alpha subunit

SUPPORTING READ COUNT

Split reads = 102
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 65
Discordant mates = 0
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KLHL21 SERBP1

RETAINED PROTEIN DOMAINS
reading frame unclear

BTB/POZ domain

BTB And C−terminal Kelch

Kelch motif

Hyaluronan / mRNA binding family

Intracellular hyaluronan−binding protein 4 N−terminal

SUPPORTING READ COUNT

Split reads = 58
Discordant mates = 0



chromosome 1

p36.31

chromosome 1

p31.3

KLHL21
ENST00000377658.8

SERBP1
ENST00000370990.5

breakpoint1
chr1:6599047

breakpoint2
chr1:67426285

0

15708

C
ov

er
ag

e

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

21 8765432

2 kbp
introns not to scale

KLHL21
SERBP11

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

KLHL21 SERBP1

RETAINED PROTEIN DOMAINS
reading frame unclear

BTB/POZ domain

BTB And C−terminal Kelch

Kelch motif

Hyaluronan / mRNA binding family

Intracellular hyaluronan−binding protein 4 N−terminal

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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CDK11A

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 0
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CDK11A

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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CSE1L SIMC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Importin−beta N−terminal domain

Cse1

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 0
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ENST00000344204.9

LINC02840
ENST00000667732.1

breakpoint1
chr5:14502657

breakpoint2
chr6:152831936

0

69848

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 1516 17 18192021 22 23242526272829 30 313233 34 35 3637383940414243444546 47 48 49 505152535455 56 57 3 2 1

1 2 3 4 5 6 7 8 9 10 11 12 13 14 1516 17 18192021 22 23242526272829 30 313233 34 35 3637383940414243444546 47 48 49 5051525354 32

5 kbp
introns not to scale

T
R

IOLIN
C02

84
0

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

TRIO

RETAINED PROTEIN DOMAINS
reading frame unclear

CRAL/TRIO domain

Spectrin repeat

RhoGEF domain

PH domain

SH3 domain

SH3−RhoGEF linking unstructured region

RhoGEF domain

PH domain

Immunoglobulin I−set domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 0
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TRIO

RETAINED PROTEIN DOMAINS
reading frame unclear

CRAL/TRIO domain

Spectrin repeat

RhoGEF domain

PH domain

SH3 domain

SH3−RhoGEF linking unstructured region

RhoGEF domain

PH domain

Immunoglobulin I−set domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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TRIO

RETAINED PROTEIN DOMAINS
reading frame unclear

CRAL/TRIO domain

Spectrin repeat

RhoGEF domain

PH domain

SH3 domain

SH3−RhoGEF linking unstructured region

RhoGEF domain

PH domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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C22orf23 POLR2F

RETAINED PROTEIN DOMAINS
reading frame unclear

Uncharacterised protein family (UPF0193)

RNA polymerase Rpb6 

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0
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DNAH5

RETAINED PROTEIN DOMAINS
reading frame unclear

Dynein heavy chain, N−terminal region 1

Dynein heavy chain, N−terminal region 2

Hydrolytic ATP binding site of dynein motor region

Dynein heavy chain AAA lid domain

P−loop containing dynein motor region

AAA+ lid domain

P−loop containing dynein motor region D4

Microtubule−binding stalk of dynein motor

ATP−binding dynein motor region

Dynein heavy chain region D6 P−loop domain 

Dynein heavy chain AAA lid domain

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0
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LRRC8C

RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine rich repeat

BspA type Leucine rich repeat region (6 copies)

Pannexin−like TM region of LRRC8

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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LRRC8C

RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine rich repeat

BspA type Leucine rich repeat region (6 copies)

Pannexin−like TM region of LRRC8

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 22

q13.1

chromosome 22

q13.1

MICALL1
ENST00000680578.1

C22orf23
ENST00000249079.6

breakpoint1
chr22:37927826

breakpoint2
chr22:37947463

0

5569

C
ov

er
ag

e

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

1 2 3 4 5 6 7 8 9 10 7654

2 kbp
introns not to scale

MICALL1

C22orf23

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

MICALL1 C22orf23

RETAINED PROTEIN DOMAINS
reading frame unclear

Calponin homology (CH) domain

LIM domain

Uncharacterised protein family (UPF0193)

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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MICALL1 C22orf23

RETAINED PROTEIN DOMAINS
reading frame unclear

Calponin homology (CH) domain

LIM domain

Uncharacterised protein family (UPF0193)

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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PRPF6

RETAINED PROTEIN DOMAINS
reading frame unclear

PRP1 splicing factor, N−terminal

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 1
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