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reading frame unclear

GSG1−like protein

PMP−22/EMP/MP20/Claudin family

SUPPORTING READ COUNT

Split reads = 184
Discordant mates = 0



chromosome 16

p11.2

chromosome 8

q24.3

CCDC189
ENST00000541260.5

MROH1
ENST00000528919.5

breakpoint1
chr16:30759012

breakpoint2
chr8:144258777

0

6541

C
ov

er
ag

e

8 7 6 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 23 24 25 26 27 28 29 30 31 32 33 34 35 36 37 38 39 40 41 42 43

7654321 35 36 37 38 39 40 41 42 43

3 kbp
introns not to scale

MROH1

C
C

D
C

18
9

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

CCDC189 MROH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Flagellar C1a complex subunit C1a−32

HEAT repeat

SUPPORTING READ COUNT

Split reads = 121
Discordant mates = 0



chromosome 16

p11.2

chromosome 8

q24.3

CCDC189
ENST00000541260.5

MROH1
ENST00000528919.5

breakpoint1
chr16:30759178

breakpoint2
chr8:144258777

0

6541

C
ov

er
ag

e

8 7 6 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 23 24 25 26 27 28 29 30 31 32 33 34 35 36 37 38 39 40 41 42 43

654321 35 36 37 38 39 40 41 42 43

3 kbp
introns not to scale

MROH1

C
C

D
C

18
9

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

CCDC189 MROH1

RETAINED PROTEIN DOMAINS
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Flagellar C1a complex subunit C1a−32

HEAT repeat

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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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 = 95
Discordant mates = 0
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Syntaxin

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Syntaxin

Cytosol aminopeptidase family, catalytic domain
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 91
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

PMP−22/EMP/MP20/Claudin family

SUPPORTING READ COUNT

Split reads = 84
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 = 80
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 = 37
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 = 25
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 = 10
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 = 7
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 = 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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RETAINED PROTEIN DOMAINS
reading frame unclear

Zap  helix turn helix N−terminal domain

Zinc−finger antiviral protein (ZAP) zinc finger domain 3

WWE domain

Laminin G domain

SUPPORTING READ COUNT

Split reads = 68
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

Domain of unknown function (DUF4600)

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 56
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

XRN 5'−3' exonuclease N−terminus

Xrn1 helical domain

7 transmembrane sweet−taste receptor of 3 GCPR

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 1
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XRN 5'−3' exonuclease N−terminus

Xrn1 helical domain

7 transmembrane sweet−taste receptor of 3 GCPR

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine−rich repeat

pfkB family carbohydrate kinase

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Rab−GTPase−TBC domain

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 0
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Rab−GTPase−TBC domain

SUPPORTING READ COUNT

Split reads = 1
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 = 38
Discordant mates = 0
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reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cullin family

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 0



chromosome 7

q36.1

chromosome 3

p24.1

CUL1
ENST00000665936.1

RBMS3
ENST00000452462.5

breakpoint1
chr7:148767749

breakpoint2
chr3:28575070

0

4980

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

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

2 kbp
introns not to scale

CUL1

R
BM

S3

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

CUL1 RBMS3

RETAINED PROTEIN DOMAINS
reading frame unclear

Cullin family

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

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 25
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